Ultima ratio

Becrauk Poccurickort AkamemMmm
IHNHK-reneaixorum

Tom 4, No 9

2011 ceHTAOPH

Poccmiickas Akagemus [IHK-reneanorum



ISSN 1942-7484

Becrauk Poccenrvickon AxaneMumn HOHK-reneaorum. Hayuno-
nyommmauctideckoe  msganme Poccurickonn  Axamemum  [JHK-reneasormm.
M3snatenscrso Lulu inc., 2011.

Abmopcxue npaba saujunienst. Hu 00na u3 uacmeil 0anHoeo u30anus He Moxern 0bimb
Bocnpousbedena, nepedesara 8 4106011 ghopme u A100bIMU cpedcmBamu: MeXaHUUeCKUMU,
SAEKMPOHHBIMU, C NOMOU4BI0 (homokonupobanus u m. n. bes npedbapumesbHo2o
nuceMenH020 paspeuienus abmopob cmamei.

[pu yumupobanuu ccoiaka Ha 0aHHOe u30aHue 00A3amesbHa.

CocraBurenb
Poccuiickan Axademus JIIHK-eenearoeuu

Odopmiienne msmanms
Anatole A. Klyosov
[1a6en 1116apeb

© ABTOpcKMe IIpaBa Ha cratbyu npuHagjexar Poccuiickon Axagemun [JTHK-
rereasiorny, 2011. Ilpyu nepeneuaTke cchljIKa 00s13aTe/IbHA.
© PA-OHK, 2011



COOEP>KAHUE HOMEPA

OILTIABIICHVIC . . . o o o e e e e e e e e e e e e e e e e e e e e e s 1708

Emte pas o [JJHK-reneaiornm pycckmx Kxsasevt rartorpyrmsl N1cl v M
«comyTCTBYROImMX» A. A. KaécoB. . ... ... 1709

Haplogroup R1b as a carrier of Proto-Tiirkic languages, aka Dene-Caucasian
languages, aka Erbin, that is a non-IndoEuropean language in its dynamics
during 16,000 to 3,000 years before present. A.A. Klyosov —................ 1716

CoBpemeHHOe cocTOsIHIME CyOK/IaIoB 11 BeTBel1 raruiorpymimel Rlalal
(Kpatkas cripaBka-kommenTapwii). M.JI. Poxanckui u A.A. Kaécob. . ... ... .. 1774

O06 yauBUTeIbHBIX 1 HEOXKMUIAHHBIX A3bIKOBBIX COBIIAIEHVISIX MEX/IY
JIAKCKMM U aKKaJckuM g3bikamu (IIpopoiokenue). P.A. Omapueba. . . ...... .. 1776

VccnepoBanue ciiaBaHCKMX Befl «Bestecosomt kHurm». Bema 8. Ilepsoncrok
CrnaBaHCcKOVI Bephl. [eopeutl MAKCUMEHKO . ... ...t 1783

Uccienosanne citaBsiHCKMX Befl, «BestecoBont kumrm». Bema 9. O6 mcxomax
c1aBsH - apues ¢ bankan na Kapmater, ¢ Kapnar na [Inenp, x ozepy Viibmens,

3a }O.Ypan n 3 Cemupeuna B EBporry. Kak 1 Korga 310 mpomcxoamio.

Teopeuti MakCUMEHKO. . ... ..ot 1794

DISCUSSIONS

The recent infamous (and failed) attempt to discredit the mutation rate
constants. An overview of Busby et al (2011) article in Proc. of the Royal

Soc. (B) and Dienekes Pontikos “essay” in his Anthropology Blog.

Anatole A. KIY0S0U. . ... oo oo 1831

Letters from the Readers: PERSONAL CASES
Part 31, letters 101-104. . . . .. e 1893

1708



Emre pas o [JIHK-reHeaormm pyccKmnx KHsA3em
rarrorpynnsl N1cl v MM «COIIyTCTBYFOLIIVIX»

A.A. Knécos
http://aklyosov.home.comcast.net

Dra TeMa ObpUIa JOBOJIBHO IIOAPOOHO paccMOTpeHa B (peBpaIbCKOM BBIITyCKe
Bectuka (Kiécos, 2011a), rme mokaszaHO, UTO Cpeayu OOWIMS TaIUIOTUIIOB
rarwtorpymmsl N1cl ecTe BeTBb ¢ 0OIIMM IIpenKoM, KOTopbint X1 1250+250 ster
Hasasl, ¥ KOTOpyio oOpasytor Kua3bs ['arapmn, Kponorkma, Xwikos, IlyTsaTns,
ITy3biHa 1 Bagbosibcknil. DTO He 3HA4UWUT, UTO B 3TOVI BeTBM OOJIbIlle HMKOIO He
MOXXeT OBITh, IIPOCTO OCTYIIHbIE TAIUIOTUIIBI APYIVIX B 3Ty BETBb He IIOIAIaJIN.
Ot momm BxopsaT B Poccuiickoe [IBopsiHckoe coOpaHme, yIIpasiigeMoe
ViMnepatopckum IomoM PomaHOBBIX, M OHpefesieHHO IIpUMHAaIeXaT K OIHOM
HHK-reneanornmdeckont auHWMM. 31ech cilefyeT cAelaTb IHIpuMeYaHMe, YTO
rockosibKy B. Kybapes (cMm. craTeio Kitécos, 2011a) nmpeocTasiit HelIpaBIIIbHBIN
raluIOTUII OAHOIO W3 KHs3eW, JaTUpOBKa «KHSDKeCKOV BeTBM» B LIUTUPYeMOW
CTaTbe OKa3aslach 3aBBbIIIEHHOV, ¥ B HACTOsAIIeN cTaTbe (BKIIOYasi TaTUPOBKY
BBIIII€) OHA VICIIpaBJIeHa, M HIDKe IIPUBEIeHO VCIIpaBIeHHOe [JepeBO raryIoTHUIIOB.

CrenyeT Takxe OTMETUTD, UTO 67-MapKepHbIe Oa30Bble TaIUIOTUITBI «KHSDKECKOT»
BeTBU U BeTBU «['eguMuHOBIYer» pas3inJdaroTcs Ha 17.6 MyTamumi, 4To pa3sBoANT
3TV BETBU «II0 Topm3oHTaIM» Ha 4300 jier, 1 moMemnraer mx oOIiero Ipenxa
npvmepHo Ha 3035 ser Hasan. To ecTb OHM HMKaK He POACTBEHHMKM, JaXe B
VICTOpUYecKOM cMbIciie. OHM POACTBEHHMKM TOJIBKO IIO Tamvlorpymnie, Kynda
BXOJISIT JIECSATKV MVJUIVIOHOB JTIOITEVA.
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HepeBo 67-MapKepHBIX rarmioTMnoB 22 desioBeK ramrorpynmbsl Nlcl, mo
Bepcun B. KybapeBa npmuHamiexxammx «rmoromkaM Propmka». Pacimmdgpposka
Bcex ¢ammmit naHa B pabore (Kiécos, 2011a). BuaHO, 9TO TIaruIOTMIIBI
OTHOCSITCSI IO MeHbIIeVl Mepe K deTbIpeM JIMHMAM, 00Nl IpeJoK KOTOPBIX
Xwun mpumepHo 3200 srer Hasan. Illecrs rammormmos cieBa (larapwms,
Kponorknu, Xunkos, IlyseiHa, Ilyratmn, Bagbosnbckmuii) mMmeroT o0Imero
npenka, Koropbmi >xmui 12501250 jsreT Ha3aa; ceMb ralIOTMIOB CIpaBa BHU3Y —
npuMepHo 2325 et Hasax. YeTwIpe raluioTMiia cIipaBa BBepxy (IJIOcKast
BEeTBB), IPEANOJIOKUTETFHO «['eqVMMHOBIYM», 001N IIpenoK >k 520170
J1eT Ha3aj, 15-11 BeK IUII0Cc-MMHYC OAMH-IBa BeKa.
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Hapno cpasy ckasare, uro [IHK-reneajormss He MOXeT IOATBepPOAUTHL I
OIIPOBEPTHYTb, OTHOCATCS JIM 3TW JIIOAU K «propukoBmuam», B [THK 310 He
3ammcaHo. DTO MOTYT OBITb IIOTOMKM HEKOero 3HaTHOTO pofa, OOLINII IIperoK
KOTOPOro IO JaHHBIM, «3anvcaHHbiM» B JITHK, >xm1 Bo Bropom mososuHe 1-ro
TBIC HaIlleVl 5pbl. B 3TOM OTHOIIIeHMM JaTPOBKa BOBCe He SBJIIeTCS YHUKAJIBLHON
WIM KaKoOV-TO BbIgeirsomlerica. Kak ITokaszaHO B HedaBHel pa60Te 1o
JeTaJlbHOMY aHaJIM3y cOTeH raruroTumos rarmiorpymmsl Nlcl, ecrs macca JTHK-
reHeaJIOTVYeCcKX JIVMHUI, OOIye Ipeaky KOTOPBIX XWIN B 1-M ThICSYerneTun
HallleVl 3Pbl, B cepeAnHe Wwin B KoHIe. OgHa 13 HIX — BeTBb IIPUBEIeHHBIX 3/1eCh
uMeH pycckux KHszen. [Tostomy JHK-reneanorus nmpocro ¢pukcupyeT JaHHBIN
dakT, 4TO HpesoK OaHHOV JIMHUM PYCKMUX KHs3e! XWI B cepeauHe 1-ro
TBICSUEJIeTUsI IUTIOC-MMHYC TpWU BeKa (CTOJIb INMPOKWUI TOBEPUTEIbHBIN
VHTepBaJI OOyC/IOBJIeH MaIbIM YNMCJIOM — TaIUIOTUIIOB  BETBM), W 9YTO
IepeunciieHHble JIOAM AeVICTBUTENIbHO 00pa3yoT POIACTBEHHYIO IPyIIy. DTO
yXe odeHb HeMmaylo. UTo e KacaeTca (PaMWIBHOIO IIPOVICXOXIEHWS 3TON
TPyHIIBI - TO 3[ech CJIOBO OCTaeTcd 3a «KJIacCU4YecKoV» TIeHeaslorver,
XPOHMKaMV, apXVBHBIMI MaTepyajlaMi 1 TaK Jajiee.

B mamHom pabore s B3MISHY ellle pa3 Ha 3Ty IPYHIly UM ee MeCTO cpenu
«IIOIYTYMKOB», KOTOpBble JIMOO IIPpeTeHAYIOT OBITh B POACTBE C PYCCKMMM
KHS3bSIMM, JIMOO CUMTAIOT, YTO OHWM ¥ €eCTh «VCTVMHHBIE PIOPUKOBUYM». B
nuTupoBaHHoOM Bblllle padote (Kiécos, 2011a) O6pUTO MOKa3aHO, YTO B JAHHOM
rayIorpyIme ecTb OTHe/IbHas BeTBb, B KOTOPYIO BXOOUT «aKTUBUCT» WU
CKaHIAJIbHO M3BECTHBIN «IIPeTeHIeHT Ha TpoH» B. Kybapes, m obmmit mpemok
KOTOpOM XWwI npuMmepHo 2125 jer Haszaj,. fIcHO, 4TO 3Ta rpynma K ONVICAHHOW
rpylle pyccKuil KHs3eM HMKAKOTo IPsSIMOTO OTHOIIeHMs He mMeeT. VIx oOmmm
IIpefIOK XIJI He MeHee Tpex ThICAY JIeT Hasad, M PlopmkoMm ObITh HMKaK He
MoxeT. EcTh ellle BeTBb IIpeNIIOIOKWUTeIbHO [I'egyMuHOBMYeN, ¢ OOIIMM
npeakoM rmpuMepHo 520 jiet Hasazl. EcTe 1 ellle oTae/IbHBIe TalIOTHUIIBI, KOTOPbIe
HIoIIaIM Ha aHaIM3MpyeMoe depeBo IIPOCTO IIOTOMY, UTO VX IIPeIJIOKWII TOT XKe
akTuBucT Kybapes. B aToM cMEIc/Ie Ha fepeBo raruIOTUIIOB MOT IIOIACTh JII00O0T
U3 THICAY, a TO U U3 MIWUIVOHOB HOCUTesIeV Tatutorpymmsl N1cl, u s Kakgoro
HallUIochb OBl MecTO " BeTBb. TOJIBKO K PYCCKMM KHS3bSIM IOAaBIISIONIee
GOJIBIIIHCTBO He VIMeJIO OBl IIPSIMOTO OTHOIIIEHNS.

B manHOM, HOBOM paccMoTpeHMM OyheT IpVMeHeH HOBBIVI IIpyieM, KOTOPBIN
II03BOJISIET MOYTU «HaBCKUAKY» pa3le/INTh BEeTBU «POICTBEHHVKOB» U BBIABUTH
Tex, IPUCYTCTBME KOTOPBIX IIOH, BOIIPOCOM. DTOT HOBBIVI MeTOf, He 3aMeHseT
AeTaJIbHBIV aHaIN3 67-MapKepHBIX ralUIOTUIIOB, VCIIOJIb30BaHHBIBI B padoTe
(Kitécos, 2011a), HO pernaer ero Oostee HargnHbIM. OKasajioch, 4To B 67-
MapKepHBIX ralyIOTUIIaX eCTb KOPOTKMe PparMeHThl, KOTOpble XapaKTepHbI I
TOVI WJIVI MHOVI BeTBU. VI IIpocToV B3IVIAH, Ha 3TM (PparMeHTHl yXe II03BOJISeT
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IIOHATH, HAaCKOJIBKO POICTBEHHBI pacMaTpViBaeMble€ T'allVIOTUIIBI, a 3HA4YUT, 1 UX
HOCHUTEJIN.

[epeBpst 5TMX KOPOTKMX (parMeHTOB TaIUIOTUIIOB OBUIM  HeTaJbHO
paccmotpensl B pabore (Kiécos, 2011b), n ObUIO mOKa3aHO, YTO OOJIBIIMHCTBO
rartoTuios rariorpynmnel Nlcl pacxopsrcst Ha e OoJiblivie TPYIIIBI — YTPO-
durHCcKyIo m  roxHO-OarTmiickyo. OOe OHM OBOJIBHO MOJIOnble, 00e
obpasoBasich B 1-M ThICS9ereTuy Harey 3pbl. Kaxkmas 13 HUX BKIIOYaeT
HeCKOJIBKO IIOfIBeTBeV, 1 eCJIV 3TU IOABeTBU «OIPyOUTEb», CJIOXKUTB, TO 3TU IBe
OospImVie BeTBM VIMEIOT CJIeAyloIiye Oa3oBble TaIUIOTUIIBL, YTPO-PVHCKUIL 7
OKHO-OaTTUVICKNTL, COOTBETCTBEHHO:

142414111113111210141430-17101011122514193013 131414 - 11 11
18191415181936361310-11815178810811101221221410121217 713
20211512111011111211 (yrpo-dpvHCcKMit 6a30BBIN TaIlJIOTHII)

142314/15111113111210141430-1799111225141928 14141515 - 1111
18201415171936361310-11815178810811101221221410121217 713
20211612111011111211 (F0>KHO-0aITUVICKMVI 0a30BBIVI TaIlJIOTVII)

Mexny stvmu BerBsiMm Ha By 10 myTanmi, Ha caMoM fdere 7.82 MyTaruu,
IIOCKOJIbKY HEKOTOpble MyTallV PV yCpeaHeHun JpoOHble. DTO pa3sBOaUT obe
BETBY JIaTePaJIbHO («II0 TOPM30OHTaM») Ha 1725 jeT, u 1omerriaer oOIIero
npernka obemx BerBent Ha 2400 et Hazan. Ho sto B mepBoM mpulmrkeHUw,
IIOTOMY YTO CaM¥ BETBW COCTOSIT 3 IIOIBETBEVI pa3HOIro KOJIMYecTBa ¥ Pa3HOro
pasMepa. Ecrim Bce 3TO ydecTh, TO oOmImit mpenok seent rariorpymmnsl Nlcl mo
AOCTYIIHBIM rarvIOTUIIaM OIycKaeTcsa Bo Bpemenm 11o 4200 sietT Hasan,

B nmanHOM KOHTekcTe 3TW [eTajli He CTOJIb BakKHBI, ITOCKOJIBKY IS 1€/
HacTosIenl paboThl HaM Ba)XHO 3HATh, YTO BeOyLIMMM IIpU3HAKaMM YTIpPo-
dpmHCKOV BeTBYU (B KOTOPOV OOJIBIIIMHCTBO (PVIHHOB) 1 F0XKHO-OTTUIICKOVI BETBU
(B KOTOpOTI OOJIBIIIMHCTBO PYCCKMX, YKpaVHIIEB, OeJI0PYyCOB, MOJIIKOB, JINTOBIIEB,
JIaTHIIIeV, 3CTOHILIeB) ciayXar gsonka 10-10 (B8 DYS459) u uersepka 13-13-14-14 (B
DYS464) B mepsoit, 1 gBovika 9-9 u uerBepka 14-14-15-15 Bo BTOpOV [Ha camMoM
flejle VI YeTBePKM 3[1eCh SABJIAIOTCA AyIUIeKCHbIMM fBovikamwy, 13-14 m 14-15, HO
JUIsl 1eJleyl HacTosler paboThl 3TO He BaXkHO]. DT NPU3HaKM He SBJIAIOTCA
abCOMIOTHBIMM, KaK He SIBJISIOTCS aOCOITIOTHBIMM IOHSITUS «(PUHH» U «PYCCKUID»,
HO B 1eJIOM KOoppesius MeXAy BeTBSIMM WM  CaMOOTHeCeHMSIMM K
HalMIOHAJIBHOCTSAM ecTb. ECTh elllje oguH Npu3HaK - 3TO cHuIl-MyTanus L550+ B
I0)KHO-OaJITUTICKOTI BeTBU, 1 ee OTcyTcTBUe, L550-, B yrpo-dumHCKOM BeTBNM, HO
II0Ka TaKoe TeCcTupoBaHMe IpoBefeHo Becero Wit 10% yuacTtHukoB mpoekta N1cl.
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B ocHOBHOM 3TOT CHMII commpoBOXTaeTcs ABovKon 9-9 n yersepkon 14-14-15-15 B
yKa3aHHBIX MapKepax.

Tertepp MOXXHO IpUCTyIIaTh K OCHOBHOMY BOIIPOCY HacTosien pabotsl. Ilepern
3TUM [aIuM KpaTKye CBefleHMsl O KHs3bsIX 3TOVI OT[eIbHOVI BEeTBU Ha JlepeBe
raIluIOTUIIOB, OCHOBBIBAsCh Ha CIIpaBOYHMKAX:

BanOosbckuit - BeTBb Oes103epcKmX pIOPUKOBUYETL.

ITy3bIHa — MOTOMOK KHs1351 YepHuUrosckoro (ym. 1246).

l'arapwms - ot kusa3ent CrapomgyOckmx.

Kponorkuh - ot kasA3er1 CMosteHCKMX, poga MoHoMaxa.

ITyTatva - oT KHa3em [py1Kux, IIOTOMKOB KHs1351 CJIOHVMMCKOTO.

XWIKOB - TTOTOMOK KHs134 B.JI. Xuyikosa, OosipvHa 11 BoeBObl, BHyKa OCHOBaTeJIs
pona, ym. 1602 r., TO €cTb OTHOCUTEJIBHO ITO3[IHO IO CPaBHEHUIO C «BPeMeHaMM
Propuka»)

HwukTo M3 HMX JOKYMeHTaJIbHO He IOJTBepXIeH KaK IIpsMble IIOTOMKM Propuka,
XOTSI BC€ OHM CUYMUTAIOT YMCIO KOJIeH oT mocitemHero. CoOCTBEHHO, B aHHO
paboTe HaM 3TO He BaXHO, lIejIb ee - IIOKa3aTb, YTO OHM [EVICTBUTEIBHO
otHOcgTca K omHou JIHK-rereasrorimaeckov JIMHWIAL

Bce mecrepo xussent (I'arapmn, Kpomorkmn, Xwikos, Ilytarux, IlysbmHa u
BamgGosbckuit), koTopble 00pasyIoT OTIIeIbHYIO BeTBb Ha [lepeBe ralyloTUIIOB, Bee
VIMeIOT IBOVIKYy 9-9, m deTBepo mMeroT ueTBepKy 14-14-15-15, xkpome KH:A3A
l'arapmna, y xotoporo 14-15-15-15, n xua3a Ilysemsl, y koTtoporo 14-14-14-14.
DTO BIIOJIHE IIpVeMIIEMO, IIOCKOJIBKY Y BCeX B FaIUIOTUIIAX MMEIOTCS MyTalu, 1
TO, YTO BBbIIIIe — OJHOKpaTHasl NaJMHIpoMHas MyTamnyd. OHa MOITIa IIPOV30UTHI
KoIJa yrofgHO B IOC/IeHMe CTojleTus. boriee Toro, y Bcex IiecTui — ofgHa 1 Ta Xe
asovika 15-18 B DYS39551, B mapHOM «MemIleHHOM» Mapkepe. MyTtamus B 3ToM
MapKepe OOBIYHO - B CpefHEeM - OCTaeTCsl Ha MHOTMe ThICSUesIeTVs, M YacTo
gBJIdeTcss BeTBeoOpasylollell Wi [Aaxe popoobpasyrormient. B mpuanmie,
MyTalysl MOXeT IIPOV30UTHU U B 3TOM MapKepe, HO 3TO cjIy4daeTcs penko. Bor y
ponoHavasIbHVKa KHsI3el OHa M mpomsonula. Bo Been ramwtorpymme Nlcl Toinbko
8% raruroturiop umeroT mapy 15-18, y ocrambhaBIX 92% Tam 15-17. ITockoimbky
MyTalvs pefakasi, TO 3Ta Ilapa — BaXXHBIV IPU3HaAK JaHHOV KHSKECKOV BETBIAL.

Vrax, wmeeM Tpw mHOpu3HaKa KHsDKeckom BeTBu: 9-9, 14-14-15-15 (wm
OJIHOKpaTHasi MyTallusl B JJaHHOW udeTBepke), 1 17-18 B ykazaHHBIX MapKepax.
DTO - OPUHAIJIEXHOCTh He K YIpo-PUMHCKOM, a K IOKHO-OQITUVICKOV BETBIA
MoxHo cka3aTh - cj1aBsiHe, a He (PUHHBL.
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[TocMoTpuM, dYTO y [OpYyruMx 3asiBJIeHHBIX (B OCHOBHOM, 3asiBJIEHHBIX
«akTuBucToM» B. KyOapeBbiM) mipereHmeHTOB Ha KHsDKeckyro —JIHK-
POOOCIIOBHYIO.

Mosiozast BeTBb «TeIIMMHOBIYEN», B KOTOPYIO 110 67-MapKepHbIM raruioTuiiam
ObUIN OTHECeHBI UeThIpe rariorura - I'ommmaa, CeucryHoBa, YapTOopuiikoro n
XoBaHCKOro. Y Bcex dYeTBephHIX - APYyIve XapaKTepHble IIPW3HaKM, XOTS II0
nBovike 9-9 1 verBepke 14-14-15-15 oHUM TOXe OTHOCATCA K CIIaBSIHCKOVI, FOXKHO-
Gasrrurickon BeTBu. Ho y HUX y Bcex «MemieHHasd» gsonika 15-17, B oTyimame ot
15-18 y xuspxeckovi BeTBu. D10 - apyrag JITHK-reneanorueckas . [anee, B
OTJIYMe OT KHSDKeCKOV BeTBUM y HUX ellle OAHO OTINYMe — Y BCeX YeTBepPhIX
DYS19 = 15, a He 14, xaK y KHsi3ell. DTO JIOBOJIBHO OBICTpasi MyTallyis, OHa He
ABJISIeTCSl XapaKTepHbIM IIpu3HakoM. Ho B JaHHOM cilydae 3TO yXe BTOPOW
OpW3HAK OT/IMYMA OT KHSDKeCKOV BeTBM, 4YTO IHepeBOAUT 3TV OTINYUSA W3
CJIy4alHBbIX B 3aKOHOMEpPHBIe.

Kapnes ne nonagaer Hu tyaa, Hu croga. Y Hero 9-9, 14-14-15-15 n 15-17, xax y
OOoJIBINMHCTBA B IOKHO-OasrTmiickom BeTsu, 1 DYS19 = 14, omiMyarominim OT
TeVIMVHOBITUEV, HO OOBIYHBIV KaK IS FO’KHO-OaITHVIIEB, TaK M I (PVHHOB
(cMm. Ga3oBble raruioTMIIbl BhIle). VHaue rosopsi, KapiieB oTHOCHTCS mpocTO K
GOJIBIIMHCTBY F0)KHO-0aITUIICKOVI BETB.

OcrabHBIE «IIpeTeHIeHThl» Ha JepeBe ralyIOTUIIOB — IOJIHBIV pa3Hoboi. DTo -
oObuHBIe TamwIoTHMIBI ramrorpynmsl  N1cl, He oOpasyoomme HUYero
XapaKTepPHOI'O B JaHHOM KOHTeKCTe. [laBariTe IIOCMOTPYM.

Kyb6apes, Kpasxuk, 3ariies, [logonsckun, Dauren, Baymxan u IlaTpakka - Bce
VIMEIOT HeUTO CpefHee MeXOy (PVHHO-YTOPCKON ¥ F0XKHO-OaITUVICKOVI BETBSIMIAL
Y Bcex cemepsix asomika 10-10, uTo TmmM4YHO M1 yrpo-PUHCKOV BeTBU, HO
ueTBepka 14-14-15-15 (y 3avmesa 14-15-15-15 u y Bammxana 15-15-15-15, uto
OIISATh IIPOCTO OJHOIIIATOBble MYyTaIlnM), KaK B I0)KHO-OaTuiickoit BeTBu. To ecTh
3TO TO JIU CJlaBgHe ¢ MyTalyeil B PUHCKYIO CTOPOHY, TO JI (PVMHHBI C MyTallyen
B CJIAaBAHCKYIO CTOPOHY. Y Bcex «MeJIeHHas» gBoViKa 15-17, uto xapakTepHO It
OospIIMHCTBA KaK yIrpo-pMHHOB, TaK W IOXKHO-OaJITMIIIEB, HO Pe3KO
OTJIMYAIoNIasi OT «KHSDKeCKOVD» BeTBb, B KOTOpom 15-18.

Y Xoosrcera - «toxxHO-OasiTumIcKas» ueTBepka 14-14-15-15 m «yrpo-dpumHcKas»
neovika 10-10, kak y cemeprIx Bblllle, HO HecTaHHapTHas Tpowka 15-18, xak y
«xHA3emn» To ecTb 310 mpocto oraenbHasa JJHK-mvans B rarutorpynme Nlcl.

Y I'anbperira 1 JaBuicoHa - TUIIMYHBIE «IOKHO-OairTuiickme» 9-9, 14-14-15-15 n

15-17, xaK y OOJIBIIMHCTBA, C pa3HOOOPa3HBIMI CITyYallHBIMY MY TallVSIMM, OIISITh
Kak y OospmmHcTBa. HemoHSTHO, YTO MX B «IIpeTeHOeHTh» mpusero. Kro

1714



npuBell - IIOHSATHO, TOT Xe «aKTuBUCT» KybOapes. Bummmo, Opumm cBom
cooOpakeHMsl.

To xe camoe 11 HeKTO YWICOH, Yy Hero «toXHO-OayrTuiickasi» Asovika 9-9 u yrpo-
duHCckas yerBepka 13-13-14-14, TO ecTh JOBOJIBHO TUIIMYHBIV CIydayl MyTalii
MeXITy STUMMW JIBYMsI BeTBsIMI. Takyx MHOTO.

BoT, cobcTBeHHO, 1 BCe «IIpeTeHIeHThl». B OTHOIIEHNM «KHSKECKOV» BeTBU
BBIBOJ], OCTaJICSI TeM e — 3TO, 0e3ycCJIOBHO, KHsDKecKasl BeTBb, HO KTO ObUI ee
oOImIMM TIpenKoM B 1-M ThICSYerIeTVM HaIleyl 3Pbl — BOIIPOC OTKPBIT. DTO ObUT,
CKOpee Bcero, mpodeccoHaIbHbIVI BOEHHBIV, YacTh JIUTHI 0OIIecTBa, KOTOPHIN
JlaJI TIOTOMCTBEHHBIX ITPpOdecCrOHaIbHBIX BOEHHBIX, OIIATH )K€ IPOHOJDKMBIIIVIX
muTy. beut i 310 Propmk, mim KTO Ipyrovi - BOIIPOC OISTBH JKe OTKPHIT. [la,
HaBepHOe, 3TO He CTOJIb BakHO. IloToMKamy ObUmM jroay, ciryxusive Poccum.
BoernHo-0oeBoi1 cocTap BhICIIIEro 3BeHa.

JIumepamypa

Kitécos, A.A. (2011) JHK-reneastormsi coppemeHHOro «Bermkoro kHs3s Bces
Pycn». Omnpeir  paccnemoBanms. BectHuk Poccuickonn  Axkapemum  JTHK-
rereasiorny, T. 4, Ne 2, 403-418.

Kiécos, A.A. (2011) «Yrpo-dpuHCcKasi» W «IOKHO-OaTUVICKas»  BETBU

rarwrorpynmel Nlcl m mx ramwtorunsl. Bectnuk Poccuickon Axapemmm J[THK-
rexeastornu, T. 4, Ne 8, 1604-1626.
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Haplogroup R1b as a carrier of Proto-Tiirkic
languages, aka Dene-Caucasian languages, aka
Erbin, that is a non-IndoEuropean language in its
dynamics during 16,000 to 3,000 years before present

Anatole A. Klyosov
http://aklyosov.home.comcast.net

Foreword

This article in its earlier version was published in Proceedings of the Russian
Academy of DNA Genealogy, vol. 3, No. 1, 2010 (in Russian), and then it was
translated (with my permission) by the publishers of the Turkic History site
http:/ /s155239215.onlinehome.us/ turkic/60_Genetics / Klyosov2010DNK-

GenealogyEn.htm. For the past year I have received many letters from readers,
mostly (or only) positive and appreciative. However, when I was talking to
linguists, I felt that the word “Turkic” in the context of the article could be
misleading, since the contemporary linguistics consider Turkic languages as
young ones, which arose in the 15t millennium AD, as reviewed in this article. In
their paradigm the term “Turkic” is not applicable to languages which have
apparently were in use thousands years ago. My explanations that I was talking
about proto-Turkic languages, as it was emphasized in the introduction to the
paper, were repeatedly and consistently falling to deaf ear. I have tried to explain
that I was talking about languages of bearers of haplogroup R1b, who had been
migrating across Eurasia between 16 and 5 thousand years before present, and
those languages were not Indo-European languages, they were not present-day
Turkic languages, of course, however, they eventually brought about present-
day Turkic languages. Those languages were in use many thousand years ago
between South Siberia (maybe Yenisei), Altai, Xinjiang, across Central Asia to
Middle Volga River, where Chuvash, Bashkir and Tartar people speak Turkic
languages nowadays, then across the Caucasus to Anatolia, where present days
Turkey people live, and further on through Middle East to Europe, where the
Basques speak their isolated language which some linguists describe as Sino-
Caucasian and as Dene-Caucasian languages. In place of “Proto-Turkic” I could
have used “Dene-Caucasian” language, or whatever it could be called. It could
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be called “Erbin”, since the R1b bearers were speaking it for thousand years.
Apparently, the very archaic form of that language was brought to America by
ancient migrants, and now it is called Na-Dene languages. This is the same
ancient language, which does not have a consensus name between
contempotrary linguistics. Let it be Erbin.

This Erbin language was apparently brought to Europe by R1bla2 people, who
came to the Pyreneees after crossing the Gibraltar Strait some 4800 years before
present, and as the Bell Beakers they moved up North to the European continent
and eventually populated Europe, along with displacing (and apparently
eliminating) many other inhabitants of Europe, such as of I1 and 12 tribes, and
Rlal people, and maybe a majority of G people as well. Maybe that is why I1
and Rlal almost completely disappeared from Europe between 4500 and 4000
ybp, and repopulated it again starting at the end of the 2"d millennium BC (I1)
and in the first half and the middle of the 15t millennium BC (R1al). All European
populations of I1 have a common ancestor around 3300 ybp, and most of Rlal
lineages in Europe have appeared there between 2700 and 2500 BC and later. At
the same time, as Rlal started repopulating Europe, R1bla2 have gradually
picked IndoEuropean languages.

The oldest Indo-European language in Europe among ancestors of the present-
day R1bla2 people was carried by the Celts, who suddenly appeared in Europe
in the middle of the 1% millennium BC. However, they apparently were not those
Celts who we believe were R1bla2 bearers. The first Celts very likely were Rlal,
who, according to some historians, have arrived to the Alps from the East
European steppes. There were no R1bla2 in the steppes by that time, however
there were plenty of Rlal. They apparently brought their Indo-European
language to Central Europe, as a thousand years before that, in the middle of the
27d millennium BC, they, R1al, brought the Indo-European, which was the Aryan
language, to Iran and India. It seems that R1bla2 people in Europe have acquired
that IE language in the middle of the 1% millennium BC, and carried it around,
calling themselves the Celts and the Gauls, as it was noted by Julius Caesar in the
first lines of his “The Gallic Wars”.

Now, when most of Europe speaks Indo-European languages, the mainstream of
linguists truly believe that ancestors of R1bla2 people spoke IE languages in
Europe 4000 years ago and earlier. It is simply not substantiated. They spoke a
variety of non-IE languages in Europe. One of very few of those ancient R1bla2
languages is still in use in Europe as the Basque language (Basques are
predominantly (around 90%) R1bla2 people). The very term “Celtic languages”
was coined only in the beginning of the 18t century.

This article tells the story on ancient migrations of R1b and Rla people and about
their languages, as it is reconstructed by means of DNA genealogy. It is of no
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doubt that the story will be refined and detailed along with appearance of new
data, however, the core of the story is expectedly would not change much.

Introduction by the Turkic History site
(the author of this study is not responsible for this excessively positive
description)

Whoever reads this, is blessed with a first, real, groundbreaking treatise on
Turkic genetics that has a vision equipped with professional tools and not
burdened with a load of preconceived notions and institutional restrictions. Even
if the future establish that not all hypothesis and explanations in the following
are correct, the principles and vision would be a ratchet that would not allow a
slide backwards. This is a new page in Turkology.

The adjective Turkic and the noun Tiirk are used to denote the global world of
the Turkic community that includes Turkish and Turks as one of the
constituents; Tiirk is a noun of which Tiirkic and Turkic are adjectival derivatives
needed for translation from Russian, which has four distinct designations for
four phenomena. To designate a biased advocate of Tiirkic studies is used a
word Tiirkist, a mirror of the word Iranist, vs. Turkologist whose specialty is
impartial Tirkic studies. The semantics of the above terminology in English and
Russian is a result of their national histories.

* % %

SUMMARY

Based on the data of DNA genealogy, a concept was formulated and
substantiated that in the ancient times, until the middle of the 1st millennium BC,
two linguistic fields - the Tiirkic (Proto-Ttirkic) and Indo-European, the
languages of the haplogroups R1b and R1la respectively, dominated in their turns
over the whole Eurasia reaching the Atlantic Ocean in the West. With a time
difference of 1-2 thousand years, people of these haplogroups were migrating in
opposite directions, mostly crossing the same territories, which confused present
day linguists and archaeologists, and led to the fundamentally erroneous
"Kurgan" and "Anatolian" theories of the “Indo-European homeland".

The modern Uigurs, Kazakhs, Bashkirs, and some other peoples of Siberia,
Central Asia and the Urals descend in part from the ancient R1b1 branch, and by
now retain the same haplogroup for 16,000 years. The "ProtoTurkic-lingual"
haplogroup R1b expanded from the South Siberia, where it formed some 16,000
years ago, across the territories of the Middle Volga, Samara, Khvalynsk (in the
middle course of river Volga) and the Ancient Pit Grave ("Kurgan")
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archaeological cultures and historical-cultural complexes (8-6 thousand years ago
and later; the common ancestor of the ethnic Russians with haplogroup R1bl
lived 6,775 £ 830 years ago), northern Kazakhstan (for example Botai culture
dated by the archaeologists 5,700 - 5,100 years before present (ybp), in reality
must be much older), passed through the Caucasus to Anatolia (6,000 + 800 ybp
by the dating of R1b1b2 haplogroup of the modern Caucasians), and through the
Middle East (Lebanon, 5,300 + 700 ybp; the ancient ancestors of the modern Jews,
5,150 + 620 ybp), and Northern Africa (Berbers of the R1b haplogroup, 3,875 +
670 ybp), crossed over to the Iberian Peninsula (4,800 ybp, present day Basques
have a common ancestor of 3625 + 370 ybp, apparently, after passing a severe
populational bottleneck between 4,800 and 3,625 ybp) and further on to the
British Isles (in the Ireland 3,800 + 380 and 3,350 + 360 ybp for different R1bla2
populations), and to the continental Europe (Flanders, 4,150 + 500 ybp, Sweden
4,225 + 520 ybp).

The path from the Pyrenees to the Continental Europe was the path and period
of the Beaker Culture, the ancestors of the Pra-Celts and Pra-Italics as we know
them today. It seems, however, that “Pra-Celts” in the Pyrenees 4,500 ybp and
actual Celts in the Alps, who spoke Indo-European language 2600 ybp, were
different people. Those “Pra-Celts” in the Pyrenees were Rlbla2, Bell Beaker
people, and the Celts in the Alps 2600 ybp were Rlal people, recently migrated
from the East, from the Russian Plain, in the middle of the 1%t millennium BC,
and brought with them IndoEuropean language. Soon, it spread over Central
and Western Europe. On the Russian Plain the IE language was spoken since at
least 4800 ybp, and from there it was brough to Anatolia and Mitanni, India and
Iran ~ 3500 ybp.

In parallel, the traces of the ancient R1b carriers are found in the Balkans (4,050 +
890 ybp), separately in Slovenia (4,050 + 540 ybp), Italy (4,125 + 500 ybp). That
was the beginning of the ProtoTirkic languages' time in Europe, and the
disappearance there of the '"Proto-Indo-European" haplogroup Rlal, which
populated Europe from the 8" millennium BC. The haplogroup Rlal was
practically saved by the event that 4,800 years ago, in the beginning of the third
millennium BC, its bearers moved from Europe to the Eastern European Plain
(aka Russian Plain), and settled the territory from the Baltic to the Black Sea. As
soon as 4,500 ybp they were already in the Caucasus, 3,600 ybp they were in
Anatolia (according to the haplotypes of the Rlal haplogroup in modern
Anatolia). Meanwhile, across the Eastern European Plain they migrated to the
southern Ural, and around 4,000 ybp on to the southern Siberia, at that time they
established the Andronovo archaeological culture and populated Central Asia
(4,000 - 3,500 ybp), and approximately 3,500 ybp a part of them went to India and
Iran as the Aryans, bringing along the Aryan dialects, which effectively closed
the linguistic link with the Aryan languages (R1al) and led to the emergence of
the Indo-European family of languages.
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4,500-4,000 years ago the Rlal disappeared from the Western and Central
Europe, the Europe became non-IndoEuropean (ProtoTiirkic-speaking) with the
arrival of the people carrying the R1b haplogroup (at the beginning of the 3nd
millennium BC), and that lasted until the middle of the 1st millennium BC (3,000-
2,500 years ybp), when the haplogroup Rlal re-populated the Western and
Central Europe, and came about a reverse replacement of the ProtoTiirkic
languages to the Indo-European languages. That linguistic and haplogroup, or
tribal (in terms of DNA genealogy) striations of the Eastern European Plain, in
the Near East, and in Europe has led to erroneous linguistic and archaeological
concepts such as the "Indo-European Kurgan Culture" with its transposed
languages (postulated" Indo-European", when it was a ProtoTtirkic language),
the wrong direction of movement (the "Proto-Indo-European" was moving
eastward, not westward, as did the ProtoTurkic (the westward movement was
seen by the creators and supporters of the "Kurgan Culture" as the “Indo-
European” movement, which was 180 degrees wrong), wrong periods (the Proto-
Indo-European language advanced eastward across the Eastern European Plain
in the 3rd millennium BC, while the ancient Pit Grave, or the "Kurgan" culture
are mainly dated by the period of the 4th-3rd millenniums BC, and were moving
westward and southward).

Something similar also happened to the "Anatolian theory", where a separate
(Trans-caucasian) branch of the Aryans' route, the southward movement of the
R1al haplogroup carriers across the Eastern European Plain (4500-3600 ybp) was
mistaken for the "Indo-European homeland" in Anatolia, in addition to another
“IndoEuropean homeland” there some 9,000 ybp, according to different scholars.
That led to a conceptual distortion and misunderstanding of the fundamental
role of the ProtoTtirkic languages in the Eastern European Plain (at least from the
time 10,000 years ago), and in the Europe, where it continued for one and a half
thousand years (from the beginning of the 2nd millennium to the middle of the
1st millennium BC).

IMPORTANT PREFACE NOTE

What the article calls "Turkic" or “ProtoT{irkic”, or "ancient Turkic" language is
based only on the fact that Turkologists call it Tiirkic. Analyzing the ancient texts
(see below) they see specifically the agglutinative Ttirkic language, the Turkic
ethnonyms in Europe. It is possible that this is a misunderstanding, and what
they see is an agglutinative language of the haplogroup Rlb ancient carriers,
which can be called "Erbin" (after R1b). It could be, but not necessarily, a basis, a
ground, a substrate for the modern Ttirkic languages; it could just be a related,
lateral branch of the ancient Tiirkic language. It could be the agglutinative
language of the ancient Basques. Was that Tiirkic language or not is a matter for
the linguists to decide. In any case, it does not affect the discourse and
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conclusions of the article. Those who find the term "Tiirkic language" or
“ProtoTirkic language” in this context (as a pre-IE language in Europe,
employing by R1b bearers 4500-2500 years before present, and some later) not
acceptable may substitute it with the term "Erbin", and read on.

INTRODUCTION

For more than a hundred years the "Iranists”, or more commonly "Indo-
Europeanists" on one side, and Turkologists on the other side, completely deny
the contribution of the opponent's linguistic group into the Eurasian linguistic
landscape in antiquity (from the beginning of our era and older), asserting that in
the Europe and Asia was either a continuous "Indo-Iranian" substrate, or
conversely continuous Turkic substrate. They do not compromise. Examples are
given below.

However, the explanation is quite simple. Both sides are right, but on their own
half. The two major Eurasian haplogroups, Rla and Rlb, diverged (or rather,
formed and diverged) 20-16 thousand years ago, evolved linguistically from the
common Nostratic languages, respectively into the Pra-Aryan (later called
"Proto-Indo-European") and the Proto-Tiirkic, and then into Tiirkic. Because the
paths of the haplogroups Rla and Rlb carriers in Eurasia significantly
transversed in the same territories, often with a gap of a millennia or two (Rla
migrations are older in Europe, R1b migrations are older in Asia), they left
"substrates" superimposed one on another, and intertwined in many ways. Since
the agglutinative ProtoT{iirkic and Tiirkic languages are probably less subjected
to temporal changes than the flexive Indo-European languages, the Turkologists
derive with ease almost all "Iranisms" from the Tiirkic languages. They are
finding in works of historians of antiquity many examples of Turkisms, in the
proper names and in the names for the objects, and in separate terms. The
Iranists in response brush them aside, and cite their own versions, in accordance
with which certainly no Ttirkisms existed in the Eurasia during the past era and
even less so before that. Or they ignore it, or undertake repressive measures in
science. Any Turkologist can cite many examples of that kind.

This article, introductory to the problem, is to show that many thousands years
ago both the ProtoAryan (or Aryan), that is Proto-Indo-European languages,
and the Proto-Tiirkic (or Tiirkic), non-IndoEuropean languages have existed.
They simply were carrying by different haplogroups (as tribes), the first by the
tribe R1al, the second by R1b1, and perhaps by the kindred tribes Q and N (all of
them split from the “upstream” tribe-haplogroup NOP some 50,000-45,000 ybp).
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The concept, naturally, is awaiting for a deeper linguistic studies. But the
beginning, as can be seen, is established.

The next section relays the story about of opposition between '"Iranists" and
"Tiirkists". Actually, the opposition does not exists literally, it is rather a figure of
speech. Too unequal were both sides to call it an "opposition". But this figure of
speech reflects the essence of the problem. Ever since the beginning of the 1950s,
the official historical science postulated that the Scythians were "Iranian
speaking". The issue was not to be discussed any more. Any arguments and
scientific evidence on the subject were not acknowledged by the official science
(and that the official science exists is beyond discussions; at least it have existed
in the Soviet Union where linguistics was totally controled by the government;
Josef Stalin himself was a self-appointed linguist, the author of “Marksism and
Problems of Linguistics” (Pravda, June 20, 1950) which was then published as a
book by millions of copies), or reacted to with dead silence for at least the last 60
years.

About confrontation between "Iranists" and "Tiirkists". Solely quotes.

Yu.N. Drozdov "Turkic ethnonyms of ancient Europeans" (2008) [a new edition
“Turkic-speaking Period of European History” (Moscow, 2011) was published,
ISBN 978-5-904729-20-2]:

"... Here we present the results of ethnonymic studies of ancient European tribes and
peoples according to the ancient and early medieval written sources. It was established
that the ethnonymy of these tribes and peoples was Tiirkic-lingual" (annotation for the
book).

Ibid: "The results give reasons to believe that a vast majority of the European population
from the ancient times to the 10-12 centuries AD was Tiirkic-lingual".

Ibid, p. 5: "The Antiquity and Early Medieval written sources in Greek, Latin and
Arabic cite a large number of names for the ancient European tribes and peoples. Not a
single name that could be derived from Greek, Latin, or any other modern European
language was found among them ... The linguistic analysis of the ancient European
ethnonyms shows that all of them are distorted Tiirkic-lingual words".

Ibid, p. 5-6: "The results of the study showed that neither the Hebrew, nor the Greek
language had any relation to the (Christian) terminology (two millennia ago). It also was
entirely Tiirkic-lingual".

Ibid, p. 8-9: "In accordance with the concept of the modern historical science, all of these

(Scythian) tribes are considered to be Iranian speaking (more accurately, Persian
speaking). Moreover, this view has acquired a status of a static axiom ... (To the contrary)
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a number of scientists and experts provably state for already quite a long time that all
Scythian and Sarmatian peoples were Tiirkic-lingual".

V.I. Abayev "Ossetian Language and Folklore" (Moscow-Leningrad, 1949, pp.
239): "... We have received a certain amount of positive, solid and indisputable results
which can not be changed by any future explorations and discoveries. These results
characterize the Scythian language as an Iranian language, with features of peculiar and
well-defined individuality" .

Yu.N. Drozdov, p. 9: "... The modern historical science adopted this conclusion of V.I.
Abaev as axiom, resulting that the ethnogenesis of all European nations does not find an
intelligible and logical explanation."

M.Z. Zakiev "Origin of Ttirks and Tatars" (Moscow, 2003, pp. 139-140): " The
theory of exclusive Iranian linguality of all tribes united by the common name of the
Scythians seemed plausible when the Iranists conducted etymological studies of the
Scythian written sources by picking only selected words ( ethnonyms) with solely Iranian
roots. However, a circle of researchers of these sources is extending. The problem was also
approached by non-Iranists, in particular Turkologists and other linguists. Words with
non-Iranian roots, especially with the Tiirkic roots were introduced into the scientific
circulation, indicating the presence of Tiirkic-lingual people in the union of Scythian
tribes ... The result is a vicious circle: archaeologists are guided by the opinion of
linguists who attribute the archaeological culture of the Scythian and Sarmatian period
to the Iranian-speaking tribes, and the linguists-Iranists for confirmation of their theory
refer to the conclusions of the archaeologists" .

M.Z. Zakiev, ibid: "Notably, all the Turkologists that reached the Scythian materials
and studied them themselves, unequivocally recognize the Tiirkic-linguality of the main
composition of the Scythians and Sarmatians, and prove that with linguistic,
ethnological, mythological, and archaeological evidence".

LM. Miziev "The History Nearby" (Nalchik, 1990, cit. per T.A. Mollaev "A new
perspective to the history of the Ossetian people, 2010, p. 6):

Ancient and

Scythians Medi.eval Medieval
Tiirkic peoples |Indo-European
peoples
Kurgans (Timuli) +++ - - -
Funeral carts, timber graves, dugouts |+ + + -
Felt in the graves +++ -
Embalming corpses +++ -

Grave lined with wood, bedding of|+ + + -
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bark, reeds, log ceiling over grave

Round-,  pointed-,  egg-shaped-

: ++ + - - -
bottom ceramic

Bone and copper horse mouth gears |+ + + -

T.A. Mollaev, "A new perspective on the history of the Ossetian people", 2010, p.
6): "This table shows irreconcilable difference between the ethnic passports of the
Scythians, represented in the archaeological materials, and the Indo-European peoples ...
And also a complete equivalence in the corresponding characteristics of the medieval
Tiirkic peoples with the Scythian nations in antiquity."

TA Mollaev, ibid, p. 9: "The "Iranists" explained the Scythian words in the following
mode: they would take any anthroponym, ethnonym, etc. recorded by the ancient written
sources, then a lexical unit from Ossetian or other Iranian language and even from other
Indo languages, phonetically more or less suitable, was arbitrarily sought, and after that
they insist that the result of that comparison points at the lexical unit of the Scythian
words to belong to the Iranian languages. With that method, and with the same success,
any Scythian word and its lexical units can be “found” to belong to any other languages
in the world. And then, having that phonetical “resemblance”, they would declare the
Scythian words as certainly derived from those languages.

Thus, the absence of an appropriate scientific methodology, or more accurately, ignoring
any proper methodology, allowed the above theory to appear and penetrate into
historiography. The founders of the theory were three very bias minded Indo-
Europeanists of the 19th century (].G.Klaproth, K.V.Mullengof, V.F.Miller). Using
identical method and having a certain desire, any word can be etymologized in any
language of the world" .

T.A. Mollaev, ibid, p. 11: "That would remain immaterial if their "scientific
explorations", or more accurately fakes, were not represented at an official level as solid
scientific arquments. And after that many others were duped by the "Iranists": both
specialists and regular folks would start to believe that the Scythian tribes (ancestors of
the Ttirkic people), indeed spoke Iranian languages."

D. Verkhoturov (cited per T.A. Mollayev, ibid, p. 15): "If to believe the Iranian
theory, it follows that around the middle of the 1st millennium AD the Tiirks "moved"
from the Altai, quickly captured and Trirkified a huge "Iranian world", and did it so well
that no trace and fragments of the old world have remained.Meanwhile, it is perfectly
clear that the formation of such vast Tiirkic world took millennia. There is an absolutely
definite archaeological complex of the steppe peoples, first of all kurgan burials in timber
graves, burials with horse, etc., which in the archaeological materials of the Eurasian
steppe zone clearly continue their descent in the culture of the undeniably Tiirkic peoples.
The beginning of the continuity ascend at least to the beginning of the 1st millennium
BC."
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LM. Miziev and K.T. Laypanov "On the origin of the Tiirkic peoples" (Nalchik,
1993, cit. per T.A.Mollayev, p. 20): "Scythologists B.N. Grakov, M.I. Artamonov, A.P.
Smirnov, 1.G. Aliev, V.Y. Murzin, and many other honest archaeologists fell into the
"trap" of the Iranist linguists. They knew, that according to archaeological and other
materials the Andronovans, Scythians, Sakas, Massagetes, and Alans were not Iranians,
however "since linguists proved their Iranian-linguality", they were forced to recognize
these tribes as Iranian-speaking."

Yu.N. Drozdov, page 10: "... despite a large number of works produced to demonstrate
that the Scythian-Sarmatian people were indeed Tiirkic-speaking, the conclusions of those
authors have not yet been accepted by the modern historical science. Perhaps their
arguments were not found to be convincing, or more likely their findings did not fit the
commonly accepted historical concept."

The books of Yu. Drozdov and T. Mollayev supply a wealth of materials for the
Turkic ethnonymy of the European and Eurasian tribes, nations, of historical
figures, and mythical characters; the material was collected by the authors
themselves, as well as by their predecessors. The quoting can be extended to
infinity, and the following are but a few examples. Concluding the series of
descriptions on mutual pricking between Iranists and Turkists related to the
Scythians, the following example is cited by the both authors. Herodotus lists
several legends about the origin of the Scythians. According to one of them, the
ancestor of the Scythians was a man named Targitai, who had three sons,
Lipoksai, Arpoksai and Kolaksai. Herodotus noted that Lipoksai was an ancestor
of the Avhatai Scythians, then from the middle son Arpoksai descended Katiars
and Traspians, and from the youngest Kolaksai descended Paralats. "Alltogether
they are called Scolots, Greeks call them Scythians" (Herodotus).

All these names and ethnical terms were deciphered by the turkologist M. Zakiev
based on the Tiirkic language (described in detail in N. Drozdov, p. 15), and
T. Mollaev adds that the names of both father and son are listed in a long series
of the 13th century Tiirkic names in the annals of Rashid al-Din, for example
Actai, Ashiktai, Gurushtai, Buruntai, Daritai, Oiratai, Kamtai, Kutai, Kutuktai,
Kyahtai, Subektai, Tubtai, Uigurtai, Usutai etc. (Mollaev, p. 52). It should be
added that since tai/sai/thai is "clan" in Turkic, said etymology is totally
transparent for the tribal descent: those are clans from Dari, Oirat, Kithai, Kuyan,
Suvar, Tuba, Uigur, Usun.

YuN. Drozdov (2008) systematically examines ancient authors, and also
examines in detail virtually all regions and known tribes of the ancient Europe,
and finds layers of Tiirkic-lingual ethnonymy everywhere, among the Scythians,
Sarmatians, Goths, Huns, Avars, Enets and Venets, Sklavens, Antes, Vandals,
Baltic tribes, both in the Dnieper area and east of Dnieper area, among the
Germans, Scandinavians, Franks, Gauls and Celts, ancient Britons, inhabitants of
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the Apennines, the Khazars, Burtas, Bulgars, and tribes of the Volga and Kama.

In the conclusion of the book, Yu.N. Drozdov wrote: "The ethnonymic analysis of
the ancient European tribes and peoples, and also their names and separate terms
according to the Greek, Latin and Arabo-Persian Classical and Early Medieval written
sources demonstrated that they all were Tiirkic-lingual. That suggests that the
population of Europe in the period under consideration was Tiirkic-lingual ... Currently,
however, virtually all European nations speak in different flexive languages that have
nothing in common with the Tiirkic languages. Only in the extreme east of Europe, a few
Kama, Volga and North Caucasian peoples have preserved the ancient European Tiirkic
language. So, at some time period in the past, the bulk of the European nations switched
from the Tiirkic to other languages, which presently are known as the European
languages" (p. 352).

Further on: "It seems that the languages of the Tiirkic linguistic group were spread
throughout Eurasia (and it seems not only there) from a very distant period in time,
beyond the historical memory of the modern humanity" (ibid.).

And further on: "A careful analysis of available written sources in order to identify any
evidence that would allow, at least in a first approximation, to understand when, how
and from where the European nations received new flexive languages did not produce
any results so far" (p. 353) .

Further, Yu.N. Drozdov estimates that the period of final change from the
agglutinative Turkic to the flexive Indo-European languages in Europe, namely
to French, Germanic, Danish, and Slavic falls in the period between the 9th and
13th centuries AD (p. 357). But a significant number of the Tiirkisms remains,
though they are phonetically deformed under the influence of the modern
languages (pp. 357-358), and, we add, due to rules of dynamics of languages.

More on the confrontation between "Iranists" and "Tiirkists". A novel
view at resolution of the conflict. The emergence of the flexive Aryan
and agglutinative Tiirkic languages in Asia and Europe

As it was noted above, the continued de facto opposition between Iranists and
Turkists already crossed over into the 21st century, it leads to obvious mutual
excessives. As the Iranists not give an inch of ancient Eurasia to the Tiirkic
languages (see the previous section), the same way the Turkologists in the
example of Yu. Drozdov (in this particular case) do not see the Indo-European
languages in Europe at that same time and later, including the whole first
millennium of our era, excepting the Greek and Latin (from the middle of the last
millennium BC [p. 352] or the end of the last centuries BC [p. 356]). Although, as
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Yu. Drozdov pointed out, "to ascertain the carriers (of the Latin) was impossible so
far" (p. 352).

It commonly does not happen that both sides were so mistaken. This article
attempts to show that both sides are in a way correct, each on its own half. As
states the famous saying attributed variously to A. Einstein or I. Newton, "The
Nature is cunning, but not malicious." And here the nature has played a cunning
joke with the linguists. It seems that the two Caucasoid (Europeoid) brotherly
tribes, or haplogroups, Rlal and R1b1, that came about 60 thousand years ago to
the Eastern European Plain as an upstream tribe CT (or maybe arose as that CT
tribe at the Russian Plain, contemporary science does not know it as yet), and
then went to the Southern Siberia at least 50,000 years ago as the NOP tribe, and
then as a split P tribe (45,000 years ago), and finally arose as Rlal and R1bl,
have dispersed over time and over territories, as relayed below, carrying two
quite different languages, ProtoIndoEuropean and ProtoTurkic, respectively.

In other words, one of those post-Nostratic languages was a flexive Aryan
language (language of the Rlal tribe), which later became to be called Proto-
Indo-European, and the other was an agglutinative Proto-Tiirkic language
(language of the R1b1 tribe). Both types arose in the Southern Siberia.

The R1b1 tribe, a carrier of the agglutinative, ancient ProtoTiirkic languages.
The path from Asia to Europe, with the arrival at the turn of the 3rd-2nd
millenniua BC

The modern Uigurs, Kazakhs, Bashkirs, and some other peoples of Siberia,
Central Asia, and the Urals, descend in part from the ancient R1b1 tribe, and by
now retain the same R1bl haplogroup for about 16,000 years. That tribe
historically was moving from east to west, leaving their descendants along their
migration route.

Those are the present-day peoples of Siberia, Volga, Kama, Central Asia, and the
ancient peoples of the Middle Volga, Samara, Khvalyn, the ancient Pit Grave or
"Kurgan" archaeological cultures, cultural and cultural-historical communities,
and some Caucasian peoples that partially retained the haplogroup R1b1, which
by the time of 6,000 years ago has become a downstream haplogroup Rlbla2
(carryingt mutations M269 and L23 or L49 according to the modern
nomenclature), and the peoples of the Turkey and Middle East, whose
populations retained in their DNA many structural segments of the same
haplogroup R1bl, see the table below (Abu-Amero et al, 2009; except the new
data on the Assyrians).
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A fraction of]
Country R1bla2, %
Assyrians 30
Anatolia 15
[raq 10
Iran 8
Lebanon 7.3
United Arab|
Emirates 3.7
Pakistan 2.8
Egypt 2
Saudi Arabia 1.9
Qatar 1.4
Jordan 1
Oman 1

The Assyrians are considered to be descendants of ancient Sumerians, and they
have their R1bla2 haplogroup as the dominating one among others, lagging far
behind. Notably, the "indigenous" Caucasians, the descendants of the
haplogroup R1b ancient tribes, have no further recorded downstream subclades
of their haplogroup Rlbla2 (with mutation M269) or R1b2a2a (with mutation
L23), which are typical for the Western and Central Europeans. In other words,
the subdivision to suclades, of course, exists, but no one has yet studied it for the
Caucasians (as inhabitants of the Caucasus). It seems that the fragmentation in
the Caucasus went the other way, forming other "downstream" mutations that
have not yet been identified. On the contrary, the Europeans for identification of
the downstream "European" mutations threw in large forces of specialists, and
their R1b2a2a-L.23 in the subsequent move from the Caucasus to Europe already
has 83 subgroups identified by the end of September 2011 (there were 34 of them
when the first edition of this article was published in 2009, and the list is growing
at the rate of two dozen Rlbla2 subclades a year). In an abridged version,
without side branches, the subsequent, post-Caucasian development of the
subgroups looks as follows:

Ribla2a 123/S141, L49.1
Rlbla2al L150
Rlbla2ala L51/M412/S167
Ribla2alal L11/S127, 152, L151, P310/S129, P311/S128
R1bla2alala M405/S21/U106
Rlbla2alalb P312/S116
Rlbla2alalb3 S28/U152

Rl1bla2alalb5 1238/S182
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Here subclades and their respective SNP (Single Nucleotide Polymorphic)
mutations are shown. Some subclades have multiple SNP mutations, all of them
are characteristic for the subclades, though all they were formed at different
times. Some indexes, such as P312/5116, are the same thing, but identified in
different laboratories, and in the cited case P designates University of Arizona,
and S - Edinburgh University.

Since those SNPs are practically irreversible, they serve as clear "markers" that
allow tracing the carriers of the Rlb migration (and migrations of all
haplogroups and their subclades, on that matter) throughout the whole Europe
and the world, to the most remote corners.

Considering the ancient migrations of the haplogroup R1b in Asia, eastward of
Anatolia (15% of R1bla2) the share of the R1bla2 noticeably falls (8%): it is 2.8%
in Pakistan, alongside with 4.6% of the ancient Asian line R1blal. We see that the
most ancient R1b left (in a very little amounts nowadays) closer to their place of
origin, though they could have moved for thousands of years. In Central Asia,
their downstream Rlblal-M73 in Pakistan (as well as among Uigurs, Tuvans,
Kazakhs and other Central Asians) exceeds their further downstream Rlbla2-
M269, which grow higher in their share starting from Iran (still not much) and
Anatolia, and further westward. In the British Isles, for example, R1bla2 reaches
>90%, as well as among the Basques in Iberia.

RIb M343
R1b1 L1278, M415, P25 1,P25 2, P25 3
R1bla P297, 1320
Rlblal M73, M478
Rlbla2 1265, M269, M520, S3, S10, S13, S17
Rlbla2a 123/S141, 149.1

Very little, only 0.8% of the last ancient Asian line (R1blal-M73) is found in
Anatolia (Abu-Amero et al, 2009), as also elsewhere outside of the Central Asia.
However, we are now talking only on adding some SNP mutations to the DNA
of those ancient people, who continued to move thousand years ago from
Central Asia westward without any knowledge of their subclades and
haplogroups. They continued to carry their ancient (ProtoTurkic) language from
Central Asia to Europe by relaying if from generation to generation over
hundreds of generations, and why would not they? They continued to speak in
their ProtoT{irkic language, which, naturally, was changing in accordance with
the laws of linguistic dynamics. Of course, their ProtoTurkic language in Central
Asia 14,000 years ago and their ProtoTurkic language on Middle Volga 9,000
years ago, and their language in the Caucasus 6,000 years ago and in Sumer 5500
years ago, and in Iberia 4500 years ago, and among the Basques nowadays - of
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course they were and they are now tremendously different languages.

Therefore all those “objections” that we cannot call all of those languages as
“Turkic”, are irrelevant. None of languages can be called a single name during
16,000 years or so. All that linguists can do is to look at assorted fragments of an
ancient language which was evolving in its continuiety over thousands and
thousands of years, and call those fragments by different names, such as
“ProtoTurkic”, “Dene-Caucasian”, “Sino-Caucasian”, “Na-Dene”, “Enisseian”,
“North-Caucasian”, “Iberian”, “Sumerian”, “Basque”, and other agglutinative,
non-IndoEuropean languages. In fact, it might well be the same language in its
historical dynamics, and DNA genealogy points in this direction, telling linguists
- just look better, now you do know where to look and what at. That is why in
order to avoid confusions I suggest to call this language “Erbin”, as being
attributed to the abcient R1b tribe in its historical dynamics.

From Anatolia, which the carriers of the R1bla2 characteristic mutation (SNP),
together with their agglutinative language, reached 6,000 + 800 years ago
(Klyosov, 2008a, b), they continued moving westward toward Europe by two
routes. One route went through the Balkans, where the haplogroup R1bla2 are
identified (by a pattern of mutations in their Y-chromosomal haplotypes) at
about 4,000 years ago (a formal calculation gives 4050 + 890 years ago). In
Sardinia, it dates at 5,025 + 630 years ago, Sicily 4,550 + 1020 years ago, in Italy
4,125 + 500 years ago, in Slovenia 4,250 + 600 years ago. Another route went
through the Middle East (the common ancestor of the modern carriers of the
haplogroup R1bla2 in Lebanon dates back to 5,300 + 700 years ago, among the
nowaday Jews 5,150 £ 620 years ago), then across the North Africa (Algerian
Berbers 3,875 + 670 years ago) to the Atlantic Ocean and across Strait of Gibraltar
to the Iberian Peninsula (4800 years ago), and further up North to the continental
Europe (Klyosov, 2009a). Approximately 3,600 years ago that haplogroup has
reached the British Isles. This is the movement of Beaker culture - from the
Iberian Peninsula to the British Isles and on the European continent. On the
overall, the peopling of Europe by the carriers of the haplogroup R1bla2, who
were speaking the ancient Ttirkic languages, occurred between 4,800 and 3,300
years ago. They were the ancestors of the present 60% of population in Europe.

The R1al tribe, carrier of the flexive, Aryan languages. The path from Asia to
Europe and back East in the 3rd-2nd millenniums BC

Between 10 and 5 thousand years ago Europe was populated (although with low
density in those times) by bearers of haplogroups Rlal, G2, I1, 12, J2. The last
four probably came to Central Europe in Upper Neolith, in the pre-glacial
period, and Rlal came from Asia around 11-9 thousand years ago. It was much
earlier than the arrival time of R1bla2 about 4800 years before present.
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Haplogroup Rla, as it was mentined above, arose in South Siberia. “Arose” in
the sense that one of haplogroup R1 bearers acquired a certain SNP mutation (see
the diagram below) in his DNA Y-chromosome, and after many generations
those who survived from his tribe had exactly that mutation, possibly along with
some other, “parallel” mutations (parallel not in time, but in the final result).

R M207/Page37/UTY2, P224, P227, P229, P232, P280, P285, S4, S9, V45
R1 M173/P241, M306/S1, P225, P231, P233, P234, P236, P238, P242, P245, P286,
Rla L62/M513, L63/M511, L145/M449, L146/M420
Rlal L120/M516, L122/M448, M459, Page65.2/SRY1532.2/SRY10831.2
Rlala L1168, L449, M17, M198, M512, M514, M515
Rlalal L1457, M417, Page7
Rlalala MS56
Rlalalb M]157.1
Rlalalc M64.2/Paged4.2, M87, M204
Rlalald P98
Rlalale PK5
Rlalalf| M434
Rlalalg M458
Rlalalgll M334 (position relative to L260 uncertain)
Rlalalg2 [.260
Rlalalh L176.1/S179.1

..............

Rlalali L365
Rlalalj L366
Rlalalk P278.2
RlalalLl 1[342.2

It was a pure coincidence. Those SNP mutations that defined the haplogroup
Rlal provided no advantage for survival, as far as (current) science tells us. The
carriers of another mutation could have survived, and then we would now state
that survived carried a mutation XYZ. Anyway, those who survided and
continued life of the tribe with their descendance, we now call R1al. They were
descendants of the same upstream tribe R1, and spoke the same language, at
least at the time when the new SNP mutation appeared which now defines Rla
haplogroup.

This R1a haplogroup appeared about 20,000 years ago (Klyosov, 2009b), in any
case there are no other data. I use here designations Rla and Rlal
interchangeably, since we do not have data whether they were distant in time or
have appeared almost at the same time, within a few generations. Apparently, it
was some 4,000 years before the appearance of the R1bl haplogroup. It seems
that by the time when R1b arose, bearers of R1al have already left those places.
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Four thousand years is a long period, within which is quite conceivable for a
tribe to move to a new territory. For what reason the common language of R and
then R1 diverged into the flexive (Rlal) and agglutinative (R1bl) language
families we do not know.

The base for both languages was Nostratic, or Boreal language, or whatever
name can be invented, it will not change anything. There were many “Nostratic”
levels of languages, starting at least from ~ 65,000 years before present, the times
of the upstream haplogroup BT, then its downstream CT, then IJK, which as IJ or
I separately, migrated west to Europe, then K gave NOP, which around 50,000
years ago went eastward, split to NO and P, and some of them arrived to
Southern Siberia about 45,000 years before present.

NOP was certainly a source of Nostrac language (from 50,000 years and onward),
and, when split, N (arose ~ 20,000 years ago) gave an Altaic, Uralic, and Finno-
Ugric languages; O (arose ~ 23,000 years ago) gave the Dene/Sino-group of
languages, such as Sino-Tibetian and other languages resulten in languages of
China, Japan, Korea, and many East Asian regions. P gave Q and R haplogroups
(~40,000 years ago), of which Q populated Siberia (including many Mongoloid
tribes) and the Americas (including many carriers of Amerindian agglutinative
languages), and R produced Rla and Rlb, which currently populate Werstern,
Central and Eastern Europe, and who now speak Turkic (in Asia) and
IndoEuropean languages (mainly in Europe). All those languages have their
roots in Nostratic languages back to 50-10 thousand years ago, and particularly
13-15 thousand years ago when Rla and R1b were migrating across Eurasia,
westward to Europe. It seems that initially haplogroups NOP spoke an
agglutinative language(s), including R1, however, on some reason not
understood as yet, R1al spoke a flexive, proto-IE language. It was identified as
early as 10-9,000 years before present in Anatolia (Gray and Atkinson, 2003).
Later it became the signature language of Rlal haplogroup in Europe, a Proto-
Indo-European Aryan language, which was brough to the Russian Plain at 4800
ybp, and then to India and Iran at about 3500 ybp.

The exact path of the haplogroup Rlal to Europe remains unknown, however,
we can see a trail of R1al haplotypes from South Siberia (the Altai and Xingjiang
regions) across India, Pakistan, Iran, Anatolia and the rest of Asia Minor to the
Balkans. The oldest dates of Rlal populations in Europe go back to 10-11
thousand years ago, that is immediately after the melting of the glaciers. By some
indications, its place was in the Balkans. That is also in agreement with some
linguistic data about the landscape of the Indo-European "homeland", although
this term is inherently flawed if applied to Anatolia and anywhere in Europe. At
any rate, as we observe, it was not an "ancestral home", and they were not "Indo-
Europeans", but the Rlal tribe, at the time they were Pra-Indo-Europeans. As
will be seen later, that tribe migrated from the Russian Plain to India and Iran in
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the middle of the second millennium BC under a name of the Aryans, bringing
along their Aryan flexive language. From that period the language acquired a
status of "Indo-European". Prior to that it was the Aryan language, a language of
the haplogroup Rlal.

So, the carriers of the haplogroup Rlal remained (apparently) in the Balkans
from about 10-11,000 years ago, and quite possibly were populating the Europe.
They could have trade and other relations with the southern Europe, including
Anatolia and in general with the Asia Minor, Greece, and initiated, alone or in
association with the people of the haplogroup I, what later was named Balkan
Archaeological Cultures. The early dating of these cultures are about 8-9
thousands years ago (6th-7th millenniums BC), which does not contradict the
dating of DNA genealogy for the haplogroup Rlal in Europe as 11-10,000 years
ago. The archaeology testifies about excavated (typically) material traits, and not
about the time of the arrival there of an ancient migrants. The 2-3 thousand years
that separate the appearance of Rlal in the Balkans, from the dates of the
Starcevo, Keresh, and then Tripolie-Cucuteni cultures is quite reasonable.

So, what linguistic landscape was in Eurasia from 16 to 6 thousand years ago (4th
millennium BC)? Before answering that question, we roll back to the more
ancient times, and present, inevitably in general terms, the concept of the world
status with respect to humanity for the previous 60-50 thousand years, as it is
presented by the modern DNA genealogy.

The linguistic landscape in Eurasia by 6 thousand years ago (4th millennium
BC), and in the next 2,000 years

Let us return to the subject of our review. By the 6 thousand years ago the
carriers of the haplogroup I, divided into two main subgroups I1 and 12, lived in
Europe for more than 30 thousand years. They barely left the European
continent. What language they had is unknown, but it is possible that the Basque
language is an ancient language of the carriers of the haplogroup I. This is
currently a totally groundless suggestion, and I list it just for the record. It is
known though that the Basque language is a non-Indo-European language.
Currently, it is considered to be unclassified, agglutinative language. If it also
would turn out not to be a Pra-Tiirkic, has no connections whatsoever with said
Caucasian languages, as well as with any ancient languages in Asia, it is likely
that it was the language of the ancient carriers of the haplogroup I. But if an
unbiased study would find the elements of the ProtoTurkic, agglutinating
languages, it is the language of the ancient Rlbla2, Erbin.
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The carriers of the haplogroup Rlbla2, as was mentioned above, arrived to the
Iberian Peninsula 4800 years ago [presen-day Basques have a common ancestor
who lived 3,625 + 370 years ago, and among the Basques the haplogroup R1bla2
is the majority, with its 93% (Adams et al, 2008)], and arrived via the Caucasus,
where they lived 6,000 years ago, with a follow up migration to Europe along
several directions. In this connection it is important that some linguists are
attributing the language of the Basques to the Sino-Caucasian or Dene-Caucasian
linguistic macrofamily, which includes Caucasian, Tibetan, Yenisei, Chinese and
Burushaski languages. Here we definitely see the reflection of the haplogroup
R1b path during the ancient times, from the southern Siberia (Yenisei and
Chinese languages) across the Caucasus (6,000 years ago) to the Pyrenees
(Basques). So, the conjecture that the Basque language is the ancient language of
the haplogroup R1b is not devoid of a connection with the classification of the
linguists. Moreover, the Basque language has the same vigesimal (20-base)
numeral system like the Caucasian languages, and has common elements with
the Semito-Hamitic world, as well as with the Sumerian, and Hurro-Urartian
(private communication of Dr. I. Byzov). This again points at the path and the
environment on the way of the haplogroup R1b to Europe.

The carriers of the haplogroup Rlal were the Aryans, considering that it was
them who came to India and Iran about 3,500 years ago. In the 4th millennium
BC they began spreading across Europe, and 4,750 + 500 years ago came to the
Eastern European Plain. In the next few centuries, they settled from the Baltic to
the Caucasus, about 4,500 years ago they were recorded in the Caucasus, and
about 3,600 years ago were already in Anatolia. This is consistent with the
linguistic and archaeological results, and documentary evidence. The Anatolia in
no way can be considered a "homeland" of the Indo-European language not only
because the notion of the "ancestral home" in this context at totally wrong, but
also because Anatolia and the surrounding regions were among the territories
which the Aryans visited during the colonization and settling of the Eurasia.
From the Anatolian side, it is unlikely that the Aryans advanced far to the east,
and in any case not to the India and not to the eastern Iranian Plateau. These
were the local places of the Aryan stay (haplogroup Rlal).

The phrase above, "consistent with the linguistic and archaeological results, and
documentary evidence" should not be understood that that picture is consistent
with a modern interpretation of these results by the linguists and archaeologists.
This is a synthesis by the author of the findings by the archaeologists and
linguistics, often dispersed, scattered, and reconciling them with the findings of
the DNA-genealogy. The modern archaeology, as is known, over the past
decades was not inclined to consider migrations of the ancient people, its
methodological arsenal is not too suitable for the studies of the migration. Their
classic slogan, known to every archaeologist, is "The pots are not people" (read:
"and we are doing the pots"). In their paradigm, the transmission of the cultural
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and material traits are passed along the "chain", not necessarily by the
migrations. On the contrary, the DNA genealogy is focused precisely on
migrations, because the markers in the form of the DNA mutations are
characteristic in different parts of Eurasia, together with dating that follows from
the accompanying faster mutations in different loci of Y chromosome. That is,
the places of migrations are detected rather directly, and the datings are
calculated by mutations in those loci. From that, a picture of the migrations such
as presented in this article is deduced.

Archaeologists usually assert that in those times, in the 3 millennium BC there
were no migrations to the east, because they were not recorded in the written
sources, there are none in archeology. Let's glance at the following specific
experimental buttressing.

4000 years ago, the carriers of the haplogroup Rlal already established the
Andronovo archaeological culture and reached southern Urals. The
archaeological excavations in the south of Krasnoyarsk region revealed that the
bone remains dated by 3,800-3,400 years ago have characteristic mutations of the
haplogroup Rlal (Keyser et al, 2009). Moreover, the haplotypes of these remains
easily appended into the haplotype tree for the modern ethnic Russians from
Ivanovo, Penza, Tver, Lipetsk, Novgorod and Ryazan regions. In other words,
these remains and modern ethnic Russian had one and the same common
ancestor, who lived, as we already know, about 4,800 years ago.

Approximately 3,600 years ago a part of the Aryans (haplogroup Rlal) left the
southern Ural Mountains and moved to India. About at the same time the
Aryans from the Middle Asia, where they lived at least for five hundred years,
moved to Iran. The common ancestors of the Indians and Iranians with the
haplogroup Rlal lived 4,050 and 4,025 years ago, respectively (Klyosov, 2009b,
g), which is 800 years "younger" than the common ancestor of the modern ethnic
Russians with the haplogroup Rlal. The haplotypes of the modern Eastern Slavs
(haplogroup Rlal) are almost identical with the haplotypes of the Indians and
Iranians, even in the 67-marker haplotype format, i.e. to almost a maximum
resolution of the modern DNA-genealogy. Let us take a look at them. They show
a striking illustration for a joint history of common ancestors of the Russians and
the Indians.

The following 67 marker haplotype is of the author of this paper, a Slav with the
R1al haplogroup:

132416111115121210131130--1691011 1124142034 151516 16 -- 11 11
19231516172136411211--119171781110810101222221510121213 8
1523211213111311111213
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and below are three quite typical 67 marker haplotypes of Indians randomly
taken from the Indian database FTDNA. Mutational differences between them
are shown in bold:

132417101114121210131132--1691011112414203112151516 --11 10
19231616172033341311--118171781110811101222221510121213 8
1423211313111311111213

132416111114121210131131--16910111124 142033 12151516 --10 12
19231517181835411511--118171781210811101222221510121213 8
1323211212111310111212

132316111215121210131130--16910111124142030121616 16 -- 11 12
19231516182135391211--118171781210811101222221610121213 8
1424221313111311111212

The four haplotypes are obviously similar to each other. A number of mutations
between the Indian haplotypes (pair-wise) equals 27 - 30, and that between the
Slavic haplotype of the author and to each of the Indian haplotypes equals 25 -
30. In other words, the Slavic haplotype is closer to the Indian haplotypes than
the Indian haplotypes between each other. In fact, those differences are within
the margins of error, and all four haplotypes are equally similar to each other.

This can be compared to a typical Western European base haplotype of
haplogroup R1bla2, which (and its variants) make around 60% of Western and
Central Europeans, and up to 90% (and higher) population in the British Isles:

132414111114121212131329--1791011112515192915151717 --11 11
19231515181736381212--119151681010810101223 2316101212158
1222201312111311 111212

The number of mutations between the European R1bla2 base haplotype and the
Indian (and the Russian) haplotypes shown above is around 50. This is of no
surprise, since their common ancestors are separated by at least 30 thousand
years. There are almost no haplotypes of the R1b haplogroup in India and Iran. It
looks like there were no bearers of the R1b haplogroup, that is, ancestors of the
majority of nowadays Western Europeans, among the Aryans 3500 years ago. It
should also be noted that the upper castes of India in the present time consist of
up to 72% of bearers of haplogroup Rlal, particularly among Brahmins (Sharma
et al, 2009). At the same time not a single Brahmin among 367 tested ones
belonged to haplogroup R1b (ibid.).

On that basis it should be asserted that the Aryans of the 2nd millennium BC, the
bearers of the haplogroup Rlal, without a doubt were the descendants of those
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same ancestors as the present day ethnic Russians. At present, in India live not
less than 100 million men who are descendants of the Aryans from the Eastern
European Plain, and before that from the Balkans. Up to 72% of the higher castes
in India belong to the haplogroup Rlal (Sharma et al, 2009).

These ancestors of the modern Russians, as well as of many modern Ukrainians,
Belarusians, Lithuanians, Estonians, Tajiks, and Kyrgyzes, those who are carriers
of the haplogroup Rlal, brought to India and Iran their Aryan flexive language,
which also bridged the linguistic link between Europe and India-Iran, and
manifested the beginning of a new linguistic family, the Indo-European
languages.

As long as 150 years ago, A.F. Hilferding in his work "On the affinity of the
Slavic with Sanskrit" (1853) wrote: "... Slavic language, taken in its entirety, does not
differ from the Sanskrit by any permanent, organic phonetical change. Some distinction,
found in it, like some lisping "r" of the Czechs and Poles and others, have developed
already in the later, historical era, and belong to only a few of their vernaculars. I repeat
that in the overall the Slavic language does not have any particular distinctions alien to
the Sanskrit. The Lithuanian language shares with it this property, whereas all other
Indo-European languages follow different phonetical laws, which are exclusively peculiar
to each of them separately. Thus, in the lexical relation the Slavic and Lithuanian
languages are very closely kindred to Sanskrit, and together in the Indo-European tribe
they make up something like a separate family, outside of which stand the Persian and
Western Europe languages."

At the present time, we know that the Persian or Iranian languages also were
basically brought to the eastern part of the Iranian Plateau by the Aryans, the
carriers of the haplogroup Rlal, and around the same time as to the India, but
the Aryans that had lived at least for several hundred years (probably for at least
500 years) in the Middle Asia. The starting time for the ancient Iranian languages
is the middle of the 2nd millennium BC. According to S.A. Starostin (1989), the
modern Russian and Persian languages have 28% pairwise matches in the
Swadesh 100 word list, from which with the value of the "rate of loss of words
factor" (per Starostin) equal to 0.05, S.A. Starostin arrived at

. [In(100/28) g
2x0.05

i.e. 3,600 years from the time of of the divergence, the split of these languages
(S.A. Starostin, ibid.) This coincides quite precisely with the Aryans' arrival time
to Iran, and the outset of the ancient Iranian languages. S.A. Starostin believed
that that value "is made younger" and wrote that he would prefer to have this
value by the 4th millennium BC, i.e. about 6,000 years ago, believing that that
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should be the time of the collapse of the Indo-European languages. But without
realizing it, he has received a reliable dating in respect to the time of the
difference of the Aryan or '"Pra-I[E" and Iranian languages.

Thus, the words of Yu.N. Drozdov "Under the concept of the linguistic science, the
languages of the modern European nations belong to the linguistic family called "Indo-
European", although you can not find a single ancient source which would have recorded
any trace of Indians or their kindred peoples in the European territory" reflect the
already mentioned above categorical stand of the Turkologists (and equally of
the Iranists) in respect to the opposing science, and clearly outdated views of the
linguists, where the "Indians" (or as much the "Iranians") have already formed as
an ethnic group, and should have been the primary bearers of the Indo-European
languages in Europe. On the contrary, the Indians, like the Iranians, were the
recipients, and not the donors of these languages. The "Indo-European"
languages at that time were generically the Aryan languages.

Thus, 6000 years ago, or at the turn of the 4th and 5th millenniums BC, the
linguistic landscape in Europe was the ancient Aryan, the language of the Rlal,
and perhaps to some extent the language (or languages) of the ancient European
haplogroups I and G. The language of these haplogroups could also be the
ancient Aryan, or could be pra-language of the current Basques, or be an
unknown now tongue. The Tiirkic language was brought over by the
haplogroup R1b1b2 only about 4 thousand years ago, at the turn of the 2nd and
3rd millennia BC.

Approximately 4,500-4,000 years ago something happened in Europe, resulting
in the haplogroup Rlal virtually disappearing from Europe (see below). As,
incidentally, at the same time also disappeared haplogroup I1 and largely the
haplogroup I2. At the same time or a few centuries earlier, Europe was settled
by the carriers of the ProtoTiirkic R1b (mainly by its subgroups R1bla2). Two
hypothetical reasons could be at the root, either an almost complete
extermination of the other haplogroups by the carriers of the Rlb, or between
4,000 and 4,500 years ago Europe had suffered a major natural cataclysm, and the
Turkic-lingual R1bla2 settled in the almost deserted Europe, if had arrived some
later. Evidence can be found in favor of the first and the other possibility. The
possibility of the first is supported by the numerous finds in Scandinavia of
ancient human remains with crushed skulls belonging to approximately the
same time, which even received a conditional designation of the "period of
crushed skulls". Characteristically, many findings uncovered fractured skulls of
women and children (Lindqvist, 1992, 1993, 1994, 1997, 1998). That finding is
echoed the finding in Germany of a group of 13 people, most of whom children
and women, most (including children) with crushed skulls and stone
arrowheads stuck in the bones, dating by 4,600 years ago. Two boys (aged 4-5
and 8-9 years) and a men aged 40-60 years were successful identification of their
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haplogroups, and all three were Rla (Haak et al, 2008). The analysis of the site
revealed that the women, elderly and children were killed during an absence of
the adults, apparently by a hostile tribe.

Apparently, under the standard scheme the period of the "fractured skulls" is
linked with the "Indo-European invasion," not realizing that the "Indo-
Europeans" already lived in Europe for many thousand years, and no their
"invasion" from the west ever happened. Later, from the end of the 3rd
millennium BC and for the next one and a half millennia, before their migration
to India and Iran, the vector of their migration was directed to the east. The so-
called "Kurgan theory" to the "Indo-Europeans', i.e. to the bearers of Rlal, to the
Aryans, had no relation whatever, but it is applied to the bearers of R1b, which
were Tturkic-speaking, and indeed were moving westward and then southward
through the Caucasus to the Asia Minor and Europe, as was described above;
moreover, a thousand years or more ahead of the Aryans of 4000 ybp. To the
"Indo-" they, too, had no relation, neither linguistically, no migrationally, and it
remains only to wonder how such a theory could emerge at all. Like, however,
also the "Anatolian" theory" of Indo-European Urheimat. This will be discussed
below.

In its entirety, the theory of "Kurgan Culture" as an "Indo-European" was one
continuous mishap. It transposed migratory flows, their directions (westward
and eastward), timing of these flows (6-5 thousand years ago and 5-3 thousand
years ago), origin (ancestral affiliation) of the migrants (Rla and R1b), their
linguistic classification (Aryans and ProtoTiirks). It seems that the desire of the
authors and supporters of the Kurgan theory as "Indo-European" to persuade
others in their accuracy did not allow them to consider alternatives, as is due in
science. Naturally, that mishap could not address the ancestral affiliation, such
information did not exist then.

In Europe 4,500-4,000 years ago, the scenario about extermination of the
haplogroups R1al and I bearers, has a historical basis. Moreover, in Scandinavia
the haplogroup I1 was (then and now) particularly common, so that the fractured
skull in Sweden could primarily belong to them. But we can not exclude a major
natural disaster in Europe between the 4,500 and 4,000 years ago, and that has
numerous literature that is so vast that we are not getting into details now.
Instead, we will refer to the geophysical work (Keenan, 1999) with hundreds of
references on this topic. According to the author, it probably was a largest
destructive event in the history of civilization since the Ice Age, and it
"encompassed the greater part of the northern hemisphere" (ibid.)

Whatever the reason, the haplogroup Rlal virtually disappeared from Europe at

about 4,500-4,000 years ago, and the ProtoTiirkic-speaking carriers of the
haplogroup R1bla2 colonized the deserted Europe. Or they had made it devoid
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of other haplogroups. As it is shown several lines below, virtually all modern
branches of the haplogroup Rlal in Europe are dated from the 2,900-2,500 years
ago and later. At the same time, there is evidence that haplogroup Rlal was in
Europe from 11-10,000 years ago. Then the archaeological excavations found the
haplogroup Rlal in Europe (Germany) 4,600 years ago (see above). In other
words, a gap for Rlal in Europe exists starting from the middle to the end of the
third millennium BC (4,500-4,000 years ago) that is lasted for 1,000 - 1,500 years.
At the same time no gap exists in Europe with respect to the Rlbla2, their
settling goes in a continuous stream from the 4,000-4200 years ago, without any
stops.

Apparently, as a result of it Europe became ProtoTtrkic-speaking. The Rlal
people remained only on the Eastern European Plain, they were the descendants
of people who moved there about 4,800 years ago. Within a few centuries, about
3,500 years ago, the surviving descendants of the extinct in Europe haplogroup
Rlal would bring their haplotypes, and their preserved Aryan language to the
Urals and Middle Asia, to the India and Iran, and to Siberia. The common
ancestor of all these branches of the haplogroup Rlal lived on the Eastern
European Plain 4,750 + 500 years ago. These are again the results of the DNA-
genealogy with the inevitable conclusions of the linguistic nature. It is known
that the Aryan, or the Proto-Indo-European language was brought over to India
and Iran. It is unlikely that the same Rlal tribe at the same time brought to the
Urals and southern Siberia some other language.

The repopulation of Europe by the bearers of the R1al happened between 3,000-
2,200 years ago, that is from the beginning to the middle of the first millennium
BC and later on. Here are the distances to lifetimes of the common ancestors of
the major European DNA-genealogical branches (Rozhansky and Klyosov, 2009,
and updated since the publication), time is shown in years before present:

* European north-west 2,800 + 400
* European north-west 2,500 + 400
* Northern European 2,900 + 400
* Western Slavic 2,600 + 300
* Central European 3,000 + 400
e Northern Eurasian 2,200 + 250
* Baltic-Carpathian 1 2,700 £ 300
* Baltic-Carpathian 2 2,500 £ 300
* Young Scandinavian 2,300 £ 300
* North-Carpathian 2,150 £ 300
e Western Eurasian 1 2,600 £ 300
¢ Western Eurasian 2 2,000 + 300
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* Western Carpathian 2,000 £ 300
* South Eurasian 2,550 + 320

That was a return of the carriers of the flexive, Indo-European languages to
Europe. As can be seen, for a large part of Eastern and Central Europe it was the
end of the last era (of non-IE languages) and the beginning of our era (of IE
languages). As a result of this migration the ProtoTiirkic, non-IndoEuropean
European languages were replaced with Indo-European languages, and that
tilted the balance in the direction of the current European languages. However,
this replacement left many Tiirkisms in the personal names, designations for the
objects, and some individual terms.

Since many historians consider that the first Celts in Europe (around 2500-2600
ybp) have appeared as migrants from South-Russian steppes, they were likely
R1lal settlers, who moved as Rlal tribes westward, which names and dates list in
the above table. In this case it is quite understandable why the first Celts spoke
Indo-European languages, languages of Rlal. I could not find in the literature
any indications which would make me believe that the first Celts were R1bla2,
and that the R1bla2 in general spoke Indo-European language(s) before 3000
ybp. All references to IE languages in Europe in the 1-2 millennium BC point at
those first Celts in the middle of the 15t millennium BC. They seemed to be totally
disconnected from R1lbla2 in Europe, from the Bell Beakers - by origin and by
language.

It is unlikely that the displacement of the ProtoTiirkic languages by the Indo-
European in the Western and Central Europeans was quick and without a good
reason. Typically, in such transitions a number of factors, especially military,
economic and political (ideological) are acting together. The military factor is not
always necessary, or rather, is not decisive, but the last two factors are
mandatory. Apparently, the arriving carriers of the Indo-European languages
from the east convincingly (this is a wide concept) demonstrated to the
ProtoTtirkic-lingual population of the past era last millennium Europe the
benefits of their organization, the advantages of producing or more progressive
economy (trade), education and culture. Only that could lead to the assimilation
of the alien (for then-Tiirkic population of Europe) material culture and to the
transition to a different language. This area still awaits its researchers.

That the branches of R1al haplogroup were returning to Europe indeed from the
Eastern European Plain is evidenced by the fact that all of these combined
European and Eurasian branches indicate the haplotype of the ancestor from the
Eastern European Plain, and the same age, about 4,900 years ago, to their
common ancestor (Rozhansky and Klyosov, 2009). Thus, reciting the statement of
Yu.N. Drozdov "...you can not find a single ancient source which would have recorded
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any trace of Indus or their kindred peoples in the European territory" it is worth noting
that despite the ancient sources and their interpretation, kindred to "Indus"
carriers of the haplogroup Rlal with their flexive "Indo-European" language,
more accurately, languages of that time, by the beginning of our era returned to
Europe and brought back their languages.

The formation and divergence times of the Tiirkic languages', and
glottochronology of Tiirkic languages

When do experts think the Tiirkic languages were formed? The following is an
excerpt from a paper written by a corresponding member of the USSR Academy
of Sciences, Orientalist S.E. Malov in 1952: "Some oldest Tiirkic words and even a
whole phrase ("Hunnish") are in the Chinese records at the beginning of our era. And the
Tiirkic languages in the writings of the Tiirks are known to us from approximately 5th-
6th cc. of our era." According to other sources, the beginning of the Tiurkic
languages is associated with the appearance of the European Huns on the
historical scene, i.e. the end of the past - the beginning of common era. The same
is also evidenced by the glottochronology, that is not "evidenced", but in fact is
postulated by the will of those who decided to use it to resolve this problem. Let
us briefly review that.

Nearly all works in glottochronology of the Tiurkic languages are written in
Russian, and all with a notation "preliminary analysis", are connected with the
name of M.T. Diyachok. Those preliminary analyses were carried out rather
recently, mostly in 2001. Example - (Diachok, 2001, "Glottochronology of Tiirkic
languages (preliminary analysis)." Let us look at this work. It provides a
classification of the Tiirkic languages suggested by A.N. Samoylovich (1922), as
well as the works of N.Z. Gadjiyeva (1980, 1990). According to that classification,
based on the phonetic and morphological principles, the Ttirkic linguistic group
comprises six subgroups (sometimes Sakha/Yakut is defined as a separate
subgroup):

1. Bulgar (Bulgar, Chuvash).

2. Uigur (Ancient Uigur, Khakas, Shor, Tuvan, Tofa, Yakut, Dolgan).

3. Kypchak (Tatar, Bashkir, Kazakh, Kirgiz, Altai, Karachai-Balkar, Kumyk,
Crimean Tatar).

4. Chagatai (modern Uigur, Uzbek).

5. Kypchak-Turkmen (Western dialects of the Uzbek language).

6. Oguz (Turkish, Azeri, Gagauz, Turkmen).

It is noted that despite numerous languages of the Tiirkic group, many are very
close to each other (Tatar and Bashkir, Kazakh and Karakalpak; Tuvan and Tofa,
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Sakha and Dolgan), although it is mentioned that in areas close to the Tiirkic
ancestral home (Southern Siberia and northern China), the classification is
developed insufficiently, and "it is quite possible that among them may be found
fairly archaic elements".

Regarding the glottochronology, it turns out that M.T. Diyachok simply
postulated that the laws of the of linguistic dynamics are the same for flexive and
agglutinative languages, and took the same constant for the retaining of the
vocabulary as it is employed for the Indo-European languages (even though it is
floating there from situation to situation, as pointed by S.A. Starostin, from 0.14
by the initial Swadesh “dropping out average rate constant”, to the 0.03 used by
other authors). But if S.A. Starostin, in his paper "Comparative-historical
linguistics and lexicostatistics" (1989) went through a lot of options for the
constant for retaining of the language, and was comparing results with
considerations about the suitability of the options, and in which cases the
constants should be changed and adapted to the real situations, M.T.Diyachok
did not bother with such matters. He decided that "in accordance with the
methodology, of S.A. Starostin ... the factor of lexical preservation was taken to equal
91% per millennium." And that was it.

Apparently the subject here was not the "coefficient of lexicon preservation", but
its double value for the intersection of two 100 word lists. The 91% preservation
of lexicon in the 100 word list corresponds to the coefficient of the linguistic
dynamics equal to 0.047 (in S.A. Starostin for a number of languages it was 0.05,
and, by his remark, "it slightly varies from 0.04 to 0.06). For the intersection 100
word lists this constant should be doubled.

Be that as it may, it remains unclear on what grounds M.T. Diyachok stopped at
the same constant for a totally different linguistic system, agglutinative instead of
flexive. No such equality for the two constants was ever demonstrated.
Moreover, there are assertions of the Turkologists that the Tiirkic languages are
much more stable than the Indo-European languages. Examples:

(Zakiev M.Z.): "In the agglutinative languages the roots of the words almost do not
change over time, because in the process of application (i.e. grammatical changes) they do
not lose their original phonetic form. The modern phonetic form of the words in the
agglutinative languages (hence in the Tiirkic language) we also can find in the ancient
written sources" ("Genesis of the Tiirks and Tatars", Moscow, 2003. p. 79).

(Yu.N. Drozdov): "The root part of the Tiirkic words phonetically remains permanent
by definition (otherwise it would be either meaningless, or another word). The affix
system is also phonetically conservative and has no exceptions to the rules for its use.
And on the whole this means that the phonetics of the Tiirkic-lingual lexicon should not
significantly change over time, unless it would be influenced by other languages. This
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phonetic stability of the Tiirkic-lingual lexical units is its unique distinction..." (pp. 11-
12).

(T.A. Mollaev): "Due to specifics of the grammatical structure, the Tiirkic languages are
preserved marvelously, and remain mutually intelligible with each other" (p. 50).

And what M.T. Diyachok has obtained? It can easily be predicted that if the
Turkic languages and their lexemes are stable, and considerably more stable than
the flexive languages, the stability of the Turkic 100-word lists or other
comparison texts will inevitably be interpreted, on the basis of the same
coefficients of the linguistic dynamics as for the flexive language, that the Ttirkic
languages are young and diverged relatively recently.

Exactly that conclusion was made (see table below). Data from (M.T. Diyachok,
2001) [years are rounded to the nearest century].

Compared Number of words % of totalDivergence year
languages Total |Different|Common (words (AD)
Turkish - Yakut 91 23 68 74,7 100
Turkish - Tatar 93 12 82 87,2 800
Turkish - Uzbek 90 7 83 92,2 1000
Turkish - Chuvash | 90 19 71 78,9 300
Turkish - Salar 92 14 78 84,8 600
Turkish - Tuvinian | 92 22 70 76,1 200
Sakha - Tuvinian 92 22 70 76,1 200
Turkish - Khakas 9 16 78 83,0 500
Tatar - Uzbek 93 4 89 95,7 1300
Tatar - Kazakh 86 2 84 97,7 1500
Turkish - Kyrgyz 94 12 82 87,2 800
Turkish - Turkmen | 92 8 84 91,3 1000
Turkish-Azeri 93 9 84 90,3 900

The main conclusion made by M.T. Diyachok is the following: "The results of the
glottochronological analysis agree surprisingly well with the known history, and
therefore can be regarded as reliable."

Another conclusion: "The division of the Tiirkic languages into the four most ancient
branches (Sakha, Tuva, Bulgar and Western) occurred almost simultaneously during the

first three centuries of our era."

All of these conclusions that include a time component are resting on a shaky
postulate about applicability of the linguistic dynamics constant, or the
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"coefficient of preservation of language", or "loss of words rate factor" (per
Starostin) established for flexive languages to the agglutinative languages. And
not only on that constant, but also on a premise that for the agglutinative
languages the square root equation is working in the same way at that for flexive
languages, which also nobody demonstrated so far. It may be so, however, it
should be examined and verified.

The catch is that if the loss of words from the 100-word list proceeds according to
the first order kinetics, i.e. it depends only on its "internal" behavior, and is not
subject to outside influence, the rate equation which relates the proportion of the
remaining words and the constant of the linguistic dynamics will be as follows:

[In (100 / N)] / k=n

where:

N - number of words preserved in a 100-word glossary,

k - constant of the linguistic dynamics (loss of words rate factor),

n - number in thousands of years after which N words will remain in the 100
word list.

For example, with k = 0.05, a half of the words in 100 word list will survive after
In2/0.05 = 13.9 thousand years.

A half the same (overlapping) words in two 100 word lists will still be the same
after

In2/0.1 = 6.9 thousand years.

But because in reality this does not occur with the Indo-European languages, and
loss of words there is much faster, then without any quantitative reason, purely
empirically, a square root was introduced into the above equation. This way the
desired result is achieved, that is to get a faster rate for the loss of of the words,

and to get a shorter period for the erosion of the language "core". For the Indo-
European languages in this case it is

t=, /M =2.6 thousand years
2x0.05

or, which is the same thing,
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1=469=2.6

which means that half of the words in the two 100 word lists remain unchanged
after 2,600 years.

Naturally, this square root is just a fix for the desired result, and with a caveat
that at the wish of the researcher the constant of the linguistic dynamics is also
changing, any desired result can be obtained. Nevertheless, because in reality the
Indo-European languages are fairly well known, examples are plentiful, in other
words the linguistic field is fairly well studied, the glottochronology methods
turned out to be useful for justification of, generally, what is already known. By
the way, my professional field is chemical kinetics (the science of reaction rates),
and I spent a fair amount of time of my life working with similar (and much
more complex) equations (see, for example, I.V. Berezin and A.A. Klyosov,
Practical course of chemical and enzymatic kinetics, Moscow University Press,
Moscow, 1976, 320 pages; A.A. Klyosov, Enzymatic catalysis, Moscow University
Press, Moscow, 1984, 214 pages; along with dozens of peer-review papers on
chemical and biological kinetics).

The glottochronology of the Tiirkic languages, however, is an unexplored field,
time constants are unknown, and it is unknown what to adjust to what. So, in
reality we see an adjustment of glottochronology data to the main provisions of
the contemporary views on the Tirkic languages. The conclusion is that
glottochronology supports those views. That is not the best approach in science.

The table above shows that in the Sakha and Turkish languages, of the 91 words
68 are common. If the empirical assumption about the square root in Turkic
languages is wrong (and those languages are in fact more stable compared to
IndoEuropean languages), and the constant of linguistic dynamics is not 0.05, as
for the flexive languages, but say, only half as fast, then we obtain

[In (91/68)] / 2x0.025 = 5, 800 years.

That is, then the Sakha and Tiirkish languages would have diverged 5,800 years
ago. Since the carriers of the R1b began their journey from the Southern Siberia
16,000 years ago, and arrived to the Asia Minor 5,500 years ago, the calculated
divergence time of 5,800 years ago is quite possible. It is not necessarily so, it is
just an example showing how rickety is the stand of glottochronology when
applied to an uncharted field of ancient Turkic languages.

There are publications on the relationship of the Tiirkic languages and Sioux of

the American Indians, on the affinity of the Tiirkic languages and Mayan
languages (see, for example,
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http:/ /www.varvar.ru/arhiv/texts/karimulinl.html), but the author of this
work is not a linguist, and can not properly appreciate reliability of the cited
study. If these results were confirmed, it would not superfluous to state that the
Ural-Altaic peoples have a significant trace of the same haplogroup Q as the
majority of the American Indians. The same haplogroup have the Maya, and the
great majority of South American natives. Thus, if these findings were to be
confirmed, they would have a solid foundation within the framework of the
DNA-genealogy.

About the "Kurgan Culture" as an "Urheimat of the Indo-Europeans",
the "Anatolian theory of the Urheimat of the Indo-Europeans", and
how this could happen that were confused not only the "Urheimats",
but the “ProtoTiirks” (R1b) and the "Indo-Europeans" (R1a)

In the eyes of the author of this work, there were two main reasons for the
confusion and the resulting incorrect postulates. The first and foremost is that at
a time when these theories were developing, the science did not operate with the
concepts of tribes in terms of DNA-genealogy, that is the presence of a marker in
the DNA of its bearers. These markers cannot be “assimilated” as are assimilated
and over time become blurred the cultural traits, languages, ethnic
characteristics, even the anthropological, morphological features of the skeleton.
The analysis of these markers, called SNPs, which determine the nature of their
carrier and allow to trace the migration paths of each SNP-tribe separately, and
with a calculation of the residence time for each tribe in the course of the
migration, quickly demonstrated the both fallacy of the "Kurgan theory", and the
partial, limited significance of the Anatolian theory.

I will not dissect the pros and cons of the Anatolian theory. That could continue
indefinitely, which is exactly what observed in the literature for decades if not
centuries, when one uncritical "argument" is advanced in opposition to another
uncritical "argument", and so on. The analysis of the haplogroups (based on
SNPs as collective characteristics of Y chromosome our ancestors and their
descendants) and haplotypes (individual characteristics of Y chromosome of the
ancestors who lived thousand years ago, and their presend-day descendants)
has helped to establish several important factors.

First - the present day bearers of the haplogroup Rla are descendants of the very
same "Proto-Indo-Europeans", some of them migrated to India and Iran about
3,500 years ago, in the middle of the 2nd millennium BC, it is they who under a
name (or self-name "Aryans") brought to India their Aryan language, which after
millennia received the titles of "Proto-Indo-European" and "Indo-European". It is
their descendants who comprise 48% of the ethnic Russians (haplogroup Rlal) in
Russia in general, and 62% in the southern regions of Russia, such as Orel,
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Belgorod and adjacent territories, and up to 72% in the highest Hindu castes. The
modern ethnic Russians with the haplogroup Rlal have a common ancestor who
lived on the Eastern European Plain about 4,800 years ago, and he belonged to
the Aryan haplogroup, or the haplogroup of the future Aryans, that depends on
the definitions, the essence is the same.

The tribe Rlal, with its Aryan language, moved to the Eastern European Plain,
presumably from the Balkans, in the early 3rd millennium BC. The vector of the
migration was to the east, although the path from the Carpathians to the
southern Urals, and to Central Asia for the haplogroup took fifteen hundred
years. It is clear that they were not nomads. It was a slow but steady settling
across the Eastern European Plain and further South, East, and South-East. It was
a spread of the Aryan language from the West to the Baltic to the Caucasus, and
later to the South Caucasus, to Anatolia, to the Hittites and Mitanni. In those
regions the Aryan, Proto-Indo-European language arrived, judging by the
mutations in the haplotype, about 3,600 years ago. It remained in that region, and
if moved, it was not to the East, but to the South toward the Arabian Peninsula.
The fraction of the R1al-M17 in Russia, Iran, Middle East and the Arabian
Peninsula (according to Abu-Amero et al, 2009; Underhill et al, 2009), comprises
the following figures:

Share of Rlal-
Country M17, %
Russia, South 62
Russia
avarage 48
Iran 10-14
Oman 9.0
UAE 7.4
Iraq 6.9
Anatolia 6.9
Qatar 6.9
Saudi Arabia 5.1
Egypt 3.0
Lebanon 25
Jordan 14

Any noticeable moves to the north or east from the Asia Minor the Pra-Indo-
European for R1lal were not recorded. The South Caucasus, western Azerbaijan
or western Iran, and the whole Asia Minor were just "dead-end" regions of the
migrating "Proto-Indo-Europeans" 3,600-3,000 years ago. The Aryans came there
once again, in the first millennium BC, already from the their area in Iran,
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expanding the territory of their empires to the Caucasus and Assyria.However, it
was already at the time of the ancient Iranian languages, with a transition to the
Middle Iranian languages. Remember that the haplogroup Rlal was found in the
Andronovo archaeological culture, and the haplotypes were typical for the
modern haplotypes of the ethnic Russians (Klyosov, 2009c, and references
therein; Klyosov, 2009b, h).

With that, the "Anatolian theory" is over with, if dated by 4-3 thousand years
ago. In reality, it could relate to the Nostratic languages in the same region, but
that was 12-9 thousand years ago.

The linguistic and temporal space of the haplogroup R1b were different, but the
territories were largely the same. This led archaeologists and linguists to a
complete confusion, confounded the ProtoTiirks for the "Indo-Europeans". As
was already noted, at first the Proto-Tiirkic haplogroup Rlb appeared in
Southern Siberia about 16,000 years ago. After a long period of time the carriers
of that haplogroup expanded, bringing along with their language, to the Middle
Volga and Volga-Kama region, which now also abounds with the carriers of the
haplogroup R1b, which constitute a substantial proportion of their ethnic groups
(Lobov, 2009). Generally, the ethnic Russians (i.e., those who are speaking
Russian for many generations and consider themselves to be Russians at least for
three generations), 5% of whom have R1b1 haplogroup, have a common ancestor
who lived 6,775 + 830 years ago, much earlier than time of the "Proto-Indo-
European" haplogroup arrival to the Eastern European Plain.

That was the time of the Middle Volga, Samara, Khvalyn archaeological cultures,
and the ancient Pit Grave, or "Kurgan" culture. Neither the Rlal, nor the "Indo-
Europeans" had any relations to them except sharing the same upstream
haplogroup R1. Though the advance of the Kurgan Culture was to the west, or
more accurately, to the west and south, they were not carrying along the Indo-
European languages. They were carrying the Pra-Ttrkic or Tiirkic languages, the
term is also a matter of definitions.

The aforementioned work of the USSR Academy of Sciences corresponding
member S.E. Malov "Ancient and new Tiirkic languages" (1952), although states
that "the Tiirkic languages in the writings of the Tiirks are known to us from
approximately 5th-6th cc. of our era", discussed in that part only the written
materials. Indeed, the writing among the Tiirkic peoples is held to be late. But the
language is not just the writing, though for unwritten languages archeology is
practically helpless. So far one can only rely on common sense - if a tribe, a
population identified by its haplogroup, that is by its ineradicable marker in the
Y-chromosome, existed for many thousands years, and at times 20 and 16
thousand years respectively, as in the cases of the considered here "Proto-Indo-
European" and "Proto-Tiirkic" haplogroups Rla and Rlb, there is no reason to
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believe a priori that their languages appeared only with the advent of the writing.
The same common sense dictates that the time bar of their languages can be
lowered down for many thousands years, to the same 20 and 16 thousand years,
unless shown otherwise. Nobody has shown any contradictory data as yet.

S.E. Malov also writes the same, speaking of rock inscription monuments in the
basins of the Enisei and Talas: "about the Tiirkic languages we can conclude that
before that they had quite a long history, it is not only difficult, but also impossible to
admit the contrary." And S.E. Malov continues: "The languages, judging by these
monuments, are a result of a very long development, and therefore it can undoubtedly be
presumed that the Tiirkic languages, which we know now and which we could easily
understand, i.e. the Tiirkic languages in their present known to us composition and in
the present constitution existed several centuries before our era, say for five centuries!
We are not allowed by our knowledge, or rather by our ignorance, to further penetrate
into the depths of centuries, into the the history of the Tiirkic languages. Of course,
further into the depths of centuries the Tiirkic languages existed, but with our present
knowledge we would not understand them, we would not know any phonetical
transitions, special phonetic laws, and their vocabulary in those times, especially for
specific realities of the ancient Tiirks."

That's why I continue to believe that a strong likelihood exists that the Basque
languages are ancient ProtoTiirkic Languages of the R1b haplogroup, brought
over to the Pyrenees about 5 thousand years ago, after a long circuitous route
from the Altai, through the Volga-Urals and the southern steppes, across the
Caucasus, Anatolia, and the Middle East, through the North Africa and on to
Iberia. And the fact that the Basque language for many linguists remains
"unclassified" reflects the position of S.E. Malov "with our present knowledge we
would not understand them, we would not know any phonetical transitions, special
phonetic laws, and their vocabulary in those times, especially for specific realities of the
ancient Tiirks."

If the scheme proposed in this paper is more of less correct, then the answer to
the following question of S.E. Malov "I have unanswered question: who is older, the
Bulgars-Chuvashes in the west (Danube and Volga), or the Uigurs in the East, in the
Central Asia, or they belong to the same time" is certainly determined: the Uigurs in
the east are much older.

Haplotypes of the R1b carriers in the Eurasia
Let us compare haplotypes of the present day Uigurs on the one hand, and

Chuvashes, Bulgars, and Hungarians on the other, all of them belong to the
haplogroup R1b. The present day Uigurs usually have more ancient subgroup
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R1blal, which predominantly remains in Asia. An another subgroup is a more
recent haplogroup R1bla2-M269, which begins in the Caucasus or some North-
Eastern Caucasus, and tails off via Middle East and/or Asia Minor to Europe.
The European common ancestors of Rlbla2 lived, as was noted above, 6,000
years ago in the Caucasus, 5,500 years ago in Anatolia, 5,300 years ago in the
Middle East, and 4,500-4,200 years ago in Europe. The European haplotypes of
the R1bla2 group are so young (in terms of the DNA genealogy) that many
individuals still retain the ancestral haplotype of 4,000 years ago (shown here in
the 25 marker format):

132414111114121212131316-17910111125151929151517 17

It is the most widespread branch of R1bla2 in Europe, so-called P312 subclade.
By many indications it was an ancestral haplotype of the Bell Beakers who
arrived to Iberia some 4800 years ago, went almost to extinction, or, in terms of
DNA genealogy, went through the population bottleneck, resurfaced about 4200-
3600 ybp, and populated Europe between 4000 and 3000 ybp. Sometimes the
above ancestral haplotype (or base haplotype, in terms of DNA genealogy, which
means a “deduced ancestral haplotype”) is called the "Atlantic modal
haplotype", because it was first identified in the study of the British Isles
haplotypes. Generally, the term “modal” is a slang, and it is often referred to a
mix of haplotypes picked in a certain area or in a certain population. If often
represents some “phantom”, a heterogeneous population, such as the “Cohen
Modal Haplotype”. One might like to come up with a “Boston Modal
Haplotype”. On the contrary, the “base” haplotype is a deduced ancestral
haplotype identified with all possible precautions of DNA henealogy.

For example, a series of 750 haplotypes of the R1bla2 haplogroup in the Iberian
peninsula (in the 19-marker format, showed in [Adams et al, 2008]) 16
haplotypes still retain the ancestral sequence, and are identical to each other in
that series. Using the same method shown above for the glottochronology, we
can calculate that the starting time for the divergence of these haplotypes, or in
other words the time when it was a common ancestor of these haplotypes is

[In (750/16)] / 0.0285 = 135 -> 156 generations ago,

that is ~ 3,900 years to the common ancestor (Klyosov, 2009a). Here 0.0285 is the
average rate of mutations per haplotype per generation of 25 years (the duration
of the generation here is a mathematical parameter, not connected with the actual
duration of the generation, which is a "floating parameter"), and 135 = 156 is a
correction for reverse (back) mutations. Since the same series of 750 haplotypes
has 2,796 mutations from the base haplotype, simple calculations provides
2796/750/0.0285 = 131 -> 150 generations, that is 3,750 + 380 years to the
common ancestor. The closeness of the dates ontained by the logarithmic and the
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“linear” methods shows that the kinetics of mutation accumulation in the dataset
follows the first order kinetics, and the calculations are essentially correct, within
a certain margin of error. Hence, the base haplotypes shown above is close (or
identical) to the ancrestral haplotype of the population to the best of our
knowledge.

Much more extended 67 marker haplotype dataset gives similar number of years
to the common ancestor, which slightly vary depending on a dataset, albeit
withing a margin of error. For example, 464 of 67 marker haplotypes result in
3950 + 400 years, 337 haplotypes give 3525 + 360 years, 273 haplotypes give 4200
* 430 years, etc. On average, those dates group around 4000 years to a common
ancestor. The Basques in the Northern part of the Pyrenees have essentially the
same base haplotype and the same timespan to their common ancestor. In the
North Africa, among the Berbers, that value is about the same, 3,875 + 670 years
to a common ancestor, and the ancestral haplotype is also the same.

But the Asia, among Uigurs, and many Uzbeks, Tajiks, Tuvans, and Kazakhs the
base haplotype is quite different (two lineages, each one with its base haplotypes
are shown below):

131914111313121214141316-179911112315193312151516
132414111114121212131316-17910111125151929151517 17

Compared with the "Atlantic modal haplotype" (aka R1bla2-P312) it differs by 24
mutations (20.5 mutations, if calculate properly, considering palindrome and
fractional mutations), and knowing that each mutation on average happen once
in a thousand years on the considered here time scale (that is, considering the
effect of back mutations on that time scale), it can be seen how far back in time a
common ancestor of the Asian and European bearers of the haplogroup R1b
slived. More detailed calculations with these extended haplotypes showed that
the common ancestor of both Asian and European haplotypes lived in Asia
16,000 years ago (Klyosov, 2011, Proceedings of the Russian Academy of DNA
Genealogy, vol. 4, No. 8, pp. 1666-1668). That apparently is the minimum lower
(tentative) limit for the Proto-Tiirkic languages.

Before continuing this review further, note that the first digit (allele) in the base
haplotypes, which is 13 both in the "Atlantic modal haplotype", and in the Asian
base haplotype, is very stable, and it mutates on average once in many millennia,
that is once in hundreds of generations. It turned out that in the southern
steppes, or perhaps even in the Middle Volga archaeological culture of 8-7
thousand years ago, this allele became "12", and many descendants who reached
the Caucasus and advanced into Anatolia and on to the Middle East, and in the
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Balkans, had the same "12" in the first allele of their haplotype. For example,
among only four people from the Middle East at the site
http:/ /www.familytreedna.com/public/sharifs / default.aspx?section=yresults

three have "12" in the first marker. Similarly, out of 11 people from Arab
countries, nine have "12" in the first marker
http:/ /www .familytreedna.com/public/r-arabia/default.aspx?section=yresults

In other words, this marker allows to distinguish the reasonably close
descendants of the "ancient Pit Gravers", the "Kurganians". During migration to
Europe, and on its way from the North Africa through the Pyrenees, the "12" was
replaced and inherited by "13", as is observed in the "Atlantic modal haplotype".
Using it as a marker allows us to distinguish separate migration streams.

For example, out of 750 R1bla2 haplotypes on the Iberian Peninsula (with the
common ancestor 3,750 + 380 years ago), only 41 were "12", which is about 5.5%.
Among the R1bla2 haplotypes of the Central Europe (Flanders) the allele 12 is
found only in 3% of the population. On the contrary, among the older R1bl
haplotypes of the ethnic Russians, the direct descendants of the ancient
"Kurganian" Pit Gravers (common ancestor lived 6,775 + 830 years ago) the
allele" 12 "is encountered in as many as 37% of the population. This allele is
advancing to the Caucasus, and in the Caucasian haplotype R1bla2 the allele
"12" is in more than 50% of haplotypes which coalescent to the base haplotype

122414111114121212131316--169101111 2515193014 1516 18

As one can see, this first marker yields the single difference of the ancient
Caucasian subclade R1bla2-L23 from the European group among he first 12
markers

132414111114121212131316-17910111125151929151517 17

and displays a continuity from the ancient "Pit Grave" haplotypes and the
European R1bla2-P312 haplotypes. The first 25 markers amount 6 mutation total,
which separates the common ancestors of the Caucasian and Central European
R1bla2 haplotypes by 3725 years, and places THEIR common ancestor at 6800
years before present. This is suspiciously close to a timespan to the direct
descendants of the ancient "Kurganian" Pit Gravers (common ancestor lived
6,775 + 830 years ago, which actually is a timespan to the base R1b1 haplotype of
the Russian Plain).

In this context it is important to add that the R1b haplotypes in the Balkans have

"12" in that first marker in 50% of the cases, in Italy 27% of the cases. In Slovenia
that parameter is 20%, with the "age" of the common ancestor 4,250 + 600 years.
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All these are a branch of the ProtoTiirks, "Kurganians", "ancient Pit Gravers"

people, that crossed from the Eastern European Plain either directly from the
Black Sea region to the Balkans, and further on to the the Apennines, or through
the Asia Minor to Europe. The others, as was noted, went to Europe via Anatolia
through the Middle East and then on through the North Africa on the way to the
Pyrenees. That was the future Beaker Culture. The have nothing to do with
“IndoEuropeans”, which at the times were R1al people.

The following are typical haplotypes of the Hungarian Seklers (Szeklers), who
belonged to a service military class, and were recoeded in a 1602 Sekler military
census (Klyosov, 2009d). 18% of the Seklers have haplogroup R1bl, 15% have
haplogroup Rlal. The largest is a European group 12, to which 20% of the Seklers
(rather, their descendants) belong. The haplogroup N haplotypes take only 2% of
the Seklers, another one initial "ProtoT{irkic" haplogroup Q takes 4%.

The typical Seklers' R1b1 haplotypes are:

001 122314101114121212141316
002 122414111114121212131316
003 122414111114121212141416
004 122514111114121213131416
005 132314111114121211131315
006 132314111114121212131316
007 132314111212121213141316
008 132315111212121213141316
009 132414101111121212121316
010 132414101214121213131317
011 132414101214121214131317
012 13241411 9141212111313 16
013 132414111111121211121316
014 132414111113121212131316
015 132414111113121212131316
016 132414111114121011141316
017 132414111114121212131316
018 132414111114121212131317
019 132414111115121211131317
020 132414111115121211131317
021 132414111215131214131315
022 1324141211141212121313 16
023 142314111114121211131316
024 142314111114121211131316
025 152314111113121211131316
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This dataset presents different genealogical lines (all those haplotypes belong to
the descendants of the Seklers recorded in the 1602 military Census). Indeed, the
tirst four haplotypes have allele 12 in the first marker (16% of the total, much
higher than the typical European 3-5%), which corresponds to the "Kurgan
Culture" ancient haplotype. Apparently, that is the starting point of the
Hungarian Seklers ancestral migrations. None of those haplotype has the typical
Asian "19" in the second marker, all alleles are typical European late (timewise)
alleles. The apparent ancestral haplotype for these haplotypes is determined by
the twelve most frequent alleles (vertical columns of numbers) in the whole
sample. That is

1324141111141212121313 16

i.e. exactly the "Atlantic modal haplotype" (aka R1bla2-P312), as shown above.
This is the haplotype number 017 in the list above, it is preserved unchanged
from the apparent ancestral haplotype of the majority of haplotypes shown
above. In other words, the dataset has a small admixture of those ancient
"Kurgan", or "Caucasian" haplotypes, but they are overshadowed by more recent
European haplotypes that "pull the blanket over'. As a result, the Sekler
haplotypes of the R1bla2 haplogroup already represent a younger age of these
ProtoTtirkic carriers of the R1b, which is predictably the common ancestors who
lived about 4,000 years ago. In general, the Sekler haplotypes are shifted a little
toward more ancient times because of the admixture of the ancient haplotypes.

Let us take a more close look at the above dataset. The most stable markers in the
(apparent) ancestral haplotype are the third, seventh and 11th in a column
counting from the left, they produced only 1, 1, and 2 mutations respectively in
all 25 haplotypes in the above dataset from the ancestral haplotype (number 017)
Overall, the dataset of 25 haplotypes has 82 mutations from the apparent
ancestral haplotype.

This gives 82/25/0.022 = 149 - 175 generations from a common ancestor, that is
4,375 £ 650 years. Indeed, within the error margin it is in the same 4000-4500 year
timespan.

We can present here Bulgarian haplotypes of haplogroup R1b. There are not too
many of them; unfortunately, Bulgarians are not very enthusiastic to test their
haplotypes.The haplotypes are very short, however, for our purpose it will
suffice.

001 13241411131316
002 13241411131316
003 13241411121316
004 13231410131316
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005 12241411131216
006 14241411131316
007 12251411131316
008 122314101414 15
009 12251411141316
010 132215111313 16
011 132315101313 16
012 122415111313 16
013 132515111313 16
014 13241511131317

Again, we see a rather extensive admixture of the ancient "12" allele in the first
marker, it is five out of forteen, which is 38 %, the same as in the Russian ancient
haplotypes. There is a typical Asian "22" in the second marker (haplotype 010),
the rest are typical European haplotypes. The ancestral, or, more precisely, "base"
haplotype in this series is

13241411 X X XXX 131316

where X is missing alleles in the standard 12 marker format. It is obvious that
this is again the "Atlantic modal haplotype." The Asian haplotypes practically
did not reach Europe.

Somewhat distorted (and again somewhat older, for reasons described above)
timespan to a common ancestor can be obtained from the number of mutations
in the dataset, calculated from the base haplotype. There are 29 mutations in all
14 haplotypes. This gives 29/14/0.013 = 159 -> 188 generations, that is 4,700
990 years before the common ancestor. Here 0.013 is the constant of the mutation
rate for the 7-marker haplotype (Klyosov, 2009a), and the estimate of the error is
given in (Adamov and Klyosov, 2009; Klyosov, 2009, f). The base haplotype is a
right one, but the date is partially “phantom”, because of said admixtures.
Hence, the large margin of error.

Let us consider several Gagauz haplotypes, more than 90% of whom speak
Gagauz Turkic language

001 12241411131116
002 12241411131116
003 12241411131117
004 12251410141415
005 12251410141316
006 13241411131316
007 132414121313 16
008 13241411141316

1756



009 13241411141316
010 13241411151316
011 13241411151316

Here the ancient allele "12" takes almost half (45%) of the first markers, but the
second allele is clearly not Asian, but European. Generally, it is again a mixture
of descendants of the ancient and relatively recent ancestors, which gives a base
haplotype slightly shifted away from the same "Atlantic modal haplotype". The
third marker from the right is no longer predominantly 13, but also 14 and 15,
which apparently reflects a more significant contribution of the ancient ancestor.

13241411 X XXX X13/1413 16

All 11 haplotypes have 26 mutations, which gives 26/11/0.013 = 182 - 222
mutations, which is 5,550 + 1,120 years to a common ancestor.

The share of the haplogroup R1bl among Gagauzes is 12% (Journal of the
Russian Academy of DNA-Genealogy, Volume 2, No 1, p. 152). Thus, we have
found that in Europe, including Hungary and Bulgaria, most of Rlbla2
haplotypes are those of the "new era", with common ancestors of the R1bla2
populations who lived 4-5 thousand years ago. Among the ethnic Russians, the
common ancestors are somewhat older, close to 7,000 years ago (6,775 = 830 ybp),
with base haplotypes which fit this time difference. These are of the same ancient
Pit Grave, or "Kurgan Culture", and their predecessors, the ProtoT{irkic-lingual
bearers of those haplotypes.

The Turkic-speaking bearers of Asian R1lb haplotypes and their descendants
largely remained in Asia, the rest had moved to the Caucasus, the Middle East,
ancient Europe. 5,700-5,100 years ago in the North Kazakhstan they established
the Botai archeological culture, and according to the latest data, about 5,500 years
ago horse was domesticated there (Archaeology, Jan-Feb 2010). In addition to the
Botai settlement dated 3,700-3,100 BC (it certainly was the haplogroup R1b, since
the carriers of the R1al appeared in those regions only 1500-2000 years later).

A summer camp dated 1,200-900 BC, i.e. 3,200-2,900 years ago, was found there.
However, these were much more recent times, and the camp might have been
established by the Andronovans, “Indo-European” Rlal, after a departure of a
part of their tribe to India. They could also be the Tiirkic-speaking R1bl. The
archaeologists, naturally, did not get into such distinctions. They simply noted
that the camp belonged to the Bronze Age.

There is some data on the share of the R1b1 haplogroup among Bashkirs, which

varies from population to population ranging from 7% to 84% (Lobov, 2009, p.
15). Among the Perm and Baimak Bashkirs this proportion is 84% and 81%
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respectively. Among the Burzyan, Western Orenburg and Saratov-Samara
Bashkirs it is 33, 23, and 18% respectively. Among the Eastern Orenburg and
Abzelil Bashkirs it is 9% and 7% respectively. Among the Sterlibash Bashkirs in
the East Urals the haplogroup R1bl is absent. Perhaps linguists can compare this
statistics with the presence of the Tiirkic languages in these regions, although the
link may be very indirect, taking into account a great extent of multi-ethnicity
among Bashkirs.

According to the data (Wiik, 2008) the following populations have the
haplogroup R1bl1 at these quantities (average):

Nation Proportion R1b1,
)
Bashkirs 19
Khanty 10
Komi 16
Mordovians 13
Chuvashes 12
Udmurts 9
Tatars 6-9
Mari 5
Russians 5

For comparison, the content of the haplogroup R1b1 in other countries is:

Country Share R1b1, %
Hungary 13-20

6-10
Turkey 14-16

(other data)

Lebanon, Syria 6-15
Georgia (Gruzia) 10-14
Iraq 11

In Central Asia, the share of the haplogroup R1b in the populations is:

Nation Share R1b1, %
Turkmens 37
Uzbeks 10
Uigurs 8-19
Kazakhs 6
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As it can be seen, this "Ttrkic" haplogroup have been substantially displaced
from the population with respect not only to the language, but also to the
presence of the haplogroup. Perhaps they were interrelated processes. Generally,
the S.E. Malov words "The Eastern Tiirkic languages ... present a more ancient picture,
older then the Western Tiirkic languages" (1952) more than 50 years later still remain
valid, although he added that "initially, so to speak, they are not any less ancient than
their eastern brethren languages, but many new elements now prevail in the western
Tiirkic languages that replaced the ancient elements" (ibid.). This is certainly true, but
in antiquity the western languages are certainly younger compared to the eastern
languages.

A NOTE added by the Turkic site:

(Within the context of this work, the accepted division of the Tiirkic languages into the
Western Ogur and Eastern Oguz is not applicable; within the context of this work, both
Ogqur and Oguz are Eastern languages, with the Ogur being a Middle and Central Asian
branch of the paternal Oguz language; within the context of this work, the Western
Tiirkic language is the language(s) of the Western Timber Gravers, which upon joining
with the Eastern Oguz language in the 7th c. BC produced the Ogur variety; and the
language(s) of the Western Timber Grave R1b predecessors, starting with the R1a/R1b
split 40 KYBP. The subject of prevalence and temporal pedigree is non-existent, in the
Western and central Europe the (Western) Tiirkic languages were ubiquitously
supplanted by the Indo-European languages, in the Eastern Europe they were supplanted
first by the Oguz languages, then by a millennium-long predominance of the Ogur
languages, and then again by the Oguz languages).

So, as follows inevitably from the above, the bearers of the haplogroup Rlal, or
the Aryans, or the "Proto-Indo-Europeans", were moving eastward from Europe,
most probably from the Balkans, from the beginning of the 3rd millennium BC,
populating the European Plain (the age of the common ancestor of the [future]
Aryans in the Eastern European Plain is about 4,750 years), and further on,
establishing the Andronovo Culture 4,000-3,200 years ago, which overlaid the
previous habitat of the haplogroup R1b1 that preceded Rlal by 1500-2000 years
(Botai archaeological culture 5,700-5,100 years ago) and Rlal subsequently
settled in the Southern and Eastern Urals, southern Siberia and Altai, reaching
the northern China.

The haplogroup R1b migrated on an opposite course, but much earlier. It had
arrived to the Eastern European Plain at least 8-6 thousand years ago, partially
populating the Caucasus 6,000 years ago, and at the same time crossing into
Anatolia and then the Middle East. Timewise, they practically did not intersect
with the "Proto-Indo-Europeans', the carriers of the haplogroup Rlal, but
transversed the same territories, especially territories of the ancient Middle
Volga, Samara, Khvalyn, the ancient Pit Grave, Timber Grave, and Andronov
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Cultures, the last one will develop as the Rlal culture thousands year later. This
led to misunderstandings of archaeologists and linguists about localization of the
Indo-European homeland "in the southern steppes of Russia and as much in the
Northern Pontic and Anatolia”.

Theories of "Indo-European Urheimat" in light of DNA-Genealogy

Amazingly, all four main hypotheses localizing the "Indo-European homeland",
namely "Circumpontic localization", "Kurgan', "Anatolian", and "Neolithic
discontinuity" turned out to be wrong at their core. They could not explain the
direction of "Indo-Europeans", including the path towards the India; they could
not explain the timing of their movements and what preceded that movement;
they were unable to point the location of the "pra-homeland" and from where the
"Pra-Indo-Europeans" appeared there, especially since (the fallacious) very
notion of "primordial homeland" does not point at the previous localizations,
which is fundamentally wrong; they could not explain the prolonged contact of
the "Proto-Indo-Europeans" with other language families (Kartvelian, North
Caucasus, Semitic, Pra-Tiirkic), which clearly occurred in the 3rd and 2nd
millennia, when the carriers of the haplogroup Rlal reached the Caucasus about
4,500 years ago, then they reached the Near East around 3,800-3,600 years ago,
and reached the territories of the ancient Pit Grave Culture, Andronovo Culture,
and Central Asia, with their probable Tiirkic-lingual population (haplogroup
R1b1) approximately 4,000-3,600 years ago.

1. The "Circumpontic localization" hypothesis (Merpert, 1974, 1976) erroneously
places the "IndoEuropean homeland" in the Caspian-Black Sea steppes, and also
erroneously times it by more than 5,000 years ago (second half of the 4th
millennium BC). Apparently, here again the Ttirkic-lingual carriers of the R1bl
were mistaken for the "Indo-Europeans" (Rlal), who at that time were
completing the movement across the Caucasus to Anatolia, and were already
present in the Middle East where they arrived not later than 5500 ybp. Not
accidentally, this hypothesis mentions the "pastoral cultures of the Caspian-Black
Sea steppes".

In connection with that, the author of the hypothesis rightly talks about
"continuity and cultural integration", from the zone of the ancient Pit Grave
Culture to the Caucasus region and further to the south of the Black Sea, only
that culture belonged to the Tiirkic-lingual R1b1. The Balkan-Carpathian region,
where the Proto-Indo-Europeans (Rlal) came from, is not even considered in
that hypothesis. The hypothesis does not also consider the spread of the "Proto-
Indo-Europeans" (haplogroup Rlal) in all directions in Europe, from the
Balkans to the Atlantic, to the Scandinavia, to the south to Greece and the
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Mediterranean islands, all that mainly in the 4th millennium BC and earlier. That
was the spread of the carriers of the Proto-Indo-European (R1al) dialects.

2. "Kurgan theory» (Gimbutas, 1964, 1974, 1977, 1980, 1984) interpreted the
materials about the "Indo-Europeans" totally opposite in comparison with the
real movement of the "Indo-Europeans" (R1al), which took place millennia later,
and it in fact analyzed the most likely scenario of the southwestward move by
the ProtoTtirkic-lingual tribes (haplogroup R1bl). The concept of the Eurasian
steppes as a homeland of the "Indo-European community" (Rlal) is totally
counterproductive and incorrect. First, the "Proto-Indo-Europeans", whoever
they could have been, could not appear in the steppes from a nowhere, and
create there a “homeland language” out of the blue.

In fact, they have not appeared out of nowhere. The ProtoTtirkic-lingual R1bl
migrated from the east, while the Aryan-speaking "Proto-Indo-Europeans" Rlal
migrated from the west. In the deep ancient, pre-glacial times, they both came
from the Southern Siberia, or more generally, from Central Asia. The route of
their arrival to the South Siberia is also adequately described in terms of the
DNA genealogy. This does not mean at all that the actual material collected by
M. Gimbutas is incorrect. On the opposite, it is precisely true (as can be true any
archaeological material and data), such as the findings on the increase in the
share of the animal husbandry relative to the agriculture in the region of the
ancient Pit Grave culture, and the further movement of the "Kurganians", and the
facts and conclusions about the type of the housing and settlements, about the
physical appearance of the population, and the terminology related to the horse,
but all that belongs to the ProtoTurkic-lingual R1b, and not to the "Pra-Indo-
Europeans", about which M. Gimbutas apparently even did not suspect as the
carriers of Rlal. The same applies to the physical appearance of the population,
because both the Rla "Proto-Indo-Europeans", and the R1b "Pra-Ttirks» not only
both are Caucasoids, but altogether belong both to the same upstream tribe R1. It
is easy to confuse one of them for another, and that's what happened in the M.
Gimbutas “Kurgan Theory”.

Here is a core of the M. Gimbutas “Kurgan theory” (Gimbutas, 1994), in the
quotation: “The Proto- or Early Indo-Europeans , whom I have labeled “Kurgan”
people, arrived from the east, from southern Russia, on horseback. Their first contact with
the borderland territories of Old Europe in the Lower Dnieper region and west of the
Black Sea began around the middle of the 5" millennium BC. A continuous flow of
influences and people into east-central Europe was initiated which lasted for two
millennia”.

The middle of the 5" millennium BC was about 6500 years ago. Those “Kurgan”

people were certainly the ProtoTiirkic-lingual R1bl, since the carriers of the
haplogroup Rlal did not exist there at that time, they appeared there some 1700
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years later, and yet it took several hundred years more for them to reach the
Volga region. M. Gimbutas had confused the ProtoTurkic R1bl people, who
indeed were moving west (and south) those times, and the IndoEuropean Rlal
people, who were moving east (and south, and southeast) from 4800 onward.

One more quotation: “The material of the Volga-Ural interfluve and beyond the
Caspian Sea prior to the 7" millennium BC are, so far, not sufficient for ethnographic
interpretaion. More substantive evidence emerges obly around 5000 BC. We can begin to
speak of “Kurgan people” when they conquered the steppe region north of the Black Sea
around 4500 BC” . Yes, it was not sufficient several decades ago, when M.
Gimbutas was working on her concept, which appeared to be grossly distorted
with respect to both the proto-IndoEuropeans (who turned out to be proto-Turks
of the R1b1 tribe) and timing of their arrival fron the west more than 2000 years
after “around 5000 BC).

M. Gimbutas had classified the “Kurgan people” as Kurgan I, Kurgan II and
Kurgan III. “Kugran I people were from the Volga steppe... 4400-4300 BC”, “Kurgan II
... developed in the North Pontic area ... at c. 3500 BC”, “Kurgan III people were again
from the Volga steppe... soon after 3000 BC”. We see again that they could not have
been the Indo-European Rlal people who, again, came from Europe eastward
and brought their IE language eventually to Anatolia and Mittanni, India and
Iran all around 1600-1500 BC. M. Gimbutas wrote in fact about the proto-Turkic
R1b1, who moved to Europe from the east, indeed, “soon after 3000 BC”.

What M. Gimbutas had described, the "carriers of the first wave of the Kurgan
Culture" developed from the Samara and Seroglazov periods of the Volga Basin.
These were definitely the ProtoTirkic-lingual Rlbl. To the "Proto-Indo-
Europeans" (Rlal) they had no relation neither in time, nor place, nor origin,
except they both belonged to the same upstream tribe R1 about 10 thousand
years earlier. A recent paper (Vybornov, 2008) showed that radiocarbon dating of
the Volga-Kama Neolithic pottery allows to date the encampments of the
northern Caspian Sea area by the first half of the 6th millennium BC, that is about
8,000 years ago. The "Proto-Indo-Europeans" (Rlal) would appear there only
4,000 years later. The author (ibid.) notes that at the same time a Neolithic culture
is being formed in the south of the Volga-Ural interfluve, which is where M.
Gimbutas had placed the "homeland of the Indo-Europeans". A few centuries
later (second half of 6th millennium BC) settlements in the Lower Volga region
(ibid.) had appeared. Now we can definitely stipulate that all that was the areal
of the ProtoT{irkic languages.

Finally, as is known now, the domestication of horses came about in north of the
Kazakhstan, in all certainty again by the carriers of the R1bl about 5,500 years
ago, long before the arrival of the R1al "Proto-Indo-Europeans" (Archaeology, Jan-
Feb 2010), and the use of the horses in the household economy by the
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"Kurganians" is an important stipulation of M. Gimbutas. That is again an
argument in favor of the ProtoTurkic-lingual "Kurganians" who were expanding
from east to west, and not vice versa, as did the "Proto-Indo-Europeans" Rlal.
That applies without even allusion to the fact that the “Proto-Indo-European”
argument of a "mountain landscape" does not work at all in relation to the
Dnieper-Volga region, although that did not bother M. Gimbutas a least.

It is clear that the anticipation of some contact continuity and cultural integration
associated with the migration of the Proto-Indo-Europeans from the Balkans to
the Eastern European Plain and beyond to the Caucasus, Middle Asia, and the
Urals, and on to the India and Iran are amply satisfied with respect to the
migration of the haplogroup Rlal. It remains unclear why to apply this “contact
continuity and cultural integration” only to the "Kurgan Culture". Naturally, this
provision (“contact continuity and cultural integration”) worked for all of them,
Rlal, R1b1l and many other tribes and haplogroups. This “criterion” is so fuzzy
and has almost a universal application, that is it uncear why to use it in the first
place (except maybe some special situations of “discontinuity” and
“disintegration”).

These postulates and inconsistencies can be analyzed further, but the situation is
rather clear. All arguments that support the alleged migration of the "Indo-
Europeans" from their "homeland" in the Circumpontic zone, as well as in the
Volga-Ural region, or between the Volga and Dnieper, are either erroneous, or do
not have specific arguments, and as easily fit the Balkans.

3. The same also applies to the "Anatolian" theory of the "Indo-European
homeland" (Gamkrelidze and Ivanov, 1980, 1984, 1989). The linguistic evidence
for the landscape, flora and fauna of the "Indo-European homeland" which they
analyzed, are perfectly suitable for the Balkans, aside from the fact that they are
far from absolute. As is already known, applied formally and indiscriminately,
they cause problems with these "arguments" in any territory. However, the
Anatolian” theory is fairly applicable to the Proto-IE language some 9-11,000
years ago, however, not to its “homeland”, but to the passing region of the rlal
migration from the East to the West.

The subject should be not an absolute and unquestionable use of these and
similar "arguments", but the optimization of the results of linguistics,
archaeology and DNA genealogy. And there, I repeat, the Balkans are optimally
suited as an important site for the spread of IE languages around 9-6 thousand
years ago. To this we should add the distribution regions and the dating of the
"Proto-Indo-European" haplogroup Rlal, considering their migrations to India
and Iran (~ 3500 ybp) as a major argument regarding those times, and practically
the alikeness of the Rlal haplotypes in these countries and in the present day
Russia, where their proportion in the population reaches 62%. Hence, the “IE
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problem” can be held as largely resolved. On the contrary, the territory of the
Asia Minor (Anatolia) is categorically not suitable for the epicenter role for the
spread from there of the "Proto-Indo-Europeans" around 3600 ybp, and
moreover for the spread out to the north, as "developed" by the followers of the
“Anatolian” hypothesis. This is incompatible with the DNA genealogy data,
according to which the movement was ~ 4500 ybp from the Eastern European
Plain and to the south and to the east, to India and Iran.

A summary: if the “Anatolian” theory is applied to “ProtoIndoEuropeans” 11-9
thousand years before present, then it were times indeed for the westward
migration of Rlal from the East across Anatolia and the rest of Asia Minor to
Europe. In this case it was not “a homeland” of Proto IndoEuropeans, but their
passing point on their migration route.

Again, the time at which T. Gamkrelidze and V. Ivanov, and after them V.
Safronov and C. Renfrew placed "Indo-Europeans" in the eastern Anatolia,
Southern Caucasus and northern Mesopotamia (Safronov, 1989; Renfrew, 1987;
Renfrew, 1998), namely the 5th-4th millennium BC, i.e. about 6,000 years ago, is
also incompatible with the arrival there of the R1al haplogroup carriers only in
the first half of the 2nd millennium BC, that is, two or three thousands years
later. Interestingly, to prove the Anatolian hypothesis, extensive materials on the
paleogeography, archaeology (in particular, on the development continuity of
the local Anatolian cultures), paleozoology, paleobotany, linguistics, were
attracted, and in particular the data on borrowing from individual Indo-
European languages into the non-Indo-European languages and reverse using
comparative historical method, but all these arguments at a closer look work
wonderfully in respect to the Balkan homeland.

They also work in regard to the migration of the Rlal carriers with their "Pra-
Indo-European" language, or rather the Aryan language, in the 3rd and 2nd
millenniums BC from the Balkans through the Eastern European Plain to the
Caucasus and Eastern Anatolia, and in reality adequately explain the linguistic
contacts of the R1al carriers in these regions.

There is a systemic problem with these linguistic "arguments", because they
could very well be simply decoded erroneously, when the authors take the
approximate and ambiguous interpretations for the "facts" and then absolutize
them. Utterly logical is the observation of O.S. Rubin ("Problems of localization
of the Indo-European homeland: a critical review of the modern concepts") that
"the questionable conclusions of Gamkrelidze-Ivanov relating to the chronological
framework of the existence and disintegration of the dialect groups raise doubts." In fact,
this remark is only partial, because not only the chronology of the
“IndoEuropean homeland” was incorrect, but also the essence of the hypothesis
of the "Indo-European pra-homeland" as being in Asia Minor (see above). The
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linguistic constructs of T. Gamkrelidze and V. Ivanov relating to the "Proto-Indo-
Europeans" arriving in the Asia Minor in the 2nd millennium BC, on the other
hand, do not raise principal doubts. For example, it is quite possible that the first
linguistic community which had appeared as the Aryan ("Proto-Indo-European")
community was really the Anatolian community in the 2nd millennium BC.
Although at the same time the Indo-Iranian branch and the Greek-Armenian-
Aryan branch also began appearing, and also that what in the future would
become Balto-Slavic branch.

Lately some anthropological evidences have appeared that craniological
indicators in the Mediterranean and Asia Minor populations are not compatible
with the "Indo-European" indicators in the Middle Asia and South Siberia
(Kozintsev, 2008). So the theory of T. Gamkrelidze and V. Ivanov, and also of
V.Safronov (1989) and C.Renfrew (1987) failed a test against the new data. More
specifically, the cited work of Kozintsev described 245 cranial series of Eurasia
from the Neolithic Age to the Early Iron Age, and it has shown that there is no
reason to believe that any ancient group from the territory of the Southern
Siberia and Kazakhstan are South Caucasoid (Mediterranean), as there is no any
reason to attribute migrations to these territories (Siveria and Kazakhstan) from
the Middle Asia and Asia Minor, or from the So. Caucasus, at least according to
the physical anthropology. The most likely migration source for the Southern
Siberia and Kazakhstan, including the Afanasyev and Andronovo cultures, is the
population of the Bronze Age N. Pontic steppes, and several Late Neolith and
Bronze Age groups from the Western and Central Europe around 4500-4000 ybp,
which again the most likely are the “IndoEuropean” Rlal.

A. Kozintsev continues that this similarity can be attributed to the migration of
the Indo-Europeans "from Europe to the east, up to the Central Asia”. He reasonably
believes that the "return of the descendants of one of their groups from the Central Asia
to Europe during the Early Iron Age was apparently the cause of the appearance on the
historical scene of the Scythians” (in Europe). About the Scythians, and their relation
to the "Indo-Europeans" (I will not apply the word "Iranian" as totally
compromised in this context) and the "ProtoTurks" will be addressed below.

4. Regarding the hypotheses of V.A. Safronov and C. Renfrew ("Neolithic
Discontinuity Theory”), they are not fundamentally different from those of T.
Gamkredidze and V. Ivanov with respect to the '"localization of the Indo-
European homeland" in both regional and temporal aspects, i.e. they are not
correct (references are given above). In the cultural region of the Catalhoytik
8,000 years ago (6th millennium BC) the "Proto-Indo-Europeans" (Rlal) could
have been as late settlers of the R1al migration which went westward there 1000-
3000 years before that. But it cannot be considered as the "homeland", much like
the Amundsen expedition to the North Pole in 1911 did not mean a settling by
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the Norwegians of the North Pole, as well as an acceptance of the North Pole as a
"homeland" of the Norwegians.

In this connection it is of interest to consider the work of Gray and Atkinson
(Gray and Atkinson, 2003). The authors have done a good job, collected a wealth
of material, and found that the beginning of the Indo-European languages
divergence falls on 7,800-9,800 BC, that is 9,800-11,800 years ago. This, as we now
know, coincides with the migration time of the future "Indo-Europeans", the
carriers of the haplogroup Rlal, via Anatolia. Gray and Atkinson also concluded
that it was Anatolia. On what ground? Because, according to the "Anatolian
Theory", the Indo-European language originated there 8,000-9,500 years ago.

Why “originated”? It was just a passing point on the route of Rlal migration.
However, the authors even carried it into the title of the article "... supports the
Anatolian theory of Indo-European language". What alternatives have been
considered in their paper? Why not, for example, the Balkans? None, except
mentioning that the "Kurgan Culture" is not suitable, "because it is dated by the
sixth millennium ago." The Balkans in their paper are not even mentioned. As we
now know, the "Kurgan Culture" had totally no relation to the "Indo-Europeans".
The authors, Gray and Atkinson, absolutize the conditional (and far from
precise) dating, do not consider alternatives, and there and then absolutize their
own, quite questionable conclusions, if to relate them to the “homeland” in
Anatolia. There is another, uncritical comment in their paper - "the formation of
the Indo-Iranian family is intriquingly close in time to the possible expansion of the
Kurgan Culture".

In fact, the “formation of the Indo-Iranian family” has nothing to do with “the
Kurgan Culture”, since the first is Rlal, the second is R1bl, and, as it was
repeatedly described above, their migrations were quite different in time and
directions. In other words, everything in that phrase is wrong, neither the link of
the Indo-Iranian linguistic family with the "Kurgan culture", nor the "intriguingly
close" time, which actually differ as much as do the years 6,000 and 3,500 years
ago.

The difficulties of matching archaeological evidence and DNA genealogy may
also be explained because these disciplines operate with different attributes. In
archeology it is a "chain transmission" of the material and cultural traits, which
archaeologists often (or even usually) do not associate with migrations, with the
movement of people. As noted by Anthony (Anthony, 2007), every archeology
student from the 1960s study knows a motto "Pots are not people", and from
1970s-1980s the concept of migration in general, according to Anthony,
practically disappeared from the archaeology. In contrast, in the DNA-genealogy
the main focus is on migration, their directions, their regions, and their times.
Therefore from the standpoint of some Russian archaeologists, the "Eurasian
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Indo-European continuum" looks like Catacomb-Timber Grave-Petrov-
Andronovo-Sintashta "chain transmission of the cultural traits", together with the
language, and not migrations at all. Meanwhile, the same archaeologists note
that in the anthropological relation, this chain is practically homogeneous.

However, from the standpoint of DNA genealogy this approach is
fundamentally defective (though valid in the paradigm of archaeology). In that
particular case the archaeologists have mixed up, have transposed two
counterflows of migration of two haplogroups, a ProtoT{irkic-lingual R1b tribe
from east to west, and an Aryan-speaking, "Proto-Indo-European» Rla tribe from
west to east. The anthropology of these two streams is in fact close or almost
identical, because they are two kindred haplogroups, both Caucasoids, both
formed from the same R1 upstream tribe-haplogroup. And then archeologists
suddenly jump from the cultures of one tribe, the ProtoTurkic-lingual R1b from
the Khvalyn, Sredny Stog, and ancient Pit Grave and then the Catacomb
Cultures, with a general direction to the west, over to the "Proto-Indo-European”
Andronov and Sintashta Cultures, formed by the movement of the Aryans
(haplogroup R1al) to the east.

In other words, not some '"chain transmission of cultural traits" without
migrations had occurred there, but specifically the migrations. That is evidenced
by the detection of the haplogroup Rlal in excavations in Germany dated by
4,600 years ago, and of the same haplogroup Rlal in excavations in the
Andronov culture in the Southern Siberia dated by 3,800 - 3,400 years ago, and
the same haplogroup Rlal (and the same haplotypes) to the west of the Urals, in
the Eastern European Plain, dated by 4,800 years ago, and the same haplogroups
(and the same haplotypes) in India and Iran, only 800-1,000 years later compared
to that at the East European Plain. These were precisely the migrations, rather
than simply unembodied "transmission of cultural traits". Admittedly, this is a
weak spot of the contemporary archaeology.

DNA genealogy helps to solve, or at least suggest solutions for many questions
that archeology and linguistics have not been able to solve. For example,
questions of the "ethnogenesis of the ancient Celts, the time of whose appearance in the
Western Europe, like their paths of settlement, the most "traditional" theory can not
explain" (Rubin, "Localization problems of the Indo-European homeland: a
critical review of the modern concepts, pp. 84-92), despite the fact that "migration
of Celtic tribes is only recorded in the direction from west to east, not vice versa" (Alinei,
2004a, b). The DNA genealogy gives an immediate comment and response. First,
the Celts are poorly defined from the viewpoint of their origin. Some ancient (the
middle of the 1%t millennium BC) Celts can be R1bla2, some can be Rlal. It was
already shown that some “Celts” have arrived to the Alps from the Russian
steppes, and were the most likely R1al, with their IndoEuropean language. Some
Pra-Celts, of the haplogroup Rlbla2, arrived on the European continent in a
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roundabout migrational path, from the Eastern European Plain across the
Caucasus, Middle East and North Africa, on to the Iberian Peninsula (4800 ybp),
and further into the continental Europe, around 4,000 years ago (see above).
Naturally, the movement from the Pyrenees (and from the British Isles, the next
phase of R1bla2 advancement from the Pyrenees) to Europe went from the west
to the east. Those Celts were carrying ProtoTtirkic languages across the Europe.

In conclusion, a brief pause on the Scythian issue. From the above, it is clear that
the Scythian people - in fact, a collective term, were both ProtoTtirkic-lingual,
and '"Iranian-lingual", or more accurately, Aryan-lingual. They were both
nomadic pastoralists (which is typical for the Tiirkic tribes), and farmers (which
is often typical for the Aryans). They had both haplogroup Rlal and R1bl, and
maybe Q as well. They lived in felt yurts (many of those who lived in them, were
carriers of R1bl and Q), and also in stationary buildings (many of those were
farmers, Rlal). Unfortunately, neither the specialists in Indo-European
languages, nor the Turkists are willing to recognize the duality (at least) of the
Scythians, Sarmatians, and many other steppe (and not only steppe) tribes of the
1st millennium BC and the beginning of the Common Era. Moreover, these tribes
definitely had other haplogroups, such as G, N, C. The carriers of the haplogroup
G in the Scythian and Sarmatian times likely were "Iranian-speaking", and lived
in the Iranian Plateau much earlier then the Aryan times. Then, of course, they
were not "Indo-Europeans". The carriers of the Q, N, and C were most likely
Turkic-lingual.

The sooner both sides, the "Iranists" and "Turkists" recognize these facts, or at
this point rather considerations, the sooner linguistics would be enriched by new
findings and discoveries. Especially, if in addition they would adopt in their
research arsenal the DNA genealogy. I dare to hope that this article would
facilitate that.
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CoBpeMeHHOe cocTOsIHME CyOK/IaIOB M BeTBel

rarrorpynmnsl Rlalal
(Kpatkas cripaBKa-KOMMeEHTapMi)

N.JI1. Poxxauackun n A.A. Kiécos

B nmuarpamme HiDKe MBI TIOIIBITAJIVICE OOBEAVHUTD CBEIIeHN 13 TPeX pasiINuHbIX
VICTOYHVKOB MHMOpMalmy - fAepeBo rarwiorpyrmnsl Rlal (c BeIIiecTosmmmm u
HVICXOASAIIVMIY CyOKIamam,

http:/ /www.isogg.org/tree/ISOGG_HapgrpR.html),

JIOTIOJIHUTESIbHBIe CBefleHMsl 0 HOBbIX cHumax (SNP), moctossHHO mocrymaroriye
OT CIHelUaJINCTOB B wiIoreHMn (XOTS HeMaJloe 4YNCJIO HOBBIX CHUIIOB
fe3aByVpyeTcs KaK OIIMOOYHBIE IV YacTHble, OOHapy>XeHHBbIe Yy OTHEIbHBIX
JIIOfIeVl VI He HaXO[MMBIe Y IPYTMX). DTO HOHATHO - JII0OOV 13 Hac MOT IIOJIyYUTb
CHUII B Y-XpOMOCOMe OT CBOero [eIyILIKM WIN JIF000ro Ipyroro OJIVDKHEro
IPSIMOTO MpeKa I10 MY>KCKOV JIMHUW, M 3TOT CHUII He HaTU y APYIVX, VIV OH
MOXeT TIOSIBUTbCA Yy HOPYIMX TOXe COBepIIeHHO CJIydallHO ¥ He ObITb
«poo00pa3yoUIIM» COTHU VIV THICSUYM JIeT Ha3a/l. TpeTui MCTOYHMK — JTaHHbIe
JHK-reneasormm, corjiiacHo KOTOPBIM yXe WaeHTUdUIposaHo Oosee 20
BeTBel! B rarvtorpymnrie Rlal, kaxmas 113 BeTBel IMeeT CBOVI Oa30BBIVI TaIUIOTHIL 11
ero JaTUPOBKY (BpeMsl, OTAeIIsAolIee Hac OT O0IIIero Impegka BeTBM).

bosbinmmHCcTBO BeTBell IIOKa He MMeeT CBOM Cneumcpvmecwm CHUII, XOT4d OH
IIPOCTO 00s3aH ObITb. BbIsIBIIeHME CHUIIOB IS KaXKIOV BETBU TOJIBKO [IeJI0
BpeMeHV, HO YVICJIO BETBEN 6y)1eT TOXe pacTu, BETBU 6}7D;YT )Z[pO6T/ITI)CH BIUIOTH
710 OTHeIbHBIX KJIaHOB M ceMeli. Ilo HekoTOpbIM C006pa>I(eHT/I$IM, CHUIIBI B Y
XpomMocoMe o6pa3y10Tc51 C YacTOTOVI OAMH CHUII Ha IIOKoJIeHme. SlcHO, 4To
JaJIeKO He BCe CHUITBI OKaXKYTCSI «BeTBeo6pa3onmMMM», HO Yy KaXX[IOV MY>KCKOW
JIVMHVY (B TIOHSITUSIX T€HEJIOT M) OIIpeIeJIEHHO €CTh CBOVI CHUIIBI.

Pe3yipraTr monsITKM 0ObeAMHEHNS 3TOV MHMOPMAIIMY Ha CETOAHSIIHUM JeHb
(xoHery cenTsiOpsa 2011 ropa) mpuseneH Hipke. OOHOBIIEHUS 3TOVI AMarpaMMBbL
OymyT peryssipHO Iy OIIMKOBaThCS B «BecTHUKe».

B Tpex ciydasix BeTBUM maeHTUPUIMPOBAHbI XapaKTepHBIMI ajUlejIsiMM, KaK B
arydae «gecsiTHUKOB» (DYS388 = 10) ceBepo-3amannHon Epporibl, Oarikmpckont
BETBY, TOXe «JecsaTHUKOB» (DYS425=10), m «cTapoit eBpOIIeVICKOV BETBII»
(DYS392=13). Bce Tpu Mapkepa - OYeHb «MelJIeHHBbIe», WM MyTaluM B HUX
mpoucxogAar B cpegHeM pas B 4,500, 20,000 v 1,900 rtoxoeHMII, COOTBETCTBEHHO.
Bpsn ;i crout aT0 nepesoanTh Kak oauH pas B 112,500 szet, 500,000 stet vt 47,500
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JIeT, COOTBETCTBEHHO, XOTsI TeXHUYeCcKN 3TO BepHO. Jlydille paccmMaTpuBaTh 3TO
KaK OfHO pOXIeHVe Majb4yMKa ¢ Takow MmyTaummt Ha 4,500, 20,000 n 1,900
POXXAEHUTL. DTO — IIOTeHIIMaIbHBIE BeTBeOOpasyoIyie My TalluL.

ﬁ M207/Page37/UTY2, P224, P227, P229, P232, P280, P285, S4, S9, V45

. ,ﬂ M173/P241/Page29, M306/S1, P225, P231, P233, P234, P236, P238, P242,
P245, P286, P294

Rlal L62/M513, L63/M511, L145/M449, L146/M420
m L120/M516, L122/M448, M459, Page65.2/SRY 1532.2/SRY10831.2
Rlala L1168, 1449, 1457, M17, M198, M512, M514, M515
Rlala* 392=13| [Old European branch]
Rlalal M417, L566, Page7, Z.85?
Rlalala M56
Rlalalb| M157.1
Rlalald M64.2/Paged4.2, M87, M204
Rlalald P98
Rlalale PKS5:
~ Rlalalf| M434
IR1a 388=10) SNP? [North Western branch; the Tenths]
|R1a 388=10| L664 [North Western-1 branch]
|Rlalal-Eurasian| 7280? Position uncertain
Rlalalg M458
Rlalalgl iM334; Private SNP
Rlalalg2 L260 [Western Slavic branch]|
Rlalang| SNP? [Central European branch]
|R1a1a1-Scandinavian| SNP? [Old Scandinavian branches]
|Rlalal-Scandinavian| L448 [Young Scandinavian branch]
[R1alalh| L176.1/S179.1 [a downstream of L4487]
Rlalalhl] L175 Clan Donald?
IRlalali L365 [Northern European branch]|
RlalaliXI L669, L670 [Northern European sub-branch?]
Rlalall' L366 [Eurasian sub-branch]
Rlalalk] P278.2 [Western Carpathian branch]
Rlalall| 793,794, 795
R1lalallLX] 796
RlalallLl] [342.2
R1alalLL1AJ| Ashkenazi Jews branch
R1alalL1SE| L657? South Eastern branch
RlalalLL1K| Kyrgyz branch
Rlalal 425=10] Bashkir branch
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00 YAUBHUTEC/IBHBIX 1 HCOKUIAHHBIX I3BIKOBbIX
COBIMAACHUAX MECKAY JJAKCKUM U AKKAACKHUM A3bIKAMH

(nponokenue; Hayaino cM. B BectHuke Tom 4, Ne 8, ctp. 1584-1592 u
obcyxnenue ctp. 1592-1603)

P.A. OmapmueBa

Bor yxe Tpm Mmecsna, Kak g 3aHMMAIOCh M3ydeHMeM YuKaro - AcCHpPUIICKOTO
crioBapsi. CoOBITVS pa3BMBAIOTCS CTPEMUTEIPHO - IIBITAsCh HaWTU B CJIOBape
OIIperie/IeHHBIV IUIACT JIEKCUKY, S C YAMBIIEHVEM, IIOTpsiCeHreM OOHapyXMBaIo,
YTO HpaKTUYeCcKM BCs JIEKCMKA JIAKCKOTO A3bIKa COKpBITa B 3TMX cy1oBapsax. To
eCTb BCSI HBIHE CYIIeCTBYIOIas JIeKCMKa (KakK s yIOMMHaJla paHee, OHa
HeOoJ1bI1asd 1o 00vemy, Bcero-to 13000 ci10B BMecTe co BceMM 3aMIMCTBOBaHMSIMI,
eI CyOuTh II0 PYCCKO-JIAKCKOMY CJIOBapio XaliJlakoBa, Ha caMOM e Jejle
HECKOJIbKO OoJIbIlle, HEKOTOpPBIE JIAKCKMe CJIOBa g TaM He Hax0XYy), TakXe CJIoBa-
IIpOM3BOHbIE OT Hee, HBIHE JakaMu He yroTpebssgeMsle. PeasbHOCTD
IIpeB30IIUIa BCe caMble CMeJible IIPENIIOJIOKeHNs, COBIIAJAlOT CJjIoBa OyKBa B
OyKBy, COBIIaZIalOT MeXIOMeTs, BOCKJIMIIaHMs, coBlIafaeT obpaszoBaHme popMm
cJ10B, umces1, nagexeri. CoBrageHre TOIIOHVMMMKN JIAKCKMX CeJI I MEeCTHOCTEVI;
COBIIajZleHNMe ITPaKTUYecKM BCeX JIMYHBIX VMEeH W POHOBBIX VMMEH JIaKOB C
TaKOBBIMM aKKaJICKVMV; IIPaKTUYeCKM OVHAKOBBIVI COCTaB JIGKCUKW BKyIe C
TeMM CJI0BaMM, KOTOpble O0O3HAuYarOT YacTy Tejla M IIPOIlecchl pa3sMHOXEeHMs,
IIO3BOJIIeT ~ MHe YTBepXOaTb, UYTO aKKaJCKMi s3bIK He sABJIsAeTCca HU
CEMUTCKMM, HU acCMPUNCKMM. DTO - apxandecKas ¢popMa JIaKCKOTO s3bIKa,
VIMEHHO JIaKCKOI'O, W3 IPYIIIbI JarecCTaHCKMX A3bIKOB - ¢ He3HaYMTe IbHbBIMU
IJIs1 CTOJIb IJINTeIBHOTO CYILleCTBOBaHMA s13bIKa M3MeHEeHMsMM.

Ecrim IMHTBUCTBI COUTYT TaKoe YTBepXKIOeHMe CIMIIKOM  CMeIbIM  JIMbo
HpeXaeBpeMeHHbIM, IYCTh IIPYHMMAIOT MOM CJI0OBa KakK ITpeAIloIoXKeHVe - CyTH
fera 3To He MeHseT. [lastee BugHO OyaeT. HekoTopoe KomM4uecTBO JIEKCUKM S
IIpeJoCTaBIIsA0 I aHa/IM3a JIMHIBUCTOB. KacaTesIbHO TOIIOHVMMMKM W JIMYHBIX
VIMEH - XOTeJIOCh OBl BBIHECTVI B OTHENIBHYIO TeMy, KaK 3aC/Iy KMBAIOIIV
BHVMaHMS M 0OCOOO 3HAuMMBIV  PaKT, IOATBEPXKHAMOIINMI MoOe IIOKa ITyCTb
npennonoxenyvie. Ceqyrommii 3HaYMMBI  (pakT - IIOJIHOe COBHaeHMe Kak
Ha3BaHWMV YacTeVl Tejla, TaK M CJI0B, 00O3HAYAIOMIVIX IIPOIECC ITPOOIDKEHVIS
poma, pasmMHOXeHVs. HacKoiIbKO OH, aKKafCKMM $3BIK, OJM30K K IOPYyIUM
JlareCTaHCKMM sI3bIKaM, MHe TPYOHO CyOuTb. MHe KaXeTcsl MaJIOBEPOSATHBIM, UTO
OBUI KaKOWV-TO «IIpajlareCTaHCKU» eOuHBIN g3bIK. CKopee 3TO MOITIM OBITH
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OCTaTKM Pa3HBIX IUIEMEeH - IIYCTh Jlake C OUeHb OT/JaJIeHHBIM eIVHBIM IIPeIKOM,
HO TOBOPSIME Ha pPasHBIX $3bIKax W3HAYAIBHO - Bedb BCe YeJIOBEUECTBO
Pa3HOS3BIYHO, BOCXOAS K eOMHBIM oOmmM mnpegkam Apamy u Ese (npum.
pedaxmopa — 3mo noAoxeHue HOCUm 30ech ueypasbHulil Xapakmep).

To, uTo 4 Ha3bBasIa «yOAVBUTEIIbHBIM», «HEOXMIAHHBIM» - TaKOBBIM SBJISETCS
JIVIIIB C MO€eVI TOUKM 3peHMs, C TOUKM 3peHst 00ObIBaTeJIsl, COBEPIIIEHHO CITy4YaltHO
oOHapyXuBIllero paHee Hem3BecTHble @daxTel. C TOUYKM ke 3peHMs] HayK -
VICTOPUY, apXeoJIoruyl, TeHeaJlorny — BCe 3aKOHOMEPHO. YIIVBUTEIIBHO TOJIBKO
TO, YTO JIeKCMKa JIAKCKOTO SI3bIKA, SIBJISIOINASICS YaCThIO JIEKCMKM aKKaCKOI'o
gd3bIKa B BUJEe HEKOero pPyaMMeHTa, COXpaHWIa IIepBO3IaHHYIO TOYHOCTB.
ITosBosto cebe MPeAIIoIOXNUTh, TTIoYeMy. B34Thb j1aTbiHb, MepTBBIN A3bIK. [Tpexme
ueM «yMepeTb», OH [aJl pOXIeHMe IIeJIoNl TIpYyIlle S3bIKOB, pa3OLIesICs B
oOmmpHOM PyvMcKom mMIlepuy 110 HAIMOHAJIBHBIM TEPPUTOPUAM, MEHSSCh B
COOTBETCTBUM C CyOCTpaTOM, $3bIKOM MECTHBIX aOOpPUIeHOB, ¥ IIOCTEIIEHHO
notepsul (PYHKIMM ¥ COILIeT Ha «HeT». JIaku ke, B OTJIMUYME OT VIMITEPCKVIX
PUMIISH, >KWIM TPaagUIMOHAIMCTCKMMM — OOIIMHAMM, - TaKue OOIIMHEI
KOHCepBaTMBHBEI BO BCeM YyKJIajle XM3HU - B sI3blKe, oOpsimax, puryanax. VI
IIOHBbIHE Y JIAaKOB B KaXIOM cejle OTIMYAIOIIMecs OPYr OT Apyra oOpsabl 1
Tpamyimn. Jlaku HuKorga He ObUIV BOMHCTBEHHBIM M arpecCBHBIM HapOIOoM,
TATOTEIN K HayKaM, [OYMTaJIM MOpaylb WM BBICOKUI [yX, XWU3Hb B
caMocoBepIlleHcTBOBaHUM. [losToMy BCIO WMCTOPMIO >KWINM, 3allMINAsCh, HO
HeyKJIOHHO COKpalllajlach TePPUTOPUS MX paccejleHMsl 1 HaceleHle - 3aKOHBI
ecTecTBeHHOTOo oTOopa. ITaccoHapHOCTh j1akoB Bcerja ObUla HallpaB/ieHa Ha
JOCTVDKeHMsI JIyXOBHBIe. BpDKMBaIOT, MHOXaTcs 0Oojlee arpeccuBHBIe (HO -
MHMpO3aHNe TaK YCTPOeHO, YTO arpecCMBHBIM HapollaM BO3BpalllaeTcs BcCe II0
3aKOHY OyMepaHTa, KaK Obl HaIlOMMHas JIIOMISM, YTO XXUTh HaJIO TI0 3alI0BeIsM, U
He 3psI OHV HaM JIaHBbL).

Cyns 1o j1eKcrKe, II0 OTpBIBKaM 13 JJOKYMEHTOB, B ipeBHen1 MecoroTamuy ObUIO
YeTKO CTPYKTYPMPOBAHHOE OOIIEeCTBO ¢ OYeHb KOHKPETHBIM YKIIAZOM JKVM3HIAL.
beumm Ki1accel M cjioM OOIecTBa CO CBOMM MECTOM B HeM: 3eMJIeIesIbIbl U
CKOTOBO/IBL; XpaMOBble PaOOTHMKM M CIIyIM, KYMIIbI ¥ BiIadenblpl  pabdpuk 1o
VISTOTOBJIGHUIO TKaHeVl M3 IIepcTV, yTBapy, MOCY[bl; CYyIbW-3aKOHHUKN U
BOeHHBble, JleKapu 1 ydeHble. Cy[s IO TOMY, YTO IJIMHSIHBIEe TaOJIVYKM Takxke
XpPaHWIVICh B CIelMaJIbHBIX IIOMEIeHMsIX, B OIlpeleJIeHHOM IIOpsKe, ObUIn
CBOETo pofja KapTOTeKV, CTPOIUIl yUeT, TOJIKOBbIe CJIOBapV W CIIVCKM, - 3TO OBLI
OUeHb YIOPSAOYEHHBIV YKiIad >XwusHNU. IloTepsiHHBIe cjl0Ba OTHOCATCA K
o0o3HaueHMIO IIpefcTaBuTeslelt obmiectsa Meconotammum - Mx 4MHOB, cdep
JedaTeJIbHOCTY, K XpaMOBBIM puUTyajlaM; K MeOMIMHCKUMM CHamoObsM U
OOBSICHEHMSIM IIO IPVIMEHEHWMIO - HEeBO3MOXXHO YCTAHOBUTH IIO Ha3BaHVISAM,
KaK/M COBPE€MEHHBIM PacTeHWsAM COOTBETCTBYIOT pacTeHUsT WIV JepeBbs,
yIOMVHaeMble B pelelTax HacToeB M MUKCTYp. [loTepsaHbl MaTemaTndeckne u
aCTPOHOMIYECKVe TEPMUHBI - HApOJ, KOTOPBIV BEIHYXXIIeH ObUI 13 IIOKOJIEHNS B
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IIOKOJIeHVe BOeBaTh, 3alllUIIasch OT MCTpeOsleHMs M HOpaOoIeHns, HUKaKIX
CBsA3eM C HayKaMM - MeAWIIVHOV, acTpOHOMUeV, MaTeMaTUMKOW - He CyMeJl
COXpaHUTb. B Kakwme-TO TOABI UMCIIEHHOCTH JIAaKOB cocTaBiisuia Bcero 37000
uestoBek! He Ha uTO onmpaThCst 11711 BOCCTaHOBIIEHVISI 3TOVI JICKCVIKIAL

M3 mpuBeneHHbix B CAD TeKCTOB ¢ INIMHSHBIX TaO/MM4yeK MHe IIOHSTHBI —
MHOTAA dpasbl, MHOTAA OOPBIBKM (ppas, TaKKe OOIIMI CMBICT - O YeM UIEeT Peydb.
Ciaboe xxe mecto CAD- 3T0 Kak pa3 TOJIKOBaHMe 3HaYeHUT! CJIOB M TeKCTOB. DTO
OOBSICHMMO - JIIOOM, 3aHMMAaBIIMeCsS KIWMHOIIVICSIMY, OTTaJIKMBasICh OT
HeCKOJIBKMX TeKCTOB, COCTaBJIeHHBIX OJHOBPEMEHHO Ha [OBYX-TpeX s3bIKax
(bexmcTryHcKass HaAINMCh, eCjIM He OIIMOAlOCh) MBITAINCH HaWUTU 3HadeHue
TeKCTOB OIPOMHOTO KOJIMYeCTBa ITIMHSHBIX TaOinueK. DTO MOXKHO CPaBHUTBH C
IIOIIBITKaMI BOCCTAaHOBJIEHVSI KUTaVICKOTO $3bIKa VM IlepeBofja ero Ha pyTrou
43bIK Ha OCHOBaHWMM TBHICSY KWUTAVICKMX MeporndoB M OBYX-Tpex IIMceM Ha
KUTaMCKOM s13bIKe. Ecim KTO-TO M B3siIcst OBl 3a TaKyIo 3azady, 3a0iIyXaeHus
ObUIM ObI Hem30eXxHBL. He odeHB HpaBUTCS MHe COOCTBEHHOE CpaBHEHIe, HO 3TO
- IoneITKa onpasngaTbk coctaBuresien CAD u TojkoBartereri B TOM UnCIIe,
KOTOPBIM s OeCKOHeYHO 0J1arofapHa - OHV BBIIOJIHWIN KOJIOCCAIBHYIO padoTy
B IIpefieslax TeX BO3MOXKHOCTeV, KOTOpble M ObLIV IIPeJOCTaB/IeHbL.

VIx Tpyzn mo3BOIIVII MHE HPOSICHUTH BOIIPOC, KOTOPBII HeM30e)XHO BCTaeT IIeper,
JIOOBIM UeJIOBeKOM paHO win mo3gHo - «Kto s? U oTkyma s?» - 3TO OueHb
3HAYMMBIVI MOMEHT JIMYHO IS MeHsI, M IoJjIaraio - jIs Jiro0oro deioBeka. Ho,
TeM He MeHee, eCTb HEKOTOpas «Jpe3MepPHOCTb» B IIOIBITKaX TOJIKOBAHMS
TEeKCTOB Ha Mo B3IV, OOHO 1es1o - Korja CJI0BO TPYAHO MHTepIIpeTUpyeTcs,
HeT 3allelloOK B TeKCTe ¥ TOIJa MOXXHO OCTaBUTh B IepeBOjle YeCTHBIV IIpolerl.
ToskoBatenns ke pelllaeT 3amady IlepeBofja C TaKOWl HEBEpPOSTHOM MU
m3o0OpetaresibHON paHTa3MeN, YTO VHOITIA IIPOCTO MOpakaeT M OTOPOITb Oeper.
Hanpumep, citoBo sin- ToMm S-3, 3ByK «III» B Hadale, IlepeBejeHO KaK «ypuHa»,
Mo4Ya. B jlakckoM sI3bIKe «IIVH» -BOJa, €CTh Jpyroe CJIOBO Il 0003HaueHMs
ypUHBL - «Klyamy», ToMounThCs- «Klymma».O003HauMB B CjIoBape BOAy Kak
MOYY, TOJIKOBaTeJIb Jlajiee BCsIKME BOAHBIE HAaCTOV M3 TEKCTOB peLenTyp [eslaeT
HACTOSIMM Ha «yPUHe», WIN e TO U J1eJI0 JIOAM MbIOT 3Ty caMylo «ypuHy». Hy
He MOIJIa IIMBWIV3aLNS, I7ie TpelaHalMs yeperna ObUIa psiiOBOV MEAVIIVHCKOM
omepanyeri, MIpPUMeHATh YPUHY B KadecTBe JleKapcTBa win ImTesa! Vu cioso
«lisanu», o3HaUaroIIee «3HaKW», «CUMBOJIBl» ¥ IIOBCIOly OIIMOOYHO TpaKTyeMoe
KaK $3bIK - B TOM uMcile ¥ KakK (pu3MOIOrnMueckuii opraH, M OTCIOZa Macca
HeJIeTIoCTell B IepeBofax. TaKnMx MOMEHTOB O4YeHb, OYeHb MHOro. BwiOmpas
cJIoBa I CTaTbU B «BecTHUMKe», IIPUXOOUTCS JIaBUPOBaTh C y4eTOM IaHHOIO
oOcTOsITeIIbCTBA - IIPUBOAUTE IIPOCTEVIIIINe CjI0OBa C IIOJIHBIM COBIIZIeHVeM IIO
HarmcaHmo 1 repesony. Ho - K cBeieHMIO JIMHIBUCTOB — ITI03BOJIIO ce0e Ha 3TOT
a3 HeKOTOpPBIe BOJIBHOCTY, BBIHYXXIIeHa Oy/1y IIPOTMBOPEUNUTh aBTOPUTETaM C

1778



VIX VIHTepIIpeTaler cJIoBa WIN TeKCTa, - 1 uMelo B Buay coctasuresient CAD. To,
uTo 4 Aenaro MHOM, oTmuHbl oT CAD mepeBon, HEKOTOPBIX CJIIOB, HaXOIWUT
HOATBepXKIIeHle B IIpeIcTaB/IeHHBIX B CJIOBape TeKCTax M3 KIMHOMINCEVL.

bennbie nakn! Kak mroTsianickme OVKTBL CBOVI BEPECKOBBIV Me]l, IIpOHeCIIN yepes
TBICSTUEJIeTISI CBOM SI3bIK. Takke HacMepThb CTOsUIM, He JKejlag ITOIUMHUTHCS
HUYberl HeBosle win KyJsbType! Ho - He coxpamwm. Bepnee, coxpamwm Ty
MaJIyIo 4acTh, KOTOpasi TakXXe MPOA0JDKaeT «TasdTh», COKpalllaTbCsd C M3MeHeHVeM
ObITa, peannit Xu3HN. Te camble «9UMHHY», IUIUTBI U3 TSDKEJION IIPEeBECUHBI C
IIVIIaMV BHU3Y, KOTOpPble BOJIBI C IIOFOHIIMKOM, CTOSIIIVM Ha HUX, TacKau IO
KpYTy, pa3Mesibuas B COJIOMYy pas3JIOKeHHBIe I10 «TTapal]ly» CHOIIbI 3epHOBBIX, a
MBI, [eTW, KaTaJluChb Ha 3TUX «4UMHHY», B MOeM paHHeM JeTcTBe  ObUIO
oObImeHHOCTRIO. [ToTOM NpUIIUIN CesUIKM, BesUIKM, KOMOAmHBI, C VX IIPUXOHO0M
yicue3 OouepeHOV IUIACT JIEKCUKM - Ha3BaHWs MHBEHTapsl, YIIPsKM, IIPOLeccoB
OUVCTKM 3€pHa, IPOCyIlecTBOBaBIIMe ThicauerleTs. ITokoeHns MeHSIOTCH,
MeHgeTcsl yKilaf, XusHu. Ilporpecc jm To, B KakoM pycile MAeT M3MeHeHVe
KM3HM ¥ desioBeKa? JIMUHO It MeHd OTBeT Ha 3TOT BOIIPOC He OJIHO3HaueH.

BepHemcs kK akkazmckomy U Jjlakckomy sa3blkaM. Korga s momelTasiach cKasaTb O
CBSI3M aKKaZICKOrO ¥ JIAKCKOI'O $I3bIKOB HEKOTOPBbIM M3 CBOMX 3HaKOMBIX,
XUBYIIMM B [larectaHe, yramanTe Kakas peakiins Obura? Peakmmein OvUIo
OTCYTCTBUE BCAKOV peaklmu. DTo He BHedamiger. HewmnrtepecHo. To ecth
HU4ero, KpoMe JieHer ¥ MaTepuaIbHBIX IIpMoOpeTeHNiI, MOMX JOPOIMX JIaKOB C
HEeKOTOPBIX IIOp He BOJIHyeT - O4YeHb Cepbe3HBINI NpPU3HAaK HpPaBCTBEHHOIO
BeIpOXIeHVsA. Harm mpenkm OpuIn mpyrue, MBI OUeHb M3MEHWWINCH, VI HE B
JIy4IIyI0 CTOPOHY, 3TO TOXe peajny Hacrosilero spemenu. Ho, HecMoTpsa Ha
3TO, €CTh BO BCeVI 3TOVI VICTOPUV OJJHO OYeHb 3Ha4MMOe JJIsI MeHs U [IJIA MHOITX
IIpefICTaBUTEIIeVl  JIAKOB ~ OOCTOATEIBLCTBO: OJlaromaps HayKe apxeoyormu U
cocrasuresam CAD mcuesHOBeHME JIAKCKOMY SI3BIKY yoKe He TPO3WT - ITaMATHUK
pY XMU3HM eMy IIOCTaBJleH. ODTO - aKKa[CKMUI SA3bIK TeKCTOB Ha ITIMHSHBIX
TaO/IM4Kax, XpaH4muxcs B Jiyummx Mysesx mmpa, 1 CAD - Ywuxkaro -
Accupurickuit cj1oBapb. 3ByunuT 11adpOCHO, HO B CJIE[IyIOIIeM IIpOHOJDKeHUN
TeMbI COOMPAIOCh OCTAHOBUTBHCS Ha TOIIOHMMMKE M JIMYHBIX VIMeHaX JIaKOB U
MOXHO OyAeT HpoCTUTh MHe 3TOT Iadoc: TOIOHMMMKA, VIMeHa JIaKOB —
ocoOeHHO MoOMX, Ky/IMHCKMX ( 13 certa Kyrm) - mpocTo mecHs BO cj1aBy AKKana.
Ha sTov BecbMa ONTMMMCTUYHOV HOTe Ileperay K IIpeIcTaBIeHNIO0 BbIOpaHHbIX
V3 CJIOBaps CJIOB.

ITpuBOXYy cJ10Ba, pasmesvB X Ha TPYIIIbL:
1. Bpems1, mpocTpaHCTBO, MUp.
2.YeJsioBeK, 4acTy Tejla, POICTBEHHbIE OTHOIIEHVI.

3.KuBoTHBIE, pacTeHM.
4.beIT, yTBaph, ena.
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EcTecTBeHHO, KaXXABIM CIMCOK IIpefCTaBiIseT JIMIIb MaIylo 4acTb 0as30BOM
JIEKCVIKM, KOTOpasl I10Ka3blBaeT MAEHTUYHOCTh aKKaJICKOrO U JIAKCKOIO SI3bIKOB.
byksom Ha jaTuHMIle 1 0003HaUWIa TOMa CJI0Baps Ha 3Ty OyKBY, C yKa3aHUeM
CTpaHMIIBI, TAe HaxoauTcs «jIoBo. Jlakckme cjioBa AaHBl Ha JIATMHUIE U
KUpWUINIle Ui IIpefcTaBJeHus 3ByKOBOIO cocTaBa cjIoBa. MoOXHO
UIeHTUUIMPOBaTh BeCch CJIOBApPHBINI COCTaB, [lejlasd YIOp Ha TeKCThl C
IIpVIMeHeHVeM [IaHHBIX B CJIOBape CJIOB. paboTa 3Ta KpoIOoTiMBas M Ha 3TO
HeoOXOIVMO BpeMsi.

IlepBas rpymia cjI0B-BpeMsi, IPOCTPAHCTBO, OKPY KAOLI MUP.

E, crp. 319, ersetu - cym. ls3emiss B KocMmoce. 2. OKpyXKalOIIWUI MUP.
3. 3emyr, TeppuUTOpMs. 4.3eMJId, IOUBa, IPpyHT. J1ak.ersi, abpImy, 3Ha4eHMs Te XKe.
H, ctp. 199, hirru - cym. -6oposna, naxotHas 3ewts. Jlak. hu, huru- xpy, xpypy -
11oJ1e, TTaXOTHAas 3eMJIS.

H, ctp. 252, hurru - cymr. -sHOpa. JIak. huru -xpypy -mosrg. Hurratu -xwypary - ¢
TIOJIS.

H, crp. 252, hurruhu (3Hauenue He ompepnesieHo). Jlak. huruhu - xpypyxpy -
T10J1€ IO TTAPOM.

H, ctp. 198, hiritu - cym. - xkaHaBa, KaHaJI, poB ¢ Bomom. JIak. hiri - xpxpupm-
Mope, hiriatu - xexpupusTy - ¢ Mops. ( i1t o0o3HaueHMsI KaHaBbl, PeUKM eCTb
ratu-R. cTp.219).

H, ctp. 100, harharu -cym. - mems, ropHas 1lemns. Jlak. Harhallu-xpapxpamty
-I'psizia, TOpHasi 11ellb.

S, cTp. 202, sawu - ¢y, - mycThIHA. J1ak. Saw-ccaB — He0o.

B, crp. 103, baraqu - mi1. - usnyuars cBet; cTp.110. barihu - cymi. -kameHb
(kaMeHB, KOTOPBIN cysieT TTofo0HO barihu - 13 mpuBenenHoro Tekcra). Jlak. barh-
Oaprs - comnHIle.

B, cTp. 108, barasu - mi1. -cusite. Jlak. Bars - Oaps - jsiyHa, Mecsn, 1lybaps -
HOBOJIyHIe.

S-1, cTp. 259, salmu-2, -roBops o BpeMmenn. JIak. Salmu, sal-ssa-ulaymmy, ylascca -
IIO3THIAIL.

S-1, crp. 256, salmu, 1,2 -1emnbmit, nmonHocThio. Jlak. Salumu-salu-ssa, mamwiymy
~IIaJUTyCcca - IIOJTHOCTBIO, I1eJTBITL

H, ctp. 231, hulu- cymr.-nopora. JIax. hullu-xxysuty -gopora.

Bropas rpymia - yesioBek, yacTu Tejla, pOICTBEHHbBIE OTHOIIIEHS.

N, crp.239, ninu (nenu, nini, ninnu) - MecToMMeHne «Mbl».Jlak.ninu-HWHY-MaTb.
A-2, cTp.471, assutu-cymi.-3aMyXecTBO, craryc >XeHbl. Jlak. as dan-apmr nas-
PUTYyaJI CBATOBCTBA C IIOTHOIIIEHNEM IIOTaPKOB POHEN XKeHlXa, I10cjie KOTOPOro
JeBYIIIKa CUMTaeTCsl Hape4eHHOTL.

H, ctp. 155, hatnutu-cymr. xenuTs0a.
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S-3, crp. 152, su-mMectommeHme-oH. Jlak.su- 4Yy-MyXumHa, MyX, subaresu-
myxunHa n3 CyOapry, laqusu- jakkydy-jiaker] ( BcTpedaeTcsi B IIPVBeIeHHBIX
OTPBIBKAX T€KCTOB 13 KIIVTHOIIVICETL).

H, ctp. 149, hatanu (hatnu) -poxHs uyepes xennuTsOy. J1ak. hati-xbaTln-cBagp0a,
cBajleOHbIe TOPXKecTBa.

H, cTp. 265, huzalu-cymi. sHauenne HemssecTHO. Jlak. huzala-xpy3ana-paboTHmk
rionent, KpectbstHMH. OT «hu»- moste n «zun» - paboTaTsk.

K, crp. 565, kurru - uactp uestoedeckoro Tesa. Jlak. ka, karru -ka, kapy -pyka,
pyku. Viger eme ¢ mmKrorpadmyeckoro IMcbMa - PUCYHOK pa3BepHYTON
J1afoHY, 0003HAYAOIINIL PYKy 1 3HaK «KA».

K, crp. 223. karsu - cyi.- yactb Testa Jlak. Karsi - kapuln - jispkka.

H, crp. 262, husulu - mpwi. oTHocdieecs K ommcaHuio Tesa. Jlak. husulu-
KBIOIITYJTy- IIIVKOJIOTKA.

H, cTp. 95, harrasu- m1.(3) - oTHOCHIIIeecss K YacTsIM 4ejloBedecKoro Tesa. Jlak.
harasu- haras-alu - xpapaul. xpapaiml-asty - mogmbinkn. Tam xe, crp. 102.

haristu - cym. XeHmuHa B 3aKmodeHUM. Jlak. pedyb wOeT O JKeHIIVHe
HeCBOOOIIHOV, 3aMY KHET.
S-1, crp. 17, sabu - cym. - 3HaueHme HemsBecTHo. Jlak. sabu- uuaOy-

BJIIOOJIEHHOCTD, J1I00OBHOe XeitaHue. Tam ke, sabu mpwi.(?) 3HaueHue He
omnpenereHo. ITpuBeneH TekcT oOpalleHMsI K OOBEKTY CTpacTy BIIIOOJIEHHOIO
My>XumHbl. Tam e, sabu A mi1. TpemneraTh, KadaTbcs. JIak. sabu —u4aby -ObITE
BJIIOOJIEHHBIM.

S-2, ctp. 289, senu, A cymi. caHgaymy, oOyBb. Jlak. sen, sennu -y4yaH, Y4aHHY-
HOTa, HOTY (CTYIIHS).

Q, crp.184, qatu -cym. pyxka(kuctp). Jlak. qata-kaTrla-mepuaTtka, hat -xbaT-
JIaIOHBb.

Tpetns rpymma - X1BOTHBIE, pacTeHMS.
H, ctp. 231, hulu (huliu) cym. - Bug mbmam. JIak. Qulu - K1yI1y-MbIiiib.
H, crp. 244, huqu, hazu cym. -nituiia, He onpenenena. Jlak. hazi, hazu-xpa3s -

IyCb.
D, crp. Dalu - nruma, nHe omnpepnesteHa. Jlak. dalu-many- nTmma w3 popa
KYPOIIaTOK.

H, crp.226, huqqu, hukku- cymr. 3nauenme mHemssectHo. Jlak. huqqu- x1rokly-
OCJIEHOK.

T, cTp.488, tuqqu, tukku- cymi. sHauenme HeonpeneseHo. J1ak. tukku -TTykky -
oceJL.

H, halqu-cymr. - morepsrHoe xuBoTHoe. Jlak. halqu- xxajKky - 1os10BO3peribivt
GapaH.

T, crp. 498, tuttu-cym, -mmenkosuila, TyToBOe fepeso. Jlak. tutu-TyT-1meskosuiia,
TYTOBBI€e IUIOZBI.

K, crp. 556, kurangu (kuraggu) -u3 sepHoBeIx. Jlak. kuragu-kypar- Kypara, By,
aOPMKOCOB.
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S-3, cTp. 4. simmessalu (simissalu, simsalu) cy11. - mepeBo, BO3MOXKHO, CaMIIINT.
JTak. simussali —~glumydulanm- 6abouxa, pon, 6abouex.

A-2, cTp. 206, aqrabu- cymi. - ckoprmoH. J1ak. ekrab- 3xbpsi0 - ckopmoH.

K, crp. 56, kakkusu, kakkusubi, kakku- menkoe xxmBoTHOe. Jlak. kakka -xpakba-
OyKalllka, HaceKoMoe.

M-2, crp. 131, - miteku- 3HaueHMe HeM3BECTHO, BXOOWUT B IlepedrviciIeHVe
cuHoHMMOB kakku B Malqu. JTak mitekuku-MutlukpyKkby-mMypaBert.

YeTrsepTas rpymma-0ObIT, yTBaph, ea:

K, crp. 563. kurkuru -cym. gamra, cocyn, sMectmie. Jlak. kunkur-x1ysHxlyp-
KaCTPIOJISL.

K, crp. 83. kallu - cym1. Cocyn w3 rivsbl wuin gpeBecuHsl. JIak. kali, kallu-xpasm,
-1Ty —~O0u4Ka, 0OBIYHO JepeBsIHHaI.

K, cTp. 463. kisu-cym. MeTajvmmdeckas darna. JIak. kisu- k1maly- mucka.

S-2, crp. 273, siltu, cymr.l - nHoXJ1e3Bue. Jlak.sila, siltu- ulwia, uylwiTTy-HOX,
HOXI.

M, crp. 438 mazlagu - Bwika WM KpIOK (B mepeunciaeHum nocynbl) Jlak.
HoTepssHHOe CJ10BO. «Maz»-s3bIK, «lagan» - XOOWTb, BBIIBUTATbCA (UTOOBI OpaTh
efly) BIWIKa WIN IT0100e BUWIKA.

S-2, crp. 412. sikaru (sikru) 1-cy1m. mmBo. M3roTosjIeHHOe 13 3epHOBLIX. Jlak.sekir-
Jexvp-BUHO, BUHOI'Pa/IHOe BIHO.

S-2, crp. 57, saraqu C 3 1. - BapuTh WK 4YUCTUTE Msico. Jlak. salaqu-manaxpy -
OJIrOII0 MSICHOE.

S, cTp. 315 sirqu (sisqu) - apoMarnyeckas mpuiipasa K ene. Jlak. sirqa-ccupka,
ccupya - yKcyc.

L, crp. 110, lasu, A, m1.- Mecutsb Tecto. JIak. inigma lasan dan- maMK1Ma 1amax
JaH- MeCUTb TecTo; lasu-anty-KpyIJIsil U3 TecTa IS pacKaTbIBaHVIS JIETIeIIKIA.
H, ctp. 264, huttu - cymr. - 6anka 11 xpaHeHns dero-H1Oyab. Jlak. huti- kpyTn-
OaHKa [1J1 XpaHeH!s 4ero-H1OyIb.

H, ctp. 263, husuku - cymr. - ynpsokb win ee 4actb. Jlak. husuku-xbromryxy-
Kouepra T OTH4L.

S, crp. 417. sussulu (sulsullu, sussulkannu) cynayk n3 gepesa, pexxe U3 MeTaUIa.
JTax. su, su - cy — OOJIBITION IepeBSIHHBIN JIAPb ISl XPaHEeHVIS 3epHa.

S, siru -cymi. - rurc, mrykatypka. JIak. sir, cup - Kpacka I CTeH, KPYIIHBIX
0OBEKTOB.

K, crp. 569, kursallu (kursullu) - cymr. - xkop3uHa, Ky30B u3 TpocTHMKa. Jlak.
kursullu- x1ypuly -peIieTo s OYMCTKY 3€PHOBBIX.

T, ctp. 99, tallu -cym. 6asnka, nonepeunHa. JIax. tala, tallu - TTasa, Trayury-6anka,
OasIkm.

A, ctp. 378, alu, F - cym. wacte ynpsoxm ocita. Jlak.ali, tukkul ali -amm, TTykkys
aJIu — TIOTIOHA IIOJI, CeIJI0 OCiIa.

S-2, cTp. 321, serseru (sisiru) - cymi. - 1emb. JIak. serzin - mep3uH-11e1Ib.

D, c1p.199, dussu - mpwt.-oowbHBI, 300wy oM. Jlak. dussu-gydady -ChITBIV,
V300VUTYIOIIIVAA.
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HcciaenoBanue ciiaBaHCKHUX Bea «BesiecoBoil KHUrn»

Bena 8.
HepBoucrok Ci1aBAHCKOU Bepbl.

I'eopeun Maxcumenxo

"Kaxoeo cems, maxkoso u niemsa’.

(Pycckas HapoaHasi ToroBopKa)

IpeauciioBue aBTopa

Jlannass paboTa sBiISeTCS NPOAOKEHHEM CEpUM HCCIICOBAHMN CIIaBSHCKUX BEJl
«BenmecoBoil KHUTH C MO3UIIHH TTOCISAHUX M3bIickanui B oOmactu JIHK-reneamoruu. Eé
XapakTepHBbIM OTJIMYUEM SBISETCS OTCYTCTBHE B JaHHOW Bene kakux iubo JIHK -
FeHEATOTHYECKUX HWH(OPMAIMOHHBIX MOMEHTOB. HMHbpopmanuio, H3JI0KEHHYIO B
BOCBMOI BeJle, MOXKHO OBbLIO ObI OMYCTUTH U MPUCTYNHUTH K 00paboTKe cleayromeii, HO
aBTOp Cu€l HEOOXOJIMMBIM HE TPOIYCKATh JTaHHYI0 HH(POpPMAINIO, MOABEPTHYTH €€
uccienoBaHuio U myOnukanuu. OJHONW W3 MPUYMH SABISETCS KelaHue Oosee MOJHOTO
uccnenaoBanusi ClIaBSHCKOW KyJbTypbl M Bepbl B KaHyH mpoBeieHUs B [logMockoBbe
(r. Jlotommuo) wuerBéproro Mexnaynaponnoro Konrpecca «JlokupuimioBckas
CJaBSIHCKas TMUCBMEHHOCTh M JIOXPUCTHUAHCKAs CIABSHCKas KyJIbTypa», MPOBOJIUMOIO
JII'Y um. A.C.Ilymkuna, PAEH u Axagemueil pyHaaMeHTaIbHBIX HAYK.

(http://my.mail.ru/community/slavfilosofia/659A5S4E20AB2973 A.html).

Coaep:xanue HCCIeAyeMOTro MePBOUCTOYHHKA.

Hcxoanbiii MaTepuaJ 8-it Beabl
NepesoKeHHbIH HA KUPUJLJTHILY

11.a-11

Ce 600 sweme nepsue Tpuenagy noxnonsuwemece axom. Tomy Benuxoy Cney nvsaujexom
xeanuxom u Ceapea [[uoa Boowcs saxo ocoeme Hoe ce pody boowcwbeky HawenvHuxo.
Bcencky pooy cmyouy eewen axos omey ego 13ma 00 KpoHe céd. B 3me nuxone dice He
gamep3ze. Tos 6ooe dHcuseHye nuyue HCUSUXOMCs 00 KOHe He Npeudexom aKoxcoe cée Ko
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Hemy yoenoexom 0o ayye 2oex Pa ucmuex. bey Ilepynes u I pomsepseyy. bey npe. bopens
o pyexom dcueuma Aeinvl. He npcmasame epujame xoaue. Kou u nou eenoe cmeszeoy
Ilpasoy 0o 6Opanue. /lo mpusne Bnuxa o 6csi nasws sikose dice udoym bOe dicuenme
sewnue no naixy Iepynouy. bey Ceenoosuouy Cney peysxom ce 6o cma be Ilpsue. Hsue.
Tomy nvuema necvinema saxo cem ece. Upesv one suosaxom ceuem 3paweme. Hee Ovime.
Tou nac o Hasue yopocewem. Tomy Xeny nvuemo nvexom nisacauje mem ynas 30U8axom
b2y nawemy axoorcoe mou 3eme cyne nawuy. 36u3z0s opesaya cém Kpuenuys meopsyeme
Cnsy Ceenoosuoue secxy Cnea bey nawemy mo 00 cxkpviboeye me cepoue nauive. Ce
CMeXOM 00PKOXOM CeH 000 3105 035iHa Hawua. J[obpy meyexom cme ce 60 ompye
nywenuemo o06vl u Mmece. Pewe me 6ce ymeopawe ce 60 Hb 6uedeme oyme
puvsmpenewewiu. Iloyvicme ce 60 me ymuemo ce 60 mauna eiuxa ece axodxicoe Cepe
Ilepyno ece. Ceenoosuno moue 08a ecvbea o0vpacenvl o Cepzu. Obas bsanbe. [[pnvoe cen
nepyme ce moue Cepe oepoceweme. bo ue ona ceendy e bvime nvepzewery no moie 06a
cea Xvpc Cuoisoti Bave Cmpoibe depocmece nozanv Boiwens Jlene Jluemuy

11.6-11

Paoocwy Konenoo. Kpviwens u ce o 0ea yopszey Cuigoti Ap. [laxcbo ce 60 unvl cyme
buenospe Jlaoo Koynano, Cinuy Kumney Bsnuwy 3pnuy Oeconuy Ilpocuy Cmyoey
Jleouy. Jlromey.

Iloma

Hmuwey 3eepeny Munuy /ozoey Ilnoey Aeonoey lwenuy Upvemuy Knenuw Esepeny
Buempuy Cnomuy [pudbuy Jlosuwy buecuoy Chuesuy Cmpanuy Ceenouy Paouy
Ceuemuy Kpsuy Kpacuy Tpasuy Cmebuy.

3a ce coyme

Poouys Macnuenyv Kusuy Bueouy Jlucmeuy Keueyuy Boouw 36230uy I pomuu Comuny
Jluney Pwibuy bpeszuu 3enuny 'opuy Cmpaouy Cnacuy Jlucmeespuy Muvicauy 'ocmuy
Pamuy Cmpanuy Yypy Pvouyp.

Ty 60 o cea Oenbe Cemapezen oows apo 6p3o posdeno. [lJucmv. To coyme mpuenagol
ooyu. Ce csea one vloe.

Tyoicoe ompowe 00 esap sewjewiu bpama onu. A suedewir 60ub mo 60 ece Kpacuenu Upii.
Tamo Pa puexa menye axosa oodanswewem Ceepzy odo Aee. Yencnobe yuencme Oue
Hawu. Pewemv 6veo6u uencia cea ovime OHe c8p3eHio Hudxce bvime Howe. O ycekyme
mou 60 ce ece Ascku. Coil ecme 60 OHe bcbemuem. B nocuie nukii eco unodxcoe be Jluo
Ily6 Cron naw Cnea my Ilepyny oenkyopy udice cmpanue Ha ép3u ebp3e. Bepna npedsede
80 CMb32 NO Hesedcoe ece mule BbUHbM Wecma coyo. Ko 3IMpPoyH MICME 8 CNPEObH eci
12-11

uae... . lle cypu caumemu noemo xeny bem. Ocnuwy Ilepynuy udice eco paKom nomsamuiy
Ha ep3u. Pyemo enuxa Cngy oysm Huum 030om axosu coyme ee Ceepze npujemo makxo
mpuwe. Uoemo cmo Huux éedmsl. Ha mpeue xoau 60 secmus Ha uHb cmyne uoemo 3cmu
no opoyse xeny bzem sozucawe Cngy nvsxom. Taxo oo nonoue. Puyemo Cney enuxy Xpcy
3nempust kono epmawy. Cypsawny nuemo. Tasxcoe 0o swepe. Ilo swepe koau 60 odicoe
ocHwu cavocena 3axcouemo. Cngy evujepnuy nvuemo JlaxcOy Hauivl udce pexom ec
npaou Haweu eyumocs o yucme ovimu. Moenena meopsawe udemo 0o cuvl. Tamo énuka
HeobsCb HOU.
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OrJacoBKa TeKcraA.

11.a-11

Ce 60 suyeme nepeue Tpuenagy noknonawemece axom. Tomy Benuxoy Cnagy noswexom
xeanuxom u Ceapea /[uda Boowcus axo scdeme Hoe ce pody Boocvcky Hawenvnuxo
Bcencky poooy cmyouy sewen sikoe omey eso 19ma 00 Kpone ceae. B 3eme nuxone sice ne
e3mepse. Tos 600e dncuseHye nuyuje HCUBUXOMCs 00 KOHe He Npeuoexom SKodHcoe céae Ko
Hemy yoenoexom 0o ayye coex Pa ucmuex. bozy I[lepynes u I pomeepseyy. bozy nope.
bopens o peyexom ocusonma AHenenvl. He nepecmasame epawjame xoaue. Kou u Hou
senoe cmeseoy [Ipasoy 0o bpanue. /lo mpuszne Benuka o éca naswis sikose sce uooym oe
arcusenme seunue no naixy llepynouy. boey Ceenoosuouy Cnasy peysxom ce 6o cma boe
Ilpasue. *leue. Tomy nouema necvinema sKko ceem ece. Uepeswv one suosaxom ceuem
spaweme. Aee ovime. Tou nac o Hasue ybepesicewem. Tomy xeamy nouemo noexom
nusgcawe mem ynas 3ousaxom bozy nawemy sikoocoe mou zeme cyme nawuy. 36u305
opezaya ceem Kpuenuys meopayeme Cnagy Ceenoosuoue ecaxy Cnasa bocy nHawemy mo
00 ckpvibeye me cepoue nauwiue. Ce cmexom 0OPKOXOM CeH 000 3705 O035IHA HAUUA.
Lobpy meyexom cme ce 60 ompeye nyweHuemo obwl u mece. Pewe me 6ce ymsopsue ce
00 Hb 6uedeme oyme pwvzmopenewewu. Illoyvicme ce 60 me ymuemo ce 60 mauna 6eauUKa
ece saikodcoe Ceapoe Ilepyno ece. Ceenoosuno moue 0ea eco6a o0vpircervl o Ceap3u.
Obas Banobozu. llepueboe cen nepyme ce moue Ceapea oepoiceujeme. bo ue ona ceenoy
He bvime nvepzeuyery no mele oba ceae Xvpc Coisoti Benec Cmpulbe depacmece nozans
Bouuens Jlene Jluemuy

11.6-11

Paoocowy Konenoo. Kpviueno u ce o dsa yoepsey Cwisoil Ap. Jaxcoo ce 60 unvt coyme
buenospe Jlaoo Koynano, Conuy Kumney Bonuw 3epnuy Oseconuy Ilpocuy Cmyoey
Jleouy. Jlromeuy.

loma

Hmuwey 3sepeny Munuy Jlozoey Ilnooey Heonoey [lwenuy Upvcmuy Knenuwy Esepeny
Buempuy Conomuy ['puouy Jlosuwy buecuouy Cruesuy Cmpanuy Ceenouy Paouy
Ceuemuy Kposuy Kpacuy Tpasuy Cmebauy.

3a ce coyme

Poouyv Macnuenys Kusuy Bueouy Jlucmeuy Keueyuy Boouw 36330uy I pomuy Comuwy
Jluney Pwibuy bpeszuu 3enuny I'opuy Cmpaouy Cnacuy Jlucmeespuy Muvicauy 'ocmuy
Pamuy Cmpanuy Yypuy Poouyy.

Ty 60 o cea Ocneboz Cemapezen obws apo 6opso posoeno. [Llucmsw. To coyme mpuenasol
ooyu. Ce cea one bloe.

Tyoicoe ompowe 00 es3p 3ewewiu bpama oHu. A euedewiu 6onb mo 060 ece Kpacuewu
Upuu. Tamo Pa puexa menye axoea ooansauewem Ceepzy odo HAee. Uencnoboe yuencme
OHe Hawu. Pewemv Oo0cosu uencna cea Ovime Oue ceéep3eHio Hudice dvime Howe. O
ycekyme mou 60 ce ece AHecku. Coiul ecme 60 OHe 6Oodcbcmuem. B Hocuwe Huxuii eco
unoocoe boe J{uo /[yo6 Crnon naw Cnasa emy Ilepyny ocnexyopy udice cmpanue Ha 0pasu
eep3e. Bepua npedsede 60 cme3d> no Hegexcoe ece mvle GbUHAM wecma coyo. AHKo
31AMPOYH MULOCMUE 8 CNPABEOEH ecme

12-11

u ae... . llle cypu cawemu noemo xeany bocam. Ocnuwyy Ilepynuy udgice ecv paKom
nomamuw Ha eopasu. Pyemo eenuxa Cnagy oysm nawum 030om sikoeu coyme ee Ceepse
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npawemo maxko ompuwge. Moemo cmaoe nuiux sedomvl. Ha mpasue xoau 60 eéecmus na
umbl cmyne udemo scmu no opoyse xeany bosem eosnecawe Cnagy nosxom. Taxo 0o
noayone. Pewemo Cnagy eenuxy Xopcy 3namopywnvl kono eopamswy. CypsaHy nuemo.
Tasxcoe 0o eewepe. Ilo sewepe koau 60 oxcude ocHuwu cunvdicena 3axcouemo. Cnagy
gblyepHUy nouemo Jaxcoy Hautvl udce pekom ece npaou Haueu eyumocs 0 yucme Obimu.
Moenena meopswe uoemo 0o cHul. Tamo eeruxa Heob:Cb HOU.

ABTOpPCKHUII IepeBO

OTUX MIIUTE - MEPBBIX TpUIIaBy MOKIOHSIOMUXCSA, MBI UX uMmeeM. Tomy TpurmaBy
Benukyro CnaBy noem, xBanuM u CBapora — Jluga boxbero, Tak Kak KJIeT HaC Ha CBOEM
nytu. CBapor - pony boxkbeMy ocHOBaTenb M BCEMY pOAY CTYIHI] BeuHbI. TakoB orel
mo00ro BpeMEHHM OT KpOHBI cBoed. B 3emie HuKorga He 3amMep3HET M TOW BOJOM
YKUBSILEH, MBIOIIE €€ MbI )KUBHUMCS CaMU, TTOKa K KOHILYy HE MPUJIEM U KOTJa CaMu K HEMY
yOyaeM J10 TyroB ero MpoCTOPOB UCTUHHBIX.

bory nepyHoB u rpomoBepikiy, bory nopsl — [lepyHy MOIBUM Ci1aBI€HUS CBOU:

- boputecr 0 ckazaHHOM, cioBa 3TH Ku3HbIO SIBieHbl. He mnepecraBaiiTe Bpalath
KoJieca, pa3 Benere Hac creseto [IpaBu Ha Opanb U k TpuszHe Benukoii. O Bcex maBIux,
KOTOpBIE UAYT 0€3 )KM3HHU BeuHOi, ckaxkeM. UTto uayT B nonky I[lepyHoBOM.

bory CeennoBuny CnaBy peuem!

On cran wamum borom IlpaBu u SBu. Tomy moem mecHM XBaneOHbIE, Tak Kak CBer
umeetcs. Yepes HETo BUIUM MBI CBET OYaMH BUIUMBINA. 3HAYUT - SIBU ObITh. Toii SIBBIO
CeennmoBua Hac B HaBu yOepexer. [loaTomMy emy XxBamy moem, 3ameBas IUISIIYITYIO
IIECHIO, TEM CaMbIM oOpainiaemcs k bory Hamemy:

- Kak ke Thl 3eMI10 JBMKENTh HalLy?

3Be3bl Aep)karcss Ha HeOe, cBeT ykperuisiercs, TBopute CnaBy CBEHIOBHIE BCSKYIO,
Cnaga bory nHamemy! TeM cBeToM nuTaroTcs cepana Hamu. J[efcTBUS HAILM CAMUM HaM
M OT3bIBaCTCSI BCE OT 3IbIX JAesHWid Hamux. Korma k  moOpy TsSHEMCs, €CThb 3TO
OTpHIIaHKE 311y MpoTUBOCTOsIIEe. JJ0Opo U 3710 1IaraloT BMecTe.

I'oBopumM Bam:

- W nobpo, u 310, u Ooru Hamm, Te Bce COTBOpEHBL. [IOHATH 3TO M yBHAETH MOXXHO
TOJIBKO B YM€ PaCTOPTHYTOM.

[TouyBcTBOBaTh 3TO0 ymeeM. B stom TaitHa Benukas ectb, korma CBapor mHepyHHO
BoicTynaeT. CBengoBun U Ilepyn Te o0a oxepkansl Hamu B CBapre. Ob6a bemoboru.
UYepHoOOT €cTh TPOTHUBOIOIOKHOCTE benobory. To Ha Hux Csapra nepxkurcs. CBapora
OHa, TIO9TOMY CBETY HE OBITh MOBPEXKIECHHOMY, IIOTOMY 00a OOTH CBOH.

TakoBsl TpurinaBsl HallIK:

Brimens — Benec u Ctpoi0, 3a HuMu aepskarcst Pagoromrs — Xope u Jlens. Kpbimens —
ato Tpurmas o nByx yaepxkuparonux Jleruine u Konenno. axs60 — CeiBoit u fp, a
9T0 MHbIE Belb benospsl — JIano u Kynano.

[Torom cnenyrot Tpurnasi:

Kurnen - Cennny u Benuny; Crpagun - 3epuutt u [lpocur; Crynen - Jlequn u Jlrorerr.

Munun - Iltnuen m 3Bepenu; Hoxnen - Ilnomen m Aropeu; WUpuiictuiy - I{Betnu u
[Tuenui; Boauy - O3epenn u Cuexwir;, JloBuu - Peidun u Comun; Berpurr - 3Be3aui u
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I'pomuy; Becenun - Xusun u Ceenrtui; Ocenun - Conomunl v Jlucronaauy; 3eauHil -
Tpasun u Crebnun; JIucteun - bepesuu u Jlunen.

3a 3TUMH UAYT U Apyrue TpuriaBbl:

Beceneny - Crpamamnn u ['pubui; Pamury - Pomunn u Kpoaut; TNoctury - Topuir u
Crpannun; Meicoun - Bequnn u Cenaun; Cnacun - Patun m Uypr; Maciauenuns -
Psaauue n Kpacu.

Tyt O6ynet cpeau csoux u Oruedor Cemapri, odmaercs spo, 60p30 3ap0oKIaETCS U YUCT.
To Bce Tpurnapel o6mme. CBOUMU OHU UIYT.

Ty>xaTcsi OTpOKH B BEpax, 3alllUTON CO3JaHbl OHU. A BBIHJEIIb BOH, TO €CTh MPEKPACHBIN
Wpuii. Tam Pa peka teuet, kotopast otaenser Cpapry ot SABu. Uncnodor yunuTeIBaeT 1HU
HaIllM U Ha3bIBaeT OOXKbU YMCIIA CBOM, OBITH JHIO CBEpPIICHHOMY, HEXeNu ObITh HOuM. B
yCedeHHe MyCTUIIN TOr0, OTMETHUB, YTO 3TO ecTh SIBckoe. COH eCTh B JHE 00KECTBEHHOM.
B HOum 6e3nmukoit ecth nHOM ke bor: uxa - Jlyd u Cuon Ham. JIyis Hac e oH CBapor.
Cnaga u [lepyHy OrHEKyApOMY, KOTOPBIM CTpEJIbl HA BparoB BOPOKUT, BEPHO MPEABUIS B
creze. [lo HeBexkecTBY MX ecTb TeM BoMHaM 4ecTH cyld. Tak kak IlepyH 3matopys,
MUJIOCEPIUE B CIIPABEIIMBOCTH €CTh U OT'OHb.

Eme mbl cypbu customeid noem xBaiy u boram Hammm. Orauiny [lepyHoByY cnaBy moém,
KOTOPBIA €CThb POKOM MOTATHY Ha BparoB. [IpoBosrnamaem Benukyro CnaBy otiam
HalluM U JeaaM, Kotopsle B CBapre ynpsitanbl Tak oTpeuéHHo. [locne aToro Beaém crana
Haly BeloMble Ha mactOuia. Eciau Ha TpaBbl BECTH, B MHBIE CTEMH, CAAUMCS €CTh IO
apyromy, xBaiy boram Bo3Hocs - CnaBy mnoeM. Tak mnpomaemcs 10 MOJTyAHS,
npoBo3riamaeM CnaBy Benukyro Xopcy, 37aTOpyHHOE KOJO BpAILAIOIMIEMY U CYpSIHY
nbeM. Takke npomaemcs u 10 Bedepa. [lo Beuepe, ecinu oxugaeM OrHUIIA CIIOKEHHOTO
M JKaXXJIeM OTHsI, CJ1aBy BeuepHIOw0 noeM J{axn00 HamemMy. Beé aTo 60ru Hamm, KOTOPBIX
MIPOBO3IJIAIIAEM M €CTh 3TO MOPSAKU HAIllM, TaK Kak 3a00TUMCA O YUCTOTE OBITHOCTHU
cBoeil. MOTUTBHI TBOPSIILE, UEM KO CHY. Tam BelrKasi HeOOBSITHOCTD HAC.

KomMmenTapumn.

Vxke Ha HayaJdbHOM IIyTM BO3HUKHOBEHHUs CHaBSHCKOM Bepbl YXOJAIIEH CBOMUMH
kopHsiMu B Oosiee yeM 7000 JIETHIOIO MCTOPUIO, YEIOBEK OCMBICIMBAT OOIIMA 3aKOH
€IMHCTBA PA3NUYHBIX SBICHUNA W OJHUIETBOPSUT WX, BBIpaXKas B Pa3IUYHBIX 00pa3ax,
KOTOpBbIe OH 000kecTBU, Ha3BaB boramu. Ho 3T0Or0 OBIIIO HEAOCTATOYHO IS TTOJTHOTHI
nepenayn  CBEJCHHM O HuX. Bo3HuKIa NOTpeOHOCTh BBEACHMS, HapALy C
000XKEeCTBICHHBIMH 00pa3aMH, IPYTHX MOHATHIA — TpUTIIaBOB.

Bor kak omnuceiBaeT mnoHATHEe O TpuriaBax mpe3suAeHT AKaJeMUU YIPaBICHUS

rno0anpHOro  peruoHanbHoro ympasinenus, akagemuk K.ILIlerpoB, B cBoeill kHure
«TaiiHBI ynpaBIICHHS YETIOBEYECTBOM»:
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Vike Ha Ha4yaNbHOM 3Tane 3apoxaeHus CraBsHCkoH Bepsl onu oc-
MBIC/IMBAIIA Pa3MYHbBIC ABJIECHMS, OCO3HABAIH WX B3aMMOCBA3L H B3aH-
MO3aBHCHMOCTB. JTY B3aHMO3aBUCHMOCTb OHH CBA3BIBAIIM C CYILIECTBO-
BaHHEM KaKOTO-TO €/(MHOTO YIIpaBJeHHUs BCEMHU SBJICHHAMH, HAIICAINErO
CBOE BBIpasKEHHE B IIPU3HAHKH ojibMH EnHoro bora, Teopua, Cozpnare-
ns — Ceapora. To ecTb Hafi0O ACHO NMPEACTABIATD, YTO HALIH MPENKH T0-
HHUMAJIM, 4YTO CyInecTBYeT TOJbLKO oaHH bor, KOTOpEIH ylpaBiaseT BCce-
MH nporieccamu Bo BeesnieHHOH. Ho nepen FonbMH B pazHbIX CITyYasX H
curyarsx O npeacraér B pasasix Hnocracsx. Ilposenenus ke nei-
ctBuii (ynpasnenus) bora EAMHOro B paznu4HbIX IIPHPOOHBIX Y JKU3HCH-
HBIX SIBIEHHSX, TO €CTh [POSBJICHHs B pa3TMUHBIX 00pa3ax, HIIOCTacHX,
OHM TOXe 000KecTBIIH, Ha3BaB boramu. M BOT 3TH-TO mmocTtacu bora
Enunoro (Ceapora), Hallly IIpenKy M HaseiBany boramm, ocoszxHasas npu
3TOM MX B3aUMOCBA3b ¢ boroM EnuHBIM M B3aHMO3aBHCHUMOCTH BCEX
boroe Mex iy coboii. To ects CnapsHckas Bepa bory He 6bi1a «MHOTO-
OOXeCKOi» U YK TeM OoJIee «HIONONOKIOHCKO), KAK 3TO ITBITAKOTCA celi-
YaC NPEACTABHTE PYCCKHUM JIFOIAM «OMpENeSIEHHBIC CHIIBIY.

Ho 1715 ONHOTHI OIMCAHKSA B3aMMO3aBMCHMOCTH U B3aHUMOBJTASIHHS
neicreuit borop-unocraceit bora ExuHoro 6eu10 HenocratouHo. Tak
MOABUNKUCE 1 pHrnassl. ’

TpHurnasel BEIPaXXaloT HEJOCTHOCTH BIOJTHE ONPEJIeIEHHBIX NPO-
HeccoB, NPOTEKAIIIMX KAK BO BceneHHoi B 1eJIoM, Tak M B KH3HH
oOuecTBa.

Ocuopononararommii Tpurnas «IIpasn — SIBp — HaBe». Yepes
Hero Obuia BepaxeHa HauOoIee MONHasi Mepa TOTO, YTO MBI CErO/HA [10-
HrMaeM nox cjioBoM bor, Teoper, Pon, A6ecomot, Coznarenes v T.n. 31oT
Tpurnas fa€t W04 k JaNbHEHINIEMY MOHUMaHUIO U MPABHJIBHOMY BOC-
MPHUATHIO BceX cocTaBlsromMx CrnapsHckoi Bepsi.

IlocMoTpuTe, Kakoii npexpacHbiii cumMBon Tpurnasa «IIpass — SIBb —
Hapby cyuiecTBoBall y ciagsiH (pHc. 9—6).

Kak KoBaHO€ yKpallicHHE €ro NPUKPETLTSIM HA BOPOTA, HA CTEHBI JIOMOB.
3TOT CUMBOJI NPUMEHSIIICS M B KOBEUPHBIX YKpallleHHAX. A KTO H3 HALLKX
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COBPEMEHHHKOB BHJIEN €10 ryie-HUbyb B Haluel ctpane? Mbl 3HaeM NS THKO-
HEYHYIO 3BE3]1Y, 3HAEM LIECTHKOHEUHYO, 3HAEM «SHB» U «HHbY ... A CBOErO
[PEBHETO CMMBOJIA HE 3HaeM. Ero Taioke crapaTebHO CKpPBIBAKOT OT Hac.

Prc.9-6

CKpbIBalOT OT HAC W 3aMyTHIBAIOT TAIOKE U TEM, YTO CIABSHE — 3TO
Hauus. Cnaesive — 310 He Hauus. CiaBsiHe — 9TO JIKAH, HCIOBEIYFOIHE
Cnassiuckyio Bepy Bory. Ects xpuctnane, ectb MycysbMaHe, ecThb Oy/i-
mucThl U T.J. M ecte cnapsiHe. Ilpyuém Cnassnckas Bepa bory — camas
TiepBas pellrys 4ejioBeyecTBa. YTo kacaercd XPHUCTHAHCTBA, TO BCE €ro
OCHOBBI co3nanbl Ha 6aze CnapsHekoit Bepbl. O6 3T0M MBI NOBENEM pas-
roeop nozzHee. OCHOBOIONMAratoEi CMBICIT CJIOBa «CIIaBsAHE» CaMOJIOC-
TATOUEH — 3TO «cIiaBieHuey. «CiiaBneHues He NpeiycMaTpHBaeT Oe3cMbIC-
JIEHHOTO MPOLIEH S MOMOLLH Y bora o 61arononyYHo >ku3HU, KoTopast e
M3HAYATBHO Jana yenoBeKy Cebiitie. CliaBsHe — 3T0 HE HAMOHALHOCTH, &
OOIHOCTH HapOJ10B, 00pa3 XXHU3HH, OCHOBaHHBIH Ha BEPOMCIIOBE/IaHIH,

[IpaBb - ecTh equHBIN U HEBEJOMBIA HaM 3aKOH Pa3BUTHs BCEJIECHHOW M BCEro CyIIEro.
SIBb — MHp, KOTOpBI MBI B COCTOSIHUM OIIYTUTh COOCTBEHHBIMU OpraHaMu YyBCTB U
TakuM 00pa3oM TMPOSBUTH €r0 B HAIlEeM CO3HAHWU. HaBb — MUp, CYIIECTBYIOIIMN B
MpUPOJE, HO HEJOCTYMHBIN Hamemy BocnpusaThiO. /lanHblii TpuriaB gaetT moHMMaHHE,
YTO KM3Hb BEYHA, MEPEXOJIUT U3 OJJHOTO COCTOSHUSA B JIPYrO€ IO HEMOCTUKUMOMY JUIst
YeJIoBeKa 3aKOHY.

[TonsiTre "mopa" siBsieTCS TEKYIIUM (BPEMEHHBIM) TMOHATHEM U TedeT SIBbIO, KOTOpas
TBOPHUT Hamly >U3Hb. [lOATOMYy WMeEIOTCS KPYyrd B Halled >XU3HH, Ha3bIBaeMbIe
POXJIEHUEM M CMEPTHIO, TIOTOMY YTO SIBb HaMH BOCIIPHHHUMAETCS KaK TEKyIee BpeMs,
ompexensemoe Onaromapsi aBmxkeHuto. Bece TBopenue mpoucxoaut B IIpaBu. HaBu He
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osiBaeT 1o [IpaBu, 160 HaBb ecTh Kak /10 TOro, TaK u nocie Toro. B [IpaBu xe ecth SBb,
B KOTOPO MBI CYIIIECTBYEM U MPUOOpPETaeM CBOM KMU3HEHHBIHN OTIBIT.

Hekotoppie  TpuriaBel  MOCTpOEHBI O  NPOCTOMY  TNPUHIMUIY  €IMHCTBA
npotuBonojoxkHocTell. Beerna benobdor u Uepnobor umerorcst B HUX BMecte. CremyeT
IIOMHMTD, yTO TpHUIIIaBbl UMEIOT TAaKYIO K€ 3HaUMMOCTh B Cl1aBsiHCKOM Bepe, kKak U boru
CnagsH.

Cnenyromuii u3 ocHoBonosaratomux TpurnaBoB dua — Jyo m CuHom. [lumom -
CBaporomMm OTpa)keH TEpPBOUCTOK, JlyOoM - poa M ero BeTBH, NpeObIBalOlIME B
CnaBsiHCKOM Bepe, OT KOpHS 10 BeTBed. CHOMOM - €IWHCTBO M CHJIAa Hepa3phIBHAsS
cnaBsinckasi. OUH CJAaBSHUH — KOJOCOK, KOTOPBIM MOXXHO MOBPEIUTH, JIETKO CIOMAaB.
Komoces, cobpanHbie B CHOII, pa3opBaTh ClOKHee. Tak cebe MpencTaBIsLId ATy Bepy
pona mpeObIBAIONINE B CIABSHCKON Bepe W 00pa3oBaBIINe Ha €€ OCHOBE CIAaBSHCKHUN
sTHOC. Cuila ClIaBSIHCKOM BEphI 3aKJII0YEHA B IOHMUMAaHUU TOTO, UTO €CTh Boiciinii Pazym,
sBIisttonuiics: [lepBoucToKOM, M €CTh BEpa Hapo/1a B TO, YTO OH CYIIECTBYET.

Korna npenaéres Bepa, paspymaercss CHon u Tepsercs Cuna poaa. Tak norepsB Mcrtok,
tepstorcs Kopuu pona. Tak, 1100 mpUMEpHO Tak, MBICIMIM MPEIKU CIaBsSH OCBellas
CBOIO BEpy.

O uém nosecTBYIOT Tpurnassi?

Boimens - Besaec n Ctpbi6. BolilieHs siBiisieTcs BEPIIMHOM JIBYX €0 COCTaBIISIIOIIUX B
nanHoM Tpurnase. Bernec sBisieTcss OMUIETBOPEHUEM MYIPOCTH U 3HaHus, a CTpuo - ero
MOJIHOM  TPOTUBOMOJOXKHOCTBIO,  T.e.  0Oe3MapHOCThIO M 0e3rpaMOTHOCTBIO.
CrnenoBaTenbHO, YENOBEK CIIOCOOEH MOCTUYDL BEPIIMHY MYAPOCTU U 3HAHUS, HO MOXET
TaK)Ke OCTAThCS Ha BCIO )KU3HBb 0€3rpaMOTHBIM YEJIOBEKOM. Bce 3aBUCUT OT HETO camoro.
Paporoms - Xope u Jleasi. Pajjoroip sBiAsS€TCS OJUIETBOPEHUEM PAJOCTH KM3HHU. A
HECET HaM 3Ty PaJoCTh IO JKU3HU MYKCKOE U KEHCKOE Hadaso. DTOT Hepa3pbIBHBIN
CO03 JIBYX MPOTUBOIOJIOKHBIX HadaJl OJIMLETBOPSIET PAOCTh KU3HHU.

Kpbimens - Jlerun 1 KosieHao 1moka3pBaroT 4e€JI0BEYECKYIO BO3MOKHOCTb BBEJICHUS B
o0uX0J] BpEMEHH ITyTeM YCTAHOBJIGHHS B OINPEJCICHHBIX paMKax U MapaMeTpax
JIETOMCUUCIICHUS U KaJeHAaps, T.e. TOJUYHOTO KOJOBPAIECHUS 3€MJIM BOKPYT COJHIA.
Ortcrona Bo3HuKII0 noHsATHE — CBapokbe Koo win koseHo (KaneHaaps). 1ot Tpurias
MIPUHSATO HA3bIBATh yAECPKUBAIOIINM.

Uro kacaetrcs TpuriaBoB oOIMX, TO OHH CO BPEMEHEM PaCIIUPSUIUCh U J00aBISUIUCH B
3aBUCHMOCTH OT psJa YCIOBHH pPa3BUTHs YEIOBEKAa, ITHOCA, UCTOPHUUECKUX COOBITHIA,
ObiTa MmiuemMeHu W T.1. ['7aBHOe, 4TOOBI TBOPWJINCH OHU MPABUIBHO U HE pa3pyllain
1epBoocHOBY CI1aBSHCKOM BEPBI.

O uém rosopsar Tpurnassl o0mue?
Crpaaun - 3epuun u Ilpocun (B crpamy, uto HeoOxoaumo crenath? CBOEBPEMEHHO

BCIIaxaTh, 3aCeATh, BBIPACTUTh M cOOpaTh yposkail 3epHa M Ipoca, Ja TakK, YTOObl €ro
XBaTUJIO U 3UMY MEPEKUTH.)
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Crynen - Jlenuu u Jlorten (B cTyneHyio mopy «ymnpaBisitoT» JEA, MOKPHIBAIOIINN
BOJOEMBI, U JIIOTBIA MOPO3, TNPOHU3BIBAIONINI BCE JKUBOE HACKBO3b, IOITOMY
HEOOXOAMMO YTEIUIATHCSA U PyOUTH TPOpyOH B BoTOEMAX. )

Becennn - KuBun m Ceentnn (C nmpuxoioM BECHBI BCE B IPUPOJIE OXKHUBACT U
pacIiBeTaer).

Muiun - IITuyen u 3Bepenn (Uto yenoBexy, KUBYIIEMY B COI03€ C MPUPOJION, MUJIO U
YTO OH JIOJKeH obeperath? - [Ituiy u 3Beps).

Hoxnen - Ilnogen n Arongen (Uto nam naet noxan? [1noasr u sromasr).

Hpuiictun - HBernu u IMuemuu (Pait Ha 3emusie TaM, T/I€ IBETYT IBETHI M ITYEIIBI
COOMPAIOT MET.)

Boauu - O3epenn u Cuexun (I'e ects Boga? Kak B 03€pax, Tak 1 B CHETY.)

Berpun - 3Besaun m I'pomnub (Yto Ham npuHocut Berep? PasornaB Tyuw, sBiseT
B30pY Kpacoty 3B€31. Haruas Tyuu, 1apuT HaM rpo3y).

Ocenun - Cogomunl u Jlucromaguu (Ocenpio Mbl 4yTo HabOmromaem? Kak 3aceimaer
MIPUPO/Ia, OCTABIISASL HAM COJIOMY Ha MOJIAX M KPacoTy JIMCTOMNAa. )

A 310 yxe Tpurnassel, Kacaromuecs Ipyrux CTOPOH KU3HU CIIABSH:

Pagun - Pogqun u KpoBaun. (Komy Mb1 6ombiiie Bcero pansl B nome? Ponudy cBoemy u
KPOBHHUKY CBOEMY.)

Mbiciun - Begun u CBengun. (Kem sBisiercss yenoBek Mbicismuid? YenoBekom
BEJIAIOUINM U ITPOCBEIICHHBIM. )

Cnacun - Patun m Yypu. (Uto MoxeT cmactu 4yenoBeka OT MOJCTEPErarolield ero
onacHoctu? PaTHasi cuiia ero u OCTOPOKHOCTb. )

Nzygas mpupoay, 4enoBek oOpeTaeT KaxIbli JeHb BCE HOBBIC TOHSATHS, BBITECKAIOIINE
OJIHO M3 JIPYroro, BBIABISET B IPHPOJC HOBOE, YTO, OTPAXKASACH B CO3HAHUH, TPEOyeT
MaTEpHUATBLHOTO BBIPAXKEHUS, MO3TOMY OOmmMX TpuriIaBOB UCXOAS WX JaHHOW BeIbl
MOJKET OBITH OECKOHEYHOE MHOYKECTBO.

Emé pa3 Bepuémcs k Bbyaepkkam u3 kHuru K.IL.IlerpoBa «TaiiHbl ynpasJieHus1
4eJIOBEYEeCTBOM» U ITOCMOTPHM YEM CETOAHS HAy4YHO BBIPAXKCHBI TAKUE IOHATHUSA Kak
Harpumep Tpurnas: IIpase — SIBb 1 HaBb, 4TO UM COOTBETCTBYET U B KaKOH Mepe:
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Tpurnae «Ilpass — SIBL — HaBe» ecTb HH 4TO MHOE, KaK JPCBHUH
aHanor COBpeMeHHOro Ham TpuenuHcTea «Mepa-Martepusi-Undopma-
H», ABIFIONIEIC NepBOOCHOBOM, cBoero posa ¢yHaamMeHToMm KoHuern-
uuH O6ectBeHHol bezonacHoctu. Jlaxn00 cyMen BbIpa3UTh B IPEAeIbHO
00O0OLIEHHBIX NOHATHAX MEPBOOCHOBY MUpO3niaHba, T.€., TOBOPA COBpeE-
MEHHBIM S3BIKOM, 3T0 ObL1 Bejvaiimii ¢pumocod croero BpemeHu. Ofi-
HakKo, KOMY-TO («MHpPOBOMY 3aKyJHMCBIO») OYE€Hb HAIO, YTOOBI y PYCCKUX
HE OBUIO CBOMX KOpHEH, He ObU10 CBOEH MICBMEHHOCTH, HE OBLTO CBOMX
BBIJAIOLINMXCA (PUIIOCO(OB JPEBHOCTH M T.AL., @ BCE HAYMHAIIOCH OBl € Kpe-
meHus Pycu.

Pycckue noemkHUKA 6e3yCclTIOBHO HACTIENOBAJIH 3TH JPEBHUE 3HAHUS
CBOMX NPEAKOB-ClIaBsAH. M Kak HU cTapaiuch HCKa3UTENH HCTOPUH HALIEH
CTpaHbl CKPHITH OT Hac NMpaBAy, OMHAKO «Hem HUYe20 MaitHoz0, Yo CO
epemenem ne cmano 6vl seHuimy. IlpaBa BCE paBHO NpopbIBaeTCA Ha-
pyxy. Tak, Hanpumep, onuceiBas «Kumue npenooobnazo Cepeus Pa-
douesccxozoy (m3anune codcTBerHOM THTOrpaduu Cesto-Tpounkoit Cep-
ruesoii JIaspei, 1904 r.) apxumanaput HukoH Ha ctp. 172, pacckasbiBasi 0
coOBITHX, NpeaiecTByopx KymukoBoii 6uTee, nuiuer:

«Ceamol cmapeyb nposudenb OyXoM HyXOy elle pasb yKpenumsb My-
xecmso Benukazo KHAsa neped camorw bumeoto, u npucnams emy eb bna-
2ocrioseHie 502opo0uyHyr0 nNpocgopy U CE0EPYYHYHO 2paMOMKY, KOHEeUD
Komopoil coxpanuna Onf nomomMcimea o0Ha U3b Halwux nemonuceil. I'pa-
MOmMKa 3ma, yeeu esas eenukazo KHA3A CpaxambCs MY»eCmeeHHO 3a 0erno
Boxie u npebbisamb 6b HECOMHEHHOMD ynoeaHiu, Ymo bozb yecHYaemb
UXb Jeno cYacmUBLIME YCNEXOoM, OKaHYyueanach CriedyiolwUME U3peYeHi-
eMb. «4mobkl mbl, 20cNOOUHe, Maku nowesb, a NoMoxems mu boz2
u Tpoudanr.

Ilbitasice kak-to oOBACHHTL paspesieHue Cepruem PanoHexckum
bOT'A u TPOMILIbLL, B npuMeyanyy naéTcs HEJEeNnoe JEerkOMbBIC/ICHHOE
TONKOBaHHE O TOM, 4To nojl « Tpouneity Cepruii Pagorexckuii BUIuMo
uMen «xpam Ipecesroit Tpouup». Cepruii Pagonexckuii 6611 He ux Tex,
kto 1mo3Boms 661 cebe BhICKa3bIBaHUsA, KOTOPBIE MOXKHO TOJIKOBATh BCS-
KOMY TaK, KaK eMy B3gymaeTcsa. B JaHHOM cilydae OH Jiake He ckasall, a
nanucan: «boz u Tpouyal»

W3 ckasanHOro BHAHO, 4TO ApeBHeMy CnaBsHckoMy TpurnaBy: IlpaBp — Hasp u fIBp
COOTBETCTBYET coBpeMeHHoe noHstue Tpuenunctso: Mepa — Marepus — Muadopmarus,
YIIyONIATCs B JEeTATU3alMI0 KOTOPOrO HE CTaHy, T.K. LENbI0 JaHHOM paldoThbl sBJIsETCS
M0Ka3aTh HayaJbHbIE MOCTYJIAThl IEPBOOCHOB CaBSHCKON BEpbl OMMCAHHBIX B BOCBMOM
Bene «BenecoBoii KHUTMY.

OTO0 HeE rnepBas pa60Ta 10 HCCICOOBAHUIO HOXpHCTHaHCKOﬁ — CHaBSHCKOH BCPLHI B
JaHHOM BCCTHI/IKG, IMO3TOMY HMECTCSA BO3MOXXHOCTH Ooitee 06H16F0 O3HAaKOMJICHHUA C
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TEMOW O MEPUOJIC U MECTe 00pa30BaHUsI CIIABSIHCKOW KYJbTYPhI U BEPHI, [0 BBIIBUHYTOU
runoreze 7519 ner wHazan, Ha bankanax ramorpynmoit Rlal (apum). Marepuan
onyonukoBaH B Bectauke PA JIHK-reneamorun T2 Ne5 3a 2009 1. (¢.857) .

Jumepamypa

Maxkcumenko I'.3. BenecoBa kaura. Beapsl 00 ykiiaje )KxU3HM U UCTOKE BEPHI CIIaBsH,
HOYVY «Axkanemus ynpasienusi», M., 2008 . ISBN 978-5-91047-001-3

Makcumenko I'.3. Kak couetaercst uadopmaIus B CIaBIHCKUX BEAax IO MOCICTHUM
u3bickanusM B obiactu JIHK-reneanorun? «BenecoBa kaura - Beapl ciapsH. Y.2
[Tepnon u MecTo oOpa3oBaHMsI CIABSIHCKOM KyJIbTYphl M Bepbl. BecTtHuk Poccuiickoit
Axanemuu JIHK-reneanoruu T. 2 Ne5, 2009. ISSN 1942-7484

Makcumenko I'.3. McciaenoBanue cnaBsHCKUX Bel «BenecoBo KHUTH» Kak
JOTIOJTHUTEIFHOTO UCTOYHUKA WH(OPMAIIUU, C TTIO3UIIUH TTOCISTHUX N3BICKAaHUH B
oomactu JIHK-reneanoruu.

Bena 4. O Bepe cnaBSHCKOW B aHTUYHBIN NIEPUOJ] TPEUECKON KOJTOHU3AIUN
YepHOMOpPCKOTO

no6epexbs (konenr VII-IV Bek 10 H.3.). T. 3 Nel12, 2010. ISSN 1942-7484

ITerpor K.II. Taituel ynipaBienus yenoBeuectBoM. T.1. (c.115-119) M. «Akagemust
ynpasieHus». 2008. ISSN 978-5-91047-002-0
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HccaenoBanue ciaBsiHCKHX Bell «BejiecoBo KHUIM»
KaK JONOJHUTEJIbHOI0 HCTOYHUKA WHGOpMaLUH, ¢
MO3MIMH MOCJeAHUX u3bickanuil B o0acTu JTHK-
reHeajorumu

Bena 9.

00 ncxoaax cjassiH - apueB ¢ baakan Ha Kapnarsl,
¢ Kapnar na /lnenp, k o3epy Uiabmensb, 3a 0. Ypaa
u u3 Cemupeunbss B EBpomy.

Kak n koraa 3To npoucxoauJio.

TI'eopeuin Maxcumenko

«Hem nuuezo uyoecHeii uenogeueckozo mosea,
Hem Huye2o 6oiaee U3yMUmenbHo2o,

yem npoyecc MblULIeHUs,

HUuez2o bonee OpazoyeHHO20 Yem pe3ynbmamel
Hayunvix uccnedosanuiiy

(A.M.I'opbkuit)

Pe3rome.

Ienpro maHHOrO TpyAa SBIAECTCS NPOJOJDKEHUE CEPUU  HCCIENOBAaHUN CIABSIHO-
apuiickux Beja «BenecoBoil KHUTM» Kak JOMOJIHUTEIHOTO MCTOYHUKA MH(POpMAIUH, C
IIPUMEHEHUEM HOBOI'O HAyYHOrO0 MHCTPYMEHTa B U3Y4YCHUH IIyTE€H MUTPALUI
yenoseuectBa — JIHK reneanoruu. IlpoBepka nanHoi uHpopManuu Ha €€ COOTBETCTBUE
C MOCJIEIHUMH TI0JTy4YeHHBIMH JJaHHBIMH B oOnact JIHK-reneanoruu.

HecmoTpss Ha KpaTKOCTh HM3JI0KEHHOW B 9-ii Bene MH(MOpMAIMM OHA IPEICTaBIISET
HECOMHEHHYIO LIEHHOCTh JUIsl MccienoBaHui. B Helt B cxaToit (hopMe H3II0KEHBI sl
HCXOJI0B U ITyT€H MUTPALUN CIABAHO-apUICKUX IUIEMEH IO Pa3HBIM HAIIPaBICHUSM U B
pa3Hble BpEMEHHbIE MEPHOJbl. JTO MO3BOJIAET PACUIMPUTh UCTOPUUYECKUN KPYro3op H
IIOJIYYUTh JOIOJIHUTEIIBHOE MPEICTABICHUE O IPOUCXOAAIINX UCTOPUUECKUX MPOLECCax
o0Opa30BaHMsI U CTAHOBJIEHUSI PYCCKOTO HapoJa B €ro TEPPUTOPHAIILHBIX ITpaHUIIaX.

OcHOBHbIE HaNPaBJIEHUS UCCIIEIOBaHMS MyTel MUTpaluii 3a/laHbl B paMKaX U3JI0)KEHHOM
B Benax uHpopmanuu. 910 ucxox cinassH-apueB 6200 ner Hazan ¢ Kapnar na {nenp,
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4800 net Ha3zan pacceneHue no Pycckoil paBHUHE, a Tak e UCX0[ 3a npeaeibl KOxxHoro
VYpana u ocBoenue tepputopun Cubupu. Micxon B 0OpaTHOM HarpaBieHUH - 0koJio 2500
neT Hazaj npoucxonaui u3z Cemupeuss (0T 03. banxamr) B EBporry mo mapuipyty: 3arpoc
— JIBypeune (Turp u EBdpar) — b.KaBka3 — 3anagnoe [Ipuuepromopse. Kaxaprii u3 sTux
ATAaOB PACCENICHUS M HCXOJ0B OyJIeT PacCMOTPEH MOATAHO, C WCIOJb30BaHHUEM Kak
nocineaHux JaHHbIX B obmactu JJHK-reneamoruu, tak u ¢ yuérom paHee NpoBenEHHBIX
HUCCIIETOBAHUN.

Conep:xanue ucciaeayeMOro nepBOUCTOYHUKA

HMcxoanbiii MaTepuas 9-it Beabl

NepeIoKeHHbIA HA KUPUJLJIHILY

15.a-11

Bens xxepussl 0 Komonne buene usbinonpiig onp kpae Cenbempuenmts o rope Upirs.
3arorpss oOeHThlIs BHeK. TakoBo mo Hexmiplia uae Ha JlBoepuene pb30au O TOU
KOMOHBCTBEM cBoueMbl. Teme no 3eme Cpmrre. Tamo cta moxkaue uaplia ropbiMa
BinkuMa. Cresuema. JIsgos. Orome no crenubl. Tamo cransl cBou. Ckyde Os ce mprBa
npBe oapiieHa one Hamu. [Ipa...e apexsamu. O Hase npue Bnuene. Cpulbl AaeT OTpUIETE
Bp3e He OX...apmu. O npue tue 10 rops Kapnen cre. Tamo psiiie o 1miessl MeHTHl KH3bI.
I'pau u censl or(H)b ecte. Bp3bl Bikea. [lorenectHenst 64 ...I11o Hexme uapis go Unmep
ezepa. Tamo ytBopsiu rpa Hosb. Tamo mpebenamexomb. Ty cBeprsl mepBe mpaurype
MoJsiuxoM ce pau poxxenuer] Kpeiab e npenpocuxom. To Jly6o kpenb xnued Hamie CBapr
mKe TBps U cBeHT br ece cBenty. br [Ipase fIBe Hase ce 60 umsixom o Hou Bo UCTHBY. Ce
€CThBa Halllue MpedopsileTe ChUIbl 0 TeM cecTe. biary BeHzae sIKoKIe mpa Lbl O BEHJIe
TBpSIN OCEME

15.6-11

KOsl ce Oynemie o 3axoipkHa cyHue. Otyae unap 10 cyHe A0 Hempa puerne sickMo TamMo
Kbie 0 yTBepkIieHb TP sKe OOBITBAIlC CIABHE pAM WHE. TaMO CeH oceseliece OTHHIIE
tBpsie JI0y. CHIoy sikoBb Tos ece CBpr mpaioyps Hame. Ce KpaTh Halue3e Ha He BPT
HOBbB O C3€cIIe Kb KpBe moyps mse. Ce pate cBa ycrpmu Keie Ha He. 3psmm 6e CBp3e
BOE TIEPYHBIITE BOE U KIe ce Bpbroma Ha He. [loTpuise ceuty wee. [Jo Hbre pcriie
nmokskete 3axe oHb. Ce mieMeHoe He3bBa Hajede MHO Ha He. Cellld O BAMKA O HMXMKIEHO
0s1 o mocnnak. Hamme Boe 3psine To puekcTa. b3e Hamme KJIeHOyTh Bp3e Halue cedb Te
Briiens rpsaer Ha mapuuex 10 HOW. Puierh auTe rsagerce rpajga Baila HalvecTe ue
a6...6enaue 3ypa. Kpunka. To CBapr meHe mouuier 10 Bou ce 0... ce 00 Themma Tue
ceutbl HeOecHH. Ommena... . Takoxae pauex. Bou... Opxemier...

5.6

Owm maco 1 macy ceH. Pxxnaens cpene HOM ... CBUS )K€ ChChK 00 €Ch M0 CaMblIsl CMBPTE ...
Ha 3a30€H)XeMOCh MBI TaKO K€ WJIBMIIM SKOBM Hac oxpaHuma He uauHd. C Hama
concuaxyce. KpsBb cBe nasii u Hamo... qpuBd 051 Ha Pycu x3apue qHece cBa BbPSI3U... MbI
K€ CbMHU PYCHIIU HU KOIMU HE Bps3H... OCTaBXOM Ha CypI0 MJIEKbI HAIlll BO TPaBdX 3a
Hallld yTJIEHIEMO JO Hb IIA0au HU TpaBUs SKO Ke€ piKma mpa crapoud. Jlanmmo
CECYPHUTHCS M allUMO TPUYH BO CIBY borom meHTOKpT AeHed... Ta 60 TO HauIlsg cTapa
notmmHa bo33M utrokHA ech TOTpeOuTH ... TpeOb Ta Oyau moBsizeM Me3u Hou (1 bose).
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Hu Mapa au Mopoka He cMudMo ciaBuTd. Tu 60 1o JluBBI coyTe Hamle HemacTb. Hare
Huno ecb B € CBp3D.

ABTOpPCKHUI1 IEPEBOI.

[Ipunecs xeptBbl B Kone benom Mbl otouun ot kpas CeMupeubsi, 4TO B ropax y
Wpteimia. B 3aropee obutanu Bek. OT 3aropbsi, 1o HEXOXKEHOMY, UIEM Ha J[Bypeube.
Paznenunuce B Tom koHHuUle cBoeil. [Ipoasuraemcs k 3emse Cupuiickoil. Tam cranu
YHUCJIOM TOMEHBIIE UATH TOPaMH BEIUKUMH, CHETaMu U JieAHUKaMu. OTOILIN K CTEIH.
Tam craga cBom BcTpermnu. Cky(dp Oblna paHee ogHOW M3 MEPBOM OJepKaHA OTHAMHU
HammMu. [Ipamtyps! Hamm aepxanu e€ B HaBu mopoit Benukoil. Cky(db Ta cuiibl gaer.
Otpeuéte BparoB oT He€, He OexuTe. B mope Toit k ropam Kapnarckum i Bmecte. Tam
pelleHre TMPUHSUIM BO TJaBe IATH KHsA3e. ['opoma M cena OroHs €ct, BeTpa AYHOT
Benukue. [loTecHeHb! OBLIN HA APYTHUE 3eMITH.

[lo Hexoxenomy num k Minbmep - o3zepy. Tam cospmanu rpax HoBwlid M Tam ToOXe
npeobiBacM. Tyt CuOupH MepBbIX MPANlypoOB BCIIOMHHUM, 3TO pOjbl opoauBmne KpbiHb,
ee u nepecnpocum. To Jlyba kopens, xie0d Hari, CBapor, KOTOPbI TBOPUT CBET U €CTh
bor stomy cBery. bor IlpaBu — SIBu 1 HaBu. D10 ecTh Hamm nepedOPOBIINE CHIIBI IO
teM cuagmue. K 6mary Benyt. Korga Obuia mopa oTIOB, B BECHUHM TBOPUJIM BEPY BCEM
IJIeMeHaM, KoTopele OyayT cuaeTh Ha 3anaae. Otryaa uayt Ha Boctok x J[Henpy-peke.
Ecte Tam KueB B yTBepkIeHUHM, TOPOJ KOTOPBIH 00ETOBANIM CIABSHCKHUE POIbI WHBIE.
Tam Bce ocembie orauniane Tpedy TBopuiu Jyoy n CHormy, KoTopbiM siBisieTcst CBapor,
Mpanyp Hal.

B TOT pa3 Hane3 Ha HUX Bpar HOBBIM, KOTOPBIA LIYPsCh U3 COCYIOB KpOBb MbeT. Torma
paru cBou ycrpemun Kuii Ha HuX. CMOTpHT, 0€3 CHOMPSIKOB BOMHBI NIEPYHOBHI, BOMHOB
MOMOIIIM M JKJET, BOproya Ha BparoB M moTpauyuBas cwiy uX. Jlorosa pacramur u
MOKaXyT 337l OHU. MIHOE TuieMsi He3BaHOe Halne3no Ha HuX. Ceda Obula BenWKas, B
noxojae ObUIM Bce 10 ToOcleAHEero BouHa. Hamm BowHbI, HaOmonas BparoB CBOUX,
TOBOPWJIN TaK:

- borm Hamm momKUAAIOT BparoB HalMX. JTO Belb Hamu Ooru. BeimieHp rpsuer Ha
MapHIeX K HaM.

Brlilens noackasbiBaeT HaM:

- Woute B moxon, rajgiarcs TaMm Topoja Balld. YKpPENUTe HMX, MHAue OyJeT y Bac
3opoacTtpusM. 3ypa kpenka. 1o CBapor moceuiaeT MEHs K BaM, TaK KaK 3TO TEMHBIE
CHJIBI HeOECHBIE TAST TOPOA BalllM, 3aBIIMBICHHBIC OHH.

Taxxe paccyxpaaiite, 3T0 BOMHOB HAIlIUX OEpexKeT.

Or BpPCMCHHU 1O BPCMCHHU CKA3aHO BCE.

Poxpnatorcs muorue cpeau Hac. CBOUX K€ CHUCEK, TO3TOMY JI0 CAMOM CMEPTH OHU CBOM.
Ecnm mazanm 3abexarb, Mbl TakHe K€ KaK HWIBMEPIbI, KOTOPbIE HAC OXPAaHSIM HE
enuHOXIbI. C HamMu coenuHsICh. KpoBh cBOtO maBanu u Ham. [puBb Oblia Ha Pycw,
Xa3aphbl, CETOJIHS CBOM Bapsru. MBI jke€ CaMU PyCHYH, HUKOTIa He ObUTH BapsiraMH.
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BricTraBisieM Ha COJIHIIE MOJIOKO, Hamle Ha TpaBax okuciauaercs. llosromy Hamie
oTIMyuMoe OT Apyrux. Ha ux xamyroTcs, 9yTo He TpaBHOEe. O TOM K€ TOBOPUT U TOpa
Hamel crtapocTd. /laeM MOJOKY OCYpUTBCS M OTONbEM TpHKIbl ero Bo CnaBy boram u
TaK MOCTyHaeM ISATHKPATHO 3a AeHb. To Hamia crapas Tpaauuus, Kotopas boram ectb
JoJbKHAs MOTpeOHOCTh. Tpeba Ta Oyaer cBsa3bio Mexay Hamu u boramu. Hu Mapy, Hu
Mopoky cnaButh He cmeeM. Te [luBbl BeAab Hamum HecuacThs. Hamr Jung ectb B ee
Cubupmu.

TeMaTuuecKHe UCCJIeT0BAHUS.

PaccmoTpuM mcTropuueckue NpoLecchl, ONKWCAHHBIE B JEBATOM BelIE IOATAlHO U B
XPOHOJIOTUYECKOM TOpsIIKE. ITO TMO3BOJMUT ThHyOXe U TpaBUIbHEE IMOHSATH BCE
MPOUCXOJAIINE COOBITUS. XOuy TOMYEpKHYTh OJHO Ba)XXHOe, Ha MOM B3I,
obcrostenscTBO. Kak yxke cooOmanock panee (I'. Makcumenko, 2008), «BenecoBa
KHHUTa» MpeJCTaBisieT coOoil OTHeibHbIE BEAbl HAMKMCAHHBIE B pa3HOE BpeMs U IO
pa3HbIM TpaBHWJIaM MHUCbMEHHOCTH, KOTOpPBIE OBLIM OTOOpaHBI M3 BCEX HMMEIOIIUXCS B
HAJIMYUU HAa TEpUOA WX OOBbeAUHEHHs B OOUIMIl CBOJA, KOTOPBIA CETrOAHS MPHHSITO
Ha3bIBaTh «BenecoBoit KHuroii».

Hecmotpss Ha crulomHoe HamMcaHue, TNPU M3YYEHUM TeKcTa ObulM OOHApyXKEeHbI
pasfenuTeny MeXIy MPeIJIOKEHUSIMH BBIpaKEHHBbIE OYyKBOW «a», a TJIacHbIE OYKBBI
OTCYTCTBYIOT TOJIBKO B T€X MECTAX, IJIE OHU «YUTAIOTCS» HEJBYCMBICIEHHO. T.€. TEeKCT
OBUT CO3HATENLHO CKPBIT OT IIOCTOPOHHETO MPOYTECHHUSI.

[To conmepxanuto «BenecoBoil KHUTM» BHAHO, YTO 3TO MHOTOBEKOBOW TPy pPa3HBIX
aBTopoB. OOHapy>KMBaeTCsi B HEW HE TOJBKO IIMPOTA JIEKCUYECKOTO DPa3HOPsAa, HO
TaK)X€ UCTOPUUECKHE TOBTOPEHUS OJJHOTO U TOTO K€ COOBITUS C pa3HBIX TOUEK 3PEHUS.
Uro w3 cebs mnpencraBiser «BemecoBa kuura»? be3 oTBeta Ha 3TOT BOIpPOC
uccienoBaHue e€ CTAHOBUTCS KpaiiHe nMpoOaeMaTUYHbIM U OECCMBICTICHHBIM.

«BenecoBa kHUTa» ABISIETCS CBOJOM 26 ciaBsiHO-apuiickux Ben. OtoOpanHbie Besb
ObUIM pa30MUTHI HA JIBE YaCTH: BEJbl CTAPBIX BPEMEH M HOBBIX, IPUMEPHO B OJJMHAKOBOM
nponopiuu o 00béMy nHpopManuu. CTapbIX Bel OKa3aJioCch BOCEMb, a HOBBIX Bel -
BOCEMHAAUIATh. BCG OHHU 6I>IJII/I HepenncaHH CJIOBO B CJIOBO Ha sA3BIKE CBOCIO BpeMCHI/I.
JlanHass Bega OTHOCUTCS K OJIHOM W3 TEPBBIX BEI «HOBBIX BPEMEH», KOTOPYIO
HepeHI/IC‘-II/IKI/I (6102501058 H€06XO,Z[I/IMBIM IIOCTaBUThL B HA4YaAJIO BTOpOfI qacTu cBoAda. CILCJIaHO
3TO OBLJIO OYEBHIHO HE CIIy4ailHO, T.K. HE CMOTpPS Ha TO, YTO OHA OKa3aJlaCh KOPOTKOM, B
He€ BOLLWIM Psi UCXOAOB U IIyTeW MUTPALUU CIIaBSH-ApUEB HA IPOTSIKEHUN UIUTEIBHOTO
OTpe3Ka BpeMeHH, JUIMHOK okosio 6000 ser. [Ipm sTOM ciieyeT OTMETHTh, B JAHHOU
BeJIE OMHCAaHO MPEUMYIIECTBEHHO PACCENICHUE CIaBsSH-apueB BhIOpaBIINX J[HEMpoBCKOe
HarpaBieHue ¢ kaszeM Kuem. Te miemena, uro ynum ¢ ero otiiom — Opeem B 3anagHom
HAIPaBIICHUH OIMKCHIBAIOTCS B APYToi (cienyromeii) Beae. E€ Mbl ucciemyem mo3xe.
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1. Ucxoa caaBsin — apueB ¢ bainkan na Kapnarsl.

Uro HaM u3BeCTHO OO0 3TOM HUCXOJE U3 paHee MPOBENEHHBIX HccienoBaHuii? Bena
MH(GOPMHUPYET HAC O CIETYIOIIEM:

B nope moti (apuu) x copam Kapnamcxum winu emecme. Tam pewenue npunsiiu 8o 2nage
namu kusazeu. 1opooa u cena oconv ecm, éempa oyiom eenuxue. Ilomechenvl 6viiU Ha
opyeue 3emau. (BK-9)

N3 panee npoBenéuubix uccienoBanuii B oonactu JIHK-reneanorun (A.Kiaécos, 2008)
HaM M3BECTHO, YTO TPEAKH apueB MNpHOBUIM Ha Teppuroputo bankan. Bor kak B
MaTepuaite «OTKyZa IMOSBWIVICH CJIaBSHE W «MHAOeBpoIenipl»? OTBeT maér
HHK-reneasorusi», a3t cooprtisa onmceiBaeT AHatoymit Kitécos, mposmiBas cBeT
Ha MpPOVCXOXIeHne ¥ IpapoauHy ciaassH: «/IHK uawux coBpemennurol
nokasvibatom, umo camvie opeBuue kopnu apueB, poda Rlal, daBuocmero 12
muicau s1em, Haxooamca na baaxanax - 6 Cepouu, Kocobo, boctuu, Makedonuu.
Yepes 6 moicau aem 3mom pod pacuiupumca Ha ceBepo-Bocmoxk, na CeBepnubie
Kapnamvi, 0bpazoBaB npacraBanckyto, mpunosvckyo Kysvmypy u noAoxKub
Hauaro  Beauxkomy — nepecesenHuro  HaApoooB 6  uyemBepmom-mpemovem
muicAvesemuy 00 Haulell Pl

JanpHeiine wuccienoBanus pojaa apueB ramiorpynnsl Rlal mnokazamu, 4yto apuu
nosiBuiuch Ha EBpomneiickoii Tepputopun 11 200 ser Hazag. O 4éM CBUAETENBCTBYET
TOYHAs JAaTUPOBKA yKa3aHHas B 6-il Bene: bwiia matina cnasnas OesHull HAWUX OM
npuxooa Crassnckux niemén na Pycu decamv movicsiy cmo mpu eooa Hasao, aubo Hazuo,
epabs, nanesnu Ha nmac mozoa. (BK-6) Jlara ykazana Ha MOMEHT HAlHMCaHHS JaHHOMN
BeAbl. Bena 3aTparuBaeT MIMPOKHM IUIACT UCTOPUYECKUX COOBITUH B JKU3HU apHEB C
Hayajla X MNOSBJICHHA B EBpome M 3aKkaHUYMBAET NEPUOAOM Xa3apCKOro KaraHara U
npuxona k BiaactTu Ha Kuesckuil mpecron Ackonbna um [lupa. CrenoBarenbHo, Bena
nrcanach NpuOIU3UTENILHO BO BTOpoi mosioBuHe IX Beka, HO emé 10 cMepTu ACKOibaa
u Jupa, T.e. 1o 882 rona. [lomyuaercs, npeaku Oyaynmx apueB npuoObuin B EBpomy
npumepHo 11200 ner Hazan. CBepka 3TUX AaHHBIX Obula onyOnukoBaHa B BectHuke PA
JAHK-reneasoruu T4. Ne4 3a 2011 r. (C. 905) [To yTOYHEHHBIM JaHHBIM, MTOJTYYEHHBIM
A.Knécobim (2009 u 2010), metonom pacuétoB npunateix B JIHK-reneanoruu (mo
pe3yabTaToM BbIOOPKM JIaHHOMW raruiorpymisl), apuu nosBuwinck B EBpone oxoso 11000
neT Hazaja. TakuMm oOpa3oMm, MOKa3aHUs, U3JI0’KEHHBIE B Be/laX, HE MPOTUBOpEYAT JaHHBIM
IIOJIyYE€HHBIM ITyTEM HCCIEN0BAHUSA Y -XPOMOCOMBI.

IlepBoe EBponeiickoe npoasuxenue apueB ¢ bankan Ha KapnaTel cocTosuiocs 0Koso
6500 ner nHazag (I'Makcumenko, 2011) m mnpomnmnoce NO pa3HbIM CBEACHUSIM
u3noxkeHHsIM B Benax oT 300 go 500 nmet. B Bemax 3TH COOBITHS OMHCAHBI CIEAYIOMIUM
o0OpazoMm:

Om omya Opes udem. B noopodbnocmu ckazannozo 3awuma wam mou. K ckazannomy
0obasum mak, 208opum o 2ooax Oviewux 00 Jupa. 3a meicaua nAMuUcOmMviMu 200amu
wu napaovt Hawu 00 2opvl Kapnamckou. Tam  ocenu. JKuesa yknaono poowl eéce
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npasunucy omyamu poouyei. Cmapetwunou pooa 6win [llexo y upsin, mozo obyuan
Iapkyn, 1ubo nac ecex 61a20cn0611 HA Mo yueHue. Tax ece ObLIO, HCUU NAMbCOM Jem.
Tam (na bankanax) omuusna écem, 00 camozo eocxoosauezo coanya. (BK-6)

Ha nac nocoonas nopa oopywunace. Pyckonanvio obpywunacs, K Komopoi meyemn.
Ycenacv na semnu 6 moti, mam sce ocmanacy 00 nopbl CMenHoU 8apsHCCKOU U cebe
opanumcs om /[ona. Takoea 6vina, epems 3mo om jema muicaua mpéxcomoix 6 Kuese
omyos. 13 nux mpucma 6 Kapnamckou sxcuznu u moicava 6 Kueg-epaoe. (BK-16)

Kak moxHO yBHIeTh W3 Bel, pa3Hble IuieMeHa BblLUM ¢ bankan Ha Kapnartel u
MPOCYLIECTBOBAJIM TaM MO pa3HoMy. Clenyromuid HCXOA NPUILENCS HAa  ThICS4a
TPEXCOTHIE TOJIBI IO APEBHEMY CIaBIHCKOMY KajeHzaapro. T.e. BbIxoy apues Ha Kapratel
cootBeTcTBYET nepuony 6200 sietT Ha3ad, 4YTO TApMOHUYHO BIIMCBIBAETCS B TPUIIOJIBCKYIO
apXeoJIOTHYECKYI0 KyJIbTypy pacnpocTpanéunyo B VI—III Teic. g0 H. 3. (Wikipedia
“TpunojbcKasi KyJbTypa»).

Cnenyer OTMETUTb, BONPOC O TMPUYACTHOCTH ramorpymnnbl Rlal k gaHHOU
apXEOJIOTUYECKOW KYJBbTYpE M MNPHUYACTHOCTH K HEW «HUHAOCBPONEHLIEB)» BbI3BIBACT
cnopbl. Ecnu ykpauHCKHMH HCClieOBaTeNb TPUMOJIbBCKOW KynbTypel MHcTHTyTa
apxeonorun HAHY Muxaiijio Buaeiiko oTcranBaer npu4acTHOCTb U IPEEMCTBEHHOCTh
MEXKIy HACEJICHUEM TPHUIOJBCKOW KyJIbTYpPbl U COBPEMEHHBIMU YKPaWHIIAMH, ONHPASACH
Ha JaHHbIE TEeHETHYeCKHX »dKcmeptud MtDNA, TO AMPEKTOp TOTr0 KE HHCTUTYTA
akageMuk Ilérp Tousiouko BbIpakaeT NPOTHUBOIOIOKHOE MHEHHWE, CUUTas JaHHBINA
BOIIPOC HE UMEIOIIUM B COBPEMEHHOM HCTOPUYECKOM HayKe BECOMBIX JOBOJIOB.
[IpuMepHO Takux K€ B3IVISAOB HPUACPKUBACTCI U JOKTOP HCTOPUYECKHUX HAYK,
npodeccop, 3aBeTyIOIIHIA OTACTIOM apXeoJIOTHH KAaMEHHOTO Beka IHCTUTYTa apXeoioTun
HAHY Jleonna 3ainuM3HsIK yTBEP A0, YTO TPUIIOJIbCKAs BEPCUSL MPOUCXOXKACHUS
VKpPaWHIICB SIBJISICTCS TUIUYHBIM  TPUMEPOM  HUCTOPHUYECKOrOo  MHU(OTBOPYECTBA,
MOCKOJIbKY MTPOTUBOPEUYHUT HAYUHBIM (haKTaM U SKOOBI MOPOXKAEHA YYBCTBOM UCKPEHHETO
MaTpuoTH3Ma M JIOOUTENHCTBA B COBOKYIHOCTH C TMOCTKOJIOHHAJIBHBIM KOMILIEKCOM
HEIOJHOLIEHHOCTH.

OnnHako ciieryeT OTMETUTh, uTo B MaTtepuane JI. 3anu3nsaka «O Tpumnonibliax, CEMUTax U
Hapjenax — TPUIMOIbEBEJAX» OH OTMEUAET:

Bbvi10 Ob1 HEenpasuibHO NOIHOCMBIO OMPUYAMb POTIb MPUNOTBYEE 8 2EHE3UCE YKPAUHYES.
Kax u unvie opesnue napoowr Yxpaumnsl (ckughel, capmamul, 2omsl, ppaxutiyvl, 6aimol u
m.0.), Mpunoabyvl, HO 8 ONpedeleHHOU mepe, vl ux npeoxamu. Ilo nawemy mHenur,
HeKomopvle dleMeHmMbl  MPAOUYUOHHOU KVAbMYpbl, UMelouue OaUNCHe80CMOUHOe
npoucxodcoerue, NONAIU 8 YKPAUHCKULL IMHOKYIbMYPHbIL KOMNIIEKC KaK Hacieoue
mpunonvyes. K Hum, 6 uacmmocmu, omHoCAMCs peruKkmol KyJabmos C8AUeHH020 ObIKd,
HebeCHo20 3Mesl U M.O. 8 YKPAUHCKOM (OoabKIope. Dmu dce UCTNOKU uMeen apxaudeckdst
JIEKCUKA OIUNCHEBOCIOUHO20 NPOUCXOHCOCHUS 8 UHOOEBPONELICKUX AZbIKAX, 8 MOM YUCILe
8 YKPAUHCKOM, O Yem 6 nocieonee epems nuuwem FO.Macenkuc. Dnemenmol Kyivmyp He
MONILKO MPUNOTbYE8, HO U MHOUX OPEBHUX HAPOOO08 YKpauHvl, cmanu OpeaHudyecKumu
COCMABHBIMU HENOBMOPUMO20 YKPAUHCKO20 IMHOKYIbIMYPHO20 KOMNIEKCd, KOMOPblil, NO
Moemy mHenuio, crodxcuncs 6 V—VII cm., mo ecmv 6 pannem cpeonegexosve. HmenHo
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moeoa opmMuposanacsy >3MHOKYILMYPA OONLUWUHCMBA OONLUUX HAPOOO8 CpedHell
noaocwl Esponvi: (panyy3os, anenuyawn, Hemyes, cepbos, XOpeamos, 4exos, Cl08aKO8,
nosikoe u Op. Credogamenvho, YKPAuHYbl He Jyyule, HO U He XYlce UHbIX HApPOoO0os
Esponvi.  Ux ommuocenes — 9mo  00beKmMugHwlli  npoyecc,  00YCI061eHHbLU
VHUBEPCANbHBIMU 3AKOHAMU CO30AHUsL IMHOKAPMUHBL KOHMUHEHMA.

Criopbl 0 MPUYACTHOCTH YKPAWHIIEB K TPUIIOJIBCKOW KYyIbType BEIyTCs MOCTOSHHO U
CBOETO PEIICHUs HE HAXOMAT JaXKe B paMKax OJHOTr0 MHCTUTYTA. [Ipu 3TOM CTOpOHHUKU
OTPHUIIAIOIINE HMX MPHUYACTHOCTh K JAHHOW KYJIbTYpe, PYKOBOJCTBYIOTCSI HE CTOJBKO
HAay4YHO OOOCHOBAaHHBIMU aPTYMEHTAMM, CKOJBKO TEMHU K€ HMOILMSIMHU B KOTOPBIX
OOBHHSAIOT CBOMX ONIOHEHTOB.

Poccuiickas Axanemus JIHK-reneanoruu, viccnenoBaB JaHHBINA BOMPOC M ONMUPAsCh Ha
pe3yabTaThl  mpoTecTUupoBaHHOM Myxkckod wyactu (Y-DNA) HaceneHuss YKpauHbI
(rarutotunsl ramorpymnmsl R1al) u qpyrux ciaBsHCKUX HAapOJOB JTAHHOW TariorpYIIIbI
yOeIUTENbHO TIOKa3aJia, 4YTO WMEHHO JlaHHAas TaIljiorpymnmna, KOTOPYK HMEeT
OOJIBIIMHCTBO XHUTeNeH YKpauHsl, coctaBiseT 44% Bcero HaceneHus ctpanbl («Russian
Joumal of Genetics» T.40 Ne3, c. 326). Pycckue u 6e710pychl B CBOMX T'OCYAapCTBEHHBIX
00pa30BaHMIX COCTaBISIOT MPUMEPHO OJIMHAKOBBIM — 52% KOHTHMHIEHT HaceleHus,
SBIITIOIIUNACSA 3HAYUTENBHO MpeoOiafaomuM B JaHHBIX CTpaHaxX. VccrmemoBanus
Poccuiickoit Axanemun JIHK-reneanorun mpu 3TOM  MOKa3ajid, YTO IPOJABUKECHUE
JAHHOW Taruiorpynmnbel OUIO MO HampabieHuto OT bankan k JlHenpy ¢ JaJbHEHIIUM
paccenenueM 1o Pycckoit papaune 4800 jieT Ha3aa U 3TOMY COOBITHIO COOTBETCTBYIOT
KaK paHHHUI TaK W MO3JHUMA Mepuoj Tpunojbcko KynbTypbl. (A.Knécos 2008, 2009).
JlanHOe TpoABIKEHUE OBLIO 3aUKCUPOBAHO U MPHU HccieaoBaHuu ciaBsHckux Ben (I
Makcumenko, 2008). Kak onucan ucxop cnaBsn-apueB ¢ Kaprar na {nenp B Begax u
KOT'/1a IPOU30IILIO 3TO COOBITHE MOCBALICHO AalbHEHIIIee NCCIEeIOBAHHE.

2. Ucxon cnaBsin — apueB ¢ Kapnart na /{lnenp

Paccmorpum nansHeiee npoasuxkenue ciassH-apues ¢ Kapnar va /{nenp. Kak u xorna
3TO IIPOUCXOIHIIO.

Omo ecmv Hawu nepedboposuiue cunvl no mem cuoswue. K onacy eedym. Kozoa ovina
nopa omyos, 8 6edeHUu MEOPULU Bepy BCeM NIEeMEeHAM, Komopvle OyOoym cudemv Ha
3anade. Ommyoa uoym na Bocmox k /[nenpy-pexe. Ecmo mam Kues 6 ymeepowcoeruu,
20p00 KOMOpbll 06emosaiu c1assaHcKue poosl uHvle. Tam éce ocednvie ocHUWane mpeoy
meopuau /[yoy u Cuony, komopvim aensemcs Ceapoe, npawyp naut. (BK-9)

W3 nanHo#l BRIIEPKKH MBI BUJIUM, 4TO MpeObiBas Ha 3amajne (B KapnaTtax) gacth crnaBsH-
apueB HayaJa CBOE IMPOJABM)KEHME B BOCTOYHOM HalpaBieHuuM — K JlHempy non
pykoBoAcTBOM KHs3s1 Kus. M3 Tekcta BUAHO, 4TO apuM NMpOABUTAINACH Ha JlHemp yxke
OyIyuu ciaBsHaMH 1o Bepe. JlaHHbI Bompoc ObUT MCClieIOBaH HaMH paHee B BecTHUKe
PA JIHK-reneanoruu T2.NeS 3a 2009 r. B matepuane «Kak coueraercs nHbopmarus B
CIIaBSIHCKMX BeJaX C TOCIeIHUMHU Wu3bickaHusMu B oOnactu JIHK-reneamoruun?
«BenecoBa kHura» - Benwl ciaBsH. Y.2 Ilepumon m Mecto oOpa3oBaHuUs CIaBSHCKOM
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KyJbTypbl U Bepbl..» (I'eopruit Makcumenko). CorjgacHO JaHHOW TUIOTE3€ CIaBSIHCKAs
Bepa Obuta oOpa3zoBaHa pojaoM apueB (rartorpynma Rlal) na bankanax 7519 ner Hazan
U CJIaBSTHAMHU B TOT MEPHO]] BPEMEHU apHUHU SBIISUIUCH 10 Bepe. CaMo MOHATHE - «CIIaBSIHE»
KaK 3THOC, ObUIO 00pa30BaHO IMO3XKe, KOr/Aa JJaHHYI0 BEpY NPHUHSUIM OT apueB U ApYyTue
ponoBbie miueMeHa ramnorpynnel Nlc m [2a. IloscHeHuwe 3TO caenaHo ¢ IENbEO
MPABWIBHON WACHTU(UKANIMKA JAHHBIX TOHATUN «apuu» WM «CJIaBsSHE». DTO JPEBHUN
apuiickuii poj obpazoBaBminii CIaBSHCKYIO Bepy, T.€. MO POJOBOH MPUHAIC)KHOCTH
JTAHHBIN POJI ABJISIETCS apUsMH, a TIO Bepe - claBsHamu. [loHMMaHue TOro MO3BOJISIET
n30exaTh OMMOOK U MMyTaHUIIbl B JAHHBIX MOHITHSIX.

W3 neBsiToii Beasl BUAHO, uTo ucxof ¢ Kapmar Ha /[Henp vacTeio 1iieMEH ciaBsiH-apueB
OBLT OCYIIECTBIIEH TIOJT PYKOBOJACTBOM KHs13s1 Kust.

Opeiti omey uoem neped namu. Kuii 6edem 3a Pyww, Ll]eko éedem niemena ceou. Xopes
xopsam ceoux. U zemns boepadeny na mo. Kakosvl 5mo mui snywaemsie, bocoe om e2o
oeoa, Xopes u lllexo y Unu. Cuoum ¢ Kapnamckux copax. 1 mam 6ydem unvle 2opoda
meopums. Murny umeem, connemennukos Mnu. U bozcos ceoux umeem MHO20, NOIMOMY
epaeu He ne3ym Ha Hac ... (BK-1)

Hoem x [nenpy, ma pexa meuém K mopio ¢ cegepa. Bcex umenosanu nenpamu -
NpUNAMYAMU, MaxK KaKk 604COU 8ce ObLIU mam ¢ oceonvimu niemeHamu. Ilamvcom nem
geye y 6cex mam ovino ceoé. Tax Boeamu xpanunucy om mroeoeo. (BK-6)

Psoom ¢ numu Pyckonans. Kuui ycenca 6 Kuege. Tomy camu niemena nooneenu. C Kuem
00 yenoeo ecem Pyco cmpounace. Tax 6youm y nac unas cuna, udem ona ¢ Pycvro. (BK-
7)

Takoea Ovina nopa sma 6 meicaua mpéxcomom 200y 6 Kuese omyos nawux. M3 nux
mpucma aem npoxcunu Kapnamckoii scuznvio u moicauy nem nposxcunu 8 Kues-epaoe, u
Hauano eceu smoti sHcuznu udem k Ionynu. Tam 6cé u npoucxoouno. (BK-16)

[Tonmarato 3THX YETBIPEX BBIACPKEK BIOJIHE JOCTATOYHO, YTOOBI OCMBICIHTH JaHHOE
coJiepKaHue U MOHATh, ucxoA ¢ Kapnar meén cpasy B HECKOJIBKUX HAIPABICHUIX, OJHO
13 KOTOPBIX BO3riaBuil KHA3b Kuit u coBepmmn ucxon ¢ Kapnar Ha J[Henp rae u ocHOBai
ropong Kwue. Kanengapnas mara wucxoma ykaspiBaeT Ha 1300-i1 rom 1o
JPEBHECIIABIHCKOMY KaJIEHJIapto, U3 3TOr0 CIEAYET, UTO UCXO U ocHOBaHMeE I'. KueBa Ha
Juenpe 6611 coBepmién 6219 nmer Hazan. Kak 310 coueTaeTcst ¢ TpUMOIBLCKOU KYIbTYpOi
CBSA3aHHOVI C HeONUTUYeCKuMMM KysabTypamm bankano-JlyHarvickoro pervona,
OTHOCSIIIAACA K IIepUOy paHHero sHeosmTa’?

Tpunonbe «A» 1o maHHbIM apxeosnornu gatupyercss 7500-6500 ster Haszan. DTo
COOTBETCTByeT IpeOblBaHMIO apueB Ha bankaHax B panone /[lyHas c
nponpkeneM Ha Kapnater. [lajlee, mpocMaTpwBaeTcs HPOABVDKeHMe K
JIHerpy, 4TO COOTBETCTBYeT cpefiHeMy 3Tary Tpunosbd «B - Cl» oTHOCAIMXCA
K mepuony 6500 - 5200 szet Haszan. V1 TpeTtuii, 6osiee mosgamm stant — (Tpumosbe
C2) orHOcammiica kK 1epuony 5150 - 4650 ser Hasam, XxapaKTepHBIN
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pacIpeHieM TepPUTOPWUM TPUIIOIBCKOV KYJIBTYPBI 3a CUET ITpOBVDKEHWS
IUIeMEH Ha ceBep WM BOCTOK, C IIOSIBJIeHVeM KypraHHBIX 3aXOpOHEHMWIA.
OrmMmedaeTcss MUrpaloHHas HIpUpoaa TPUIIOJIbIIEB, HaPSAAy C BbIIBUTa€MbIMU
rumoTesamMu mccienosatesienn (M. Buperiko), oTMewarommyMu KyJIBTypHYIO U
«TeHeTUYeCKyI0» IIPeeMCTBeHHOCTh MeXX]ly HaceJleHVieM TPUIIOILCKOV KYJIbTYPbl
U coBpeMeHHBIMM yKpauHIlaMiu. Ho oHa mopgsepraercs >XECTKOM KpUTHKe
POTUBHMKAaMM 3TOVI TUIIOTe3bl. BeposTHO 3TO cBA3aHO m ¢ Tem, uto M.Bumeriko
He yKasblBaeT [JaJIbHEMIINII MUIPalVIOHHBII IIyTh, a OCTaHaB/IMBAETCs
VICKJTFOUMTEIbHO Ha PoJIM yKpauHIeB B JIaHHOM IIpoliecce, He IIOKa3bIBas
IIOJIHOTY BCeMl KapTWMHBI MUTPAIMIOHHBIX IIPOILIECCOB ITPEAKOB YKpPamHCKOIO
Hapoppsl rartorpyrnmnsl Rlal., Tem caMbIM TOIUTU3MPYST MCKITIOYNUTEIIBHYIO POJIb
YKpauHIIeB B JAaHHOM BOIIPOCE, YTO He COOTBETCTBYeT HeVICTBUTEJIbHOCTY, T.K.
IIOJIOBVHA HacesjleHMsl YKpawHbl Ha caMOM Jejle K JaHHOV TeMe He VMeeT
IIPSIMOTO OTHOIIIeHVIS.

C TpwumosbcKoM KyJIBTYPOV, II0 VCC/IeIlyeMOMY PervioHy, B HEeKOTOPOVI CTeIleHV
conpukacaerca  «CpeaHecTOroBcKas»  apxeoJjiormyeckas KyJbTypa 3I0XU
sHeormTa partupyemas 6500-5500 ner Hasam m pacHpocTpaHEHHas B CTEIsIX
Mexnay [uermpom wm oHoMm. PasBuiiack, 110 MHEHMIO apxeoJIoroB, Ha Oase
JHeIIPO-JOHEeLKOV KYJIBTYPhI B sMHY10. Ho 3TO yXXe cilefiyrommit aTall ucxoga
IIPOABVDKeHM cilaBsAH-apueB oT [IHernpa uepes b.Kaskas x FOxxHoMy Ypaity.

JlaHHast HTHPOPMAIIUS XOPOILIO COYETACTCS C IPOBEAEHHBIMU MCCIICIOBAHUAMHU B 00J1aCTH
JAHK-reneanoruu, oTMe4aromuyMy MO0 CBOMM IOKa3aTeIsIM Mepuoj ucxona okojo 6000
JeT Ha3a/:

«[THK Hawiux cobpemennuxob noxasviBaiom, umo camsie OpeBHue KOpHU apuel, pooa
R1al, daBrocmuio 12 moicau em, Haxoosames Ha baskanax — 8 Cepbuu, KocoBo, bocnuu,
Maxedonuu. Yepes 6 moicau sem 3mom pod pacwiupumcs Ha ceBepo-Bocmok, Ha
Cebeprvie Kapnamol, 00pasoba8 npacaabamckyo, mpunosscky KyAvmypy u nosokub
Hauaro Beauxomy nepecesenuto HApoooB B uembBepmom-mpemvem MmolcAUEAENUU 00
Hawet pol. (A.Krécos, 2008)

VriyOnénnsle uccnenoBanus nposeléHHble AHaToJueM KiécoBbIM B coaBTOpCTBe C
Hropem Poi:kaHcKkuM B pa3BuTe 3TON TeMbl BO BTopoM ToMme Ne 6 3a okTsi6ps 2009
r. Becrnmka PA [IHK-reneanormmu, «lamtorpynma Rla: ramiormmsl,
reHeajiormyeckKme JIMHUM, WCTOpUsA, Teorpadpmsa», 3acBUIeTeIbCTBOBAIN
pasHooOpasme ramrotunos Rla ma Pycckom paBHMHe yKilagplBaromieecss Ha
npeso c obrmmm mperkoM 48501500 sieT Hazaz. DTO SBIISeTCS JOIIOJIHUTEIbHBIM
CBUIIETeJIbCTBOM O HaIIpaBJIeHHOCTVM pacceleHVs [TaHHOW TaIUIOrpyIIIbl C
bankan uepes Kapnarter n [IHenp no pany HampasieHwy, Bkmodas FO.Ypan n
Pycckyro paBHUHY.
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3. Ucxoa ciaBsiH — apueB K 03epy UibmMeHb
U paccejieHue 1o Pycckou paBHUHE

Ilo nexooicenomy winu k Hnvmep - ozepy. Tam cozdanu epao Hoewvil u mam moodice
npeovisaem. Tym Cubupu nepsvix npawgypos 6CHOMHUM, MO0 poObl nopoousuiue Kpuviny,
ee u nepecnpocum. To /[yba xopens, xned naw, Ceapoe, Komopbulil meoOpum ceem u ecimo
boe smomy ceemy. boe Ilpasu — Aeu u Hasu. (BK-9)

Conocrasirenne panHbeix JTHK - reneamormm m npyrmx Hay4dHBIX AVICHIUTIUIVIH,
IIPY VICCIIeAOBAHUM CJIaBSHCKMX Bell IIOKa3blBaeT JOCTOBEPHOCTb M3JIOKEHHOV B
HVX MHPOPpMaIINI, He3aBUCHMO OT TOTO, KeM ¥ KOIZla OHM ObUIM HalvcaHbl. beut
VICXOTI, CJIaBsiH-apueB K o3epy VIibMeHb vy He ObUI 1 KOTrZa OH cocTosuics. Pa3
Hosropoz crout 1o cevt JieHb, SICHO 4TO ObUI, ApyToe Aeslo Korjaa, OTKyda M Kak
BCE 3TO IIPOVMCXOOWIIO, B 9TOM 3aKJIIOYaeTCs CyTh HalllVX MICCIIeOBaHMIAL.

[Tpunep>xuBasich M3Ha4YaIbHO 3alaHHON TeMbl: «lcciieoBaHme CIIaBSHCKMX Bep,
«BestecoBomt KHUTV» Kak JIOMOJHHUTENFHOTO HCTOYHMKA HH(pOpManuu, ¢ MO3HUIUH
nocienHux wu3bickanuii B oOmactu JIHK-reneamorum.» mnpogomKuM HU3BICKaHUS B
pa3BUTHE M JIOTIOJHEHHE paHee IMPOBEIEHHBIX HCCIEJOBAaHWN IO JaTe 0oOpa3oBaHMS
Hosropozna na Bonxse - peke, usnoxennoix B Bectanke PA [IHK-reneasormm, T.
3 Nel 3a 2010 r (C.78). B sToi1 pabote ymaiock BCeCTOPOHHE M3YUUTH TeMy
obOpasosanmst Hosropoga. OcBexmmM BKparTile 3Ty MHPOPMALIKIO.

VM3 mocinemHwmx wmccaegoBaHU, I1IpoBedéHHbIX  Mropem PoxkaHckum m
Anaronmem Kinécosbim 110 rarutorpymrie Rlal, ¢ BoisBiieHreM reHeaiormaeckmx
JVHWUW TaIUIOTUIIOB, WX WCTOpUM W Treorpadpmm ObUIO TIOKa3ajo, dYTO
pasHoOOpasie rarwloTUIIOB Ha Pycckoyl paBHMHe yKiIaJblBaeTCs Ha [IepeBo
raluIoTUIIOB ¢ obmyM mpenkoM, Kotopbin w1 4750+500 et Hasanm (Kitécos,
2008a; Klyosov, 2009b). A oOmiass kapTuHa, IIpefcTaBlIeHHass VMM IIO
3aBepIIeHIO VCCIIeOBaHMI, BBINJISINUT CJIeAyIOIIM 00pa3oM:

Umax, yeaybasemcs obwas kapmuna. 10-12 muicau sem HAa3a0 npedku eanaoepynnol
R1al npubviau us Asuu (Buoumo, us FOxnou Cubupu) 6 EBpony, cpasy xe — no
ucmopuveckum Mepkam - nocie cxoda aedHuxoB. OmHocumesvno HebOAbULOE
koaunwecmBo ux nomomko8 okuBym u no ceil OeHv 6 EBpone, co waetighom
«OpeBrux»eansomunob om baskan 0o bpumanckux ocmpoBof u do Auamosuu. Vx
apxeoso2uveckue Kyabmypsl npocaexubatomcs wa basxanax u 6 Kapnamax oo 7-8
muicay aem Ha3ad (Bosmoxcro, coBmecmHo c Hocumesmu eanaoepynnst 1). Dmo, 6
AUHBUCUYECKUX THEPMUHAX — <POMOUHO0eBpOnenlbl».

B me xe Bpemena, uiu 0xo40 6 moicAd sem HA3a0 Hocumeau eaniopynnst Rlal cmaiu
axmubro pacxooumscsi no EBpone, 3sacesennont 6 mo 6Bpemsa 6 ee ueHmpasvHoll,
amaanmuveckoi u ceBepron uacmu 6 ocobrom eansoepynnoi I u/usu ee nodepynnamu
IT u 12, u nepebarusu Kapnamol, o00paszobab 6 umoee wiupokuii pponm 3aceseHus
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eanaoepynnoi R1al om Basmuxku 0o Kabxasa. Dmo - aAmHas kyismypa, 3amem
noamabkunckas, 3amem cpyoHas kyavmypa ¢ sxcnarcueil 8 anopoHoBbekyo KyAbmypy 1o
Mmepe npodbuxerus Ha Bocmok, 8 CeBepruitt Kasaxcman, FOxwwiil Ypas, Cpedntoro Asuto.
Vmento nomomy 8 nonamusax auneBucmoB 6 moicau Aem HA3a0 — 3mo Bpemsa pacnaoa
npaunodoeBponetickoeo Asvika, Asvika Rlal, u nauaso obpasobanus camemHoi epynivl
0yOyuux unooeBponenckux A3viko8. ..

Bos6pawjaemca 6 EBpony. UYmo-mo npousouwiso ¢ ebponetickumu Rlal mexdy 6 u 5
mMoulcAY Aem HA3a0, U OHU NOYMU TOAHOCIIBIO UCHE3AU, He Npouiu OYmovliouHoe
eopaviiko nonyaayuu. Ipebrux eBponeickux eaniomunof noumu He 0CHAAOCh, U
ceiluac oHu oueHs pedku, cocmabass doau npoyenmol om nonyssyuu Rlal. ITpumepro
5 muicau sem Hazad (no pasHvim OanHvim Mexoy 4800 u 5200 aem Hazad) Hocumesu
eanaoepynns. R1al cmaau Bo36pawamsca 6 E6pony, 6 ocobennocmu Ha meppumopun
cobpemennvix Tepmanuu u Iloavwiu, co30ab kyasvmypy wHypoBoll Kepamuku, OHA e
KyAvimypa 060eBuix monopob, oHa e KYAbmypa 00UHOUHBLX MO2U.L 1030HE20 IHE0AUMA U
oponsoBo2o Bexa Cpednenn u Bocmounou EBponwvi. Dmo - ocHoBa 0yoyujux crabsm,
eepmanyeb, 0aimob, anmponosoeuvecku - kopoudof. Mx Bzaumoommowienus c
kyavmypoi wapobix amgpop (5400 - 4800 sem Hazad) u xkyasmypoil BopoHkoBuUOHBLX
kyoko8 (6000 — 4700 sem Haszad) ocmaromcs HeAcHsIMU. JIubo amu Kyssmypwvl ObLAU
Kyavmypamu Hocumenen eanaoepynn I, aubo smo Rlal, He npoweduiue pamvuie
OymoLI0UHOE 20PABIUAKO NONYAAYUY U noumu ucdesnybuiue us E6ponvt moeo Bpemeriu,
AU00 3mo 0bLAU KYAbIYpbl cMewantbix pooo I u R1al — omBema na smom Bonpoc noka
Hem. Ho sacwo, umo 6Bo3Bpam Rlal 6 EBpony 0Ovia  BosBpamom  myoa
npauHooeBponericko2o A3vika 0k040 5 molcay aem HAa3a0, 8 Bude yxe BudOUIMEHEHHDIX
Ouasexmo6 u  BapuanmoB. SDmo 6Bce - npodosxeHue OUHAMUKU — «pacnada
unooeBponeiickux A3vik06». Budumo, ocmanku npedcmabumeneil uiHypoBoil KyAbmypul
eanaoepynnon R1al 6 I'epmanuu, oamupobantsie 4600 sem nasad (Haak et al, 2008) -
amo ma camas Boana. Vx eansomunsvi — me xe camole, eaniomunst Pycckoi pabnunbt,
yenmpaavrotl wacmu E6pasuu.

Wmax, Bo36pawatowjuecs 6 Epony Rlal npunocusu myoa cBou eanisomunsi ¢ Bocmoka,
¢ Pyccxon paBnunvl. Vimenno nosmomy obujuil npedox coBpementvix eBponeickux
eansomunoB Rlal - smo yewmpasvhoiil eBpasuiickuil npedok, Pycckas pabuuna. Tax
npousowina unmeepayus eansomunob E6ponv, om Amaanmuxu 0o Bocmounon
Eéponui, u EBpasuu. Y nodabasioueeo xorunecmba R1al na smux meppumopusx — 00uH
0buwjuil npedox, komopwiil xua npumepro 4800 sem Hazad. A eeo doueprue BemBu,
obpasoBabuiuecs npu nepedBusxenusx ocHoBameneti Bembeil, damupyromcs 6 ocHOBHOM
Bpemenamu mexoy 2200 u 3200 aem Hasad, u do 4100 sem Hasao.

B nauase u do cepedune Hoboti 3pvl, 6 3noxy Beauxoeo nepecesenus Hapodob, npousouiia
ouepedHan muepayus Hocumesen eansoepynnst R1al ¢ Bocmoxa Bocmounoi E@ponst u,
Bosmosxno, Cpeonei Asuu, onams Ha 3anad, 6 EBpony. Dmo bviau 0yseapsl, Madvsapol,
CKUpbl, capmamsl, acbl, U MH020 Opyeux HapooHocmei. OHu 6 ouepedHoll pas 3acesuau
Eépony om Wmasuu u Llenmpasvnou uacmu E6ponsr 0o Ckanounabuu. Tomy
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cBudemesvcmbom, Hanpumep, «mo400as» ckanounabexas Bembv Rlal, npubvibuias 6
CrandunaBuio 6o 2-m Bexe Hawien 3pbl nawc-munyc yemoipe Bexa (Tabauya 6). Ho 3mo
0bL10 npu  00UHOUHBLX «OCHOBamesix» OYOyujux Aunutl. B 6osvuuncmbe cayuael
muepanmol  R1al «npumocusu» 2aniomuns. co cmpykmypou MYymayuil, OnANb
yxasvilbatowjux Ha Bpemena obuux npedko8 npumepro 4500-4700 sem Haszao.
Tanaomuner Rlal ¢ amoi damupobxoil pacnpocmparerst 6o Bceit E6pone, u ecau He
pasdessams ux Ha Bembu, kax bv10 coeaaro 8 Hacmoawen pabome, mo Bce OHU CXO0AMCA
K momy e b6azobomy eansomuny Pycckon pabrunut ¢ damupoBkon npumepro 4500 sem
HAa3a0.

Budumo, nosmomy suauumeix cydxaadof Rlal npaxmuuecku He o0HApYxeHO, Kpome
mex Heckoavkux opebruux (Rlala, R1alb u Rlalc), pacxodsuuxcsa om obujeeo npeoxa He
menee 10 muicau sem Hasad. Ilockoavky Oosee 95% coBpemenbix Hocumenei
eanaoepynno. R1al npousouwisu om omHocumessHo HedaBHeeo npedka, KOMOPbLL JKu
npumepro 4800 sem wHazad, mo u cybxaadsl OYOym OMHOCUMBCA K  IHOMY
OMHOCUMEAbHO HEDOALULOMY 0mpe3KY BpemeHil.

Dmo u ecmv ucmopus eanaoepynns. Rlal, ucmopus, usodusywouas «OymvlA0UHbIMU
20pAbIUKAMUY  NONYAAYUY, U nokasvibarowas, umo eBponeiickue HOCUMEAU MO
ean02pynmnovl 0etcmBumesbHo OMHOCUMeALHO HedaBHue poOcBeHHUKL.

Jannas unpopmanus Jaét obiee npeacTaBieHre 00 HCCIelyeMOM MepUoie U XOpOoIlo
IIOKa3bIBA€T, 4YTO OcCBoeHue ramiorpynmnoi Rlal Pycckoil paBHMHBI NPHUXOAWUTCS Ha
nepuona 4750+£500 ner Hazaza. Ita uHbOpMAIUS TOMOTJIAa HaM MTOHATh, HACKOJIBKO BEPHBI
u3bICKaHus 1o oOpazoBanuio HoBropona Ha BonxBe-peke B pa3HbIX NEPBOUCTOYHHUKAX.
HauOonee BpImagaromuMu U3 psjla UCCIEAYyEeMbIX NEPBOMCTOYHHUKOB, OOJIaJaroIlUMHU
CBEJICHUSAMH O IOSIBIICHUU CIIaBsIH-apHeB y 03. MibMens, sBidtorcs Pycckue seronucy,
IaTupyoomue 3To coObithe mnepuoaoM 1150 mer nHazan. Tak wampumep, B IloBecTu
Bpemennsix Jler (IIBJI) orpannuuBatotcst BoipaxkeHueM «Cnycmsa MH020 BpemeHu...».
IIBJI He TOIBKO He HA€T OTBeTa, HO aHTXMPYeT 3TOT BOIPOC COKPBITVIEM
nepyiopa oOpaszosaHms Kuesa Ha /Ixenpe. CHavuasla yHOMMHaETCs IIOSIBJIEHVIE
noigH Ha [IHenpe, Ho o Kwmese He ynoMmHaeTcs HM CJI0Ba, a BOT IIpU
YIOMVHaHUW JPeBJIsiH aBTOP yIIOMMHAaeT BO3BelleHVe CIaBsHaMW — JpeBJITHaMM
Hosropopa: «Te xe ciabane, xomopovle ceau okoa0 osepa Vavmens, nasvibasuce c6oum
uMeHeMm - cAaBAHaMu, U nocmpousu 2o0pod, u Hazbasu eeo HoBeopodom.» OueBUIHO
CcTpeMIeHVe OOOMTHM 3TOT BOIIPOC CTOPOHON M HeXXeJlaHMe IT0Kas3aTh VMCTMHHYIO
naty oOpasosanmss Kwmesa m Hosropogma. DTo Tak >Xe XOpOIIO BUIHO W3
omvcaHMs NpeObIBaHMS arioctora AHupess Ha [IHempe m Ha Bonxse - peke.
Asropam IIBJI Hamo ObUIO HOKa3aTh BeOylLIyIO POJIb XPUCTMAHCTBA IIPU
«TtBopeHnmn Pycnu Bermmkor». C 9yeM OHM XOPOIIO CIIPpaBWIINCh OIYCTUB HaJIndye
Kuesa BooOIIe, mokasas, uto oH Oymer crosATh B OynyieMm, a o Hosropomy
HOPOVTUCH OIBOVIHBIM CMBICJIOBBIM 3HAa4Y€HVIEM: «M" npuuies K caabanam, 20e HulHue
cmoum HoBeopoo, u yBudes xubywux mam awo0eil - kaxkof ux obbiuail u kak Mowmcs u
xAeuymes, u Youbuacs um.»
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ITepen 3TMM ymmoMMHaIOCh, YTO HNPUIIUIM ClaBsiHe 1 noctpowin Hosropon, a B
CBSI3M C IIOsIBJIEHVEM TaM artocTosia AHApes TOBOPUTHLCS O BCTpede CO CJIaBsiHaMU
(opeprstHAMM) TaMm «2de HuiHue cmoum HoBeopoo». T.e. Bpome Kak B 1 Beke
JpeBJIgHe yXe CUAAT Ha 03. ViipMeHb, a HoBropoma m He cyiiecTByeT BOBce.
OrBera Ha Bompoc: Korga 0pu1 ocHoBaH Hosropon, B I1BJI -Het. Tak ke Kak u
HeT OTBeTa Ha BOIIpoc: Koraa Obut ocHoBaH Kues.

Bce umcima m pgatmposkm IIBJI Haumuarorcs ¢ 6360 (852) roma, ¢ mepwmona
napcrsoBaHms Muxawia B Llaperpaze:

«B 200 6360 (852), umouxma 15, koeda wHauasr yapcmboBams Muxaus, cmasa
nposvibamoca Pycckas 3emAas. Y3naiu Mol 00 3mom nomomy, umo npu 3mom yape
npuxodusa Pyce na Lapvepad, kax nuuiemcs 00 smom 6 semonucanuu epeveckom. Bom
nouemy ¢ 5motl Nopbl HAUHEM U YUUCAA NOAOKUM.»

W3 cxkaszanHOro BUgHO, yTo He Kumt npuxogwt B Llaperpan, a Pycs nipuxoamia K
Muxawty, a Kun Ha camom feste xxwt u npaswi B Kuese 3a 5060 jier mo sToro
COOBITMS.

Bot sTa mHdopmarna orcyrersyer B I1BJ], xoTst morpkHa ObUla OBITH M3BecTHa
asropaM I1BJI. OH1 couwstv HeOOXOOVMBIM JaHHYIO JaTy IIepeHecTy K COOBITMSIM
852 roma. Ho wm Tyt mHe oOomuiock 0e3 koHdy3a. Ilo HexkoTOopbIM
SHUMKIIONeAYecKM JaHHBIM "HoB20p00 na BoaxBe pexe odun us opebBnetimux
pycckux 2opodo8 - BnepBuvie ynomunaemca 6 859 o." Tyt TIBJI BCcTymaer B
nporusBopeune. Eci Hosropon oy w3 [IpeBHEMINNX PyCCKMX TOPOAOB, TO
cadast ero ¢ gatamut ykasanaeimu B [1BJI, BupnoO, uto 852 rony Kwues yxe crosui,
T.K. Knit 1o srerormmcut Bossparascs B 3Tom rogy B ropoz Kues. CiiemosaTesbHO
Kues Obu1 Bo3BeiéH panbltie Hosropoma. 2to nporusopeunte ycrpanuTs B 11BJ]
TaK " He ynasioch. Heckosbko cripaBeyimBert OOCTOSIT Hejla B Ooslee HpeBHMX
sieTormicHbIX cBofiax. B [IpeBHevimiem KneBckom cBome 1039 roma B pegakimm
1037 roma mnpu onmcaHWM Hadajda 3emim Pycckow, roma cCBsA3aHHBIE C
oOpasosanmem Kwuesa 1 Hosropopa He ykasaHbl, HO BUOHaA IIOMeHa B Oojlee
nosgHent I1BJI, roe rosopurcs, uto He npu xm3Hu Kus, a «Ilo npowecmbuu
Bpemenu, nocae cmepmu OpamveB 3mux...» CTaIN IIPUTECHITHCS IOJISHE U
npesisite. [1osxe B I1BJ] yxke cka3aHo, 94TO HOJISTHE IPUTECHSUINCH M OOVDKAIIVCH
npesisiHaMy, T.e. Hosropommamm. Bcé cBemeHO K BHYTPMPOOOBOM
Mexpaoycoburte. ObGpatmmcs k Hosropomckomy cBoagy 1050 roma ¢
npopospkeHusaMu 1o 1079 roga:

«Hauanao semau Pycckoi.

Boi1o mpu 6pama ... u 6vtau pamust ¢ [IpeBaanamu u ¢ Yeauuamu.

B amu xe Bpemena HoBzopoockue at00u, umernyemoie Caobene, u Kpubumuu, u
Mepa, u Yyov danv daBairu Bapazam .. u exeiu me Oviau Yy HUX, HACUAUE
mBopuau CaoBenam u KpuBuuam u Mepu u Yyou. M Boccmaru CaoBene u
Kpubuuu u Mepa u Yyoe npomub Bapsaeo8, u usenaiu ux 3a mope, u Hauaiu
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Baademv camu cobon. Caobene cboro Boaocme umesu; u nocmabuau 20po0 u
napexau ezo HoBzopod...»

VM3 Hosropoackoro cpomga SBCTByeT, YTO HM MOJIsIHe, HU [peB/IIHe He
NPUTeCHSUI OPYT - Opyra, a WMely paTHble OTHOLIeHWS OPyr C IPYTOM.
ITpurecHeHve ApeBIIsH IIUIO OT BapsAros. V13 Hosroposckon neromnvicn crienyer,
uTOo Hadaslo 3emm Pycckonr m mepmon obOpasosanms 3a Kmesom. Ho mara
oOpasoBanmsi Hosropoma B HEM Tak ke yMayrumBaeTcs. He nmaror orBeta m 1-1
ITewépckmit csox, HawaibHBIM cBof, 1903 r., m Hosropomckum csom XI B. B
JIETOIVCSIX OTBeTa IIPOCTO HeT.

Bcé, uTo ymasioce BbIsACHUTS B jieTonucax no Hosropony n KueBy, Hocut KpariHe
HeOIIpeNleJIéHHbI  XapakTep.  EnmHcTBeHHOe, uro  Ooslee-MeHee — He
IIpOTMBOpeunBo, 3TO0 TO, uTro HoBropom Obvul ocHOBaH mo3xe Kwmepa. Ho
HACKOJIBKO IIO3)Ke - II0 JIETONMCSIM BBISACHUTH He ypaércsa. Camas mirybokas
IpUBsi3Ka MOXeT IIPOABMHYTbh Hac TOJIBKO K I BeKy, ecjv copmeHTHpOBaThbCs 110
rpebbIBaHMIO artocrosia [lasia Ha aTx 3emsrsix. Ho m B aTOM jteTommicu MMeeTcs
HETOYHOCTb, KOTOpPYyIO Oe3 3HaHMs AaTel oOpasoBanmst Kmesa m Hosropopma
3aMeTuTh HeBO3MOXHO. Kuit (1 ero Oparbs) ocHopasimi Kues He Mor mpu
KVM3HM 00IIaThes ¢ HoBropopiiamy, T.K. HoBropopa Tora eré He cyIiecTBOBaIo
1 oH ObUl oOpasoBaH cIycTs ThICsSUeNleTHe IIocile cMepTu Kwmsi, korma ero
IIOTOMKM Havamm paccesteHue 110 Pycckon pasaune. V3 [THK Y-xpoMocombl MbI
3HaeM, 4uTO pop ramwiorpynnel Rlal ciassH apweB mpomsuHysics K [IHempy
okosio 6000 sieT Hasajd, a paccesleHue 1o Pycckoll paBHMHe HavajloCh CITyCTS
Oosee uem ThICsTUenteTHe, T.e. 4800 -5000 jieT Hasag IO YTOUYHEHHBIM JTAaHHBIM
(M.Poxxanckmii, 2011). CiienmosatesibHO, KHA3b Kt HuKoem oOpa3oM He MOT
repeceybcsi C HOBrOpoOIlaMy, KOTOPBIX B IIpMpoje ellé He CYIIecTBOBaJIo.
Bommitit m3 sTom «TYyOUKOBOV» CUTyalI MOXXHO OBUIO TOJIBKO OIHWMM Iy TEM,
BBIIBVDKEHVEM TUIIOTe3bl CEBEPHOW IIPapOAMHBI CJIaBsSH W IIePBUYHOCTU
oOpasoanmss Hosropopa 1o obpasosanmst Kmesa. Tak m mosgsmiack Ha cBeT
JIOKHasl «HOPMaHHCKas TMIIOTe3a» CeBepHOWV IIpapOOVHBI, CO CCBUIKOM Ha
VIHAWVICKIE Beflbl, I7Tle JeVICTBUTe/IbHO OTMedaeTcsl O IIPUXOLie apueB C ceBepa (C
10.Vpasa). Ho runoresa sTa He BpIZIepXXMBasla 3JIeMeHTapHOV KPUTUKHM. B KoHIle
- KOHIIOB YY€HHBIE OT Heé OTKa3aJIVCh, M3PSIHO II0yOaBIB €€ CTOPOHHMKOB.

UcknroueHnne cpeaum pycCKHX JIETOIHUCEH COCTAaBIAET, MOXKAIYWH, TOJIBKO OJIMH
NIEPBOUCTOYHUK, IPOJUBAIOIIMI CBET Ha JaTy IOSABICHUS CJaBsSH-apUEB y o03€pa
NnpmMeHb, HO NOJIMHHOCTH KOTOPOTO TOCTOSIHHO IOJIBEPraeTcs COMHEHMIO —
«Cka3zanue o CioBene u Pyce u ropone CiaoBencke» u3 Xponorpada 1679 roma
(OnybnukoBana B Ilomnom coOpanuum pycckux neromwmceit. T.31. JI., 1977). DOrta
JETONMCh TaKXe MOJBEpIVIach THIATEIbHOMY H3YyUYEHHIO M ObUIa HCCleloBaHa Ha
MpeMET COOTBETCTBUS M3JI0KEHHOW B Hell mHpopmarmu B BectHuke Axanemun JIHK-
regeajorun T.3 Ne 11 3a 2010 r. (I''Makcumenko, Ctp. 1943). PesynbraTsl
WCCIIEIOBAaHMI TIOKa3aJl JOCTOBEPHOCTh HW3JIOKEHHOW B HEH WH(GOpMAIMKA W TIOJTHOE
COOTBETCTBHE C MH(OpMaIUell H3JI0)KEeHHON B CIaBSIHCKUX Benax. MccrnemoBaHus aainu
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CJICAYIOUC CPABHUTCIIbHBIC PC3YJIbTATHI.

B BK-3 ckazano:

Omo b6ydem kuszto Cnageny coopam no apusim - Ckugb. Imo 6v110 80 8pemena codvimuii
genuKux Ha éocmoxe. Mivmepyvl pewiuniu:

- Hoem om 3emnu Unvmepckoii.

Kax pacckasvieaem, max u uwyume. Cmapuieco coina ceoezco Ciagen ocmasui cmapuium
Unvmepuu u 6ce unomepysvt nowiu Ha cesep. Tam ceoti 2opoo Cnagen ymeepoun. mo
bpam eco, ckyghe, y mops 6yoem u cam 6 cmapuvie mecma ceou éeoém. Ilo num cudemo
byoem enyuex Kuoice - enaoeney ovin cmenvio 10icHol. Kopos mnozo 6vino y neeo. Tam
OH U ecmb.

Om mozo 6yoem epems senuxoe 8 bopvoe 3a Cem. 3ypbl me pacnpocmpansiiucs, no obe
cmopousl om [lanuu, 0o eop Pycckux u 0o xonpos Kapnamckux. Ha Kapnamax pewunu
ymeepoums Kpye, Komopbiti 0yoem npuHuMams om umenu ecex oouee peuenue. Taxosce
8pazam omnop meopuiu éce pazom ovu. Om cmapetiuiun  pooax OmMKaA3AMbCs PEULUU.
Ipunsanu pewenue Beue cozvieamsv edunoe, comeops 3emMau Haul HOBble.

Tax cocmosnu 3emau me 8 06vEOUHeHUU NAMbCOM Jem U CN080 3d C1080, OMEOPULACDH
mexncoy pycuvamu ycoouya. Bpadxcoys no pasHbim  npuuunam, 6HO8b CULY C80I0
VMpamuau, Komopas umenacb mexcoy coboti. Bo3pooicoenue ceoe ympamunu. Imum
80CNONL306ANUCL 6PACU U HABANUIUCL HA OMYO8 HAWUX HA 102e. MO CMPACIOCL C
Kuesckoti 3emneti na nobepescve mopckom. Kuesnsine 6 cmenu omxoosim 6H0O8b HA cegep.
Ioccopunuce mam ¢ @pasxcenyamu, om mozo udem nomowpp @pazam. Ckygueti smo
oyenumcs u Ckygho Kuescxas cpazy 00beOuHuUmcs 6 eOUHyo cuy.

CpaBuum 51y uH(popmanuio ¢ obOpasoBanumeM CnoBeHcka Ha BoaxBe — peke 1o
Xponorpagy 1679 roga «Ckazanue o Cinosene u Pyce u ropoae CioBeHcke»:

U 6 nemo om comeopenus ceema 3099 Cnosern u Pyc ¢ podsl ceoumu omayuuuiacs om
Excunononma, u uoowia om pooy c8oe2o u om 6pamusi c8oesi, U X0HcOaxy no CmpaHam
8CeNeHHblA, AKO OCMPOKPULAMbL OPIU Npesemaxy CKeose NyCmviHs MHO2U, uoyuje cebe
Ha ecenenue mecma braconompedna. M 6o mMHo2ux mecmex nouusaxy, meumyrnue, Ho
Huz0e dce moz0a obpemuie 6ce-leHus No cepoyy ceoemy. 14 nem nycmuvisi cmpaHvl
00x0x1coaxy, 0onoedce doweoute ezepa Hekoe-20 eeaurka, Moukca 3060mazo, nocieou sice
om Cnosena Hnmep npoumenogacs 6o ums cecmpul ux Mimepol. 1 mozoa eonxeosarue
noeesne um ObIMU HACETHUKOM MeCma OHO2O.

U cmapevwuii, Cnosen, ¢ pooom c8oum u co 8cemu, udxce nood pykor e2o, ceoe Ha peye,
3060Mmeti mozoa Mymuas, nociedu s Bonxos npoumenosacs 60 umsi cmapeuulaco ColHa
Cnosenosa, Bonxosa 306oma. Hauano Cnosencky epady, udce nocireou Hosevepao
Benuxuit npoumenosacs. M nocmasuwia epao, u umenosauia e2o no UMeHU KHA35 C80€20
Cnoseneck Benuxuu, mou sce nvine Hogvepao, om ycmus eenuxaeo ezepa Himeps enu3
no eenuyeil peye, npoumeHosarnuem Bonxoe, norimopa nonpuwa. M om mozo epemeHu
HOBONpUWENbYbl CKUGCMUU HAYAXY UMEHOBAMUCA CLOBAHe, U peKy Hekyio, 6o Himep
gnaouyro, npossauia 60 ums dcervt Crosenoguvl Lllenonu. Bo ums dce MeHbUuIa2o CulHa
Cnosenosa Bonxosya npeumenoséa obOpomHio NPOMOKY, UMC mMeyem U3 6eluKue peKu
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Bonxosa u naxu obpawaemcs 6 nezo. bonvwiuii sice cvin onozo kuaza Cnosena Bonxe
becoy200nuUK u uapooeil u om 6 odex moz20a Oblcmb, U OeCOBCKUMU YXUUPEHbMU
Meumbl mEopsi MHO2U, U Npeodpaszysacs 60 00pas 10mMazo 36eps KOPKoOuid, U 3aiecauie 8
moii peye Bonxose nymu 600mubll, U He NOKTOHAIOUUX JHCe C51 eMY 08bIX NONCUpauLe, 08blX
ace ucnpoesepsas u ymonasasn. Cezo dice paou nooue, mo20a Hese21dcu, Cywum 6020m
oxkaanHazo moeo Hapuyas u I poma ezo, unu Ilepyna, pexowia, pyckum 60 A361KOM 2pOM
nepyn umenyemcs. Ilocmasu dce oM, OKAAHHBLU HapoOel, HOWHLIX padu MeumaHuil u
cobupanus 6eco8cKkazo epadox Mai Ha mMecme HeKoeM, 3080Mo IlepuvliHs, ude dxce u Kymup
Ilepynos cmosiwe. M 6acHocnosam o cem 607xe Hege2lacu, 2aazoniouje, 8 06o2u cei
oxkaanHazo npemeopsioule. Hawe oice xpucmusanckoe ucmuHmoe ci080 ¢ HEN0HCHLIM
ucnvimaHueM MHO2OUCNbIMHE U3BeCMU O CceM OKAsAHHeM yapoldeu u Bonxose, siko sne
pazbuen Ovicmb u yoasnen om 6ecos 6 peye Boaxose u meumamvmu Oecockumu
OKasAHHOe meNo HeceHO Ovicmb 88epx no OHOU peye Bonxosy u useepiicenHo Ha Opee
npoOmMu8y 80JIX08HA20 €20 2paodka, uoe dxce nvine 306emcs llepvins. U co mnocum niavem
Mym Om HeBepHuIX nozpedeH Oblcmb OKAAHHbIUL C BENIUKOI MPUSHOK NO2AHCKON, U
MOUNLY CCHINAWIA HAO HUM BEIIMU BbICOKY, SIKO dce 00bluall eCmb no2anviM. M no mpex
Y060 OHeXx OKAsAHHA2O0 MO20 MPUZHUWA Npocedecsi 3eMls U NONCpe Mep3Koe Mmeio
KOPKOOUNI080, U MO2UNLA €20 NPOCLINACA C HUM KYHHO 80 OHO A0080, udxce U OOHbIHE, KO
JiC nosedarom, 3HAK AMbl Mosi He Hanoanucs. [pyeuil sce coin Cnosenos manwiii Boixosey
Hcussiule co omyem ceoum 60 cpade ceoem geauxom Cnogenywvl. 1 pooucs Bonxosyy coin
JKunomya, u npomoxa npoumenosacs 6o ums ezo JKunomye, 6 Heli dice moti ymone euje
oemeck.

Hpyauii sce 6pam Cnosenos Pyc ecenucs na mecme nekoem pazcmosinnem Cnogencka Be-
Jauxaeo, sako cmaouti 50 y conenozo cmyoenya, u co30a epao mexcoy 0sema pekama, u
Hapeue e2o 60 umsa ceoe Pyca, uoc u oonvine umenyemca Pyca Cmapasa. Pexy oice my
CYWyro eouny npo3ea 80 ums dcenvl ceoest Ilopycuu, Opyayro i peky UMAHO8A 80 UMSL
owepu ceoes Ilonucma. U unuu epaoku mmoeu Cnosen u Pyc nocmasuwa. 1 om mozo
BPEMEHU NO UMSHOM KHA3€U C80UX U 2PpA008 UX HAYAXYCS 36amu Jo0ue CUU CLOBSIHe U
pycu. Om co3oanus mupa 0o nomona nem 2242, a om nomona 0o pasoenenus a3vik 530
nem, a om pazdenenus A3bIK 00 Hauana cozoanus Crosencka Benukaco, udice HviHe
Benuxuui Hoeévepao, 327 nem. U ecex nem om comeopenus céema 00 HAYaia Cl08€HCKA2O
3099 nem. Cnosen sce u Pyc srcussaxy mesxcdy coboro 6 1066u senuye, u KHAXCUUA MAMO,
U 3a61a0eua MHOSUMU CIPAHaMU MAMOWHUX Kpaes. Takooice no HUX cblHO8e UX U HYYbl
KHAJICAXY NO KOJIEHOM C80UM U HANe30Wa cebe Clasvl 8eyHble U 602amcmed MHO2a Meyem
ceoum u aykom. Obradawa sxee u cesepHulMu cmpanamu, u no ecemy Ilomopuio, dadxce u
0o npeoden Jledosumoeo mops, u okpecm Kenmououvlx 600, U NO BEAUKUM DEKAM
Ileuepe u Bovimu, u 3a 8bICOKUMU U HENPOXOOUMBIMU KAMEHHbLIMU 20PAMU 80 CMpAHe,
pexoma Ckup, no eeauyeti peye Obse, u 0o ycmusi benosoomnwvis pexu, es sce 6ooa bdena,
Ko maexo. Tamo 60 bepywu 00po20io cKOporo 36epu, PeKomMazo OblHKA, cupedb cobOb.
Xoocoaxy sc u Ha Ecunemuvckust cmpamsl 60e6axy, u MHO20e XpabpbCcmeo noKazylouje 60
CNLIUHCKUX U 8APBAPCKUX CIPAHAX, 8€/IULL CIMPAX OM CUX MO020d Haledcaule.

B HCKOTOPBIX HCTOYHHKAX I/IH(i)OpMaI_II/II/I, TaKuX Kak JICTOMHUCHh XO0JI0MbEro MOHACTBIPA Ha

pexe Momnore, xponorpad akagemuka M. H. Tuxomupoma, “3amuckun o MockoBun”
C. TI'epOepmTeiiHa, 3amyMcaHHbIE MHOTMMH JTHOTrpad)aMH, TakK >X€ OTMEYaeTcs, 4TO
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nepBas croiuna Pycu 0bu1 — ropos ClnoBeHCK, ocHOBaHHBIN B 2409 T. 10 H.3. WIH TIO
crapomy Kanenzaapio B3099 r. ot coTBopeHust mupa., T.€. 4419 ner Hazan.

W3 ckazanHoro B ciaBstHckuX Bemax BK u Xponorpade 1679 roga BuaHO, 4TO NEpPBBIMU
Ha BonxBe peke, B pailoHe 03. NnbMeHb MOSBUINCH WUIBMEPIBI ¢ KHsA3eM CliaBeHOM
(CnoBenom), xotopbiii obpazoBan ropon CmaBenck (CrnoBeHCK). Berumciauth maty ux
MOSIBJICHUS Ha ceBepe (ceBepo-3amnazie) Pycckoit paBHUHBI 1 ocHOBaHus CliaBeHCKa Tpyaa
He coctaBuio. 7518-3099=4419 ner nazan. T.e. mibMmepckas BeTBb ponaa apueB Rlal
nepBas joopanack 10 03. MnbMenb u 000cHOBanach TaM enié 0 MOSBIECHUS TaM BTOPOM
CJIaBSIHO-apUKMCKOM BOJIHBI, KOTOpas sBiseTcs ocHoBaTesnssmMu Hosropoma na Bonxse -
peke. U3 xponorpada 1679 r. ssBcTBYyeT:

... Ilepsoe 3anycmenue Cnosencky. A senuxuti Cnoseneck u Pyca onycmewia 0o konya Ha
MHO2USL Jlema, KO U OUusuuM 3eepem obumamu u niooumucsi 6 Hux. Ilo Hexoux oice
8pemeHex na-ku npuudowa 3 [ynasa crossne u noovsawackugu o6oneap ¢ cobor Hemano,
u Hauawa naku 2paovt oHvl Cnoserneck u Pycy nacenamu. U npuuoowia sxe Ha HUX yepul
benvisl, U nogoesawia ux 00 Komya, u epadvl ux packonawda, u noaoxcuuia Ciro8eHcKyro
3eMJII0 8 KOHEeUHOe 3aNnyCmeHue.

Jlanee omucaHusi COOBITUH B CIaBSHCKUX BeJax W XpoHorpade pacxonsarcs. Bembl
roBOpsAT O ToM, uyTo HoOBropox ObITI OCHOBaH B TEPHOZ BTOPOM BOJHBI IOSIBICHUS
ClaBsiH-apHeB y WiIbMepleB, a XpoHorpad 1679 roma yrBepkaaeTt, 4To BO BpeMsl TPEThel
BOJIHBI, T.€. 3a HECKOJIBKO IECATWICTHM 10 KpelleHus Pycu, B mepuon mpaBiIeHHs
I'octomeicia (ymep okono 860 r.) Ecou Mbl 00paTuMcsi K apXeoJIOTHH T10 JTAHHOMY
BOMPOCY, TO HAaWAEM B HEW MOATBEPXKICHHE H3JIOKEHHOW B Bedax M XpoHorpade
uapopmaru. Apxeosorvsi Hosropoma OpUla IpoaHaIM3MpOBaHA B Marepuale
Bectauka Poccuiickoit Axamemun JIHK-reneamorun, T. 3 Nel 3a saBaps 2010 r. «Kak
coueTaeTcs HHPOpMAIIHS B CIaBSHCKUX BeJaX C MOCICTHUMH U3BICKAaHUSMHU B 00JIACTH
JHK-reneanorun? «BenecoBa kHura» - Benmbl ciaBsH. Yacte uyerBépras. Ilepuon
obpaszoBanust HoBropona Ha Bonxse - peke.» (I'.MakcuMeHKO0)

Packorrkm Ha  PropukoBoM  ropoauiile — IpOouW3BeAEHHBIE  apXeoJIOroM
H. . ITonaHCcKMM TIOKasalM Hajaudue Tpéx KYJIbTypHbIX cjioeB. Ha sToMm
roponmuiiie, pacrosiokeHHoM y Hosropoma, oOHapyxXeHBI maBa Ooslee paHHWX
CJI0s1, 3aciTyXuBaromye BHMMaHMS. OOHapyXeHBI OCTaTKV HeOINTIYeCKO
crogukn II—III Teic. go H.3. (4000-5000 sreT Hasam) W IIOCejleHMe paHHEro
JKeJIe3HOTro BeKa, oTHocsIeecs K | teic. o H. 3. (3000 et Hasam). HdaTtmpoBka
CJIOEB 3TOrO TOPOMMIIA, @ VX BCero TpW, IT0Kas3asla cledyrollye IIepyrobl:

1-1m 4000-5000 s1eT HaA3a/, (HEOINT);

2-11 3000 sreT Ha3as, (paHHWUI XXeJIe3HBINI BeK);

3-11 1200 -1100 s1eT Ha3ax (CpeIHEeBEKOBHIVI IIEPIIOT).

[TepBBIii TIEpHO; COOTBETCTBYET NMPEOBIBAHHMIO TUIEMEHH HIJIBMEpP W3 pOJia apueB Ha 03.
WNnsmens u ocHoBanus tam Wnbmepun, a 4419 ner Hazag - ropoga CroBeHCKa - 1O
JTaHHBIM XpoHorpada, mudo CraBeHCka - Mo JaHHBIM ciaBsHCKUX Bex BK. Uto ke
KacaeTcsi 00pa3oBaHus Ha ero mecte HoBropoaa Ha BTOpoM 3Tare pa3BUTHUsA (110 JaHHBIM
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CIIaBSIHCKUX BeJl) MO0 Ha TpeTheM dTame (1Mo JaHHbIM XpoHorpada), 3Ty Temy IokKa
OTJIOXKMM Ha BpeMmsi, T.K. UccienyeTcs: nepuoj, oopazoanusi CinoeHcka (CnaBeHcka), HO
He Homropoma na Bonxse peke. B 3tom roay Hauvamuch HOBbIe packonku CIloBeHCKa
(CnaBencka) Ha BonxBe- peke, monmyueHo HeoOXoauMoe (PMHAHCHPOBAHHUE U MOJACPIKKA
NPAaBUTENILCTBA, MpeMbep-MUHHCTP Bnaaumup IlyTuH nuYHO TOOBIBa Ha MeCTe
PacKOIOK M 3aCBUAETENHCTBOBAN (PMHAHCOBYIO MOJJICPIKKY AaHHOW skcrenunuu. Ho
MIPOMEKYTOYHBIC CBEJICHUS M OTYETHI MTOKA HE JTOCTYMHBL. [109TOMY pyKOBOJICTBOBATHCS
MIPUXOJIUTCS JAHHBIMU TPEABITYITUX YKCIICUIIHIA.

HNannble JIHK- reneanorun u npoBencHHble uccienoBanus Wropem PoskaHckum u
Anarosnuem Knécosbim no ramiorpymnmne Rlal, ¢ BeIsIBIeHMEM IFeHEAIOTMYECKUX JIMHUI
rarjioTUIOB  [OKa3aJld, 4YTO pa3HooOpa3ue TamloTHNOB Ha Pycckoil paBHuHE
YKJIa/IbIBAETCSl HAa JIEPEBO TaINIOTUIIOB C OOIIMM IMpeaKoM, KoTopsiid kw1 47504500 ner
Hazan (Knécos, 2008a; Klyosov, 2009b). A obmas kapTHHA, IPEICTABICHHAS UMU II0
3aBEpPUICHUIO UCCIIE0BAHUH, BBIIAIUT CIEAYIOIIUM 00pa3oM:

B 6oavuurncmbe cayuae6 muepanmol R1lal «npunocuiu» 2aniomunsl co cmpykmypou
MYmayut, onams ykazvibaouux Ha Bpemena obujux npedxob npumepto 4500-4700 sem
Hasad. anasomuns R1al c amoi damupobroil pacnpocmparenst 6o beett E6pone, u ecau
He pasdessimbv ux Ha BembBu, kax Oviio clesano 6 wacmoaweil pabome, mo Bce OHu
cxo0smesa k momy xe bazobomy eansomuny Pycckotl pabrunsl ¢ 0amupoBroi npumepHo
4500 2em

W3 4YEero MOYKHO CIIeNIaTh BBIBOJ, YTO MX JAJIbHUM MPEIOK MOI HayaTh PacCesieHHe IO
Pycckoii paBaune npumepHo 4500 et Ha3ax ¥ MOT BIIOJIHE JOCTUTHYTH 03. MIIbMeHb.
Tak BBIMTAOAT TOCHEAHUM YPOBEHb MOHMMaHUs apxeosiorun ¢ mno3unumid JIHK-
TEHEAJIOTMH U UCCIIEIOBAHHBIX IEPBOMCTOYHUKOB 110 JAHHOW TEMATHUKE.

Uccitenosas mHMopMaio, n3IokeHHYI0 B Bemax «Besecosomt xaHure» (BK),
IlepBOe, Ha 4TO OBUIO OOpallleHO BHUMaHMe, U3bIcCK1BaeMas TeMa 1o Hosropomy
copgepxurcsa B BK -3,5,6,9 nporus nadopmarmn o Kuesy msnoxennon s BK -
1,6,7,11,16,24. 3Has mucTopwio Bef, 3TO JaéT HEKOTOpOe IIpelCTaBIeHVe O TOM,
YTO B IIepBbIX ABYX Befax Hopropom emé He cyllecTBOBaJl B W3JIOKEHUU
CJIABSHCKOVI ICTOPUY, T.e. O0pa3oBaH ObUI mo3Xe Kiesa, yriomimHaeMoro B caMont
I peBHEN Bee.

W3 comeprxaHms Belt ObUIO BBISIBIIEHO, UTO CJIABSIHE OCBOVUIV 3€MJIVI TUIBMEPCKIIe
II0CJIe TOro, KaK y>ke ObUI yTBepkiéH ropos Kues. V1 meeTcst yriommHaHMe 0
kHs13e Cr1aBeHe B 9TOV BeJie elllé pas: «pood caabens nepedBueaics 00 3eMAlU UHOU, 20e
coarye 6 nouu cnum. Kouto mpabBur muoeo. Jlyea myunvie. Peuku pwiooii noansi. Kows
HUK020a U He yMpen, 2006 Obiaa euje Ha 3eaeHoM kpae. Hemmuoeo ynpeduiu omuyob,
uoyuux Pa, pexa ecmv Beauka, omoessiem Hac om unwix atodetl. Teuem 0o mops
Qacucme.»
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T.e. mogTBepXKIaeTcsa dakT nepenBroKeHs CJIOBeHel Ha ceBep K 03. VibMeHb oT
A30Bckoro Mopsi. B 3ToM ciryuae ciiefyeT OTMETUTD U TOT PaKT, YTO caMu
VJIbMepPBI K 3TOMY BpeMeH! yKe IIpebbIBaint Ha 03. Vimbmep (Vi1pMeHb)
Ha3BaHHOMY TaK I10 HaIMEHOBAHWIO IJIEMEHI.

O TOM, 4TO OHM (WIBMEPBI) YIUIM Ty[da paHee CJIaBsiH, MBI YBUOVM W3 JPYIVX
Ben. [loka xe oTMeTMM, YTO B [JaHHOW Bele, HECMOTPS Ha TO, YTO II€PUO]T
oOpasoBanms HoBroposa He ykasaH, BUIHO, 9TO 0Opa3oBaH ObUI 1mo3gHee Kuesa.
Ha cxompko mp3gHee - He yKasaHO B JaHHOU Bere. Ham He ocraércsa Hwudero
APYTOTro, KaK TOJIBKO 00paTnThCs K O0JIee IO3IHVIM BellaM.

... 0bL1 HApoO ucuesHyBuiul, usvmepckuil. Cmo kopen om 6occmanobienus HAPoO HAUL,
max xax npudem parvvuie Hac k Pyccxoil semae. Ceauaucey cpedu usvmepuel, me 6edv
bpamoea Hawiu, Ham, nodobue Bedv euje, koAU ObLAU BOOPYIKeHb, HAC OXPAHAAU, OML 344
Bewju umeau, maxoe xe pexyujee, o Bewjax «f» kaxoil u ecmo. Euje ¢ oens pewienus e
UMeAOCh Obl..., UsODUpaALU KHA3A Om 10410065 00 10410064, Tax Xuau Mul xKe camu, Um
nomoujv daem. TakoBo Gviroe. Sese aubo 3Hasu, mbopusu cocyos. u 3anexasu 6 neuax.
Beov Oviau eonuapwl dobaecmuble, semaenauiyvl. Toxe cxomuny 6o0uiu, HnoHUMAS U
amo. Taxue omuypt Hauwiu Beds, npudem poo 3401l HA HUX... DbLIO NOHYKOEHUEe OMCKOUUTD
k Jlacuto, mam xubem a06aeti. Pobarum. O Ovirom moeau om cmpacmu 2060pummo
yraonuubo. Tax o Oviiom Bedém  edunyro memy. Hauaiu eopoda cmaBums, oeHuwa
noBcrody packaadvibams, no opyeot meme 6via x0100 Beauk. (BK-5)

V3 maHHOM Befbl MOXHO ClejlaTh BBIBOJ, pPeub UOET O 3apOXXIeHUM WIbMep OT
oOmiero mpenka Ha basgkanax. B Takom ciydae yxe B TO BpeMs 3eMJIs
VMIMeHOBaJIach Kak Pycckasi, 0 uéM CBUIETENIbCTBYIOT 1 HEKOTOpPBIe pyTuie Befbl,
a Pycckas paBHMHa ObUIa Tak IOMMeHOBaHa 110 Pycckor 3eMsle 1Iociie Havasia eé
ocsoeHns 5000-4800 srer Hasam. Hosropoma emé He BuamM, HO MMeeM
JOIIOJTHUTEJIbHY IO MH@pOpMaNIO, CBUIETEeJIbCTBYIOIIYIO o) HIPSIMBIX
POICTBEHHBIX CBSI3IX WIbMEpPIIEB CO CJIaBgHaMM B CTO KOpHeM OT poza
COBMECTHOTO IIepBOIIpeKa, YTO VIMeeT CYIIecTBeHHOe 3HaueHue Ipu
ynoMmviHaHMM otia Opwis, B maHHOV Befle, Xuslero 6200 et Haszaz.

Tam npuwes Bapse. bepem mascy. Ona c unoeo Besuxaa Pycv, aubo mbopumcs om
NOAYHOUU, 30 MO XKe He uMmeeM Moxem ... 6 secax uiomepckux ymbepoumvca. Tam
ecms 0om Kueb, xomopomy dana uacms Maias, mam Yceaucs.

... amvcom sem Beue Bce npabuauce bcemu. Tax Boeamu xpanuauce om MHO2020.
ToBopusu ¢ ssenyamu, usbmepob 0bi10 MHO20 mam ocedsbimu oeHuwjanamu. Tax aubo
ckomuuu Bce - Berderyvl 6 cmenax. (BK6)

Kaxk Buanm, Pyck TBOpmiack 1o BefraM ¢ ceBepa, HO 11071, CeBepOM

nogpasymMmeBasicst Kues, pacrionioxeHHBIVI ceBepHee OoT bayikan, a HuKak He
Hosropon.
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B nope moit do eop Kapnamckux Bmecme. Tam pewsenue 6o eaabe namu xuasetl. [opooa
u ceaa 02oHs ecrm. Bempa Beauxue. ITomectenst Ovlau.

ITo mexoxennomy wiau 0o VMavmep-ozepa. Tam cosoaru epad HoBvui. Tam npebsiBaem.
Tym cebepeu mnepBoix mnpawyypob moaum, 35mo podsl, nopooubuiue Kpowinv, ee
nepecnpocum. To Llyba xopens, x1e0 naw, Céapoe, komopuwiii mbopum u c6em - boe ecmb
cbemy. boe Ilpabu - f16u - Habu, smo ecmv nawiu, nepebopobuiue cuivl no mem
cudawue. baaey Bedym, xoeda nopa omyo08, 8 Bederuu mbopuau bcem ... (BK9)

Ecnu g 1ipaBWIBHO TPaKTYIO TU JIBe Bellbl, TO MOXKHO CJieJIaTh IIePBYIO IOIBITKY
oIpeyesieHIsl BpeMeH! MOgBIJIeHNs CJIOBeHel Ha 03. VIJIbMeHb 1 BO3Be[leHNs TaM
Hosropopa. laTa mcxopa ciiaBgaH-apueB ¢ Kaprat msBecTHa 13 HpeabIIyIINX
uccnenosanuit 1o Kwmesy - 6217 ser nHasan. IlpopsvokenHme k o03. VibMmep
(memens) 1 oOpasosanme CIi0BeHCKa cocTOsUIoCh 4419 jieT Ha3zam 1 3aHSIIO, 110
npenBapuUTeIbHBIM JaHHBbIM, OKojo 500 JjieT, - 4UTo BIOJIHE BIIVICBIBA€TCS B
nepuop, ocsoeHuss Pycckomt pasHuHBL 5000-4800 ster Haszam. — Apxeosorus
IIOKa3bIBaeT BTOPOVI Ieprol IpeObIBaHMs X B MHTepBasle OHOT'O ThICSAYesIeTVIs.
[Tosryuaercs, uro CiioBeHCK oOpasoBaymm apvm - wibMepbl 4419 jeT Hazam, a
Hosropon 0bu1 ocHOBaH okosio 3400 jieT Ha3af, IIpW BTOPOV BOJIHE IIOSIBJIEHMS
TaM CJIaBsIH — apueB, ellé 10 nossiieHns Ha Pycu xpuctmancrsa. OcHoBaHMe
Pycn mpumicanHoe xpucTraHCKMMM Jletonmcamu Propuky B 862 rogy m ero
IIOTOMKaM, sIBJIeHVe HaJlyMaHHOe 7 IIOJINTV3MpoBaHHoe. Pych ObUTa oOpa3oBaHa
pOIOM apyeB HaMHOI'O paHee yKa3aHHBIX B XPUCTMAHCKMX JIETOIVICSIX CPOKOB.

Bes npassiias 1lepkoBHas BepXyIllKa TOrO BpeMeHV COCTosUIa U3 BU3aHTuILeB. B
CWIy CBOEro MeHTaJIuTeTa M MHOJIUTUYECKNX yCTpeMJIeHUN 1IepKOBb IIOCTYHUTH
VHaye He MoDJla. Bo-liepBbIX, cBeXu ObuIM emé B MaMsATHM paHee
KOJIOHWM3AIMIOHHbIe aMOMIINYL I0XKHBIX TeppuTopuit Pycu oo YepHoMopckoro
robepexpst KaBkasa 1 Bocrounoro IlpraepHOMOpPES, KOTOpble OHU HOTEPSUIN
Osmarogaps 0OcBOOOOUTENIBHBIM BOVIHAM CJIaBsH, BO-BTOPBIX OBUIO BeJIKO
KeJjlaHVe BepHYTbh ceOe 3T 10XHBIe TeppuTopun Pycu. Victopum n3BecTHO, UTO
VMV ObUTO cOOpaHO 1 BBIBE3eHO B Br3aHTIIO MHOXXECTBO CJIaBSHCKVIX PYKOIIMCET
I U3y4eHNs, KOTOpbIe B pe3yJsIbTaTe ObUINM YHUYTOXEHBI — CTOPEIIL.

Om @pemenu 00 épemeHu ckasamo 6cé. Pooxcoaiomcs muoeue cpeou uac. Ceoux dice
cucek, no3amomy 0o camotl cmepmu onu ceou. Ecau nazao 3abesxcams, mvl maxkue dice KaxK
UnbMepybvl, KOMopwvle HAC OXPaHAIU He eOunoxcovl. C namu coedunsnucy. Kposw ceoro
oasanu u Ham. /[puev Ovina ma Pycu, xasapwei, cecooms ceou eapsieu. Mwi dice camu
pycuuu, Hukoz2oa He oviiu eapsecamu. (BK-9)

JlaBaliTe MOCMOTPUM K YEMY CErOJHs ITOABOJUT HAC apXEOJIOrHs 10 PaCIpOCTPAHEHUIO
apeasa CIaBsH:

Paccenenue nnemen mpunonvckou kyaomypol 6 Il movicaueremuu 0o H. 3., KOmopvle
HCUNU 8 OZPOMHBIX NOCEIKAX U UMenu pasgumoe Ol C80e20 3emiedenue U
ckomosoocmeo. Ha pybece Il — Il moic. 00 H. 5. y dmux niemen Haba00aemcs nepexoo
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Om HeoIUMUYeCKUx opyouti Kk OpoHse u Hauauacs bopvoa 3a cmaoa u nacmouwa.

Ilpeocmasumenu apxeonocuueckol Kyabmypbl «UHYPOBOU Kepamuku u 00esblx
MONOPO8» paccenunucb Ha o02pomHou meppumopuu om Petina oo /[[nenpa. Hx
paccenenue 3akonyunocsy 8 XV eexe 0o nawteti apwi. Eciu npusname npapoounoii cragsam
wupokyro noaocy Llenmpanenoti u Bocmounou Eeponwvi, mo na e6ocmoke >ma
meppumopusi 02panuyusanacsy eepxosvimu Jnecmpa,. IOoscnozco byea, [lpunamovio u
cpeonum [{nenpom.

Onucannvlii  6vlile apean 0OUMAHUSL COBNAOAEM C 2PAHUYAMU PACHPOCPAHEHUs
MUUHEYKO-KOMAPOBCKoU apxeonocuyeckou Kyavmypol (XV — XII 6. 0o H. 3.). 3acnyea
9MOU KyIbmypsl 3aKI04aAemcs 6 nepexooe 6 Haudane 1 meicauenemus 00 nawiei 3pvl K
JHCeNEe3HbIM OPYOUIM MPYOd.

Yepnonecnas apxeonoeuueckas xyromypa (X — VII 66. 0o H. 3.) no ceoeil Xxporono2uu
cognadaem ¢ NepeuiM B31emomM caaeanckoeo mupa. B VIII eexe 0o Hnawel spbi
«YepHoIecybly BCMYNUIU 8 KOHmakm ¢ Kummeputiyamu, 6 VII eexe 0o maweti 3pvl co
cKugamu.

Munoepaockas u nooonvckas apxeonozuyeckue Kyibmypul (2epo0omossl cKugwvl-naxapu
UNU CKOIOMbL) ABIANUCH KAK Obl B0CMOYHOU 2PYNAUPOBKOU CIABAHCKO20 MUpA, Nonasuieti
noo0 cuibHoe Kyabmyphoe eauanue ckugcrou yusuauzayuu (V — 111 66. 00 H. 3.).

4. Ucxoa ciiaBsiH — apueB 3a YpaJ.
Paccenenue mo Cudbupu

Bvicmaensem ma connye monoko, Hawe na mpaeax oxucaueaemcs. [loomomy Hawe
omauyumoe om opyaux. Ha ux ocanyromes, umo ne mpasnoe. O mom e 2080pum u
nopa Hawel cmapocmu. /laem MOIOKY OCYypumscs U 0monvem mpudsicowl e2o 6o Cnagy
Boeam u max nocmynaem namuxkpamno 3a oenv. To nawa cmapas mpaouyus, Komopas
bozcam ecmv donoicnas nompebnocmo. Tpeba ma 6yoem cea3vio mexcoy namu u bocamu.
Hu Mapy, nu Mopoxy crasums ne cmeem. Te Juevl 6edv nawu necuacmvs. Haw /[{uo
ecmb 6 ee Cudbupu. (BK-9)

Brime Obutn paccMOTpeHBI TYTH paccelieHus ciaBsiH-apueB ¢ bankan Ha Kapmartsr,
Huenp u paccenenue 1no Pycckon paBHuHe. Ho Bena He OrpaHMYMBAcTCS B ONKMCAHUU
TOJBKO EBpOMENCKON TEPPUTOPUHU M YKA3bIBAET HA MEPEXO0J1 YacTH TUIEMEH U3 EBponbl B
Azuio u otmeuaeT npedbiBanue B Cubupu. YTo HaM M3BECTHO MO JAHHOMY BONpPOCY B
COBOKYITHOCTHU ¢ MH(popMaIueil onucanHoi B Apyrux Benax BK?

B onnom u3 pparmento BK-24 ckazaHo:
Jlebedenv cuoum y epada Kueesa, na 2cope, komopwiii pazymer u ymén. Ilpasum oowi

XOPAH. Camocmosimenvro mepszaem UJUHbCKoe nucanue. Apa606 npaesum 6 3a00pe, mak
KAK YUH umeem.
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- Dmo xomopwie 00bl 6eHO08, naKa c60s1 om épazos u "Kamo" byneapvi ne nepenocunu
Om HOBbIX 3eMellb, UMeeM POO C80U 0a uwjem, ciaea xooum umo npumoxu Obu ceou
oviu. Tam obumanu. B 2o0e nopa mevem u cuna noockas. Tyxcames npu Hanucavuu 6
nopue, u Max Mo 3eMasA HAWA 0Cmaemcs om Kpas 00 Kpas kak Pyckonans 6 6eimnocme.
3emns sma oannas nam bocom onpedenena om Eepasuu. Tax my Oepaicum cebe.

Bensl moBecTBYIOT O cBoMX 3eMiiiX M Tepputopusx. [lo paHee mNpOBOAMMBIM
uccienoBanusiM (Becthuk PA JIHK-reneanormu T2 Ne2 3a 2009 r. C 200) 6vuto
OTMEYEHO, 4To ¢ /[Hempa vacTh cnaBsiH-apueB ramiorpynmnsl Rlal nponsunymnace 5200
ner Hazan Ha b.KaBkaz m manmee ¢ b.KaBkasza mepeBanmuna B paiione lO0.Ypama nHa
Asmatckyro Tepputopuio. Takum oOpa3oM, B JpeBHHE BpeMeHa ramuiorpymnma Rlal
okazanmach He Tonbko Ha lO.Ypane HO m Ha Teppuropuu Anrtas mo nputokam OOH:
Upteimn (¢ ero mputokamu Beaymmmu K HOxxkHOoMy u cpeanemy Ypaily, BIUIOTH 0
Aunrast), Tomb, bus, Kamenka, Katynb. O uém coOCTBEHHO U TOBOPUTCS B IPUBEAEHHOM
¢parmente BK.

3HAKOMSICh C JAaHHBIMU apXEOJIOTUU ATUX PAalOHOB, CTANO SICHO, YTO OHU JOOPATUCH 10
9TUX HPUTOKOB M ocenu no HUM oT Omcka o Tomcka (or Omu po Tomm) kak
MOBECTBYIOT BeJlbl B ApYyroM mecte. S mocetust B 3ToM roay ['opHbIil AnTaid, UCCIe0BaB
apxeoyiorndeckre 00beKThl Ha MecTe. OCHOBHOE BHMMaHHUE MpPUBJIEKIAa HH(pOpMaIus o
Kapakonbckoit kynpType OponszoBoro Beka (III-II Teic. mo H. 3.). B He#t
MIPOCMATPHUBAETCSl CBSI3b C HOcHUTEIMU AdaHacbeBCKOl M MaiKOICKOi KymnbTyp,
KOTOpBIE, 10 yOeXIEeHHI0, UMEIOT MpsMOoe OTHOIIeHue K ramiorpynmne Rlal. Ha mecre
ciusHus buiikn ¢ KaryHplO Tak K€ IPOCMATpUBAETCS MECTO IPEBHEH CTOSHKH H
KypraHHble 3aXOpPOHEHHUs (MECTHbIE KHUTENU Ha3blBalOT UX OpOKTOMCKON Trpynmnoi
3aXOPOHEHUN).

Kapakonbckass KyiabTypa HO3BOJII€T IpocieauTh myTh apueB oT b.KaBkasa, uepes
10.Ypan x lN'opuomy Antaro, a KypranHas rpymmna Ha p. buiike cBumeTenbCTByeT 00
UJEHTUYHOCTH KypraHHbIX 3axopoHeHuil Ha Auitae m b.KaBkaze. I tam u tam, Ha
TEPPUTOPHUSAX, I'/le OOUTAIN apuM, BCTPEUYAIOTCS 3aXOPOHEHMsI B KaMEHHBIX KOpoOax ¢
YIIO)KEHHEM Tejla B 103¢ SMOpHOHA, TOCie 4Yero OOKIaabIBajiCsi KaMEHHBIH KpYyr
HachINalcs KypraH. Bc€ 3To moMoraeT npearnonokuTh U ONPEAEIUTh IBUKEHUE apHEB C
bankan B Azuro. Beimmsiaur ato nmpumepHo Tak: 6700-6500 net Ha3zan BXOJ apHeEB C
bankan na Kapnatei, 6200 — va Juenp, 5200 — na b.Kaka3, 5000 — 4800 nBmxeHue 3a
VYpan u paccenenue no Pycckoil paBHuHE. 3a YpajnoMm NpOABHKEHUE IO TEPPUTOPUHU
coBpemeHHoro Kazaxcrana (paiion o3. bamxama u ero mpenropuii), Auraii, Kuraii
(Typumckuii paiion), 3600-3800 yxox ¢ }O.Ypana n b.Kaskaza B Unauto u Mpan.

XapakTepHbIMH  4epTaMM  3axopoHeHuM  Kapakosibckoll — KyJbTypbl — SBISIOTCA
MpsIMOYTOJIbHASI Orpaja - Kiaa0ulle, KaMEHHbIE SIIMKH U TOJUXPOMHBIE PUCYHKU Ha
IUINTaX SIKAKOB. B 3TOT mepuoa cocTosuicss mepexol OT NPUCBaMBAOIIUX (HOpM
XO035IUCTBA - OXOTHI, COOMpATENbCTBA M PHIOOJOBCTBA - K MPOM3BOIAIINM (opMaMm:
3eMJIEACIIUIO U CKOTOBOACTBY. C 3TOro mepuoja ApPEBHUE alTalIbl CTAJIM 3aHUMAThCS
CTPOUTENHLCTBOM  MEIHMOPATUBHBIX  COOPY’KEHMH M BO3JENbIBAHHEM  TAllleH,
BBIPALIMBAHUEM TAaKHUX KYJIbTYp, KaK IIPOCO, SUYMEHb, pOKb U Apyrux. CieqoBaTenabHo,
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IUIEMEHA MPUHECIIUE KYJbTYpy 3€MIICIENNs MPUILIM HE HA IIyCTOE MECTO, U JaHHbIN
paiioH ObUI 3acen€H MECTHBIMU IUIEMEHaMHU. /loMallHue cTajna, COCTOALINE U3 OBEL, KO3,
KOPOB, JIOUIA/IEH, JIETOM CTAJI OTTOHATHCA B aJIbIIUICKHUE JIyTa, a K 3MME BO3BPAILATHCS B
nonussl. [lo sTolt mpuuuHe B ['opax AnTas HAXOAWUTCSA MAJIO IUIEMEHHBIX CTOSHOK U MX
KOJIMYECTBO YBEJIINYMBAETCS IO MEPE CITyCKa B JOJUHBI U npearopbs Anras. Kypranusie
3aXOpPOHEHHUsI B IOpax, BJIOJIb PEK HOCAT MAJIOYMCICHHBIX XAapaKTep M YBEJIMUYMUBACTCS
Ommke K HHM30BbAM HPUTOKOB pek. K Kypranam ckudcekoro (apuiickoro) tumna
OTHOCAIIMMCS K TEepHOAy OpoH3bI apxeojoru ['opHOoro Anrasi OTHOCSAT MaMSTHUKH
O0bEIMHEHHBIE B MAa3bIPBIKCKYI0 apXEOJOIMUYECKYI0 KyJIbTYpy CKH(CKOrO THMA:
[Tazbipbikckue, bamanapckue, TyektuHckue, IlnOunckue, Ynanapbelkckue, YKOKCKUE
Kyprasbl, a TaKKe TbICAYM ApYyrux. Jatupyror ux |-M TeIcA4eneTHEM OO H.I., T.C.
oIpeAenstoT ux Bo3pact okoio 3000 ner.

Ob6parumcst xk pacuéram JIHK-reneamorun npoBeA¢HHBIM 1o Hamei nmpocbbe Uropem
Po:kaHCKUM U MOCMOTPHUM HACKOJIBKO OTJIMYAIOTCS OONBIIMHCTBO anTaiickux Rlal mo
ramoTunaM ot Pycckoil paBHuHBL. B pe3ynbrate ObulM MOJTyY€HBI CIAEAYIOLINE TaHHBIE:

Ecnu umeemcs 6 6udy 0azoewili 9-maprepuvili eaniomun aimainyes u3z Cmamoi
AHdepxunna, mo, noxooice, €20 MOICHO BOCCMAHOBUMb 6 00Jlee NPOMINCEHHOM
gopmame, eciu npueieysb OaHHvle ewje uz 2-x cmameti, Ymo UCHOLbI0BATU MY HCE CAMYIO
nonesyro 8blOopKy. Bom on 6 munumanvrom ghopmame

13261611 XXX 1211141131 (+DYS461=11)

On oce uz cmamou M. Derenko et al. "Contrasting patterns of Y-chromosome variation
in South Siberian populations from Baikal and Altai-Sayan regions” Hum Genet (2006)
118: 591-604

13261611 11 17 XX 1114113 I XXXXXXI4XXXXXXXXXXXXXXXXX
11

Haxoney, 6 nedasneii cmamve ZKueomoeckozo u op. me e OaHHbie BbLIONCEHDL 8
"nonnoyennom" popmame YFiler:

1326161111 17XX11141131 I5XXXXXI419XXXXXXI0XXI5XXXXX
X 11 (+ DYS635=23)

Obwuii npeoox nunuu uz cmamsu /lepenxo nonadaem npumepro na 3000 rem nazao, Ho
19-mapkepuwiii bazoswvuii cannomun (YFiler + DYS388=12 + DYS461=11) ne oaem
OCHOBAHULL CYUMAMb, YMO OH OMHOCUMCS K OpesHUM todicHocubupckum Rlal. K smoii
eéemsu 6 gvloopke Jlepenxo omnocumces 11-13 eannomunos usz 135-mu, coopanuwix cpeou
Hapo0oos Cubupu. OcmanvHvle cX00amcsa K 6a3060My 2aniomuny YeHmpaibHOu
eBPA3ULICKOL BeMBU.

P.S. B npoyumuposannoii uymo eviute cmamve "Decreased Rate of Evolution in Y
Chromosome STR Loci of Increased Size of the Repeat Unit" npueedenvt 13 caniomunos,
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umo cxooamcs K 17-maprepromy 6azoeomy - 12 anmaiickux u 1 uz Tysvl. Eciu evipezamo
U3 HUX ppacmenmol 8 mom gpopmame, ymo 8vINUCAH 8 cmamve AHOepxuIa, mo smu
CRUCKU 8 MOYHOCMU cO8nadym opye ¢ opyeom. [loumu nasepuska, 2mo oOHU u me dice
2anI0MuUndl, d, 3HAYUM, MOHCHO PACCHUMAaMb 8pems 00 00uje2o npeoka Imoti
2eHeano2uyeckol tunuu u eeponetickux Rlal 6onee akkypamno.

Ilpu cueme no 17-mu mapkepam epems 00 obuez2o npeoka 13-mu eaniomunos
oKazvieaemcs Menvuie, uem paree oyerusanocs - ve 800, a 450+/-175 nem nazao. dmom
0a3086b1li 2aniomun pacxooumcs ¢ 6A308bIM 2aNI0OMUNOM YEHMPATbHOU e8PA3UNICKOU
8emeU Ha 8oceMb Mymayuil, 4mo coomgeemcmeyem 7625 cooam medxcoy npeokamu ooeux
semeetl. B umoee nonyuaem nocie okpyenenus (450 + 4600 + 7625)/2 = 6300 rem
Hazao.

Omo 6 npedenax nocpeutHocmu cosnadaem ¢ OAmMuUpoBKo, Ymo ObLIA NOIYHeHd panee no
BOCOMUMAPKEPHBIM 2ANIOMUNAM, U HONAOAEm 80 6PEMEHHOU UHMEePBAl, K020a HAYalu
pacxooumucs esponetickue éemeu Rlalal-L417. B uacmnocmu, oamuposexka 6 moic. 1em
HA3a0 UL HECKOILKO paHee COOMBEMCmeEyen 8blOeIeHUI0 Ce8epOo-3anadHOll 2pynnbl
semsetl ("0ecamnuxos”). Ocmaromcs, KAk MUHUMYM, 2 RPUHYUNUATLHBIX ONPOCA.

1. Kax obvsacnums mom ¢gpaxm, umo Hauboee oanrexo pazouwedwuecs semsu Rlalal
O0OHapYHCeHbl HA 08YX KPAsiX apeana 2aniocpynnol?

2. Ilouemy oannvle, onyonuxosanuvie 8 2006-m 200y uccredosamenamu uz Maeadana,
OKA3ANUCH TUULb YACMUYHO BKAI0YUEHbL 8 nociedyiowue nyonuxayuu? bonee 100
"00b1yHbIX " e8pABUTICKUX 2ANIOMUNOS, HALLOEHHBIX Y almaiiyes, OYypsamos, 96eHKO08,
meneymos, my8uHYes, XaKacos u wopyes, Hucoe ¢ mex nop He 00CYHCOANUCh.
(U.Posicanckuii)

Takum o6pa3om, Mbl BUaAHM, B FOxHO#M CrbOupu oOpa3oBagachk «COISHKA» W3 TallJIOTHIIOB
C pa3HBIMH JaTHPOBKaMH, Ha KoTopyto Uropes Poskanckuii oOpaTui Halle BHUMaHHE MIPH
UX pacCOpPTHPOBKE. 3a KOMMEHTApHEM 3TOW CUTyalMH s 0OpaTuics K mpe3uaeHty PA
JIHK-reneanorun Anarosnuio KiaécoBy. BoT kak OH MpOKOMMEHTUPOBAJI 3Ty CUTYalUIO:

E2o ananuz eviwe oan oamupoexy 6300 nem no umerowumcs 8 HAIUYUU ATMAUCKUM
2anI0Munam, Ymo Heiwv3s 00bACHUMb noxooamu apuee ¢ Pycckoil pasHunbl 6 unmepsae
4500-3000 nem. Ilomomy oH u 3aKOHYUNL CBOU AHANU3 BONPOCOM, A HE YMBEPHCOCHUEM.
He uckniouen, cmpozo 2o6ops, u oopamuulii nyms, umo eaniomunsi Ha Pycckou pasnune
4800 nem nazao nossunuce ¢ FOxcrnoii Cubupu, Ho no cogokynnocmu opyaux ¢axmos y
Hac Hem K 9Momy 00CMAmMOYHbIX OCHOBAHULL.

leno 6 mom, umo ecmov u opyeue ucmounuxu Rlal. Omo u yueypvr ¢ oamuposkou 6900
nem Hazao, u opyeue eaniomunsvt Cegepo-3anaonozo Kumas, u eaniomunvt Cegeprnozo
Kumas, ¢ oamuposxoii 21000 nem nazao. Ilocneonue - no 5-wapkeprvim eaniomunam,
HO U NO 5-MapKepHbiM BUOHO, KAK OHU U300podcOenbl enybokumu mymayusamu. /anee,
mo, umo IOxcnas Cubupvb mozna Ovlmb Mecmom OpesHUX e8poneoudos, 2080psam U
opyeue OanHble AHMPONON0208 U 2enemukos. Ommyoda 6 Cubupv ywiu Hocumenu
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eannoepynnol Q, komopasi obpazoeanace uz P, a eannoepynna P - pooumenvckas no
omuowenuio R, R1, Rla, R1b.

Haoo ne 3abvi6amuv u npo 0anHvle TUHSBUCMUKU, NO KOMOPLIM - nepeeoos Ha A3vik JTHK-
eeneanocuu - "Hocmpamuyeckutl A3vlK" 0bL1 A36IKOM Cc800HOU 2annoepynnvl NOP, u
cetiuac A3bIKU dmux eannoepynn "nepexauxaromcs” medxcdy cobou. Ymo, sma
eannoepynna noseunacs 6 Ilakucmane? A éom FOxcuas Cubupo - mom peeuon, 20e NOP
Moena 6vims ¢ HaubOIbLULEl 8EPOAMHOCIBIO, MAM JHCe U e8PONEOUObL.

Tax ymo Haoo mepneiuso AHAIUUPOBAML OAHHBIE, KOMOPbIX NOKA HEOOCHAMOYHO.
Huxmo npu smom He 3anpewjaem 6vl0gueams 2unomesvl, U CMOMpems, KAK OHU
VKaoblearomess 6 OOCMYNHble OAaHHble OpYeux OUCYUNIUH, MO eCmb 3aHUMAMbCS
onmumusayuell.

He MeHee MHTEpECHBIM M 3aCTy’KMBAIOIIMM BHUMAHUS SIBIISICTCS U Apyras oOcyXaaemast
uHpopmanus ¢ popyma Axkagemun JJHK-reneanorun:

Ha 1000 xm sviwe Tapumckozo baccelina ecmob mpey2OoibHUK MeppUumopuu, Komopulii
saoicam medicoy Mowneonueti u Kazaxcmanom. Omo - Anmaii (na Kumatickoii cmopone), 6
akkypam 8 cepeoune CassHCKUX 20p, mam e HaceieHHbvlll NyHKm (2opod) Anmau. Ewe
500 km cesepnee - ['opro-Anmaiick. B amom mpeyeonvHuke - eepxosvs Upmuviwa. Tam
acueym niemena, komopwvie Ha 32% Rlal, u y komopwvlx eaniomunsi NOJIHOCHIbIO
uckaxfcenvl MymayusiMu, CO8EPUIEHHO HEGUOAHHbIMU 8 OpyeUX Mecmax Nno cmeneHu
mymayuu. Bospacm obwezo npeoka 21000+/-3000 rem. Omo - suoumo, poouna Rlal.
R1b 6 mex nnemenax nem. Ho na 500 xm woichee, 6 paiione Ypymuu, sHcueym yueypol, y
komopuwix yoce ecmv RIDI (18%), na emopom mecme no pacnpocmpaHHOCmu 6 mex
Kpasx. Ha nepeom - 6ce ma sce Rlal, 22%.

A ewe na 500 xm woucnee - Tapumckuti 6accetin, 20e onsime e Hauliu opesuue Rlal.
IIpu smom nouemy-mo pewiunu, ymo 3mo xo0oku uz Eeponsi. O0HO U3 OCHOBAHULL - ) HUX
makue dice MKAHU, Kak y wiomiaanoyes, nieovi. Ho ne nooymanu, umo smo, Hanpomus, y
WomaaHoye8 MKaHu Moy noseumsbcs om mex opesHux Rlal. ODmy pazymmuyio eunomesy
svickazan M. Poocanuckutl.

Buoumo, ma meppumopuss om Ammas (FOoxcnas Cubupv) u rowxcnee - mecma RI u
3apooicoenust Rla u R1b. IIpsamo 3anaonee - Ilakucman (20e Rlal umerom 12400 nem oo
obweeo npeoxa), Mnous (7-8 muicau 1em 0o obwezo npeoka opesnux Rlal, u 4050 nem
0o Rlal ¢ Pycckou Pasnunsi), u 3a I'unoykywem - Upau ¢ Agpeanucmarnom, 20e Rlal -
me owce 4050 nem, u oname c¢ Pycckou paenunvl. Buodumo, u3-3a 6vicokux eop
(Ilamupckuii y3en) opesuue Rlal u nedasuue, ¢ Pycckoil pasHuHbl, npakxmuiecku He
cmewusanucey. (AJKaécos, 2011)

http://www.rodstvo.ru/forum/index.php?showtopic=1316&st=80&start=80

MoskHo mpenanonoxuTh, 4to MOxkHas Cubupb, Bratouyas ['opHbI AnTail B IpeBHOCTH
21 000 ner Hazax, Moria OBITH MEPBOM mMpapoauHOW ramorpynnsl Rla, Ha KoTopyro
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BEpHYJaCh 4YacTh apHeB CIyCTS MHOTHME ThICA4eseTus, Oyaydyd yke eBporneinamu, u
npouu B FOxuyto Cubups u Ha I'opHbIi AnTail kparyaiiimum Mapuipytom. OOparaer
Ha ceOs BHUMaHHe U Japyrod ¢dakt mo 'opHomy AnTaro, 3TO CXOACTBO TOTIOHUMOB B
apeasie oOuTaHus apues B EBporne n A3um, onrcanHbIX B Benax. llpuBeay oauH npumep.
Ects B 'opHom AnTae peka moj Ha3BaHUeM MHs U ecTh yIOMUHAHHE 3TOTO TOMOHUMA B
BK-7: Tatina ecm», om nee 6nogb cmanem ovinoe. boeymupy boeu darom 6naza 3emmoie.
Toco camu ne umeem cebe, max kaxk Ham ovina Mo moeoa. meetcs pexa MHH (MpuToK
Hynas) Ha bankanax, EBpomneiickoii ponune apueB. B BK ona 3nHaunrtcsa kak «AHbY.
O6o3HaueHa u Teppuropus noj HazBanueM «MHbckas»: Bereca crasbme mpoexpamuo,
Pyco noenymas ecmanem. Hezynoe oo yenozo pasoenss, nac om Hnvcka ompeueme. Hac
Hem 30eCb U HeKOMY B0CCMAHO8UMb UM MO YKpdoeHHoe. ITO HE €TUHCTBEHHBIN
puUMep, KOTOPBI MOKHO OBLIO MMPUBECTH B KAUECTBE CPABHEHHSI.

Tema ocBoenus HOxnoit Cubupum um Anrtas akTHBHO oOcyxknamack Ha (opyme
Poccuiickoit Axamemun JIHK — reneanorun. Kyma nenuch eBpomeouasl Rla
IIpoXUBaBLIMe Ha Antae u apyrux paioHax IOxxuoi CulOupu? Apxeonoru yTBepxkaaror,
YTO TJe-TO B 6-M BEKE€ H.3. UX CMEHWIH TIOPKOSI3bIYHBIE MOHTOJIOMBI. Toraa Bo3HUKAET
ApYyroil BOMpoc, a Kyna AEIHCh, K MpUMepy, OypTacel, Mypoma, Meps, TOJISIb U elle
JIECATKA HapoJ0B, HaceasBIMX Pycckyro PaBHuHy BmioTh 10 12-ro Beka H.3.? Uropsb
PoxaHcKMH 1a€T MPOCTOM OTBET - PAaCTBOPWIIMCH B CPENE CIaBSH U JNAET 3TOMY CBOE
000CHOBaHUE:

C esponeouoamu FOxcnou Cubupu, 6 npunyune, mo e camoe. Ilpuuem no
AHMPONONO2UYECKUM — OAHHBIM, HACKOALKO U36€CMHO, Hpoyecc memucayuu Ovll
docmamouno oOoneum. B xypeanax KpacHnospckoeo Kpas Haxoosm U Yucmo
MOH20I0UOHbIEe Yepena ¢ memu dHce Oamupo8Kamu, d Nopou U 8 OOHOU KOMHAHUU C
anopoHosyamu-esponeouoamu. Hocumenu mawimulkckoil Kynbmypsl Hcene3Ho2o 6exa
Voice OblU CUNBHO MEMUCUPOBAHbL, YMO He UCKIIoUaem Cywecmeo8anue 3mHOCo8, 8
bonbuleli Mmepe CoOXpanueuIUX e8pOneouUoHblll peHomun, KaxK me JHce nassvlpblKybl.

Hanee, dannvie /JHK-ceneanocuu 2o8opsm o OymuliOUHOM 20pJbluiKe, 4epe3 KOMmopoe
oxono 1,5 muic. 1em Hazao npowiu edéa au He 8ce 2eneano2uyeckue auHuu FOxuCHOU
Cubupu, exnouass C3, Nlcl, RIblal u Rlal. Kax unmepnpemupogamov 5mo Habao0eHue
- OmOenbHbIl BONPOC, HO CLEOCMBUEM MAKO20 20PIbIUKA MO21d OblMb KAK pe3Kdas Nno
UCMOPUYECKUM MepKaM CcMeHa nonyaayuu, max u "3amoc” uyysxcou myorcckou
2annoepynnel 8 cpedy MOH20JI0UOHO20 8 OCHOBE IMHOCA.

Haxkoney, ucxoo esponeoudos ¢ Anmas Henjioxo 6nucvléaemcs 6 KapmuHy Mucpayuil
8peMmen 2YHHO8 U asapos. Bepoammuo, k momy 8pemenu Hocumenu Rlal yowce 6vinu
MIOPKOA3BIUHGL, d 3HAYUM, UX NOMOMKO8 HAOO UCKAMb Cpedu Ka3axos, y30eKo8, bauikup,
mamap u Kapavaesyes c oOarkapyamu. Bozmooicno, cnun L342.2 mooxcno cuumamo
MemKOU Mo 60IHbL.

B npunyune, 6o3mooicnvl 6ce 3 cyenapus (memucayus, "3anoc” u ucxod), mak umo 8
PeanbHOCmu Mbl UMeeM, CKopee 8Ce20, KaKYIo-mo Ux KOMOUHAYUIO.
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[TocetuB I'opHblii AnTaii, B paiioHe noiauHbl peku KaryHu u e€ apxeonoruueckue
00BEKTHI, emé pa3 yOenawsics B TOM, YTO OTH MAaMSATHUKH apXeOoJOTHH TpPUHAJIekKAT
KynbType «ckudon». CkudoB O6epy B KaBbIUKM IMOTOMY, YTO Ha CaMOM Jelie KyJIbType
apueB, TOM €€ 4acTU K KOTOPOM MOKHO OTHECTH C TAKHUM K€ YCIIEXOM M aHTOB, T.€. TOU
4acTH apueB YTO MpoJeiaia JOJIrui U He JIErkuil myTh ¢ bankan Ha KapnaTel u ganee Ha
Huenp — b.KaBkaz — FO.Ypan paccenuBmch 3a YpajoM IO BCeMy «CKH(DCKOMY»
HaIlpaBJICHUIO.

B uém s By ommoOKy apxeosoros? OHU HOJIb3YIOTCS YCTAPEBIIMM MOHATHEM O CKH(ax
nanHoe ['epomoToM, KOTOPBIM YKa3bIBAaeT, YTO OCHOBHAsS TEPPHUTOPHUS PACCEIICHUS
CKU(pOB — cTenH MeXAy HIKHUM TeueHueM JlyHas, /loHa, crenmHoro KpeiMa Bkito4as
paiionsl, nmpuieratomue k CeBepHomy llpuuepHomoprio. Paznensst ux Ha HECKOJIBKO
KPYIIHBIX IMJEMEH MO NPUHIMIY: Lapckue cKugbl (BocTouHble KuBylue B Kpbimy),
CKU(BI-KOUECBHUKH (3amajHble), CKU(BI-3eMiIeenbib! (JJHenpoBckue), CKU(BI — maxapu
u T.1. 'epooT mpaB B TOM, 4TO 3TO JIEHCTBUTENBHO MeCTO UX oburanus. Ho HamHOro
TouHee ['epoioTa, OTBET KTO TaKue CKU(BI JAIOT CIABSHCKUE BEABI TJIE CKAa3aHO, YTO 3TO
apuu po6Opasmuecs ¢ bankan (/lynas) gepe3 Kapnatel 1o /IHempa u oObeauHMBIINE
apuiickue wiemena B Ckydpnr Kuesckyro.

Jlaree MCTOPUKH YTBEPHKIAIOT, YTO CKU(BI SBISIOTCS TPYIION HAPOJOB, OOMTABIIUX B
Bocrounoii Epornie, Cpenneit Asun u Cubupu B 310Xy aHTUYHOCTH. [Ipw 3TOM 3moxy
paHHEN aHTUYHOCTH OTHOCAT K 3apoxkaeHuto napckoro Puma u Pumckoint PecnyOnuku
VIII B. 10 H. 3. — II B. 10 H.3., @ KJIACCUYECKYIO U MO3JAHIO aHTUYHOCTb K | B. 10 H.3. —
I B. H3. u II—V H.. coorBeTcTBEHHO. M TyT HAauMHAIOTCS HECTBIKOBKM, T.K. Ha
tepputopun FOxxHoit Cubupu (ToT ke ['opHBII AuTail) uX ciaeasl 0OHAPYKUBAIOTCS
4700-4500 net Hazaf, T.€. B JOAHTUYHBIN NEPUO/I.

Bosnukaer Ta ke mpobiema, 4TO M y JIMHTBHCTOB NPHHUMAIOIIMX ApUICKYIO0 TPYIITy
S3BIKOB 332 WHJIOEBPOIEHCKYIO M IMPOCISKHUBAIOIIUX 3Ty TPYINIY S3BIKOB B 0OpaTHOM
HanpasyieHuu (u3 Muauu B EBporny). Ha camoM ferne Bes 3Ta UCTOPUST HE MPAHOSI3bIUHBIX
ckudoB, a TOW YacTH apueB, 4To NpoJBHHYIAck ¢ bankan ([ynas) 3a FO.Ypan u monura
no HOxnoit Cubupu B mpomexxkytke 6200 — 4700 ner Ha3aag M ocejla Ha BCEX ATUX
tepputopusix (bankansl — Kapmarer — {nenp — b.Kaskaz — 10.Ypan — Tsus-1llanps —
Anraii). T.e. Ha BCEM NMPOTSKEHUH ATOTO IyTH HA CAMOM JIEJIE IPOCMATPUBAIOTCSI CIIE/IBI
pona apueB Rlal. Ecnu cpaBHHMBaTh AaHHBIE MO ATOM TarjIOrpyIne ¢ JAaTUPOBKAMH €€
npeOBbIBaHUsl B PETMOHAX, TOTJAa BCE CTAHOBUTCA Ha CBOM MeCTa. JTO M €CTh, HA MOH
B3IJIS, Ta caMas 4acTh apueB, YTO HEKorjga oOpasoBajia cBOW coro3 mpu KueBckom
kusoxecTBe (Ckydp Kuesckyro) u Antuto Ha b.KaBka3ze, Ho B anTHuHBIH nepuoa. O uém
310 TOBOpUT? O TOM, YTO HA CAMOM JieJie OHHU HE MOTJIM MOMNacTh 3a Ypas ckudamu 1 Ha
caMOM JeJie 3TOT IIyTh NPOAENIANIHN UX MPEIKH — apHUH, CIIEbl KOTOPBIX U MPOCIEKUBAET
apXeoJIorusl Mo/ IKOOBI CKH(aMHu.

Kyna xe onu ucuesnu c panubix tepputopuid? b.KaBkaz u [0.Ypan mbl yxke
paccMaTpUBaIM JOCTaTOYHO MOJHO W oOHapyxwuiau, uro 3800 - 3500 et Hazag 4acTh
apueB ymnuia B Muaumio m Upan. Kyna nenuch ocCTanbHbIE apUM PACCEIUBIIHMECS I10
HOxHo# Cubupu? J{oBoabHO NOAPOOHBINA OTBET HA ATOT BOIPOC JAIOT CIABSIHCKUE BEIbI.
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Onu coBepimim o0paTHbIA ucxo B EBpory mo mapmpyty: Cemupeube (03. bamxamr) —
3aropee (3arpoc) — JIBypeune (Turp u EBdpar) — KaBkas — Kapmarsr.

4. Ucxon ciaBsiH-apueB
u3 Cemupeunbsi B EBpomy

IIpunecsa ocepmevt 6 Kone benom mwi omownu om kpas Cemupeuvsi, ymo 6 20pax y
Upmviwa. B 3acopve obumanu éex. Om 3acopws, no nexodxcenomy, uoem Ha Jlgypeuve.
Paszoenunucy 6 mom xonnuyeu ceoeii. Ilpoosucaemcs x 3emne Cupuiickou. Tam cmanu
YUCTIOM NOMeHbUe UOMU 20paMU 8eIUKUMY, cHe2amu U TeOHuxamu. Omownu Kk cmenu.
Tam cmaoa ceou ecmpemunu. Ckygv bvina panee 00HOU U3 NEPEOL 00ePAHCaAHA OMYAMU
nawumu. Ipawyper nawu deporcanu eé ¢ Hasu nopoii eenuxou. Cxygo ma cunvl daem.
Ompeuéme 6pazos om neé, ne bedxcume. B nope moii k copam Kapnamckum winu émecme.
Tam pewenue npunanu 6o 2n1age namu KuaAseu. 1'opoda u cena o2onv ecm, éempa 0yiom
genuxue. Ilomecnenvt 6vinu Ha opyeue semau. (BK-9 tab. 15.a —II).

[TorpoOGyem pa3oOpaThcs, 0 4€M TOBOPUTCS B JaHHOM BblIepkke. Peub uIér o6
obparHOM ucxozae poxa apueB BerBu LIEA ¢ FOxnoit Cubupu B EBporry. Beime Mbr
BBISICHWIM, YTO ATHM POJOM ObUIM OCBO€HBI Tepputopuu TsHb-lllans, Anrtas u psna
apyrux Onusnexamux teppuropuit Cubupu. BozeMéM k npumepy Mccblkckuil Kyprax
«30JI0TOrO 4eNnoBeKa», OH Jatupyerca Bo3pactoM B 2600-2500 ner, Ha 3TOT mepuof
MIPUXOJUTCS HEMAJIO HACBIMAHHBIX KYpraHOB B JAHHOM pernoHe. He HCkiro4eHo, 4To
BoiHbI B Manoir Asum, Cupum, Ilepcuackoir nepxaBe, mnoxon AJekcaHIpa
Makenonckoro B Cpennioto Asuio u MHauio cBsi3aHbl ¢ 3THUM HCXOA0M. B Bemax
JOCIIOBHO cKa3aHo: [Ipunecs owcepmeni, 6 Kone benom omownu om kpasa Cemupeuvs,
2ope Hpwms. Peub UAET O XKEPTBONPHUHOUIECHUH 10 CIIy4Yalr0 UCX0Ja B TOPHOM BEPXOBbE
pexkn Hpteim. OTa peka B CBOMX BEPXOBBSX PACIIONAracTCsl BPOBEHb IO TPAHMIE
Anranickux rop u Taue-Illans. Ilox «xonHéM benbim», onmmcaHa BEYHO 3aCHEKEHHAs
BepmnHa ropel bemyxu. T.e. coOpamuch B BepxoBbiX MpTbllla, Moja 3acHEKEHHOMH
benyxol, npuHecnn XKEpTBY M TOTOBOPWIMCh BCEMHU IUIEMEHAMH, BKJIKOYas aJlTalllEB,
TSAHBIIAHBIEB U BO3MOXKHO TApUMIIEB, COBEPLINTH HcX0/ oOpaTtHO B EBpomy, Ha ponuHy
cBOUX MpeakoB. Mectom cOopa, Kak cieayer u3 Bea, Beiopano Cemupeube (03. banxarr)
He ciydvaiiHo. Jlns obmero c6opa, ¢ yuéToM HampaBlI€HUS JBHXKEHHUS, 3TO y100HOE U
OYEBUJIHO «HAX0XKEHHOE» MECTO.

Uuraem nanpiue:
B 3acopve obumanu eex. Taxoeo no mexoscenomy udem Ha Jleypeuve, pazoerunucv 6
mom KoHHuyeu ceoeu. Teuem 0o zemnu Cupuwimue.

[Tox 3aroprem ynmomuHaeTcsi coBpeMeHHbIN 3arpoc. CrenoBaTenbHO, MPOABUTAINCH IO
rpaHuIlaM MyCcThIHM U coBpeMeHHbIX Kazaxcrana, Kuprusum, VY30ekucrana,
Tamxuxucrana, TypkMmenncrana, nepecekiu [Isamx, u yepe3 Mpan nepeceuya 3aropbe
(3arpoc) BbIILIN K ceBepHOU vacTu Ilepcuckoro 3aivBa, OCTAaHOBHUBIIUCH CPEU CBOUX
xe Mpanckux mieMéH Ha Bek. HamomHI0, 4TO MO paHee MpOBEIEHHBIM UCCIEAOBAHUSIM B
Nunuro u Upan gacts BetBu LIEA storo poaa cosepmmia ucxon Oxkoso 3500 net Hazan
U K IEPUOY UCCIIEyeMOTO UCX0/1a yKe OOUTAIH TaM:
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Ilpumeprno 4000 nem nazao, épems panuel aHOPOHOBCKOU Kyabmypwvl, Hocumenu Rlal,
oyoywue unooapuu, oocmuenu FOocnoco Ypana, ocnosanu Apxaum (3800 nem naszao) u
Cmpany 2opooos, 3600 nem nazao onu Apkaum noKuHyIu u yacmeto nepeuwiiu 8 Muouio
npumepro 3500 nem Hazao. Ilpumepno 6 me oice epemena Hocumenu Rlal, yoice
Heckonbko cmoaemuti ooumasuiux 8 Cpedueti A3uu, xak 06 smom nogecmseyem 3eHO-
Aeecma, nepeuwnu 6 Upan onamo kax apuu. He cnyuaiino oHU UMEHOBANUCH apUAMU U 8
Hnouu u 6 Hpane - noxooice, umo smo u Obll0 camonazeéauue ux pooa ewe 00
nepecenenuss 8 Mnoocman u na Upamnckoe nacopve. (Knécon, 2008a; Klyosov, 2009b).

Cnycrs Bek memeHa Bty Ha JIBypeube (Turp u EBdpar) pasnenuiauces Ha qBe yactu
U BIOJIb peK mouu mno HampasieHuto K Cupum (Cupumrue). [lanpiie, oueBHIHO,
pazzaesnieHue 3To Tak U coxpaHwioch. Onuu monuiu yepe3 Manbiii - Ha boibiioit Kaskas,
a yepes Hero k /Inenpy:

«Tam cmanu yucnom nomenvuwie uomu eopamu eeauxumu. Cruecamu. Jlvoamu. Omownu
0o cmenu. Tam cmaoda ceou. Ckyghv Oblia 5mo nepeo-Hanep8o 00epHCAHA OMYamu
Hawumu. Ipawyper oepocanu. B Hasu nopul éenuxue. Cunvl 0aem, ompeueme 8pazos, He
bescume. B nope motii 0o eop Kapnamckux emecme. Tam pewterue 6o enase nsamu KHssell.
T'opooa u cena oconv ecm. Bempa eenuxue. Ilomecnenst 6viau. »,

a BTOpas 4YacTh mponuia Ha bamkanel depe3 [lepemHioro A3uio, 4TO COOCTBEHHO H
BBI3BAJIO OMACEHHE Y TPEKOB, K TOMY BPEMCHHU YK€ KOJOHH3MPOBaBIINX YepHOMOpPCKOE
nobepexbe.

Ecau roBoputh 0 BpeMEHHOM KOpHAOpE 3TOro ucxoja u3 Asuu B EBpomy, To oH Mor
cocrosaTes 2600 - 2300 et Hazan. ITOT UCXO U3 A3UK MOT OBITH CBSI3aH C MEPHUOJAOM
BOJIHBI TIOXoJloflaHusl B paiioHe Aunras u Tsaup-llans. 13 storo He ciemyer, 4urto Bce
MOKUHYJIU 3TOT palioH B OyKBaJIbHOM CMBICIIE 3TOTO c0BO. KTO-TO ocTaincs ¢ Hamexaon
MepeTepreTh X0JI0/1a, HO OCHOBHAsI Macca apueB CABUHYJIACH C MECTa U TaK IIPOUCXOJIUIIO
He pa3. bmaro cBom EBpomneiickue um A3uaTCKHE€ TEPPUTOPHH OBLINM «3aCTOJOJICHBI
npenkaMu U OBLIO KyJa mepemeniatbes. JlaBaiiTe mocMOTpUM, HE T JIM 3TO IUIEMEHA
apueB, 4YTO B MepuoJ Hucxoia W3 Asum B EBpomy moa MMeHeM KelbTOB, HaOpaB
JI0CTaTOYHO OOEBOTO OIBITA, TIO3BOIWIN ce0e MPEIbIBUThH NMPETCH3UN PuMy Ha ANBIbBI U
HU30BbBs pek [1o u Po (Ponbr)? CMOTpUM JaTHPOBKU:

390 (387) — HamecTtBue TamibCKOro (KeIbTCKOro) IJIEMEHH CEHOHOB BO TJIaBe C
bpennom Ha Pum. 18 urong — Pasrpom pumisiH Ha peke Anuu. 18 Hronsd cuuTanoch B
Pume necwactnuBeiM muéM. Onycromenue Puma. I'mbens Mapka Ilanupus u apyrux
cTapues-naTpunuen. JlnurensHas ocaga Kanutomnus.
http://ru.wikipedia.org/wiki/%CA%ES%EB%FC%F2%FB (cm. cepiky 390 1. 10 H.3.)
Kak Buanm, cteiuka Puma ¢ kenbramu Obuta 2400 net Hazan. bepém BepxHuit Kopumop
ucxona apueB ¢ o3. bamxam 2600 nmer Hazaa. MuHycyeM OAWH BeK NpeObIBAaHUS B
3arpoce — 2500 u muHyc Bpems Ha nepexon B EBpony. SIBHO MeHbIle ogHOrO Beka. Emé
OIHO  CpaBHEHHE. TopXKecTBeHHas  30JI0Tasi  LUIANA  KEJbTCKOro  JKpela:
http://ru.wikipedia.org/wiki/%D0%A4%D0%B0%...ner Goldhut.jpg u Top>kecTBEHHBII

1822


http://ru.wikipedia.org/wiki/%CA%E5%EB%FC%F2%FB
http://ru.wikipedia.org/wiki/%D0%A4%D0%B0%D0%B9%D0%BB:Berliner_Goldhut.jpg

TOJIOBHOH yOOp «30JI0TOr0 4YejIOBEeKa» HaWJEHHOTO B CKHU(CKOM KypraHe B pailoHe
Hccebikkyiis, Heganeko ot 03. banxar:
http://ru.wikipedia.org/wiki/%D0%A4%D0%B0%..._golden man.jpg

Haxonka matupyercs V — VI Bekom a0 H.3. Tam ke HalijleHa M 4ama ¢ pyHUYECKOM
Ha/IIUCBIO SIBHO HE TIOPKCKOTO MPOMCXOXKACHUS.

Tenepb I[aBaﬁTe IIOCMOTPHUM U CPABHUM KEJIbTCKUM OpPHAMCHT:
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On HJICHTHYCH OPHAMCHTY, IPUHATOMY B CIIaBSIHCKOM Tpaaullun U KYJIbTYPEC, YTO TaK KC
MOXKET CBUACTCIILCTBOBATH O TECHOM CBSA3H MCXKIY HUMHU.

B cBenenusix npeacraBieHHbIX O KeabTaMm U.PoxkaHCKHM, TOBOPUTCS O TOM, UTO CPEJIU
KOpeHHBIX xkuTene Antas He MeHee 50 % oTHocsTcs k ramorpynne Rlal, npuuem no
OoubIIei 4acTH K TOW K€ BETBH, M3 KOTOPOH MOTOM BBIICITHINCH KUPTU3bI, MIIAJIINE
CKaHIMHABBl (KUMBPBI), a TaKKe Kakas-TO 4acThb WHIMMIIIEB U XaHblLEB. BOT k KakoMy
BBIBOJIy OH IIPUXOUT B CBS3U C 3TUM:

Camonazeanue roicuvix armatiyes - "armai kudxcu'", oykeanvho "Hapoo 3010muix 2op”.
Coenacno pexoncmpykyuam wxoavt Cmapocmuna, oowemrwoprckoe "kuoxcu” (uenosex,
JII00U) 8 PAMKAX HOCMPAMUYECKOU MAKPOCEMbU UMeem POOCMBEHHbIU KOPEeHb C MeM e
3HaueHuem 6 urooesponevckux sasvikax [IIME *(s)kwel-], mozoa rax 3asenennvle Kak
KO2HAMbL NPOMOMOH20NbCKoe *kulunca u npomodpasudckoe *kél- 0osonvro Oanexo
OMKIOHAIOMCSA NO  ceoell cemanmure. Hx ucxoOnvle 3Hauenus - '"npedox" u
"opye/Opyacoa’. coomeemcmeenno. B Opyeux Hocmpamuyeckux A3vIKAX 3MO20 KOPHSL
Hem, UlU e20 Haludue 102uiHee 00bACHUMb CKPbIMbIM 3AUMCIBO08AHUEM.

Takum obpazom, no cmpocum Kpumepusim Mbvl UMeeM MIOPKO-UHO0E8PONELUCK)YIO
uzoenoccy,  HOCMpamudyeckoe  NpPOUCXONHCOeHUe  KOMOpou  COMHUmenvHo. B
UHO0EBPONEUCKUX SAZbIKAX MOM KOPeHb NpedCmasieH 6ecoMd WUPOKO, a €20 (hOHONI02Us
NOOYUHSAEMCsl 3AKOHY pecysipubix coomeemcmeuti. pyc. "uenogex” u "uensnov",
opesneuno. "kulam" (cmaodo, moana, pod), num. "kiltis" (pood), upa. "clan”, epeu. "teAog '’
(moana), cm.-aunen. "scolu" (moana), xemm. "kule-" (psaooeou obwunnux <-- moana).
Tom orce Kopenwb, no-euoumomy, 8 smuonume "kenom'", uzgecmHomy uepes nocpeocmeo
2peueckozo.

!

OuesudHo, c1080 3Mo OMHOCUMCS K OOHOMY U3 CAMBIX PAHHUX CTI0€8 UHO0Ee8PONELCKOU
JIEKCUKU, A €20 NOSIGNeHUe 8 CPAGHUMETbHO MOA0ObIX MIOPKCKUX TOCUYHO BNUCHIBACMCS 8
KOHMAKMbl GOCMOYHLIX dapues ¢ npeokamu miopox 6 patione Anmas umu Casm.
3aumcmeosanue 6 nNPOMUBONONONCHOM HANPABGIEHUU HE HPOXOOUm no @HoHoio2ul,
00WUll UCMOYHUK 6 HEeKOM mpembeM s3blke (He 0053amenibHO HOCMPAmuYecKom)
Hedokaszyem, a, 3Hayum, omnaoaem no npunyuny OKkama.

Cobcmeenno, ecaniomunvl armauyes, KUp2u308 U pPOOCMEEHHLIX UM MIOPKOAIbIUHBIX
HAapoO08 - CUNbHBII AP2YMEHN 6 NOb3Y NPedodHCeHHOU smumonocuu. bonee mozeo, ecmo
bonvwas eeposimHocms, umo eocmounvie apuu, uvio Y-/JJHK coxpanuna eeunas
Mep310ma U HocAm 6 cebe UX NOMOMKU, HA3bIBANU ce0s Kelbmamu, Ul KAK-TUubo
C038y4HO. DMO €080 8e0b 00 CUX NOP JHCUBeMm 8 CAMOHA38AHUU Amatiyes, U CMpaHHo,
4Umo HUKmMo (HACKONILKO 5 3HAI0) He obpamunl Ha 2mo eHumanue. Bce nouemy-mo
3aYUKIUTUCL Ha bpummax, eanax u R1b1b2, a 6edv kenomcekuti mup ObL1 Kyoa wupe, yem
ama OOKo8as 6emeb, NEPeHABUIAA CE0U A3bIK (U YoHce NPAKMUYECKU e20 YMPAamueulas) 6
OMHOCUMENbHO Hedd8Hee 8PeMs.
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Ecin  paccmatpuBarh  3TOT  BOIPOC, PYKOBOACTBYSCH — TalUIOTUIAMHM  HAIIMX
COBPEMEHHUKOB, MPEUMYILECTBO NpocMarpuBaercs y LlenTpansHoit EBpo-A3narckoi
(ITEA) BeTBM M y TeX BeTBEH, KOTOpbIE OJIM3KM K HBIHEHIHUM a3uatckuM Rlal, koTopble
[0 KaKMM-TO IPUYMHAM PAa30LUIMCh B A3uM. B moJb3y 3TOro rOBOPUT U PEIUTHO3HBIN
¢baxTop. Bo ¢pakuiickux 3emMisX paxMaHbl COOTBETCTBOBAIM MHIMMCKUM OpaxMaHam M
M3HAYAJIbHO HOCWJIM SI3BIYECKMI XapaKTep CBOMCTBEHHBIN apusiM. Ho creneHs BiIusHMS
Obuta pasHod. Ecnum B MHaum 310 TedyeHue ObUIO OCHOBHBIM, TO BO dpakuu HOCHIIO
BTOPOCTETICHHBI XapakTep. T.e. 3Ta BeTBb pa3duiach Ha JBE YaCTH YIICIIIUE C
I0.Vpana u Ha ror ¥ Tam 3akpenuBIuascs OKOH4YaTesbHO B MHoum m HMpane, a TpeTss
gacTh ¢ FOxHO#M Cubupu coBepiimia UCXo OT 03. banxam B mpuayHalCKUil perHoH 1o
YKa3aHHOMY B BeJlaX MapIpyTy.
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Hpesneimuii Kuesckuii ceog 1039 rona B pegakuuu 1037 roga.
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INCKYCCUN

The recent infamous (and failed) attempt to
discredit the mutation rate constants.
An overview of Busby et al (2011) article in Proc. of
the Royal Soc. (B) and Dienekes Pontikos “essay”
in his Anthropology Blog

Anatole A. Klyosov
http://aklyosov.home.comcast.net

The article “The peopling of Europe and the cautionary tale of Y chromosome
lineage R-M269” by Busby et al came out in August, 2011. It has considered
frequency patterns and “diversity” in a large R1bla2-M269 dataset. Essentially,
the authors have described that there is no geographical trend in “diversity” to
and across Europe, and that their attempts to calculate timespans to common
ancestors of M269 populations in Europe failed.

The reasons why their attempts failed are quite clear for those who study DNA
genealogy. The authors failed to subdivide their massive haplotype M269 dataset
to branches (in the haplotype tree, which they did not construct anyway) or to
proper subclades (see below), and they employed wrong mutation rate constants
for their calculations. In other words, they quite brutally violated the principal
rules of DNA genealogy. Naturally, they should have obtained confusing and
wrong results, and this was exactly what they obtained.

However, instead of blaming their own ignorance, they blamed “an effect of
microsatellite choice on age estimates”. This article explains why the authors (Busby
et al, 2011) were totally wrong with their unqualified approaches, and what kind
of an unqualified discussion, led by Dienekes Ponticos

(http:/ / dienekes.blogspot.com /2011 /08 /y-str-variance-of-busby-et-al-
2011.html) followed after the publication of the Busby’s et al paper. A reader can
consider this article as an educational material.

Subclades and their base haplotypes

First, a relatively minor issue, regarding a lack of separation of a large haplotype
M269 dataset into branches or subclades. It is a minor issue in this context,
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because should that separation be carefully made, a wrong choice of the
mutation rate constant would nullify results anyway. Still, let us consider how
the authors handled the dataset. Let alone that the authors have employed only
short, the 10 marker haplotypes (DYS393, 390, 19, 391, X, X, X, X, 439, 3891, 392,
389b - 437 - 438), where X stand for the missing loci 385a, 385b, 426, 388 in the
first FTDNA panel, and DYS437 and DYS438 are from the second and the third
panel, respectively. It is the 11 marker format employed by Zalloua et all (2008)
with the missing DYS388. Its mutation rate constant equals 0.019 per haplotype
per the conditional generation (of 25 years), since the individual DYS388 has the
mutation rate constant of 0.00022 and its subtraction would not change the
mutation rate constant (within 1.1%, that is well within a typical margin of error).

Of course, with such a short haplotype it was hopeless to find any differences
between branches or subclades of R1bla2-M269 and follow their geographic
trends and distributions. However, still something could have been found. The
following is a list of some M269 subclades in the given haplotype format:

L23 12241411-12131316-15-12
L51 13251411-12131316-15-12
L11 13241411-12131316-15-12
U106 13231411-12131316-15-12
P312 13241411-12131316-15-12
M65 13241411-12131416-15-12
M153 13241411-12131316-14-12
U152 13241411-12131316-15-12
L2 13241411-12131316-15-12
L20 13241411-13131316-15-12
L4 13241411-12131316-15-12
L21 13241411-12131316-15-12
M222 13251411-12131416-15-12
L144 13241410-12131316-15-12
L159.2 13241411-12141316-15-12
L193 13241411-12131316-15-12
L226 13241411-11131316-15-12
P314.2 13231411-13131315-15-12
L176.2 13241411-12131317-15-12
SRY2627 13241411-12131316-15-12
L165 13251411-12131316-15-12
L238 13241411-11131316-15-12

Without separation to branches and subclades all that could have been seen was
an “overall” base haplotype

13241411-12131316-15-12
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No wonder it did not show any geographical trend.

In fact, there should be no any geographical trend for R1bla2 in Europe, since
bearers of this haplogroups had entered Europe from different directions, all
between 5000 and 4500 ybp. One subclade, apparently L11, entered Iberia from
North Africa, over Gibraltar strait, another, apparently L23, entered the Balkans
from Asia Minor, and yet the third one moved west from the Pontic steppes, that
is from north of the Black Sea. The last route was mistakenly taken by Maria
Gimbutas and her followers as the “Indo-European invasion”. Those R1b1 had
nothing to do with the “Indo-Europeans”.

The base haplotype above, albeit short, 10 marker haplotype, can still give us an
idea when their common ancestor lived. If we put aside the first three base
haplotypes from the list, and leave other 19 which certainly arose in Europe, then
those 19 haplotypes have 15 mutations from the base haplotype derived above

13241411-12131316-15-12

Therefore, 15/19/0.019 = 42 - 44 “conditional” generations (of 25 years), that is
~ 1100 years from their average “age”, which is 2800 years [all the TMRCA
values are listed in (Klyosov, 2011a)]. It shows that the “age” of Rlbla2 in
Europe equals to 3900£1100 years. The “age” of the first three subclades is
(Klyosov, 2011a):

L23 ~6,200 ybp
L51 5300+700 ybp
L11 ~4,800 ybp (the beginning of the Bell Beakers in Europe).

Back to the cited paper. The authors of the article did some “separation” of
subclades. What did they consider?

“M-269”, which is a cocktail of all the 22 subclades above, with the cocktail
“base” haplotype

13241411-12131316-15-12

Then, “M269xL11”, which is a mix of L23 and L51.

L23 12241411-12131316-15-12
L51 13251411-12131316-15-12

They differ by only two base alleles, and - without separation - the predominant
subclade will give its base haplotype of the mix.
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L11 itself.
L11 13241411-12131316 -15-12

It is exactly as the whole M269 mix.

U106 itself
U106 13231411-12131316 -15-12

Only one base allele (DYS390) is different from the above.

L21 itself
L21 13241411-12131316-15-12

Again, exactly as the whole M269 mix.

And U152 itself
U152 13241411-12131316-15-12

Again, exactly as the whole M269 mix.

So, what the authors were hoping to see when they talk on a “geographical
trend”, or rather its absence? They saw basically the same haplotypes
everywhere. When they followed a separate subclade (a rare case in their work),
such as L11 (Fig. 2c in the cited paper), they saw a predominant location (in this
case Iberia and France, since L11 as one of the oldest subclades has apparently
arrived from Iberia). When they followed a cocktail, such as “M-269”, they saw
again those downstream subclades.

Overall, this part of the paper is a misnomer.

The mutation rate constants

The situation with the mutation rate constant in the cited paper (Busby et al,
2011) is even worse. It is a striking example of how calculations should NOT be

done.

The authors of the cited paper took the “mutation rates” from the Ballantyne et al
(2010) paper. That was a bad mistake. It reflects a common misunderstanding
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that father-son pairs provide a reliable data for computing the mutation rate
constants for individual markers. Nothing can be farther from the truth.

Let me show why it was a bad mistake, and why father-son pairs are practically
useless and misleading in computing the rate constants for individual markers,
and, therefore, why the Busby et al (2011) paper led to erroneous conclusions
regarding the TMRCA calculations.

Let us start with the first two markers, DYS393 and DYS390. Ballantyne et al
(2010) have considered 1750 father-son pairs in DYS393 and observed 3 (three!)
mutations in all of them. Hence, they concluded, the mutation rate constant
equals 3/1750 = 0.00171 mutations per generation. After some numerical
manipulations they came to the value of 0.00211 mutations per generation, with
some confidence interval from 0.000621 to 0.005000 mutation per generation. Of
course, the precisions of 0.00211 and 0.000621 make a reader all smiling, but let
be it. It is in a way shocking, but Busby et all took the number of 0.00211 for their
calculations. By the way, for three mutations in a dataset the 95% confidence
results in the error of margin of 115%, the 68% confidence - in 58% error of
margin. However, the authors did not bother with such minor details.

In DYS390 there were 2 (two!) mutations in 1758 father-son pairs. It gives 2/1758
= 0.00114 mutations per generation. Again, some manipulations led them to
0.00152 mutations per generation, with a confidence interval between 0.000352
and 0.004090. Whatever numbers they end up with, DYS390 marker turned out
to be slower than DYS393. It was all based on 3 and 2 mutations!

Apparently, the authors did not know that it is all the way around. DYS393 is
significantly slower marker compared with DYS390. Everyone who works with
haplotypes knows it. For example,

-- 1035 Irish R1bla2 haplotypes from the Heritage Project show 67 mutations
from DYS393=13, and 493 mutations from DYS390=24. From DYS390=25 there
were 894 mutations. That is, DYS390 is 7.4 and 13.2 times faster, respectively.

-- 102 Clan Donald R1al haplotypes show only 2 mutations from DYS393=13 and
22 mutations from DYS390=25. DYS390 is 11 times faster, than DYS393.

-- 1198 R1al haplotypes show 89 mutations from DYS393=13 and 1114 mutations
from DYS390=25. DYS390 is 12.5 times faster, than DYS393.

In other words, the “mutation rates” obtained by Ballantyne et al (2010) and
employed by Busby et al (2011) were grossly incorrect, and the whole
calculations “approach” was doomed. Naturally, when the authors (Busby et al,
2011) have tried to calculate TMRCAs, using different markers (“STR-based
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time” as they put is), which were in complete disarray, they “find evidence for an
appreciable effect of microsatellite choice on age estimate”. Hence, “the cautionary tale”
in the title of their paper. Ironically, it refers directly to the authors themselves.

In the Ballantyne et al (2010) almost 2000 father-son pairs the following number
of mutations have been observed in the first 12 markers (in the FTDNA format):
3,2753,6,00 6 9 1, 6. Clearly, it was absolutely insufficient for any
meaningful statistics. Here is the 95%-confidence based margins of errors for
these numbers of mutations in the 12 markers: +115%, 141%, 76%, 89%, 115%,
82%, n/a, n/a, 82%, 67%, 200%, 82%. Obviously, the Ballantyne et al (2010)
“mutation rates” are not usable in DNA genealogy. They are undoubtedly useful
in some qualitative or semiquantitative considerations, in maybe forensic studies,
but not in TMRCA calculations.

Here is a comparative list of the Ballantyne et al (2010) “mutation rates” and John
Chandler list of mutation rates, which I can testify is the most accurate one for
the first 12 markers. For the more extended marker panels it is not that accurate
and largely not usable as well (Klyosov, 2009), however, we are discussing here
the 10 markers wrongly employed by Busby et al (2011) [Table 1, Supplement]:

Y-STR Chandler (2006) Ballantyne (2010)
DYS393 0.00076 0.00211
DY390 0.00311 0.00152
DYS19 0.00151 0.00437
DYS391 0.00265 0.00323
DYS439 0.00477 0.00384
DYS3891 0.00186 0.00551
DYS392 0.00052 0.00097
DYS38911 0.00242 0.00383
DYS437 0.00099 0.00153
DYS448 0.00135 0.00039
DYS456 0.00735 0.00494
DYS438 0.00055 0.00014

Marked are the markers which differ between 2.0 and 3.9 times (200% and 390%)
between the Ballantyne and widely accepted Chandler lists.

Last but not the least - in order the father-son pairs to produce statistically
accepted mutation rate constants for the individual markers, there should be at
least 400 mutations in each locus (this would give a 10% margin of error with the
95% confidence). For this, the study should employ at least 800,000 father-son
pairs in one experimental setup, and still some “slowest” markers will have only
a few mutations in each. Until this experiment is conducted, “mutation rates”
obtained from father-son pairs will be statistically insufficient. Furthermore, even
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in that case those “mutation rates” will be measured per generation, though
historical studies consider years, centuries and millennia. It means that the
obtained “mutation rates” should be calibrated anyway, by converting
“generations” to average year spans. This work is already done with respect to
the average mutation rate constants for more than 30 marker panels (Klyosov,
2009; Klyosov and Tunayev, 2010; Klyosov, 2011d). The most widely used values
are (in mutations per the haplotype panel per a conditional generation of 25
years):

12 marker haplotypes 0.022

17 marker 0.034
25 marker 0.046
37 marker 0.090
67 marker 0.120
111 marker 0.198

An extended comment by Dienekes Ponticos in his Anthropology

blog (http:/ / dienekes.blogspot.com/2011/08/y-str-variance-of-busby-et-al-
2011.html)

A FOREWORD BY ANATOLE KLYOSOV:

The Busby et al (2011) paper met an enthusiastic response among people who
had only a slight knowledge (rather, lack of it) in DNA genealogy, in
consideration of mutations in the DNA, calculations of timespans to common
ancestors, confidence intervals/margins of error, etc. Since they had little
knowledge in the area, they, of course, have never realized that Busby et al
employed wrong mutation rates and used a wrong approach. Apparently, they
did not even think where the “mutation rates” were taken from by the authors.
There were delighted that “different microsatellites produce different data”, and it
was enough for them to celebrate.

Ignorance loves to celebrate when it sees an apparent mishap by others (false one
in this case), who know much more then them. It is a sort of “revenge by
ignorance”.

Here is what Mr. Ponticos triumphantly wrote in his blog (here it is in a slightly
shortened form, in which irrelevant passages are removed):

(http:/ / dienekes.blogspot.com /2011 /08 /y-str-variance-of-busby-et-al-
2011.html)

August 27, 2011
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Dienekes Ponticos:
Y-STR variance of Busby et al. (2011) dataset

I calculated the Y-STR variance of the Busby et al. (2011) dataset, for both the 10
and 15 Y-STR sets, as well as 4- and 5-most "linear" subsets thereof. Generation
length of 31.5 years is used for the calendar year estimates.

My position that Y-STRs are effectively dead for age estimation stands, but I
thought it'd be a good exercise to do this, as my personal adieu to more than a
decade of Y-STRs: they didn't live up to their promise, but, indirectly, they
helped create an entire field of "genetic prehistory" that will live on after their
demise.

The greatest contribution of the Busby et al. (2011) paper is that it has cured the
naivete of some who bought into the "more STRs = more accuracy" scheme. After
this paper all Y-STR based estimates (including my own, above) are suspect.

The non-linearity of the Y-STR mutation model is only one of the problems of Y-
STRs...

... From now on I am going on a Y-STR boycott on this blog...

Thankfully, it will only be a few years more until we can move past the Y-STR
swamp... One way or another, we're bound to know more in the future, and
destroying the Y-STR behemoth is the first step toward making some real
progress in genetic prehistory.

K R A X e

MY COMMENT:

The irony here is that the author of the above uses “generation length of 31.5
years” without any justification, calibration or whatsoever. Why not 30 years?
Not 25? Not 20 years? 18? 36 years?

The thing is that all calculations using mutations in haplotype result in “kt”
value as the final parameter; “k” here is the mutation rate constants, and “t” is a
number of generations, whatever “generation” is. By setting - absolutely
arbitrarily - 31.5 years as the generation length, and leaving the “k” value as is,
whichever way it was obtained, is to demonstrate, again, a complete ignorance in
the subject. In my works, for example, the kt value was determined from a
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average number of mutations per haplotype (or marker) bound to a certain
timespan (known genealogy or a known historical event), it was set as 25 years
per generation, which is now a strictly mathematical value, and k was calculated
from it (see above for 12, 17, 25, 27, 67, 111 marker haplotypes).

Then, by studying dozens and hundreds haplotype datasets the “k” value for
each haplotype panel was examined, verified and cross-verified, and that is how
the mutation rate constants were calculated. The work continues, however, by
applying the mutation rate constants and the respective calculations to various
historical events, chronology of haplogroups and subclades, etc. The work with
STRs, mutations and mutation rate constants is basically done. That is why it was
amusing to read a hymn of aggressive ignorance and arrogance as it is cited
above.

Discussion in the Dienekes Ponticos blog

After that ridiculously triumphant “essay” by Mr. Ponticos that “Y-STRs are
effectively dead for age estimation stands” and “from now on I am going on a Y-STR
boycott on this blog” was published, a lengthy discussion broke loose at his site. I
will reproduce here only the most relevant pieces, and some of the pieces are
edited here. Mainly, I have removed some lengthy and totally wrong passages,
and condenced them to their main points. Also, I have inserted my comments
after some incorrect statements and calculations, in order to show how things
should be calculated.

(http:/ / dienekes.blogspot.com/2011/08/ y-str-variance-of-busby-et-al-
2011.html)

Anatole Klyosov:

Excellent, Dienekes. I truly appreciate your boycott. It means that one more
person who understands nothing in the area, is out.

Until you and other realize that DNA genealogy takes the chemical kinetics
approach, and it has nothing to do with "population genetics", you fail to obtain
meaningful data.

Here are a few rules of DNA genealogy:

(1) Separate a haplotype dataset into DNA-lineages. Typically, there is a mix of
them in almost any dataset. In those cases a "common ancestor" is a phantom.

(2) Employ the mutation rate constant which is calibrated and which is different
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for ANY haplotype format. There are more than 30 haplotype formats in current
use. Hence, there are more than 30 mutation rate constants which should be in
use.

(3) Employ well-defined criteria to prove that every separate DNA-lineage in a
dataset has one and only one common ancestor. There are several criteria, and
two principal ones are (a) consider only separate branches on a haplotype tree,
and (b) observe a fit between the "linear" and the "logarithmic" calculation
procedures. In other words, time-dependent dynamics of mutations for each
lineage should obey the first-order kinetics.

The way how you have "calculated" data based on mutations across a dataset is
exactly the same as Zhivotovsky did. Threw everything into a blend, got some
meaningless cocktail, and voila. The problem with Zhivotovsky and yours
"calculations" is not only a wrong mutation rate, but lack of separation of DNA-
lineages. In those cases all "calculations" are doomed.

You better listen to a professional in chemical and biological kinetics, rather then
follow you unqualified and primitive way of consideration of pretty complex
haplotype datasets, which, nevertheless, obey very clear rules of kinetics. If you
believe that anthropologists understand physical chemistry in general, and
chemical kinetics in particular without studying it, you are completely wrong.

Dienekes:
Anatole, I've simulated your method and it doesn't work; the logarithmic
method in particular is crap and has incredibly huge confidence intervals.

Your lineage sorting is also crap, since haplotype clusters are not lineages,
ancestral haplotypes can't be inferred (hence the need for "base" haplotypes). You
go one step further and infer a number of phantom ancestors, reifying haplotype

trees as phylogenies.

In particular, erroneously reconstructed ancestral haplotypes lead to a systematic
underestimation of ages.

Your method overlooks all important sources of uncertainty to come up with
artificially low confidence intervals...

MY COMMENT (more comments follow below):

Aggressive ignorance always amuses me. The “critic” has no idea that the
logarithmic method is in fact a well-known description of first-order kinetics,
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and mutations in the DNA follow the first order kinetics. He also has no idea that
confidence intervals depend on a number of experimental points in the dataset,
that is a number of mutations in the dataset (when the linear method is
employed) and/or a number of base haplotypes in the dataset (when the
logarithmic method is employed).

In other words, the “critic”, if he knows the field, should have said - “if there are
only a few mutations in the dataset, or there are only a few base haplotypes in
the dataset, confidence intervals are wide”. However, it is a common thing in
chemical kinetics, that only a few experimental points lead to relatively large
margins of error. The large number of experimental points, the narrower the
confidence interval, the smaller the margin of error.

Here are a few actual examples with mutations and haplotypes:

1. The first is an introductory “theoretical” example, to show the principle of
the approach. A dataset containing ten of 12 marker haplotypes contains
only one mutation. It means that the dataset contains 9 base haplotypes.
The linear method gives 1/10/0.022 = 4.5 generations (which is rounded
to 5), and the logarithmic method gives [In(10/9)]/0.022 = 4.8 generations
(rounded to 5). Clearly, the logarithmic method here is MORE accurate
compared to the linear method, since the first one is supported by only
one “experimental point” and the second one is supported by 9
experimental points. The respective confidence interval of 68% (95% is
unrealistic in this particular example) gives 0 to 9 generations to a
common ancestor in the first case (calculations by the linear method) and
3 to 6 generations in the second case (calculated by the logarithmic
method).

2. The Donald Clan currently has 143 haplotypes in its Rlal “Red
Subgroup”, and their first 12 markers contain 81 mutations from the base
haplotype, and those 143 haplotypes contain 86 base haplotypes in the
series. It gives 81/143/0.022 = 25.7 generations to the common ancestor
(by the linear method) and [In(143/86)]/0.022 = 23.1 generations (by the
logarithmic method). The Clan claims that their common ancestor, John,
first Lord of the Isles, died in 1386, that is 625 years ago, or 25
“conditional” generations ago. The both methods showed 25.7 and 23.1
generations (I intentionally do not round up the numbers). The margin of
error in this particular case is +14.95% and +14.71% for the linear and the
logarithmic method, respectively.

NOTE: let me quote again an ignorant “critic”: “your method ... doesn't work; the
logarithmic method in particular is crap and has incredibly huge confidence intervals.”
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The following list provides a few examples out of dozens published in
Proceedings of the Russian Academy of DNA Genealogy since June, 2008.

1. A series of 2299 of 67 marker haplotypes of R1bla2-P312

http:/ /www.familytreedna.com/public/R-L21/default.aspx?section=yresults

was considered in (Proceedings, vol. 4, No. 6, p. 1141). It had too many mutations
to count, hence, the logarithmic method was employed to 12 and 25 marker
panels. They contained 154 and 7 base haplotypes, respectively. It gave
[In(2299/154)]/0.022 = 123 - 141 generations to a common ancestor for the 12
marker panel, and [In(2299/7)]/0.046 = 126 -> 145 generations for the 25 marker
panel (the arrow shows a correction for back mutations, as described in [Klyosov,
2009]). The difference between these two results is only 2%, and provides a
timespan to a common ancestor of 3525-3625 years. It turned out to be a quite
reasonable dating for the P312 subclade. In an earlier paper (Klyosov, 2009) I
have shown that 750 of 19 marker haplotypes published by Adams et (2008)
contain 2796 mutations and 16 base haplotypes. It gives 2796/750/0.0285 = 131
- 150 generations (3750 years to a common ancestor) by the linear method, and
[In(750/16)]/0.0285 = 135 = 156 generations by the logarithmic method (0.0285 is
the mutation rate constant for the 19 marker panel [Klyosov, 2009]). It should be
noted that those 750 Iberian haplotypes contained those from several Rlbla2
subclades, which would slightly distort the pattern, however, as we see, all the
data are within a margin of error which is around +400 years for those results.

The same is applicable to the 2299 of P312 haplotypes, which contain a number
of subclades. Nevertheless, the data show that even in that case the obtained
results quite fairly fit each other. For more accurate dating the subclades should
be resolved and calculations made within of each subclade, as described in
(Klyosov, 2011a).

2. Let us compare the linear and the logarithmic method for Rlbla2-L.21
dataset of 1024 of 67 marker haplotypes (Proceedings, vol. 4, No. 6, p. 1144). The
list of haplotypes is provided in
http:/ /www .familytreedna.com/public/R-L21/default.aspx?section=yresults
It contains 16056 mutations in all 67 markers, which gives 16056/1024/0.12 = 131
- 150 generations, that is 3750+380 years to a common ancestor (0.12 is the
mutation rate constant for the 67 marker panel). Those 1024 haplotypes contain 4
base 25 marker haplotypes, which gives [In(1024/4)]/0.046 = 121 -> 138
generations, that is approximately 3450 years to a common ancestor (0.046 is the
mutation rate constant for the 25 marker panel). One can see that the results
obtained with the logarithmic method are within the margin of error with those
obtained with the linear method.
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3. A dataset of 808 of R1bla2-P312 haplotypes, which is a subset of those
2099 haplotypes considered above, and taken from the same project:
http:/ /www .familytreedna.com/public/R-L21/default.aspx?section=yresults
The first 25 markers contain 5252 mutations, which gives 5252/808/0.046 = 141
- 164 generations, that is 4100+415 ybp (years before present) for the linear
method. In the 12 marker panel the set contains 39 base haplotypes, which gives
[In(808/39)/0.022 = 138 - 161 generations, that is 4025 ybp for the logarithmic
method (Proceedings, vol. 4, No. 6, p. 1152-1153).

4. 312 haplotypes of R1bla2-M222 dataset (the same FITDNA Project cited
above) contain 98 and 25 base haplotypes in their first 12 and 25 markers, which
gives [In(312/98)]/0.022 = 53 -> 56 generations, that is 1400 years to a common
ancestor, and [In(312/25)]/0.046 = 55 - 58 generations, that is 1450 years to a
common ancestor. These figures are practically identical. The linear method gave
1450£150 ybp. The same figure was obtained earlier (Proceedings, vol. 3, No. 2, p.
288) for 266 of 25 marker haplotypes, which contained 667 mutations, which
gave 667/266/0.046 = 55 -> 58 generations, that is 1450+160 ybp. Again, the
linear and the logarithmic methods give the same results.

5. 337 haplotypes of R1bla2-P312* dataset (the same FTDNA Project cited
above) contain 4956 mutations in the 67 marker panel, which gives
4956/337/0.12 = 123 - 141 generations, that is 3525360 ybp. The first 37
markers of the same dataset contain 3663 mutations, which gives 3663/337/0.09
= 121 - 138 generations, that is 3450350 ybp, and the first 25 markers of the
same dataset contain 1981 mutations, which gives 1981/337/0.046 = 128 -> 147
generations, that is 3675380 ybp (Proceedings, vol. 4, No. 6, p. 1164). This
example shows that all the three panels give the TMRCA values within the
margin of error, which are practically the same as those obtained by the
logarithmic method (see above). Again, the linear and the logarithmic methods
give the same results.

6. 312 haplotypes of R1bla2-U152 dataset (the same FTDNA Project cited
above) contain 4950 mutations in the 67 marker panel, which gives
4950/312/0.12 = 132 - 152 generations, that is 3800+380 ybp. The first 12
markers of the same dataset contain 17 base haplotypes, which gives
[In(312/17)]/0.022 = 132 - 152 generations, that is 3800 ybp by the logarithmic
method, exactly as with the linear method (Proceedings, vol. 4, No. 6, p. 1168).

7. In case of recent datasets, that is derived from recent common ancestors,
the logarithmic method can be also very useful. It shows that the dataset is
“uniform”, that is all the haplotypes descended indeed from one common
ancestor, when the linear and the logarithmic methods give the same TMRCA.
This can be exemplified with the “Pale Green” R1b12a group in the Clan Donald
series. The group contains 8 of 37 marker haplotypes and 10 of 25 marker
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haplotypes. The first set contains 11 mutations, which give 11/8/0.09 = 15
generations, that is 375+120 ybp. The second set contains 5 base haplotypes,
which gives [In(10/5)]/0.046 = 15 generations, which is the same timespan to the
common ancestor (Proceedings, vol. 4, No. 6, p. 1212).

8. Here is an example of a relatively recent common ancestor of a branch
(with DYS392=15) of haplogroup Nlcl (the South-Baltic branch), which was
analyzed using a very “slow” panel of 22 markers (Klyosov, 2011b, 2011c), with
the mutation rate constant of 0.006 mutations per haplotype per the
“conditional” generation of 25 years. The branch contained 24 haplotypes, which
contained only 9 mutations and 16 base haplotypes, which gives 9/24/0.006 = 64
generations (no back mutations with such slow markers for this timespan), that
is 1600 ybp, and [In(24/16)]/0.006 = 68 generations, that is 1700 ybp
(Proceedings, vol. 4, No. 8, p. 1611). Again, the linear and the logarithmic
methods give pretty much the same results.

9. The same slow 22 marker panel was employed in the analysis of 67
haplotypes of G2c2 subclade, which contained 14 mutations and 54 base
haplotypes. It gave 14/67/0.006 = 35 generations, that is 875 ybp, and
[In(67/54)]/0.006 = 36 generations (Proceedings, vol. 4, No. 7, p. 1402).

10. 911 of 12 marker haplotypes of Rlal dataset contain 25 base haplotypes,
which gives [In(911/25)]/0.022 = 163 > 195 generations, that is 4875 ybp by the
logarithmic method. The linear method of analysis of multiple datasets gave
similar dates, in the range of 4475 - 4825 ybp (Klyosov, 2009; 2011). Again, the
linear and the logarithmic methods give pretty much the same results.

11. Here is an example of a significantly more ancient common ancestor, in
haplogroup G, of which 180 of “slow” 22 marker haplotypes have been
considered. They had 504 mutations and 10 base haplotypes, which gave
504/180/0.006 = 467 -> 496 generations, that is 12400+1400 ybp, and
[In(180/10)]/0.006 = 482 > 518 generations, that is 12950 ybp. As one can see, the
linear and the logarithmic methods give pretty much the same results, within 5%
difference, which is well within a typical margin of error.

12. A private communication from Stephen Goodrich, who has employed the
linear and the logarithmic methods to calculate the TMRCA for 205 haplotypes of
E-V13 subclade. The haplotypes had 549 mutations and 16 base haplotypes in the
12 marker format. He obtained 549/205/0.022 = 122 - 140 generations, that is
35004380 ybp and [In(205/16)]/0.022 = 116 > 132 generations, that is 3300 ybp,
only 6% difference, which is within the margin of error. Besides, 25, 37 and 67
marker haplotypes had 1270, 2342 and 3191 mutations in those 205 haplotypes. It
gave 135, 127 and 130 generations, respectively (131+4 generations, that is within
3% variation between their principal values), which after the correction for back
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mutations gave 3900+405, 3650+370, and 37254380 ybp, respectively. The last
figure (obtained from 205 of 67 marker haplotypes) is the most reliable one since
it includes all 25 and 37 markers from other parts of the same dataset. It is also

within the margin of error with the data obtained with the logarithmic method
for 205 of 12 marker haplotypes (3300600 ybp).

13. Another private communication from Stephen Goodrich. He has
“cleaned” the dataset, removed identical haplotypes of individuals with the
same last names, and finally obtained a dataset with 165 haplotypes of E-V13
subclade. The haplotypes had 417 mutations and 13 base haplotypes. He
obtained 417/165/0.022 = 115 -> 130 generations, that is 3250£360 ybp and
[In(165/13)]/0.022 = 115 - 130 generations, which is the same thing for the
linear and the logarithmic methods.

The list of examples can go on and on, however, it seems, it is enough to
appreciate again the ignorant “critic”s comment: “your method ... doesn't work; the
logarithmic method in particular is crap and has incredibly huge confidence intervals.”

Now, back to the discussion. It gives a good and educational illustration what
happens when unqualified people believe that they can criticize and dismiss
established approaches and methods of DNA genealogy. Typical mistakes which
they make are based on (a) lack of knowledge in margins of error of individual
“mutation rates” of separate markers (obtained, for example, from father-son
pairs, as it was explained above), (b) lack of knowledge in that haplotype
datasets typically represent a mix (a superposition) of various populations
deriving from different common ancestors, (c) lack of knowledge that datasets
can be calculated (aiming at TMRCAs) only when it is proven that they are
derived from one common ancestor (in terms of DNA genealogy), (d) lack of
knowledge that various “rate constants” publish on various websites were not
calibrated using known genealogies and/or known historical events, and that
they are typically unreliable.

The discussion gives a number of good examples of said lack of knowledge.
What is really striking is that how people with such a meager knowledge in the
field can be so aggressive in attacking others. Though, ignorance and arrogance
is a common thing among many people.

BACK TO DISCUSSION (after several days of silence after the Dienekes negative
remarks, quoted above):

Anatole Klyosov:

O.K,, since the readers are silent, let me explain why the Fig. 4 from the Busby et
al paper ("Here is a figure from the paper, showing age estimates of sub-haplogroups R-
§21 vs. R-5116") is not adequate, mildly speaking.
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First, they took totally wrong mutation rates - from Ballantyne et al (2010)
[father-son transmission]. The data are based on just a few mutations, and
awfully unreliable. Let me show it.

Everyone who worked with haplotypes and their mutations, knows that DYS393
is a very slow marker, and DYS390 is a fairly fast one. Indeed, Chandler's table,
the most reliable one for the first 12 markers, shows the respective mutation rate
constants as 0.00076 and 0.00311 (mutations per marker per generation), a 4-time
difference.

What do we see in the Ballantyne's data? 0.00211 and 0.00152 (!) DYS393 is
FASTER than DYS390 (!!). An utter nonsense. How did it happen? Very simple:
Among 1758 father-son pairs Ballantyne et al observed just 3 mutations in
DYS393, and 2 mutations in DYS390, and they took it (!) as a solid base for their
absurd mutation rate constants.

This is applicable to all their "mutation rates". The reason is that among those
almost 2000 father-son pairs, there were 3, 2,7, 5, 3, 6,0, 0, 6,9, 1, 6 mutations in
the first 12 markers. It just cannot be used for mutation rate estimates.

Enough? Not quite. Just a minor thing in this context. When one works with
"fast" markers, a correction for back mutations is MUCH higher. Otherwise one
obtains a systematic deviation in TMRCA’s from slow to fast markers.

So, the conclusion number one: forget about Fig. 4 and the "principal
conclusions" of the Busby et al paper. They are all wrong.

Now, I can present here data on "age estimates of sub-haplogroups R-S21 vs. R-
§116", based on a much better approach. This is an important question, because it
likely sets a good DNA-related time estimate for Bell Beaker movements from
Iberia up North to the continental Europe.

I think, Dienekes, that since you presented here negative "side of the coin" you

with your fairness would like to see its positive side. Aren't you?

Mike:
Oh, well. I suppose Mark Twain would have the appropriate words.... "Reports
of my death have been greatly exaggerated."
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Anatole Klyosov:
O.K., good. Now, let's move to HOW TMRCAs from U106 (521) and P312 (S116)
haplotype datasets should by properly calculated.

For U106 I will use an old (2008) collection of 284 haplotypes, from the U106
FTDNA Project. For those who want to know, I can give a reference to the
published haplotype tree of all 284 haplotypes. It is nice and symmetrical,
showing that it all derived from one (in terms of DNA genealogy) common
ancestor.

The 25 marker base haplotype of the tree is as follows:
132314111114121212131329--17910111125151929151517 17

All 284 of the 25 marker haplotypes contain collectively 1853 mutations from the
above base haplotype. It gives 1853/284/0.046 = 142 -> 166 "conditional"
generations (25 years each), that is 41504430 years to a common ancestor.
Here 0.046 is the mutation rate constant for 25-marker haplotypes, 142 - 166 is
the correction for back mutations, as both described in (Klyosov, ]J.
Genet.Geneal., 2009).

In order to verify the calculation procedure, just for fun, one can look at the
Donald Clan dataset for the main, the Red Group Rlal haplotypes. A while ago
(2007) the list contained 68 of 12 marker haplotypes, in which there were 17

mutations in the first 6 markers, and 44 mutations in the first 12 markers. It gives:

17/68/0.0088 = 28+7 generations to a common ancestor
44/68/0.022 = 2915 generations

The 68 haplotypes contained 53 base 6 marker haplotypes, that is
[In(68/53)]/0.0088 = 28+5 generations

and 41 base 12 marker haplotypes, that is

[In(68/41)]/0.022 = 23+4 generations

In 2007 the list contained 60 of 25 marker haplotypes, with 69 mutations and 18
base haplotypes. It gives:

69/60/0.046 = 2514 generations to a common ancestor
[In(60/18)]/0.046 = 26+7 generations
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By the end of 2008 the Donald Clan list contained 84 haplotypes, with 44
mutations in the first 12 markers and 52 base haplotypes. It gives:

44/84/0.022 = 24+4 generations to a common ancestor
[In(84/52)]/0.022 = 22+4 generations

Among those 84 haplotypes in the 25 marker format there were 109 mutations
and 21 base haplotypes. It gives:

109/84/0.046 = 28+4 generations to a common ancestor
[In(84/21)]/0.046 = 30+7 generations

In 2011 the list contains 143 haplotypes, and the formulas became as follows:

81/143/0.022 = 26+4 generations to a common ancestor
[In(143/86)]/0.022 = 233 generations

214/143/0.046 = 32 generations to a common ancestor
[In(143/36)]/0.046 = 30 generations

One can see that the number of mutations climbs up over four years, and a
number of the base haplotypes decreases with time. The reason is simple: the
Clan opens its doors wider and begins to accept people who actually not
descendants of John, Lord of the Isles. I am writing about it here to show how
sensitive is the main method of DNA genealogy. One can see that the numbers
shift but they shift both for the linear and the logarithmic methods.

The Clan’s common ancestor, John, first Lord of the Isles, died in 1386, that is 625
years ago, or 25 “conditional” generations ago. The both methods for the last 12
marker series showed 25.7 and 23.1 generations (I intentionally do not round up
here the numbers). The margin of error in this particular case is +14.95% and
114.71% for the linear and the logarithmic method. That is, it is about the same.

O.K., back to R1bla2. U106 subclade has 4150+430 years to its common ancestor,
calculated from 25 marker haplotypes. Anyone can go to the U106 Project, get 25,
37 and 67 marker haplotypes, and calculate each series the same way. The
mutation rate constant for 67 markers is 0.12, for 37 markers it is 0.09. I bet you
will get the same figure within the margin of error or much better for each series.

The same procedure for P312 can be applied for 337 of P312 haplotypes in Mike

Walsh FTDNA "L21" Project. They contain 1981 mutations in 25 marker format,
3663 mutations in 37 marker format, and 4956 mutations in 67 marker format.
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Therefore,

1981/337/0.046 = 128 >147+15 generations,

3663/337/0.09 = 121 - 138+14 generations,

4956/337/0.12 = 123 -> 141+14 generations

It all gives 3675, 3450, and 3525 years, plus-minus as indicated.

As you see, all complaints about "meaninglessly wide margins of error" are false.
In fact, 147, 138, and 141 generations on average give 142+5 generations (within
3.5% consistency), which is much narrover compared to formally calculated
margins of error listed above.

In the 67 marker format the U106 and P312 base haplotypes differ from each
other by 6 mutations. This places THEIR common ancestor, presumably L11, at
4800 years bp. I can explain how it was calculated, if someone cares to know it.

NOTE_1 added two week later: No one of the discussants showed any interest to
the last offer.

NOTE_2 shows a “knowledge level” of discussants who have decided to
continue - see the follow-up comments.

Jeanlohizun:

Firstly I would like to say that unlike Chandler’s et al (2006) publication in the
Journal of Genetic Genealogy, at least the Ballantyne et al (2010) paper actually
studied fathers-son pairs, so in that sense is far more reliable and descriptive
than panels of 12, 25 or 37 markers from amateur Projects as FTDNA.

AK: >What do we see in the Ballantyne's data? 0.00211 and 0.00152 (!) DYS393 is
FASTER than DYS390 (!!). An utter nonsense.....

So what if the sample size of mutations was small, at least this was an actual
generation (father-son) mutational measurement, not some calculated mutations
based on the assumed descendants of a man who live 650 years ago, which can
lead to large confidence intervals in terms of errors, especially when assuming a
constant generation time of 25 years regardless of the place of origin or history of
each of the lineages.

AK: >So, the conclusion number one: forget about Fig. 4 and the "principal conclusions"
of the Busby et al paper. They are all wrong
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As much as you wish this paper was wrong, the essence of what this paper has
brought over cannot be overturned by your rants about mutation rates in
experimentally obtained data.

Anatole Klyosov:
As always in the commentator's remarks, there is no substance.

Comment 1: negative and irrelevant.
Comment 2: empty-worded and incorrect.

Comment 3: off target, highly questionable, and irrelevant to the subject of this
discussion.

jeanlohizun:

Now the question is how you came up with the 26 generations number for the
Clan Donald; you mentioned that John Lord of the Isles died in 1386, so it seems
to me you simply took the year when the paper was written (2008) subtracted the
year of death of John Lord 1386, and divided the result by 25 years per
generation. This yields 24.88 generations; likely you added 1 or 2 generations
assuming he was a father or a grandfather when he died, and voila 26
generations. Did I get that right? Now here is a major issue with your calculation,
not every generation is of 25 years, often times, especially during the middle
ages, people had children even when they were 50. For example I know this
person, who was born in 1983, and he has a distant ancestor born in 1560 in
Lekeitio, Vizcaya, by assuming a generation time of 25 years, they must be 16-17
generations apart from each other. In reality they are only 12 generations apart
from one another, and I know people younger than him who are once removed
from the same ancestor, meaning they are 11 generations apart from that
common ancestor. Thus assuming a generation time of 25 years can sometimes
lead to erroneous mutation rates per generation. Which is why is far better to do
what Ballantyne et al (2010) did of actually measuring the mutations in a sample
of fathers and sons.

Summary:

- How did you calculate standard deviations, margins of error, confidence
intervals.

- How did you come up with the correction formula, was there any experiment,
or was it just that it would fit your data?
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- How do you account for irregular generations (i.e. more than 25 years, less
than 25 years, adoptions, etc) when calculating average mutation rate per
generation using this ancestry clan projects from FTDNA?

Anatole Klyosov:
I have published answers and explanations to all those questions you asked. And
to dozebs of other questions which you have not asked.

NOTE: My “critic” still did not get that 25 years per a “conditional” generation
is a mathematical figure and has nothing to do with a “common generation”
which is a floating number.

jeanlohizun:
Yes I'm in Academia.

How do you make sure the following doesn’t happen: We have a DNA Project
for R1b-M269 bearers, and they were tested using say 10 STRs. Then on that
sample we have Murcians (n=23) and Catalans (n=200). It just so happens that
the Murcians have 150 mutations from the base haplotype, on the other hand the
Catalans have 400 mutations from the base haplotype. Thus if we analyze the
sample indiscriminately without separating the two subgroups, it yields that
there are a total of 550 mutations, which translates into an average mutation rate
per marker of 550/(223*10) = 0.2466. Then using a constant mutation rate of
0.0025 (this is a hypothetical number), it yields 98 generations, which of course is
then multiplied by a constant for back mutations. Now if instead of using the
whole sample we take just the Murcians (n=23) it turns out that it yields a total of
150 mutations which translates into an average mutation rate per marker of
150/(23*10)=0.6521, again using the 0.0025 (hypothetical) gives out 261
generations, which translates into a TMRCA 2.66 times older than that of the
combined sample.

Again I did not get the impression from your analysis of Adams et al (2008) that
you looked at each single Iberian population independently, nor did I get the
impression that you broke down haplogroups R1b-M153 or R1b-M167 from the
Rlb (xM65M153 or M167) to do the STR diversity analysis.
Anatole Klyosov:

1. Standard deviations, margins of error, confidence intervals.

They are determined by a number of mutations in a properly handled haplotype
dataset, by an assumed margin of error in the mutation rate constant, by a choice
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of sigma confidence level, and by actual fit to actual data (actual genealogy and
actual known historical events).

After calculations of hundreds and probably thousands of haplotype datasets, I
came to a formula which makes the best (it seems) and reasonable fit with actual
data. I have demonstrated the result above in this thread (with the example of
337 haplotypes using 25, 37 and 67 marker haplotypes; explanations are given
above):

1981/337/0.046 = 128 - 147+15 generations,

3663/337/0.09 = 121-> 138414 generations,

4956/337/0.12 = 123 -> 141+14 generations.

It all gives 3675, 3450, and 3525 years, plus-minus as indicated.

As you see, 25, 37 and 67 marker haplotypes fit quite well with each other. This is
for one particular dataset, for R-L21. An average number of generations is 142,
and the principal numbers are within 3.3% margin. For a much more massive
dataset the number is 150+15 generations (3750£380 years) from a common
ancestor, which is pretty much the same. As you remember, L21 is under M269,
under L23, under L51, under L11, under P312.

A whole ladder for 30 subclades of R1bla2-M269 with dates and confidence
intervals is given in Proceedings, June 2011 (vol. 4, No. 6, p. 1127),
http:/ /aklyosov.home.comcast.net

2. Corrections for reverse (back) mutations.

When you look at the formula you have quoted above (taken from my paper in J.
Genet. Geneal., 2009) [I did not like the title of the journal, that is why I set a new
journal, on DNA genealogy, and it is very different indeed), you immediately
recognize that it is the Poisson distribution. The way how this particular formula
was derived is described in the Proceedings, October 2008, pp. 631-641. You need
to use an e-translator, because the article is in Russian. It contains a few pages of
mathematics, which I cannot reproduce here due to limited space. It does not
need any experimental confirmation since it is based on Poisson distribution
(PD), as hundreds and thousands of other applications in the world. In fact, all
calculations of mutation rates, as well as practically all chemical kinetics
approaches are based on the PD. This is also illustrated in cited J. Genet. Geneal.

3. 25 years per "conditional" generation.
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It has nothing to do with a common "generation". It is a mathematical value.
Common generations is a floating timespan. It depends on many factors -
culture, lifestyle, climate, wars, famine, etc. It cannot be used in calculations,
therefore, all those endless discussions which value to take - 16, 18, 20, 25, 27, 30,
31.5, etc. years are practically senseless. None of them would be right for
different peoples and different times.

In fact, it is not needed. When you work with haplotypes and mutations, you get
"kt", a product of the mutation rate constant and a number of generations.
Therefore you can chose whatever t (the length of generation) you like, and you
get the mutation rate constant from it. They bound to each other. I chose 25
years, and the mutation rate constant came out of it as 0.022 for 12 marker
haplotypes, 0.046 for 25 market ones, 0.090 for 37 marker ones, 0.12 for 67 marker
haplotypes, and 0.198 for 111 marker haplotypes (Klyosov, 2011d). The last value
should be verified, but it would not be changed much. If one does not like 25
years per generation, he/she can take, say, 31 years, and the mutation rate
constants will shift proportionally. The final result (in years) will be exactly the
same.

I hope it helps.

Now, to your question of “How do you make sure the following doesn’t happen:
We have a DNA Project for R1b-M269 bearers, and they were tested using say 10
STRs...” (see above)

This is a kindergarten "problem". It is "Rule No. 1" with which I have started this
thread - do not mix different lineages (branches, populations). In that example
Murcians have 150/23/0.025 = 261 generations to a common ancestor (w/out a
correction), Catalans have 400/200/0.025 = 80 generations. If you mix the two,
you get a phantom "common ancestor" somewhere in between. It is a no-no. In
that particular case if you mix them you get 550/223/0.025 = 99 generations,
almost three times lower than the oldest, 261 generations. In fact, after correction
for back mutations you get 99-->110 generations and 261-->350 generations, that
is the error equals 320%. That is exactly how "Zhivotovsky method" works
(rather, it does not work): they mix all branches, get much lower TMRCA, and
multiply it by 3 (by using 3 times lower "population mutation rate"). The
problem is that they multiply by 3 everything, right and wrong TMRCAs, and as
a result you never know what you got. Often a result is 300% higher than it
should be.

Dienekes:
Anatole, do you really believe that Rlal folk built both Gobekli Tepe _and_
Stonehenge?
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MY COMMENT:

Dienekes clearly undestood that his case is lost, and he is trying to change the
subject. I decided to leave here his questions and comments as a good illustration
of his “methodology” in considering scientific issues which are not quite
understood as yet. Instead of encouraging a brainstorming attempt, as a scientist
is normally trained to do, Mr. Ponticos prefers to play a role of a policemen in
science. He pretends that he KNOWS the truth, and demonstrates an utter
intolerance to those who dare to advance new hypotheses.

Anatole Klyosov:

The question is not what I "believe" or "not believe". "Believe" belongs to religion,
not science. By the way, I have never wrote what you have mentioned in any
scientific edition, such as I know or I believe. However, a legitimately scientific
question would be whether we have any data (or indications) of R1al (possible)
presence in the regions of Gobekli Tepe and Stonehenge and in the respective
time periods? Next question would be whether the two mentioned sites have
something certain in common, say, from architectural viewpoint? Design?

Agree, that when we start to lay out DATA and their thoughtful consideration,
we gain knowledge regardless the (current) answer would be "yes" or "no". I said
"current", because some new data might appear and a current answer might go
from yes to no, or in the opposite direction.

Agree, this is the way science works.

So I suggest you to ask me a different question - such as "Do you have ANY
indications that R1al were in Anatolia some 11-9 thousand years before present
and in Europe 5-4 thousand years bp?"

From my side, I would ask you a reciprocal question: Do you know for fact that
there is no ANY indication that Rlal were in Anatolia some 11-9 thousand years
before present and in Europe 5-4 thousand years bp?"

This is how a constructive discussion takes place, rather then throwing questions
with an accusatory connotation.

Mike:
Dienekes, I think many readers are interested in the objective arguments related
to the methods and tools used. In that regards, can the concerns about Anatole's

methods be explained more explicitly?

Dienekes:
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My own experiments on Y-STRs can be found in the Y-STR Series label of this
blog. People are free to evaluate his arguments and data for themselves, but I
don't plan to devote any more time on them and on Y-STRs in general, unless
some convincing new development takes place that will make me change my
opinion on them.

Anatole Klyosov:
Dienekes, your “answer” is again off target. The question was: can the concerns
about Anatole's methods be explained more explicitly?

My answer to the question is that NOBODY has ever shown that the method is
incorrect or based on incorrect assumptions, or that the mutation rate constants
are incorrect, or the results are incorrect. Nobody. In fact, nobody has even tried
to consider it, using any specific examples. Your quotation above is a good
example. You just have said on passing that the method is bad. I gave above a
specific example, with R-L21. Where are the critique? Take any L21 dataset (or
any dataset on that matter), show me that my methodology is incorrect, that the
results should be noticeably different, that the margin of error makes the data
meaningless, etc.

I have seen in my life in science very many people who have no idea what they
are talking about, or who criticize without offering anything positive on the
subject. So, you are not alone. We have the same situation here. Not the first
time, not the last one.

DP: >My own experiments on Y-STRs can be found in the Y-STR Series label of this
blog.

You forgot to mention my response to it, which completely nullified your "own
experiments on the Y-STR".

Anatole Klyosov:

Back to Gobekli Tepe. In fact, the whole discussion was based on a recent paper
in National Geographic (June 2011, p. 39-59), which said, I quote - "Known as
Gobekli Tepe, the site is vaguely reminiscent of Stonehenge, except that Gobekli
Tepe was built much earlier... some 11,600 years ago". The "vague" resemblance
with Stonehenge was explained on a picture showing Gobekle Tepe as vertical
pillars (16 tons of weight) arranged in a circle, with horizontally placed huge
stone blocks on top of each one (T-shaped pillars).

But the main question here is - since when hypotheses (brain storming) are met

with such hostility? Do you know who built Stonehenge? Which "haplogroup"?
Do you know who built Gobekli Tepe? Which "haplogroup"? O.K., you do not
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know. In fact, nobody knows. Again, why such hostility to ideas, which - in
principle - can be examined and verified?

However, there are indications that R1al were in Central Asia some 20,000 years
ago, that they might have been moving through Anatolia westward some 12-
10,000 year ago (where some proto-IE language could have been left), and that
they have been in Europe thousands of years before 4600 ybp (the last date from
Haak et al, 2008). Stonehenge was built between 4500 and 3500 ybp
(radiolabeling data are summarized in Johnson, Solving Stonehenge, 2008, 288

Pp)-

Please, Dienekes, try sometimes be positive in considering someone else's ideas,
which CANNOT be overthrown, as least yet, by contemporary science. Do not
try to control things when you can just listen. Peacefully. Open-mindedness is a
good thing in science. It is probably not a good thing for police officers and
prison guards, and, apparently, in this blog.

First, please lay out here, for example, a couple of those proposals of mine you
disagree with, and JUSTIFY (based on clear and commonly accepted scientific
evidences) what is wrong with them. I bet that you fail

ALL my hypotheses are based on actual data that cannot be just dismissed.
People generally base their attitude on "conventional wisdom", not on scientific
data.

Please keep in mind that I am a professional scientist, and I have been trained to
advance hypotheses in a brain storming manner. After I offer them, the next step
is a careful consideration what they support, what they contradict, and what is a
balance between the two. And by "support" and "contradict" I mean DATA, not
"opinions", and not "conventional wisdom". This is what science is about.

It is in a way disconcerning, how so many folks are far away - mentally - from
this truly scientific methodology. They curse, "dismiss", aggressively attack, as it
is something that intrudes their privacy, their family life, their wellbeing, a
loyalty of their spouses. Sometimes I want to scream - folks, it is just a
HYPOTHESIS! It just my attempt to explain things that contemporary science
cannot explain. Why such hostility? Do YOU have anything to offer in that
regard?

A mystery, truly.
Here are some relevant data and observations regarding the quoted.

1. R1bl arose in Central Asia around 16,000 ybp. There are a number of
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indications to it, such as a pattern of mutations in R1b1l haplotypes in Central
Asia (Uigurs, Kazachs, Tuvans, Bashkirs, etc.), which dramatically differs from
that in R1b1 in Europe, and the respective dating. Then, a trek of archaic Turkic
languages which well coincides with the R1bl migration route. Then, similar
elements which might belong to a proto-Turkic language which only remotely
reminds current Turkic languages along this R1bl migration trek. Linguists
cannot read that proto-Turkic language, it has practically disappeared. On the
other hand, there are common elements in the Basque, Northern Caucasian
languages, Sumer language, some Dene-Caucasian languages and other
agglutinative languages, compared to flexive IE languages. So my suggestion
was that an ancient language of R1b1l was that agglutinative language which can
be called Dene-Caucasian, or Proto-Turkic, or whatever, it does not make any
difference how to call their non-IE language, since there is no name for it as yet. I
can call it "Erbin" to reflect that it was the R1b1 tribe who spoke it. On the other
hand, it is known that there was/were many non-IE languages across Europe
before 1,000 BC (and some of them were carried into the 1st millennium AD).

In short, R1b1 arose ~16,000 ybp in Central Asia, they spoke a non-IE language
(Erbin), they made their way to Europe and arrived ~4800 ybp by several routes.
They brought their non-IE language to Europe that time, and only 500 BC a first
IE language was found in Celts/Kelts, who are often referred to be R1b1. Still, it
is not clear, they might have been R1al. After it, and along with disappearance of
the Etruscans, Europe started switching to IE languages back again. "Back" -
because IE languages are much older, and probably they were in Europe, or even
dominating in Europe some 10-6 thousand vyears before present.

As you see, this is a very interesting and vaguely understood story or migrations
of people and languages in Europe.

A similar story was with Rlal. Clearly, they did not appear in Europe out of the
blue. Clearly, it is a brother subclade of R1b1. Clearly, they also came from Asia
very long time ago. Apparently, it was them, who spoke IE languages 10-6
thousand years before present, and clearly it was them who brought IE language
to India and Iran ~3500 ybp.

Indeed, it was shown that the most ancient Rla arose in Central Asia, either in
the Altai region or in North China region (some of the local Chinese populations
are up to 25-30% Rlal), where there are dated - by different haplotype datasets -
between 17 and 21 thousand years ago. From there they have migrated to Europe
by the "Southern Route" (unlike the "Northern Route" of R1bl) - via Tibet,
Indostan, Iran, Anatolia to the Balkans, where some "oldest" Rla haplotypes are
found (with DYS393=13, not 11 as among other R1al). This branch is coined "R1a
Old European branch" among total 22 branches of the R1al clade, and it is dated
between 11 and 8 thousand years back.
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From there Rlal appeared ~4800-4600 ybp on the Russian Plain, and moved
eastward as a chain of archaeological cultures now shows, up to Andronovo and
Afanasievo cultures (it is unclear for the last one, are they from Europe, via
Andronovo, or they are the original R1a from 20,000 ybp). R1al are excavated in
South Siberia and in Tarim basin.

Again, this pattern explains and put together many historical and linguistic
puzzles, including those of the "Nostratic concept". Again, here I laid out only a
small fraction of facts and observations. They are described in more details in my
publications.

Jeanlohizun:

In your study “all 750 haplotypes showed 2796 mutations with respect to the above base
haplotype, with a degree of asymmetry of 0.56. Therefore, the mutations are fairly
symmetrical, and a correction for the asymmetry would be a minimal one. The whole
haplotype set contains 16 base haplotypes. An average mutation rate for the 19-marker
haplotypes is not available in the literature, as far as I am aware of, and cannot be
calculated using the Chandler's, Kerchner's, or other similar data. However, the Donald
Clan latest edition of 88 haplotypes contains 63 mutations in the above 19 markers.
Taking into account the 26 generations to the Clan founder (see above), this results in the
mutation rate of 0.0015 mut/marker/gen and 0.0285 mut/haplotype/gen, listed in Table
1.

The logarithmic method gives In(750/16)/0.0285 = 135 generations, and a correction for
reverse mutations results in 156 generations (Table A), that is 3900 years to a common
ancestor of all the 750 Iberian 19-marker haplotypes. It corresponds well with 35001480
ybp value, obtained above for 12- and 25-marker Basque haplotype series. The "mutation
count" method gives 2796/750/19 = 0.196+0.004 mutations per marker (without a
correction for back mutations, that is obs = 0.196+0.004), or after the correction it is
0.218 £ 0.004 mutations per marker, or 0.218/0.0015 = 145+15 generations, that is
3625370 years to a common ancestor of all 750 Iberian R1bl haplotypes.”

So why did you not separate the lineages of the different Iberian populations and
instead used the bulk of lineages? By not separating the lineages and mutations
into the different populations you have completely missed any possible internal
population that can have a much higher diversity value. Because as I showed
before it is possible for two populations to have a lower TMRCA when they are
combined together than one of them can have separately.

KERERERERERARALAS

NOTE (by Anatole Klyosov): My “opponent”, being a novice in DNA genealogy
(actually, he is not there as yet) missed an important rule of this discipline: a
haplotype dataset has one common ancestor (in terms of DNA genealogy) if the
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linear and the logarithmic methods gave the same or a similar results. For the 750
Iberian haplotypes the linear method gave 145+15 generations, and the
logarithmic method gave ~156 generations to a common ancestor, that is within
8% and well within the margin of error. It means that those 750 haplotypes
descended from one common ancestor, who lived within 3625-3900 ybp, and
other (downstream) subclades do not distort this TMRCA, at least significantly.

In fact, the objection of my “opponent” is seriously flawed because EVERY
dataset contains “a bulk of downstream lineages”. The question is whether that
“bulk of lineages” has descended from one common ancestor. In that case the
calculations provide a timespan to THAT, the oldest common ancestor for the
dataset.

A different situation is that when there are two or more different common
ancestors of the haplotypes in the dataset. In that case the linear and the
logarithmic methods will give quite different TMRCAs, because mutations in the
dataset would not follow the first-order process.

For example, those Murcians (with 261 generations to a common ancestor) and
Catalans (with 80 generations to their common ancestor) being combined in one
dataset would give quite different TMRCA’s by the linear (99 generations) and
the logarithmic methods (likely around 40 generations). It is a typical mistake
made by a novice who does not have any experience in those matters.

I have reprinted the following quite lengthy and totally incorrect passage by my
“opponent” as a lesson of how NOT to analyze data. He was doing some
acrobatics with numbers taking them as a rabbit from the hat, without even
thinking that some Chandler’s “mutation rates” are inaccurate or plain incorrect
(some of them are), that individual marker’s “mutation rates” often have huge
margins of error, etc. As a reader has probably noticed, I have never employ
individual markers mutation rate constants, only those by whole panels (12, 25,
37, 67, 111 markers) in their entirety, and always use the calibrated data. My
“opponent” does not have such a feeling and take those often erroneous
numbers for granted, as if they are proven, verified, calibrated. Overall, comment
of my “opponent” is truly a bad joke. It is sad that he does not realize it.

Jeanlohizun (cont.):

As for your estimation of the mutation rate of 0.0015 mut/marker/gen, I have to
say, the results are not reproduced when using the average measured mutation
rates of 14 of the 19 STR markers Adams et al (2008) used. Also certain STR have
been shown to mutate faster in one haplogroup than in others (i.e. DYS392 in
Haplogroup N and Q, or DYS388 in Haplogroup J). You used estimated data

1859



from one Rlal project, and extrapolated that data to R1blb2 bearers, yet there
are indeed differences between the mutation rates of different haplogroups.

MY COMMENT: the last two sentences are totally incorrect. The mutation rate
constants are the same in different haplogroups, as it was shown many times.

Jeanlohizun (cont.):

For example out of the 19 STR used by Adams et al (2008) 14 have mutation rates
readily available on the Web, I used the old estimated mutation rates by
Chandler et al (2006) which have a 15-20% error for the mean of each mutation
rate, and differ from empirically measured mutation rates found in the
YHRD.org.

These 14 STR are DYS19 (0.00151), DYS388 (0.00022), DYS389i (0.00186), DYS389ii
(0.00242), DYS390 (0.00311), DYS391 (0.00265), DYS392 (0.00052), DYS393
(0.00076), DYS437 (0.00099), DYS438 (0.00055), DYS439 (0.00477), DYS460
(0.00402), DYS385a (0.00226), and DYS385b (0.00226). There aren’t estimated or
measured values for DYS434, DYS435, DYS436, DYS461 or DYS462 respectively.

Then we have that the mean mut/marker/gen is 0.0020. The problem is that the
standard deviation of that average is 0.0014, which leads to huge margins of
errors. Anatole mentioned that there were 2796 mutations present in the 19 STR,
thus subtracting the mutations found in DYS434 (16 mutations), DYS435 (4
mutations), DYS436 (5 mutations), DYS461 (127 mutations) and DYS462 (45
mutations) which are a total of 197420 mutations. Thus the total number of
mutations in the remaining sample would be:

2599/750/14 = 0.2475+0.0019 mutations per marker.

Now an assumption taken when taking the average of markers with very
different mut/marker/gen rates is that one should expect faster markers to have
the same ratio of mutations to the slow markers as they have in mutation rates
(i.e there should be 2.9 times more mutations on DYS19 than in DYS392), in order
to overcompensate for the mean mut/marker/gen. However as we would see,
that is not the case. For example dropping the slowest STR markers and their
mutations from sample should have no effect on the generations to MRCA
because we assume they behave linearly. In the Adams et al (2008) the slowest
STRs are: DYS388 (0.00022), DYS393 (0.00076), DYS392 (0.00052), DYS437
(0.00099) and DYS438 (0.00055).

If we drop this 5 STR then the mean mut/marker/gen turns into 0.0028 and the
standard deviation drops to 0.0010.

Let’s now explore what is effect of dropping the 5 slowest STR on the overall
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variance of the Adams et al (2008) sample. Thus far there are a total of 2599+20
mutations on the sample, subtracting the mutations found in DYS388 (17
mutations), DYS392 (67 mutations), DYS393 (103 mutations), DYS437 (223
mutations) and DYS438 (54 mutations) which are a total of 464 mutations+40
mutations. The total number of mutations in the remaining sample would:

2135/750/9=0.3163+0.0089 mutations per marker.

Doing the same thing for the 5 slowest STRs, which have a mean
mut/marker/gen of 6.0810* and a standard deviation of 2.8752*10+

464/750/5=0.1237+0.0106 mutations per marker.
Now doing the correction for back mutations assuming a symmetric tree yields:

14 STR — Corrected Mutation rate per marker: 0.2823+0.0025
14 STR --- Mean mut/marker/gen: 0.0020
14 STR--- TMRCA (25 years/gen): 3529+31.25 ybp

9 STR (Fastest) --- Corrected Mutation rate per marker: 0.3751+0.0125
9 STR (Fastest) --- Mean mut/marker/gen: 0.0028
9 STR (Fastest)--- TMRCA (25 years/gen): 33494112 ybp

5 STR (Slowest) --- Corrected Mutation rate per marker: 0.1318+0.0121
5 STR (Slowest)--- Mean mut/marker/gen: 6.08*10
5 STR (Slowest) ---TMRCA (25 years/gen): 5412+495 ybp

So which one are we going to choose as the right TMRCA, in the ideal case all
STRs should yield a very close TMRCA regardless of their mutation rate, and
thus why Dr. Klyosov uses an average mut/marker/gen, but as I just showed
above, the choice of STR is very important in the calculations of TMRCA. Fast
mutating STR tend to overshadow slow mutating STR in big samples, whereas
slow mutating STRs tend to overshadow fast mutating STR in small samples. The
thing is that given that we cannot control the direction (back or forth) of the
mutations, over long spans of time slow STR are better are predicting TMRCA.
However because they are slow, a small sample size would tend to undermine its
presence. On the other hand the method of averaging mutation rates regardless
of their values is very unreliable because it tends to undermine the values of
slow STR in big samples. Thus I agree with Busby et al (2011) conclusion that is
not the amount of STR but the sets of STRs what matters when determining
TMRCA.

NOTE (Anatole Klyosov): I have decided to place this gibberish above with an
educational purpose only, though I doubt that anyone would take it seriously.
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| Some more comments, and those more specific, are made below.

Anatole Klyosov:

Unfortunately, you are too quick with the word "failed" directed to others, which
know MUCH more than you in the area you dare to criticize. You had to write -
"l seem failed to understand...". This would have been a fair and a correct
statement.

>So why did you not separate the lineages of the different Iberian populations and instead
used the bulk of lineages?

Because there was no need in it back in 2009. I could have done it, and the fit
between the linear and logarithmic methods would have been even better. But it
was good enough: 145+15 and 156 generations, respectively. As you see, they are
the same within the margin of error. The difference between their principal
values is less than 8%, which is well within typical margins of error in DNA
genealogy.

Remember, in the above example which you gave earlier, the difference was 4
times, or 400%. Can you see the difference between 400% and 8%?

The second reason why I did not separate the lineages back in 2009 is that that
time I was not looking for recent lineages. I have done the separation in a recent
paper, in June 2011 (Proceedings, 2011). In the latest paper I have isolated 30
subclades and determined the TMRCA for each one. Please notice that the
Iberian major R1bla2-P312 subclade had the TMRCA of 3900+400 ybp (page
1133) and 35254360 ybp (pp 1162-1163, different datasets). As you see, they are
all the same thing.

One more advice to you: please look at the core data, not on some "side dishes".
It is like checkers on a cab. They are not that important compared to the ride
itself.

So, we are done with the first part.

The second part, in which you have manipulated with those five markers, is
totally flawed. In fact, you got huge margins of errors, and you did not realize it.
Instead, you wrote truly absurd things. Look what have you done:

14 STR--- TMRCA (25 years/gen): 3529+31.25 ybp

Can you imagine? Margin of error of 31.25 years! 0.9% (!!) What is 31.25 years,
where came it from (!?)
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Next:

9 STR—-TMRCA (25 years/gen): 3349+112 ybp

Margin of error of 3% (!!) Where those 112 years came from, again?
Next:

5 STR --- TMRCA (25 years/ gen): 54124495 ybp.

Margin of error of 9% (?)

It is all grossly incorrect. The way how you have been doing it would give you
margins of error no less than 60-80%.

Result: all you calculations are based on an incorrect platform. You should have
re-calibrated your "estimated" 4, 5, and 9-marker "haplotypes", using some
known genealogy, to make sure how they work. In fact, all "dating" which you
have obtained - 3529, 3349, and 5412 are around ~ 4100+1140 ybp, within 30%
margin of error. That is what you have actually obtained.

You have made many additional errors in your "explanations", but it is not
worthwhile go over them. The thing is that your main conclusion -

>Thus I agree with Busby et al(2011) conclusion that is not the amount of STR but the
sets of STRs what matters when determining TMRCA

is applicable to you personally (meaning you are free to agree with whomever
you want), but not to the field itself. You need just learn how to treat data
correctly.

jeanlohizun:

If you think I manipulated something then why don’t you go back and count the
amount of mutations present in the Adams et al (2008) sample of 750 haplotypes
for the markers DYS388 (0.00022) [17 mutations], DYS393 (0.00076) 103
mutations], DYS392 (0.00052) [67 mutations], DYS437 (0.00099) [223 mutations]
and DYS438 (0.00055) [54 mutations]. You would see that there are 464+40
mutations. You are the one that doesn’t realize that once you mix together slow
STRs such as DYS388, DYS393, DYS392, DYS437, DYS438 with fast STR such as
the other 9 you undermine the value of the slow STRs.

MY COMMENT:
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It is grossly incorrect. A “minor” thing is that my “opponent” cannot count
mutations. For example, in DYS388 in the Adams et al (2008) dataset there are
not 17 mutations, but 17 mutated alleles, of which 14 alleles 12213, and 3 alleles
12->14, altogether 20 mutations, not 17. Similarly, in DYS393 there are 114
mutations, not 103; in DYS392 63 mutations, not 67; in DYS437 222 mutations, not
223, and in DYS438 65 mutations, not 54. My “opponent” does not know that
two-step mutations are counted as two mutations, not one.

However, the miscalculated 20 mutations is a relatively minor thing in this
context. What is much worse, many of those “excessive” mutations are not
random, and they cannot be subtracted individually and used as a basis for
calculations of the mutations rate constants. Those mutations specifically belong
to certain subclades of the Iberian R1bla2. For example, many of DYS393=12
belong to the L23 subclade (in most other R1bla2 subclades DYS393=13). Many
of DYS437=14 belong to the M153 subclade (in most other R1bla2 subclades
DYS437=15) [Klyosov, 2011a], and so on. Therefore, many of the 114 mutations in
the slow DYS393 marker are not random mutations, they are differences between
L23 and P312, L21, U152 and other subclades. That is why there are so many of
them (114), though only ~ 72 mutations in DYS393 should be truly random.
Overall, since the TMRCA for the M153 subclade is ~ 3640 ybp, practically the
same as that for the P312 subclade, the distortion is not (or only slightly)
noticeable in the difference between the TMRCA obtained with the linear and the
logarithmic methods, and the overall TMRCA, largely related to R1bla2-P312, is
acceptable.

On the same reason, only ~ 94 mutations in DYS437 from the observed 222
mutations are random. The rest, 58% of the mutations, belong to differences
between subclades. However, when almost 3000 of mutations are considered
altogether, a hundred of non-random mutations make only 3% of the total count,
which is within the margin of error. That is why only total counts should be
considered, across the whole dataset (if it satisfies the criteria of the linear
method and the logarithmic method resulting in the same TMRCA) or within the
subclades. To calculate the “mutation rate constant” from those distorted
“mutations” of the individual markers - it is a complete disaster. That was
exactly what my inexperienced “opponent” did.

And after such a dramatic failure he rhetorically states:

nnnnnnnnnnnnnnnnn

jeanlohizun (cont.):

You can’t truly explain why when only the slowest 5 STRs are used the sample
produces a TMRCA older by at least 1500 ybp than that of the combined sample
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or the fastest 9 STRs. I'm simply showing to you that the mean mut/marker/gen
method is flawed; because for it to work you would have to have a direct
proportionality between mutation rate and number of mutations present in each
STR, and such proportionality does not exists, at least not in the Adams et al
sample.

MY COMMENT:

That is exactly what I mean. The person has no idea how much he does violate
the rules of DNA genealogy. He mixes different branches/subclades with each
other, while they involve different base alleles values, and he tries to calculate
“the mutation rate constant” for those phantom mixes.

Here is the most important conclusion which I do not get tired to repeat: DO
NOT EMPLOY INDIVIDUAL MARKERS FOR CALCULATIONS. Employ
only the whole haplotype panels.

That is why my “opponent” is falling to that trap deeper and deeper. I quote:

>] was simply trying to show the readers that while in your ideal world slow STRs, fast
STRs and the combined sample should all produce a somewhat close result, the reality is
that they don't. There is no way around it, using the 5 slowest STRs in the Adams et al
sample produces 464 mutations, which divided by the average mutation rate of those 5
slowest produces 209 generations to TMRCA without the correction for back mutations.

It is not in my “ideal world”, but in the real world different markers must all
produce the same or close results, however, when they are related to ONE
COMMON ANCESTOR and when there are many of haplotypes in the dataset,
in order to satisfy statistical criteria. When my “opponent” keep overcounting
“mutations” (by mixing random mutations and mutations between subclades),
he overcounts the TMRCA, and instead of 126 - 145 generations, that is 3625
ybp, he obtains 209 > 264 generations, that is 6600 ybp.

The case is closed.
However, my “opponent” continues in a blind rage:
jeanlohizun (cont.):

AK:> It is all grossly incorrect. The way how you have been doing it would give you
margins of error no less than 60-80%.

All you calculations are based on an incorrect platform. You should have re-calibrated

your "estimated" 4, 5, and 9-marker "haplotypes", using some known genealogy, to make
sure how they work. In fact, all "dating" which you have obtained - 3529, 3349, and
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5412 are around ~ 4100+1140 ybp, within 30% margin of error. That is what you have
actually obtained.

I used the same data you used, and anyone can use here, and count the
mutations in the slowest STRs and they would see what I'm saying. Whether you
are ready to admit that your methodology might have overlooked at the
possibility of the STRs not behaving linearly is another story. Again I could
explain it to you in more details if you want, but basically STRs do not behave as
nicely and predictable as you want to portray them.

MY COMMENT:
What can I say? Just shrug. That is what I call the aggressive ignorance.

Anatole Klyosov:
You have just written many words on a subject you are not knowledgeable in.
Your manipulations are all based on an indiscriminate extraction of Chandler's
numbers without their verification. Without even thinking that they (or just one
of them) might be incorrect. Have it occurred to you that some numbers might be
incorrect indeed?

You have overlooked my comment above in this thread:
AK: >>Indeed, Chandler's table, the most reliable one for the first 12 markers...

Why do you think I mentioned only the first 12 markers as the most reliable?
Because I know all of them, and examined and cross-examined each one of them.
This reflects the principal difference between a professional (in kinetics of time-
related processes) and you with your ignorance in the subject. You just grab
numbers without thinking how reliable those numbers are.

You do not look at the core of the problem. You do not want to pay any attention
at the fact, that those Iberian R1bla2 haplotypes produce essentially the same
TMRCA whether they are calculated using 19 marker haplotypes, 25 marker, 37
marker, or 67 marker haplotypes, using either linear or logarithmic methods. All
those results are within margins of error. In spite of this obvious result, you grab
something indiscriminately, manipulated mindlessly with them, and voila. In a
way, you have repeated the same flawed "approach" as the paper (Busby et al,
2011) beloved by you. They also grabbed something (wrong "mutation rates"
from father-son pairs) without thinking, and voila.

Another serious mistake made by you (even if the all the Chandler’s mutation
rates are correct) is that you mix the lineages/subclades/branches and count
mutations in the individual loci. As a result, you take 750 alleles of, say, DYS437,
in which DYS437=15 in the P312 subclade and DYS437=14 in the M153 subclade
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(Klyosov, 2011a). It is a slow marker, and in P312 it rarely mutates as 14 €< 15 =
16, and in M153 it rarely (with the same mutation rate constant) it mutates as 13
< 14 > 15. As a result, you see a cocktail (superimposition) of alleles - a little or
none of 13 and 16 (which are truly random mutations of M153 and P312,
respectively, and plenty of 14 and 15, which is a mix of M153 and P312. And you
“calculate” the “mutation rate” from that cocktail!

Indeed, among those 750 alleles of DYS437 we see none of “13” (that reflect a
very slow mutation of the allele “14” in the M153 subclade), little of “16” (only 9
of them out of 750, which shows a very slow mutation of the allele “15” in the
P312 subclade and maybe some other relatively minor subclades there, such as
U152 and U106), and plenty of “14” (213 of them) and “15” (528 of them). Overall
you see 222 mutations (213 + 9), but they are not random mutations, they are the
inherited alleles of the M513 and P312/U152/U106 subclades, respectively.

Should you separate these subclades, you would see just a few (on none)
mutations in DYS437 within those subclades. That is how the mutation rate
constants should be calculated.

As a result, you grossly overcounting a number of mutations, you artificially
elevate the “mutation rate” for DYS437, and when you divide the overcounting
by elevation, you wrongly inflate the TMRCA (you have obtained 6600 ybp
instead of ~ 3625 ybp). And after such an acrobatics you attack the mutation rate
constants that they are wrong, and different markers give you different TMRCA!
Of course they do, since you cannot count mutations properly.

Now, suppose those 750 Iberian haplotypes contain 37 haplotypes of M153
(having DYS437=14) [Klyosov, 2010] and 713 of “other” R1bla2 subclades having
DYS347=15. If the mutation rate constant by Chandler for DYS437 is correct and
equal to 0.00099 mutations per marker per generation (25 years), and if there are
130 generations to a common ancestor of all of the named subclades (I am
simplifying, but not much, since all of the TMRCAs are around 3600-4000 ybp,
and 130 generations after the correction for back mutations gives 3725 ybp), than
we get - theoretically - 37x0.00099x130 = 5 mutations (13 € 14 - 15) in that
marker in the M153 subclade, 713x0.00099x130 = 92 mutations (14 €< 15 = 16) in
that marker in the P312 (and others with the base “15” allele), and the rest, 32
alleles (in M153) will be unchanged “14”, and 621 alleles (in P312) will be
unchanged“15”. With some minor assumptions on symmetry or non-symmetry
of the mutations, and by comparing with the observed figures, we see no “13”
alleles in M153 (instead of 2-3 of them at the symmetrical mutations), all five 14
215 from M153, nine alleles “16” from P312, 83 of 15 =14 mutations from P312,
plus their own 32 of “14” (M153) and 621 of 15" (P312).

In summary, that is what we can see in alleles of DYS437:
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13 Zero

14 32+83=115
15 5+ 621 =626
16 9

Total of “14” and “15” should be 115+626 = 741

In reality, we see

14 213
15 528

Total of “14” and “15” is 741. The exact fit is, of course, a coincidence, however, it
shows that the mutation rate constant for DYS437 by Chandler (0.00099) is
generally correct. We observe more alleles “14” and less “15” among those 750
DYS437 alleles, however, it might be cause by a number of factors, among them
unknown subclades in the dataset and a series of small branches-lineages in the
dataset. Overall, it is all compensated in the mutation pattern, since the see the
first order of mutation accumulation pattern, as is proven by the comparison of
the linear and the logarithmic methods.

R o i e e e e e e e e e

MY COMMENT:

After it the discussion moved from the mutation rates to history of haplogroups
and languages. This was prompted by a negative comment of one of the
discussants that we cannot follow the spread of languages and haplogroups as I
have outlined earlier, with respect to Proto-Turkic languages and haplogroup
R1bl.

Anatole Klyosov:

It is rather senseless to discuss the matter after I laid out here the background of
the concept point by point, and you did not bother to respond with DATA.
Hence, the way you choose to respond cannot be accepted.

>Turkic languages are now accepted as a branch of the Altaic language family by most
linguists.

WHICH Turkic languages? Do you know dating of origin/split of those
languages which are considered by "most linguists"? Do you realize that I am
talking about a time period for R1bl and their language between 16 and 5
thousand ybp?
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>...both the homeland of the Turkic language family and the homeland of the Altaic
family are commonly thought to be somewhere in Greater Mongolia and/or eastern part
of Siberia... So your R1bl-Proto-Turkic connection isn't plausible (whatever R1b1
Central Asian Turkic people now carry seems to be entirely from the pre-Turkic
inhabitants of Central Asia).

You gave a very confusing and self-conflicting statement (rather, a mix of
conflicting statements), in which the first one is disconnected from the last one.
You do not argue that R1b1l arose in Central Asia, and likely in the Altai region,
which I have demonstrated many times. You do not argue that R1bl had their
language, which I call "Erbin" (due to lack of other names) and which linguists
have not even considered (if they did, a reference please). Then, I suggested that
considering their (R1b1) possible route this Erbin might have been a Proto-Turkic
language. How much linguists know on Proto-Turkic languages? How much do
YOU know about Proto-Turkic language? Have you ever read anything on
Proto-Turkic languages? I have.

I have argued many times that the term Proto-Turkic was brought by me only
because the apparent R1bl migration route across the Eastern part of Eurasia
coincides with the area of the present Turkic language, some of the very archaic.
If one does not like the work “Proto-Turkic”, call the R1b1 language (thousands
ybp) Dene-Caucasian, Sino-Caucasian, or any other name one likes. I call it
“Erbin”. What is wrong with it?

How you would respond to a paper featured in the current Dienekes selection,
which concluded that (modern) Turkic language in the present day Turkey was
not brought from the East, as many other Turkic languages in the world?

I would not bet on that conclusion, however, it does not conflict with what [ am
taking about. Maybe there is something in it. If the present Turkic language in
Turkey was not brought (in the common era) from the East, so who brought it
and when?

You probably have not heard on a concept of "brain storming", when you first
express various scenarios, and then look at available data and see what
potentially confirms and what clearly contradicts. Where is that balance in your
"critique"?

Dienekes:

Turkic languages belong to the Altaic language family. Altaic languages
(Mongolic, Turkic, and Tungusic, and more distantly Korean and Japanese) are
primarily located in central-east Eurasia and spoken by Mongoloids and
admixed Mongoloids. We also have good evidence now that there is a common
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autosomal component to Altaic speakers (see one of the links in the post), and
this component is also aligned with East Eurasians (Mongoloids).

Every single piece of evidence points to the fact that Turkic languages were first
spoken by Mongoloids. So, even if Anatole was right about R1b in the Altai a
very long time ago - which he isn't... there is no reason to associate that R1b with
any sort of Turks. Actually the time depth he is talking about precedes the
formation of the Turkic languages anyway.

MY COMMENT:

Those people still cannot get that they talk on the contemporary “Turkic
languages”, which linguists date by the first millennium AD, and I talk on Proto-
Turkic languages of ancient R1bl many thousand years ago.

Dienekes:

AK: >How you would respond to a paper featured in the current Dienekes selection,
which concluded that Turkic language in the present day Turkey was not brought from
the East, as many other Turkic languages in the world?

Turkic languages were brought to Anatolia from the east; we are fortunate that
this event happened in full light of history, so there is no argument to be had
here.

What the current paper has concluded is that the arrival of Turkic languages in
Anatolia was not the result of massive migrations from the East, which is a
reasonable conclusion that has been confirmed time and again.

MY COMMENTS ON THE FOLLOWING.

My “opponent” continues his gibberish. It was clearly shown above that (a) the
“mutation rates” from farther-son pairs are largely incorrect because they are
based on only few mutations and statistically insufficient, (b) the individual
markers cannot be considered for calculations because their alleles are either
mixed from different subclades, branches, lineages, or there are only few of
them, () haplotype datasets should be separated to
branches/subclades/principal lineages, having one common ancestor, (d) both
the linear and the logarithmic methods should be applied and the respective
TMRCAs should be compared; only if they are very similar (approximately equal
to each other or are within the margin of error) the dataset can be calculated
according to the rules of DNA genealogy.
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However, my “opponent” ignores all the said above and continues to “attack” in
his fruitless attempts to “prove” that calculations based on mutations are
meaningless. I place his hopeless “comments” here just to show how ignorant
“critics” of DNA genealogy can possibly be.

Jeanlohizun:

So you think that you estimated mean mutation rate from the Donald clan
project is far more reliable than using empirically measured mutation data from
Father-sons pairs? Well I got news for you: certain STRs such as DYS388 mutate
differently in different haplogroups, so there goes the first strike in using the
data from Rlal to R1bla2.

MY COMMENT:

Our novice again is totally confused. The mutation rate constants are the same
for different haplogroups, branches and lineages. I have already explained what
might be a “mechanism” of that wrong belief that “certain STRs such as DYS388
mutate differently in different haplogroups”, and I explained it taking DYS437 as an
example. When a set of alleles in a certain marker, be it DYS437 or DYS388 or
whatever, is a mix of different subclades and lineages with different base DYS388
(or whichever marker), it views by novices as a “faster mutation” in that marker.
It is particularly pronounced in ancient haplogroups. For example, in different
populations alleles in DYS388 can vary between 7 and 18, however, it is largely
stable in each one of them when one separates subclades and lineages. In
haplogroups J1 and ]2 alleles in DYS388 in different lineages vary between 13
and 18. When those lineages are mixed in the same dataset, a novice sees it as
“wow! They are fast mutating alleles!”.

Wrong.

Jeanlohizun (cont.):

Second strikes goes in that as I showed above, and unfortunately for you, I'll
show again using different data sets, the usage of a combined STR set tends to
results in disastrous TMRCA estimations. I bet you didn’t even bother to check
the standard deviation of the combined STR set. You seem to have forgotten that
when the standard deviation of a set of mutation rates is almost the same as their
mean, then you are in trouble. Something you don’t realize is that doing the
mutation counting method on the Donald clan assumes that in the slowest
markers the Rlal people of the Donald clan would have the same number of
mutations relative to their sample size and to their TMRCA as the Iberian set

from Adams et al (2008).

MY COMMENT:
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Gibberish continues. Again that “the usage of a combined STR set tends to results in
disastrous TMRCA estimations” after all my explanations above. All those

7’ "

rhetorical “second strike”, “you did not even bother to check”, “you seem to have
forgotten”, “you do not realize” are supposed to replace actual data and arguments
based on actual data. All examples which I have shown include standard
deviations, margins of error, confidence intervals. The mutation rate constants
which I employ are not based only on Donald Clan data, I use them largely for
illustrative purpose. The constants have been examined and verified and cross-

verified using very many actual genealogies and actual historical data.

Jeanlohizun (cont.):

In order for you calibrated mutations to work (even if used independently and
not in the disastrous mean mut/marker/gen method) that would mean that if
the people from the Donald Clan project had say for example 14 mutations in the
DYS388, DYS392, DYS393, DYS437, and DYS438 of their 88 haplotypes, the
people from the Adams et al (2008) would have a similar number proportional to
their sample size and TMRCA. Whereas you don’t take into account the effect of
random chance, and the fact that a complete different set can have more or less
mutations in those five positions. Did you know that the mutation rate forward
and backward can be different for several STRs.

MY COMMENT:

Gibberish continues non-stop. The novice apparently got an impression that I
base the mutation rate constants only on Clan Donald data. In fact, said five
markers have only 11 mutations in the recent 143 haplotypes in the Clan Donald
dataset. However, as I have said repeatedly, I do not use the individual mutation
rate constants due to their inaccuracy. I use only “whole panel” mutation rate
constants, such as in 12, 17, 25, 37, 67, 111 marker haplotypes, and many other
panels, more than 30 of them (they have been published in Klyosov, 2009;
Klyosov & Tunyaev, 2010; and in various issues of this Proceedings). The last
sentence in my “opponent” quotation above does not make sense. The mutation
rate “forward” and “backward” are the same by definition in each marker. The
reason is simple: the copying enzyme does not know if it is making a copying
error from an allele “17” as 17->18 or 17->16.

Furthermore, the following statement is totally incorrect:

...if the people from the Donald Clan project had say for example 14 mutations in the
DYS388, DYS392, DYS393, DYS437, and DYS438 of their 88 haplotypes, the people
from the Adams et al (2008) would have a similar number proportional to their sample
size and TMRCA.

In fact, the Donald Clan R1al (Red Subgroup) have 11 mutations in said five loci
in the recent 143 haplotypes, as follows:
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DYS mut  the mutation rate constant (Chandler, 2006)

393 2 0.00076
388 0 0.00022
392 0 0.00052
437 1 0.00099
438 8 0.00055

As one can see, the number of mutations is small, statistically insufficient, hence,
not “proportional” to the respective mutation rate constant. On the same reason
it would not be “proportional” to the number of mutations in the 750 Iberian
haplotypes, which, besides it, represent a mix of various subclades. My
“opponent” again and again makes the same double mistake. He neglects - (a)
statistics, and (b) subclades, branches, lineages in datasets, which must be
resolved as much as possible before to count mutations in them in order to make
any meaningful conclusions.

Jeanlohizun (cont.):

So in this hypothetical example of the people from the Donald Clan having 14
mutations in their 5 positions above mentioned, what if one were to test a
different set of people who had a known common ancestor also 26 generations
ago, and they turned out to have only 4 mutations in those 5 positions.

MY COMMENT:

This can easily happen. However, it would not change a thing in our
understanding of DNA genealogy, because we understand a power of statistics.

Since my “opponent” does not understand some elementary things, let me
explain in more detail. If the Chandler’'s mutation rate constants for said
individual five markers (DYS 393, 388, 392, 437 and 438) are correct, then for all
five collectively the mutation rate constant is 0.00304 mutations per the 5 marker
haplotype panel. For 650 years (25->26 conditional generations, 25 years in each)
those 5 markers should produce - theoretically - 11 mutations, because
11/143/0.00304 = 25 > 26 generations from the common ancestor. In fact, in
reality there were exactly 11 mutations in those 143 haplotypes. So, a
combination of those 5 individual mutation rate constants gave quite reasonable
the collective mutation rate constant of 0.00304. The exact number of 11
mutations is, of course, a pure coincidence, since these 11 mutations with a
confidence interval of 95% (two sigma) is 117 mutations, and that with a
confidence interval of 68% (one sigma) is 11+3 mutations.

Therefore, if another group of people having a common ancestor of 26 generation

ago produces only 5 mutations in that 5 markers, it would mean that their
number of mutations is 534 with the 95% confidence, and 5+2 with the 68%
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confidence. As one can see, 11+7 is overlapping with 5+4, hence, within 95%
confidence the two group of people can easily have a common ancestor the same
26 generation ago.

Jeanlohizun (cont.):

The only way to truly calibrate the data using the genealogy calibration instead
of actual measured empirical data, would be to test multiple datasets with a
known common ancestor and average the mutation rate of each STR
independently, and check that the standard deviation is somewhat reasonable.
Nonetheless I would keep bringing forth data that shows that the usage of a
combined STR sample is flawed because fast STRs undermine slow STRs in large
datasets.

MY COMMENT:

The first statement is technically correct but presently unreal. In order to make it
real we have to have huge (“multiple”!) datasets with known common ancestors
and having at least 100 mutations in each individual marker. Those (“multiple”!)
datasets do not exist as yes, and will not exist in foreseen future. Such an unreal
“suggestion” only a novice can make, who does not have a “reality check”.

For example, to have a “known common ancestor” the genealogy should be not
deeper than 500 years ago (20 conditional generations). In order to have 100
mutations in DYS388 over 20 generations, we need 100/0.00022/20 = 22,727
haplotypes in the dataset, and - remember - with one common ancestor of all
those almost 23 thousand people after only 20 generations. Even in this case
those 100 mutations will be in fact 100+20 with 95% confidence, and 100+10 with
68% confidence. This will be an accuracy of the obtained mutation rate constant
for DYS388. And this is not the slowest marker among the 67 marker panel.
There are 11 more markers which are slower compared to DYS388 (Klyosov,
2011).

Onur:

The only thing I could add is that Proto-Altaic and all of its Proto-branches
(Proto-Turkic, Proto-Mongolic, Proto-Tungusic, Proto-Korean and Proto-Japonic)
were most probably all spoken in a region comprising what is now Greater
Mongolia, northeast of what is now China and/or the eastern parts of Siberia,
thus by full or almost full Mongoloids. Also, the Altai region isn't fully in Central
Asia but in the intersection between Central Asia, Greater Mongolia and eastern
Siberia. Central Asia proper is the region comprising the former Soviet republics
that end with "-stan", and, unlike the regions that are the most likely homelands
of the Proto-Altaic and Proto-Turkic languages, which are both east of Central
Asia and are Mongoloid regions from time immemorial, Central Asia proper was

1874



originally inhabited by non-Altaic-speaking full or almost full Caucasoids until
the migrations of Altaic-speaking Mongoloids to there from the east beginning
from the 1st millennium BCE at the earliest.

MY COMMENT:

I do not know why the above comment was made and what was its purpose. The
commentator noticed that Proto-Turkic languages were spoken in the eastern
part of Central Asia, and that Central Asia was inhabited with “full Caucasoids”.
In fact, nobody knows the exact borderlines of the “Proto-Turkic” regions and
“Caucasoid” regions in Central Asia 16-10 thousand years ago. Since R1b1 were
moving from Central Asia and spoke Proto-Turkic languages (or Dene-
Caucasian, or Sino-Caucasian, or some of “Nostratic languages”, or “Erbin”
language, whatever linguists want to call it), I do not see any counter argument
here.

Anatole Klyosov:

DP: >Turkic languages belong to the Altaic language family... Every single piece of
evidence points to the fact that Turkic languages were first spoken by Mongoloids. So,
even if Anatole was right about R1b in the Altai a very long time ago - which he isn't...
there is no reason to associate that R1b with any sort of Turks. Actually the time depth he
is talking about precedes the formation of the Turkic languages anyway.

The last sentence in the above quotation dismisses the first one. There more
inconsistencies in the quotation, however, I got used to it.

The discussion is pointless unless you, Dienekes, describe which language the
earlier R1b1 spoke, between, say, 16 and 6 thousand years ago (or in any time
period within that range). Because why to argue if you do not know? You cannot

dismiss what you do not know, and when you do not have an answer.

This is a fundamental part of a scientific paradigm: if you do not know, and
cannot even suggest, do not argue.

Science is not based on dismissals and denials, it is based on advancing of
hypotheses and on their examinations and verifications.

What you do, is neither examination nor verification. It is an attempt of vague
discrediting without offering a counterhypothesis.

Anatole Klyosov:

Jean: >So you think that you estimated mean mutation rate from the Donald clan project
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is far more reliable than using empirically measured mutation data from Father-sons
pairs?

No doubt. However, you forgot to mention that the Donald Clan was just the
first step, and after it the data obtained were cross-examined and cross-verified
on dozens of genealogies, historical events and other evaluations, and some
adjustments were made and again examined and verified.

If you care, in the Proceedings, December 2010, p. 2039-2058, the first paper has
the title "Reconsideration of the average mutation rate constant for 67 marker
haplotypes from 0.145 to 0.120 mutations per haplotype per generation", by
Klyosov and Rozhanskii. Dozens of 67 marker datasets are considered there, to
make the reconsideration. Can you see how serious people are who work in the
area?

I have explained why the father-son pairs are not there yet, and why they often
give misleading and incorrect data due to poor statistics. Furthermore, I gave
above concrete examples of those incorrect and inconsistent data from multiple
father-son pairs. It is not my fault that you cannot understand it.

Jean: >Well I got news for you: certain STRs such as DYS388 mutate differently in
different haplogroups, so there goes the first strike in using the data from Rlal to
R1bla2.

Here your ignorance goes again. It is not "news", I have researched into it for
years. The verdict: DYS388 as well as ALL mutation rate constants are the same
for ALL haplogroups. In short - the copying enzyme (in fact, the whole copying
machinery) does not know what haplogroup is picked by us for that particular
individual or a population.

DYS388 seems to be "jumpy" in ]2 haplogroup only because one does not
separate branches on a haplotype tree. Because the haplogroup is ancient one, it
contains many branches with different DYS388 values. When one mixes them,
the dataset contains DYS388 alleles in a rather wide range. When one separates
branches, DYS388 is the same in each one of them. The best mutation rate
constant for DYS388 is 0.00022 per the conditional generation of 25 years. It is
THE SAME for all haplogroups and their subclades.

Examples for father-son transmissions in DYS388:
-- in the Ballantyne series: 0 mutations in 1636 pairs, that is the mutation rate

constant is <0.0006 per generation,
-- in the Burgarella collection: 0.00042 per generation.
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Do you see how jumpy and inconsistent data are in father-son pairs, even for as
many as about 2000 of them?

In the R1bla2-P312 series of 2299 haplotypes (that is, 2299 DYS388 values) - 82
mutations. Since the calculations gave 4000 ybp for the dataset (to a common

ancestor), that is 160 "conditional generations" of 25 years, the mutation rate
constant for DYS388 is equal to 82/2299/160 = 0.00022 per generation.

In the R1al series of 1198 haplotypes (that is, 1198 DYS388 values) - 48 mutations
(including 17 mutations with DYS388=10 counting them as one mutation each).
Since the calculations gave 4600 ybp for the dataset, that is 184 "conditional
generations" of 25 years, the mutation rate constant for DYS388 is equal to

48/1198/184 = 0.000217 per generation, that is practically 0.00022.
In the Chandler table it is the same 0.00022 per generation.

As one can see, the two haplogroups (R1bla2 and Rlal) as well as a multi-
haplogroup study by Chandler all give the same mutation rate constant for
DYS388.

Dienekes:
I _did_ advance a hypothesis about the origin of Turkic languages: that they
came from Siberia/Central Asia and were associated with Mongoloids initially.

MY COMMENT:

It seems that Dienekes barks at a wrong tree. I have never talked about the
“origin of Turkic languages”. They might have originated from the Mongoloids,
or from Australoids or from Denisovans or from the Neanderthals - I could not
care less at the moment. I was talking about bearers of R1bl haplogroups, that
when they were migrating westward 16-10 thousand years ago and later, they
spoke Proto-Turkic languages, or however we call them. It seems that the word
“Turkic” for some is like a red towel for a bull. I have suggested many times - let
call them “Erbin”, it would have the same meaning as the Proto-Turkic in this
context.

Onur:

DP: >I _did_ advance a hypothesis about the origin of Turkic languages: that they came
from  Siberia/Central Asia and were associated with Mongoloids initially.

It is very unlikely that Proto-Turkic or any other Altaic main branch or Altaic

itself developed in Central Asia proper. From the early Chinese records we know
that Altaic speaking tribes (including Turkic speaking ones) primarily lived in a
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region north of, not west of, where Chinese speakers lived in early Chinese
historical times (well into the Imperial Chinese times). Central Asia proper, on
the other hand, was home to various Indo-European speakers before the Turkic
and other Altaic expansions, which began during the 1st millennium BCE at the
earliest (for most of the southern regions of Central Asia proper, as late as the
2nd millennium CE), thus well after the formation of the main branches of the
Altaic language family. I also think the term "Altaic" is a misnomer, as the Altaic
main branches are concentrated in a region east of the Altai mountains, so the
Altaic homeland is probably east of the Altai region.

MY COMMENT: The commentator continues to speak on relatively recent times,
of “Chinese records”, “Imperial Chinese times”, “the 15t millennium BCE at the
earliest”, “the 2" millennium CE”, etc. It is irrelevant to the “Erbins”, their times
and their language some 16-10 thousand years before present.

Jeanlohizun:

I can see that you stubbornly keep using the average of combined sets of STRs
(Slow+Fast), even though anyone with access to any data set can see by running
a quick experiment that often times the data from one data set cannot be
extrapolated to another one, even more so, that in big data sets fast STRs
undermine the TMRCA compared to slow STRs. So what if you analyzed
hundreds of 67 marker datasets, none of them were actual datasets of father-son
pairs, where one can truly see the true mutation rate of several markers across a
generation.

MY COMMENT:

I understand that the reader probably gets tired from that parade of non-
competence of my “opponent”. However, I still continue to consider it as an
educational material. It shows how hard for some people “in academia”, as my
opponent introduced himself (see above), to get simple principles and
conclusions from experimental data. He still talks about “the true mutation rate of
several markers across a generation” from father-son pairs, after all my explanations
and illustrations with actual data from father-son study, in which almost 2000
pairs produce 0, 1, 2, or 3 mutations in “slow markers”. One just cannot obtain
“the true mutation rate” from those data. Hence, wrong dating, wrong
interpretations of data, wrong “historical conclusions”. Individual “mutations
rates” are available only for a few markers, and for “slow” markers most of them
are unreliable, except those from the first 12 marker panel. Even with them we
know that their combinations do work with actual haplotype datasets, but
individually they are practically not applicable. There are too few of mutations in
slow markers in datasets.

Jeanlohizun cont.:
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All of them (calculations) were based on the assumption of a single common
ancestor who live in x time ago, and who you assume is the common ancestor of
all branches of that tree, and all branches are x generations from it. Again all
these assumptions carry a lot of built in errors with it them that you keep
dismissing. If you were a serious member who works in the area, you would
have had a grant, you would have gone into the field and collected data yourself,
and your results would have been in one of the major Genetic Journals. Instead
you scavenge onto others collected data (i.e. Adams et al.2008) or use data
collected from projects from FTDNA, that no single serious person would
consider using because it lacks the quality control required for it to be consider a
randomly collected representation of a population... The thing is that there
might be no such thing as mutation rate constants.

MY COMMENT:

Those are several quite popular statements among population geneticists who do
work in DNA genealogy. One is the claim that “these assumptions carry a lot of
built in errors with it them that you keep dismissing”. When you ask those
“critics” to name those “assumptions”, specifically, they start to list items long
ago proven to be assumed correctly. They “claim” that mutations in markers are
not random, that one cannot take 25 years as a generation length, that mutation
rate constants are different in different haplogroups, that mutations in
haplogroups are induced by radiation, etc. They do not like “the assumption of a
single common ancestor who live in x time ago, and who you assume is the common
ancestor of all branches of that tree, and all branches are x generations from it.”

As it is show above, all those negative comments are rejected by actual studies in
DNA genealogy.

Jeanlohizun cont.:

AK: >I have explained why the father-son pairs are not there yet, and why they often give
misleading and incorrect data due to poor statistics. Furthermore, I gave above concrete
examples of those incorrect and inconsistent data from multiple father-son pairs. It is not
my fault that you cannot understand it.

The fact that the sample size (in father-son pairs - AK) might be small doesn’t
invalidate it at all, at least is still the far best empirically collected data we got of
mutational rates across a generation. So they are often “misleading” because they
contrast your estimated mutations rates. Well your data is subject to tons of
errors, and I tell you what: For the 25 marker, find the average mutation rate in
each one of those 25 positions, then tell me what the mean mutation rate is, and
what the standard deviation for that mean is. So your methodology is misleading
and incorrect because of poor statistics (i.e. the mean mut/marker/gen for 25
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markers is in the same range~0.002 that the standard deviation).

MY COMMENT:

It is an interesting psychological problem: One tosses a coin three times, gets two
heads and one tail, and insists that the probability to get the head is 66% and that
for the tall is 33%, because “the sample size might be small doesn’t invalidate it at all,
at least is still the far best empirically collected data”. Wonderful. If you call it
misleading and say that in fact if is on average 50:50, you get a response that
“they are “misleading” because they contrast your estimated” data.

Wonderful. Some smart folks work in academia...
Jeanlohizun cont.:

AK: >Examples for father-son transmissions in DYS388:

-- in the Ballantyne series: 0 mutations in 1636 pairs, that is the mutation rate constant
is <0.0006 per generation,

-- in the Burgarella collection: 0.00042 per generation.

Do you see how jumpy and inconsistent data are in father-son pairs, even for as many as
about 2000 of them?

The data is neither jumpy nor inconsistent, it is randomly collected data, so it
comes as no surprise that DYS388 being a slow markers had no mutations
present in one of the samples, it is still far better than some estimated mutational
rate with a trillion assumptions. Estimates are never better than empirical data.

AK:> In the R1b1a2-P312 series of 2299 haplotypes (that is, 2299 DYS388 values) - 82
mutations. Since the calculations gave 4000 ybp for the dataset (to a common ancestor),

that is 160 "conditional generations" of 25 years, the mutation rate constant for DYS388
is equal to 82/2299/160 = 0.00022 per generation.

How did you know their common ancestor was 160 “conditional generations”
ago? Well you had to use estimated numbers from another data set. So you seem
to forget that if there is an intrinsic error carried from the other calculations
(which I'm pretty sure by now, there is), this mutation rate constant would also
carry that intrinsic error. Again it seems we are going in circles.

MY COMMENT:

I understand that the situation is hopeless, but still continue. The mutation rate
constant 0.00022 for DYS388 was obtained by John Chandler (2006) after
considering mutations in DYS388 in various datasets in various haplogroups. If I
have used in my example that mutation rate constant in a reverse task, I would
have received 160 generations for that specific example. The number “160
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generations” of 25 years each, that is 4,000 years, came from a multitude of
datasets for R1bla2-P312, which give TMRCAs varying between 3625 and 4200
ybp. In other words, all those pieces of knowledge form a consistent picture.

Anatole Klyosov:
To Dienekes and Onur.

All right, now you are talking on some interesting things, minus confusions,
unrelated to the subject of R1bl appearance, migrations, and their language.

For example, known Turkic languages which appear in the 1st millennium AD,
are irrelevant here, since we are talking on R1b1 between, say, 16 and 6 thousand
ybp. So why constantly bring in contemporary Turkic languages?

If you folks did not catch it, my " R1b-Proto-Turkic theory" can be equally called
"R1b-Sino-Caucasian theory", or “R1b-Dene-Caucasian theory”, or "R1b-Erbin
theory", or whatever, since linguists do not have a name for that language. They
apparently see some remnants of it, however, do not know where to assign it.
Hence, "Eniseian", "Proto-Turkic", “Dene-Caucasian”, "Sino-Caucasian", "Sumer",
"North-Caucasian", "Basque" languages, which are, apparently, all tips of one
and the same iceberg, which was an ancient Rlb language. Erbin.

Here is what I am talking about. All said languages are agglutinative languages,
all belong to different time periods, all are found on the migration route of R1b1.
That is why they do not look alike. They reflect different millennia, hence, differ
from each other but all have similar elements. That is why Sumer language was
considered as Manjurian, Tunguscan, Siberian, having Turkic elements, etc. by
various linguists, and all, of course, are in disagreement with each other. Sounds
familiar? That is why Basque language was considered as being related to North-
Caucasian languages, or Sino-Caucasian, and some linguists support it and some
deny it. It is mnormal, since all those are ancient languages.

Regarding "Mongoloids", both Q and R are sister haplogroups, both are from
Central Asia, and, maybe, both are from the same Altai region. So why R1b1 and

Q could not interacted some 16,000 years ago and much later?

Unless we all agree that what is written above makes sense, there is no point to
argue.

Do we all agree? If not, why not?

Dienekes:

1881



AK: >Hence, "Eniseian", "Proto-Turkic", "Sino-Caucasian", "Sumer", "North-
Caucasian", "Basque" languages, which are, apparently, all tips of one and the same
iceberg, which was an ancient R1b language. Erbin.

Linking these various languages is a very controversial, albeit valid hypothesis.

The link, however, of the proposed macro-family with Rlb is completely
arbitrary. What is the evidence that "Sumer" was R1b or that Sino-Tibetan (which
is part of Sino-Caucasian) was R1b?

AK: >Regarding "Mongoloids", both Q and R are sister haplogroups, both are from
Central Asia, and, maybe, both are from the same Altai region. So why R1b1 and Q could
not interacted some 16,000 years ago and much later?

First of all, R1b1 is not from the Altai even if R is from Central Asia (something
that is uncertain in itself).

Second, R1bl is not the same as R, and R1bl is absent in a great many Altaic
speaking populations. The fact that R1b1l is found in some Turkic populations
does not mean that it goes up to the Proto-Altaic population; indeed the largely
Mongoloid character of that population and the absence of R1bl in most of its
extant branches argue strongly against it. So, you have trouble getting R1b1 to
Proto-Altaic, let alone whatever hypothetical "Erbin" might have been spoken in
even more ancient times in inner Asia.

Jeanlohizun:

Here is something folks so you can see how the approach taken by Klyosov in
calculating TMRCA by calibrating the mutations rates per generation using
family clan projects interacts with reality. Given that he has completely
dismissed any empirically measured data from father-son pairs because of what
he calls “poor statistics”, mainly fluctuations on the mutation rate per generation
when two different samples are tested. He claims such is not the case with his
calculations; this is what he said about it:

AK: >In the R1b1a2-P312 series of 2299 haplotypes (that is, 2299 DYS388 values) - 82
mutations. Since the calculations gave 4000 ybp for the dataset (to a common ancestor),
that is 160 "conditional generations" of 25 years, the mutation rate constant for DYS388
is equal to 82/2299/160 = 0.00022 per generation.

In the Rlal series of 1198 haplotypes (that is, 1198 DYS388 values) - 48 mutations
(including 17 mutations with DYS388=10 counting them as one mutation each). Since
the calculations gave 4600 ybp for the dataset, that is 184 "conditional generations" of 25
years, the mutation rate constant for DYS388 is equal to 48/1198/184 = 0.000217 per
generation, that is practically 0.00022.
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In the Chandler table it is the same 0.00022 per generation.

Of course because the TMRCA is not a known one, but an estimated one using
the same methodology, this is going in circles.

MY COMMENT:

A gross misunderstanding again. There are no “circles” here. There are two
different datasets, R1bla2 and Rlal, one has 2299 alleles of DYS388, another 1198
alleles of the same marker. One has 82 mutations in this marker, another 48
mutations. One was independently found to have a common ancestor of 160
generations ago, another of 184 generations ago. The figures were found to be
proportional, 82/2299/160 = 48/1198/184, and both of them equal to the
Chandler’s mutation rate constant for DYS388 = 0.00022.

Where is a “circle” here? On the contrary, the example shows that all basic
relevant assumptions here were correct, and the given examples are consistent
with each other and with the independent data.

Jeanlohizun cont.:

The mean mutation rate methodology was known for underestimating TMRCA,
using an underestimated TMRCA would likely result in the mutation being
faster than it truly is. Nonetheless I have argued that one cannot extrapolate
estimated data from one set to another, instead it is better to use the empirically
measured data in father-son pairs.

My COMMENT:
It is hopeless indeed. The first statement is just empty words, the second was
explained many times above, but to no avail.

Jeanlohizun cont.:

But let’s assume for a second that Anatole Klyosov is correct, and as he showed
above we should expect DYS388 to yield an average mutation rate around
0.00022, let see what happens when we use a different sample.

The Iberian sample from Adams et al (2008) was used in the first paper
published by Anatole Klyosov to show as a practical example of his
methodology. He put the base haplotype of DYS388 as 12. The Iberian sample
has 19 mutations (17 mutations up, 2 down) found in the position DYS388
amongst the 750 R1b-M269 haplotypes. Anyone can do the analysis which is
found in the supplementary information section:

http:/ /download.cell.com/AJHG/mmcs/journals/0002-

9297/ P11S0002929708005922.mmc1.pdf
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Now Anatole Klyosov in his study used the mean mut/marker/gen of 0.0015
mut/marker/gen obtained from measuring the amount of mutations in the same
19 STRs used by Adams et al (2008) on the members of the Donald Clan project,
which all descend from a punative ancestor John Lord of the Isle who was an
Rlal bearer and lived 26 generations ago. With this mean mutation Anatole
Klyosov  dated the TMRCA  of Iberians to 3625370  ybp.

Here is his results:

" The "mutation count" method gives 2796/750/19 = 0.196+0.004 mutations per marker
(without a correction for back mutations, that is Aobs =0.196+0.004), or after the
correction it is 0.218 + 0.004 mutations per marker, or 0.218/0.0015 = 145%15
generations, that is 3625370 years to a common ancestor of all 750 Iberian R1bl
haplotypes.”

http:/ /www jogg.info/52/files /Klyosov1.pdf

Now let try to see if the readily available mutation rate for DYS388 which was
shown to yield similar results in two different datasets according to Klyosov
produces the TMRCA in this different sample. There are 19 mutations in the
DYS388, with 17 up and 2 down, this has a degree of asymmetry of 0.8947, thus
a=0.6233, a1=0.3149.

The observed mutation rate per marker is:
19/750 = 0.02533 mutations per marker.
Applying the correction factor yields 0.02543.

Now 0.02543/0.00022 mut/marker/gen = 116 generations (2890 ybp) clearly
outside of the range of error of 3625+370 ybp. Now does this mean that all
Iberians descend from a common ancestor who lived 2890 years ago, likely not.
What this means if we assume the TMRCA of Iberians to be 3625 ybp (145
generations) as Anatole Klyosov claimed, then the estimated mut/marker/gen
that would produce such TMRCA would be 1.754*10. Thus proving what I said
above that using an underestimated TMRCA (i.e. 4000 ybp for R1b-P312) would
likely result in the mutation being faster than it truly is (i.e. 0.00022>0.000175).

MY COMMENT:

Most of the above considerations are incorrect. Again, let us consider it for an
educational purpose.

The first and the most important comment: I have analyzed 2796 mutations in
750 of 19 marker haplotype dataset. This provided a reasonably good statistics,
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even when we knew that those 750 haplotypes include a number of subclades,
such as M153, P312, U152, U106. However, the majority of the haplotypes were
of P312 (for example, there were only 37 haplotypes of the M153 subclade
[Adams et al, 2008; Klyosov, 2010], less than 5% of the total), and most of them
are of the same “age”, between 3600 and 4200 ybp (Klyosov, 2011a).

Now, my “opponent” considers 19 mutations in only one marker, DYS388, “17
up and 2 down, this has a degree of asymmetry of 0.8947, thus a=0.6233, a1=0.3149".

In fact, there are 20 mutations there, 18 up (12 of “13” and 3 of “14”, the latter are
two-step mutations and count as two mutations each) and 2 down (“117).
However, it would not change much. What is worse, my “opponent” calculates
“degree of symmetry” of those mutations, which he learnt about from my
publication (Klyosov, 2009). And, being not a good student, he applies this
concept literally, without thinking. Since my “opponent” likes to use the 95%
confidence interval, then 20 mutations are in fact 209 mutations, since for 20
mutations the confidence interval is +45%. That is how those 20 mutations
should be treated. To consider here “degree of asymmetry of 0.8947, thus a=0.6233,
a1=0.3149" is absolutely senseless, particularly with four digits (!) of precision.

In fact, 20+9 mutations can be considered as from almost totally symmetrical to
almost totally asymmetrical, so it would be better to disregard a degree of
symmetry in this case altogether. Otherwise it would be a pure speculation.

So, follow the “logic” of my “opponents” we continue:

(20£9)/750 = 0.027£0.012 mutations per marker.

Now, the correction factor (for back mutations) is negligibly small in this
particular case. Let me show it.

Generally the correction factor is derived from the right-hand side of the
following equation (Adamov & Klyosov, 2008; Klyosov, 2009)

A= %a exp(4,,,)

where:

A, = Observed average number of mutations per marker in a dataset (or in a

0

branch, if the dataset contains several branches/lineages),

A = average number of mutations per marker corrected for back mutations.
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Since in this case 4, = 0.027£0.012, the correction factor equals to 1.014+0.006,

[

that is around 1.4%. It is within any reasonable margin of error, and clearly why:
the marker DYS388 is very “slow”, and does not produce any back mutations for
a VERY long time, namely for tens and hundreds thousands of years. If to apply
it in this particular case, it would “correct” the value of 0.027+0.012 mutations
per marker to 0.0274+0.0122, which is a negligent “correction.

Jean: >Now 0.02543/0.00022 mut/marker/gen = 116 generations (2890 ybp) clearly
outside of the range of error of 3625370 ybp.

Wrong statement. What in fact we have, is (0.027+0.012)/0.00022 = 123455
generations, that is 3075+1375 ybp. It is well within the margin of error with the
value of 3625+370 ybp, obtained earlier.

The reason for that wrong statement by my “opponent” is simple: he keeps
forgetting about statistics, relies on a few scattered mutations, exaggerates
“precision” of his calculations, and fails miserably with his conclusions.

Jean: >Thus proving what I said above that using an underestimated TMRCA (i.e. 4000
ybp for R1b-P312) would likely result in the mutation being faster than it truly is (i.e.
0.00022>0.000175).

A wrong statement again. In reality the last line should be:

2049 mutations in 750 alleles of DYS388 during a timespan of 3625 years, or 145
generations, results in the mutation rate constant for DYS388 equal to
(20£9)/750/145 = 0.00018+0.00008, which is within the confidence interval with
the value of 0.00022, obtained earlier by Chandler (2006) and confirmed by
Klyosov (2011b).

Jeanlohizun cont.:

Now if we look at DYS392 which has 71 mutations (35 mutations up, 36 down)
from the base haplotype. This has a factor of symmetry of 0.5070, thus
a=1.983*10*, and al=0.9989. The observed mutation rate per marker is:
71/750=0.09466

Applying the correction factor yields 0.09935.

Now using estimated mean mut/marker/gen of Chandler et al (2006) of 0.00052

yields:
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0.09935/0.00052 mut/marker/gen = 191 generations (4776 ybp).

Using empirically measured mutation rates for DYS392 which were estimated to
have a mean mut/marker/gen of 4.123 x 104 (95% CI: 1.513 x 10 to 8.972 x 104
we get 0.09935/0.0004123 = 241 generations (6024 ybp).

MY COMMENT:

It is the same story as the preceding one.

In fact, there are 63 mutations in the 750 DYS392 alleles, 35 up (31 of “14” and 2
of “15”, the latter are two-step mutations and count as two mutations each) and
28 down (24 of “12” and 2 of “11”). However, it would not change the outcome
much. The mutations are reasonably symmetrical, though some excess of
DYS393=14 might be caused by an admixture of the M222 subclade, which has
DYS392=14 as its base allele. So, it might be some excessive number of mutations
here in DYS392. At any rate, 63 mutations with the 95% confidence (25% margin
of error) are in fact 63+16 mutations.

The observed mutation rate per marker is:
(63+16)/750=0.084+0.021

Again, the correction factor for back mutations is negligible, 1.044+0.011, that is
4.4+1.1%, within a typical margin of error. However, let be it. The observed
mutation rate per marker is 0.088+0.022. Using the mutation rate constant
obtained by Chandler (2006) we obtain  (0.088+0.022)/0.00052 = 169+42
generations, that is 4225+1050 ybp.

This figure fits the one obtained by my “opponent”, though with slightly
incorrect numbers:

Jean: >Now using estimated mean mut/marker/gen of Chandler et al (2006) of 0.00052
yields:
0.09935/0.00052 mut/marker/gen = 191 generations (4776 ybp).

It also in agreement (within the margin of error) with the value of 3625+370 ybp,
obtained earlier.

The problem with the above three lines (in italics) is that my “opponent” keeps

neglecting margins of error and confidence intervals. For him the figures, subject
to statistics, apparently, have the absolute meaning.
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Now, we can continue reading with a smile:

Jeanlohizun cont.:

So thus far it has become very clear that estimated mutation rates tend to
underestimated TMRCA even for slow markers, and that calibrated mutation
rates estimated from FTDNA projects for family clans fail when extrapolated to a
different dataset.

Thus where does this leave us? We have to keep collecting more data of father-
son pairs, and even three generation triples so it would at least give us a more
decent picture of how mutation rates work. In any case, if we find a TMRCA
using a set of slow STRs which is far greater than that of a combined set of STRs,
chances are that the slow STRs TMRCA represents the true TMRCA, as the
combined set might be affected by back mutations happening in the other STRs
which even the correction factor might not account for.

MY COMMENT:
So, we have some gibberish again, except one phrase: “IWe have to keep collecting
more data of father-son pairs”. Good enough.

Anatole Klyosov:

DP: >Linking these various languages (presented by AK) is a very controversial, albeit
valid hypothesis. The link, however, of the proposed macro-family with R1b is completely
arbitrary. What is the evidence that "Sumer" was R1b or that Sino-Tibetan (which is
part of Sino-Caucasian) was R1b?

A purpose of my "presentation" here is not to convince everyone, or not even lay
out here all relevant facts and observations. There is no room for it, neither my
desire, neither your intention to listen. A purpose is to show how science works:
one collects some facts and observations, advance a hypothesis which explains a
chain of things and events which are not explained as yet, and sometimes have
not even been considered at the same angle, then, examine pros and cons, add
some other facts and observations which were missed in the first version, adjust
some parts of the hypothesis, etc. It is a never ending process.

Nothing is easier than to sit on a fence and criticize without adding anything to
our knowledge in this particular case.

Nothing is easier than to say "The link, however, of the proposed macro-family
with R1b is completely arbitrary". In fact, it is not. However, would you kindly
offer another haplogroup, or several of them if you KNOW (based on DATA)
which are those several ones might have been linked to the proposed language
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family. Q? No, it is very unlikely. O? N? R1a? I highly doubt it. There is only one
haplogroup, R1bl, which made this way, left a trek of R1b, and those R1b in
Asia-Middle East today talk agglutinative languages with common elements

between them. Some of them still speak very archaic and distinct variants of
Turkic.

What is the evidence that "Sumer" was R1b?

Nothing in this concept is out of the blue. Assyrians as likely descendants of the
Sumers have R1b as the predominant haplogroup compared with others. R1b1 in
the Middle East present for 6000-5500 years, since the Sumerian times. Jews of
R1bla2 have the TMRCA of 5500 ybp, it is also Sumerian times. Sumerian
language at different times was associated with Scythian language, Turkic
language, Manjurian language, North Caucasian languages.

It is not my job to do a linguistic analysis, I am not qualified. However, it is my
job to point in this direction.

>First of all, R1b1 is not from the Altai even if R is from Central Asia (something that is
uncertain in itself).

I do not know how do you define the "Altai", however, South of Altai/Altay is
located in Xinjiang, with the town named Altay there. Many Uigurs have R1b1,
which is VERY different from European Rlb, with an estimated common
ancestor 16,000 ybp (Klyosov, 2008).

Gioiello:

I have expressed (also to Anatole Klyosov and to Ken Nordtvedt, who know
mathematics better than me) these same concepts from many years:
1) mutations around the modal

2) convergence to the modal as time passes

3) clusters when a mutation (backwards or forwards) goes for the tangent (of
course mainly of slow mutating markers).

Anatole Klyosov:

Maybe there are deep thoughts behind those three items above, however, the
language employed in describing them effectively nullifies any use of them. Why
wouldn't you give examples to illustrate what you mean?

What is "mutations around the modal"? Are 12->13 and 12->11 in, say, DYS388
are not "around the modal"? How about 12->13->14? Are they not "around the

modal? What is new in what you have said? What problem does it solve?

What is "convergence to the modal as time passes"? Do you mean reverse
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mutations? Of course some of them returned back to the initial, base haplotype.
It is all described mathematically and it is the core of calculations in "my"
approach.

What is "clusters when a mutation (backwards or forwards) goes for the
tangent"??

Generally, it is good to have fast AND slow mutating markers in a haplotype
dataset for calculations, since they balance each other. When a common ancestor
lived only a few centuries ago, "slow" mutations are silent. So, effectively they
are not there. Between, say, 2000-5000 ybp both slow and fast markers are good.
For more then 10,000 ybp and to 100,000 ybp and older I have developed the 22
"super-slow" marker panel, one mutation in those happens on average in about
5,000 years.

A correction for back mutation is applied to the whole panel, not to single
markers. It does not matter that some markers are slow and some fast. We work
with average values. When you pump air into your tire, some molecules move
like crazy, some slower. However, your manometer shows a stable, average
pressure. Whole chemistry also stands on that concept, because molecules move
very differently from each other.

When you toss a coin, heads and tails happen in various combinations, however,
the average in 0.5, but only after MANY tosses.

Mutations in haplotypes behave in the same fashion.
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LETTERS FROM THE READERS: PERSONAL CASES

Yacte 31

Anaroiaun Kiécos

Newton, Massachusetts 02459, U.S.A.
http:/ /aklyosov.home.comcast.net

LETTER 101

I live in Brazil. Please help me to make sense of a series of J1b haplotypes which I
have extracted (in 43 marker format) from the Sorenson Molecular Genealogy
Foundation (SMGF). I could not separate Iranian haplotypes from the Western
Iberian ones. The haplotypes are as follows:

13221510121811161113112917.28911112514 202614151516 119 21 22
15121013151012132011151129 21 (Iran)

13221510121611161113112918228911112514202514 151516119 21 22
15131012151012122111141129 21 (Iran)

13221510122011161113112917.268 11112514 2025141516 16 10 9 21 22
151310121591211211114112921 (Iran)

13221510121911161113113018.28911 112514202514 151717109 21 22
1612101215101211211114112921 (Portugal)

1322161012191116111311291828911 112514202514 151717109 21 22
15111012151012112111141129 21 (Brazil)

13231510121811161114113017.28911 1126 142027151516 16 11 9 21 22
15121012151012112211141129 21 (Peru)

13221511122011161113113018.28911 112514202514 151618109 21 22
15121012151012112111141229 21 (Brazil)
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Besides, I have two more J1b haplotypes from SMGEF, but in a incomplete 43
marker format:

13221510131811161213112917289111125142025 X X X X 11 X 21 2215
121011151012112011 141129 21 (Iran)

132215101219111611131129182 X X11X251420231415161710921 22X
1210121510121121 1114 X X 21 (Brazil)

Finally, I have three more Iranian J1 haplotypes from SMGEF:

12221510131811151113112918.2891111261420261010192215121012
161111122111141129 22 (Iran)

12221510131811151213112918.2891111261420261010192215121012
1611111222111511 29 22 (Iran)

12221510131811151213112917.2891111261420261010192215121012
151111122111141129 22 (Iran)

When those lineages could have been appeared?

MY RESPONSE:

The first seven J1 haplotypes from Iran, Portugal, Brazil and Peru are shown on a
43 marker haplotype tree (the numbering as shown above):
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Of course, there are too few haplotypes on the tree for their detailed analysis,
however, it shows two branches: one branch (on the left) contains haplotypes
from Brazil (5 and 7) and Portugal (4), and the branch on the right shows Iranian
(1, 2, 3) and Peruvian (6) haplotypes. Apparently, this separation makes sense,
with Peruvian clearly almost identical to the Iranian (1) one, and is very likely a
result of a “single” migration event.

The right branch (mainly Iranian) has 28 mutations from the base haplotype,
which gives a common ancestor of 28/4/0.086 = 81 - 89 generations before
present, that is 2225+475 years ago. It is rather young age for J1 haplotypes, the
end of BC plus-minus a few centuries. There are not Jewish haplotypes, and their
common ancestor with the Jews of J1 lived at least 4900 years ago. There were no
Jews that time. It was well before “ Abraham times”.

The left branch (Portugal and Brazil haplotypes, that also makes sense) is very
young, and contains only 9 mutations in three haplotypes from the base one. This
gives 9/3/0.086 = 35 -> 36 generations, or 900£310 years to a common ancestor.

There are 7 mutations (in the 43 marker base haplotypes) between the left and
right branches’ base haplotypes. This is a noticeable difference, and that is why
the both branches are separated on the haplotypes tree. This difference places the
common ancestor of the whole tree to 2800 years to a common ancestor of the
whole tree. It is the beginning of the 1st millennium BC. Again, it is a "young"
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lineage compared with “age” of J1 haplogroup, which is at least 16,000 years
"old", and likely more.

Another three Iranian haplotypes (with DYS388=15) belong to another lineage.
Those three haplotypes have a common ancestor very recently, only 5754280
years ago. However, they are VERY far away from the first series, that THEIR
common ancestor lived about 8300 years ago.

Two more haplotypes, Iranian and Brazilian, have missing alleles, which does
not allow to add them to the tree, shown above. However, they apparently fit
well to the tree. They belong to the same or a similar lineages, rather recent ones.

CONTINUATION:

Thanks you for your interesting analysis. I agree with you that the Brazilians (5
and 7) and the Portuguese (4) are related to times of 900 years or even less, the
time of the expansion of the Portuguese frontier after the Reconquista, a good
time for the expansion of the Portuguese Y DNA stock in Western Iberia and
later to Brazil. The Peruvian (6) haplotype is probably related to the Portuguese
group as a member of a common Iberian cluster with a common ancestor
differentiated from the Iranian cluster (1, 2, 3). I agree that the distance between
Northern Iran and Western Iberia produced only one-time migration, only one
historical movement, one opportunity and is not a regular movement connecting
the two distant clusters. Therefore we have the Iranians (1, 2, 3) and the Iberians
4, 5, 6, 7) in two different branches. Is is interesting that the Peruvian is a rare
haplotype, because so far there’s no other Spanish haplotype similar to that one
in the Spaniard (FTDNA) or Mexican (FTDNA) big projects. The J1b M365 L136-,
P58- subclade is quite distant from the other J1 L136+, P58+ L147+ subclade,
perhaps almost 10000-9000 years, as you have found by the calculations.

Thanks for your contribution and insights

LETTER 102

I am administrating a project on FTDNA, and we run into problem of estimating
TMRCA of one Lithuanian family of seven individuals, each one having 67
marker haplotypes in Nlcl haplogroup. Currently the TMRCA which we are
trying to calculate fluctuates from 750 to 1100 years before present. However, we
need more precise estimation of TMRCA, if possible. The seven haplotypes are
attached. The 7™ person, however, has a different surname than the others. So,
we do not know if he belongs to the same family. Besides, there are four more
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individuals which are descendants of a person who lived in the period between
1260-1340 (it is a historical fact).

MY RESPONSE

The pattern is quite clear. The extended family tree of all eleven individuals is
attached, including those four distant relatives, to make the tree more
informative and have “an internal control”.
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The four 67 marker haplotypes on the lower left side indeed form a pretty
distinct branch. All four haplotypes have 13 mutations from the majority of other
alleles (I call it “13 mutations from the base haplotype”). Since the mutation rate
constant for 67 marker haplotypes equals to 0.12 mutations per haplotype per a
conditional generation of 25 years (the last one is a mathematical value which has
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nothing to do with a common “generation” which is a floating value), we have
13/4/0.12 = 27 -> 28 generations, that is 700 years to a common ancestor (for the
margin of error see below). 27 - 28 is a correction for back (reverse) mutations.
The basis of all those calculations was published in my papers in detail. 700 years
to a common ancestor means that he lived around 2011-700 = 1311 AD. You can
compare it with your 1260-1340 in your letter above.

For the other branch I can tell that the suspect N73683 is just fine. It perfectly fits
to the family, albeit with a different surname. 1800944 is not very clear whether
he belongs to the family (the branch). He does, as an examination shows. I have
calculated the branch in two versions - excluding N73683 and including him. If
we (temporarily) exclude him, the six haplotypes have 23 mutations overall,
which gives 23/6/0.12 = 32 - 33 generations, that is 825 years to a common
ancestor (around 1186 AD). In we include him, it gives 28 mutations, that is
28/7/0.12 = 33 -> 34 generations, that is 850 years to a common ancestor (around
1161 AD). As you see, it is practically the same values. You cannot expect a better
fit.

Margins of error. Science requires us to provide a confidence interval, or
margins of error. It depends how picky we want to be. If to apply “reasonable”
expectations, common for DNA-genealogical studies, and employ the respective
formulae (it is also published in my works), I obtain for the first case 1311+210
AD, and for the second two cases (two variants) 1186+190 and 1161+180 years,
respectively. As you see, I am rather generous with those margins of error. In
reality they are often smaller, as in this particular case. However, I would prefer
to use those wide confidence intervals to be “mathematically fair”.

With respect to the overall historical context, all those haplotypes belong to the
so-called “South Baltic” branch of N1c1 haplogroup, unlike “Ugro-Finnish” N1c1
branch. The distinct feature of the first one is 14-14-15-15 or a mutated 15-15-15-
15 quadruplet in DYS464 (in fact, it is 14-15 as a duplicate); in the Urgro-Finnish
branch it is 13-13-14-14 and 13-13-15-15 (in fact, 13-14 and 13-15). A majority of
Lithuanians and the Polish N1c1 belong to the South Baltic branch.

CONTINUATION:

Thank you very much for the estimations. Your date of 1186 AD makes a perfect
sense historically. You mention that in reality the margin of error is smaller than
190 years. To me the date 1186 would fit very well with one particular
individual who lived around 1150- 1225 AD. My question would be how close
we could come to this individual with our calculations? Can you please comment
on realistic margins of error you think are present in this case.
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Another important question - what is the distance do you think exists between
the two analysed groups of people. Some estimates are to be about 2200 years
back, other 2900-3000 years back. Would you say that in fact relationship
between these two groups is closer?

MY RESPONSE:

Q.1: the margin of error. Generally, it is us who set it. If one wants to see the date
with 99% confidence, it would be, say, 1186+1186, that is I guarantee (I am
confident with 99% guarantee) that the ancestor lived between 2370 years ago
and today. It is safe to give the data this way.

However, you would not like it, would you?

That is why we pick, how safe the date should be. The more narrow is the
margin of error, the less confidence. If I say that the date is 1186+25 years, I
certainly would not feel confident. Maybe 5% or less confident. Furthermore, it
does not make sense to give the margin of error of less than +25 years, since it is
close to the length of generation.

Practically, a common sense plus experience gives as a formula which we
employ for calculations. When I gave you 1186+190, it is a range into which my
DNA-genealogical calculations typically nicely fit when compared with actual
data. It might be exactly 1186 (well, give or take at which age of the father the
child was born). For example, in one case I have calculated 1718, and it turned
out it was 1715, when the boy was born. Still, the margin of error was +150 years.
It all depends on how many haplotypes are in the dataset and how many
mutations they collectively have.

As you see, it is more or less philosophical question. 23 mutations in the dataset
are not many. It could have easily been - statistically - 22, or 24, or 21, or 25. You
see, it is already 10% uncertainty. For 100 descendants it would have been much
more accurate.

When I gave you 1186190, it meant that the most likely it was around 1186, but
the size of that “around” depends on many factors. 190 is just a “safe” margin.

Q.2. The distance between the two lineages, and when THEIR common
ancestor lived.

Actually, the same approach is applicable to those numbers that one I gave you
earlier. It does not mean that my numbers are exact, because some factors I
cannot control. However, the methodology is the most examined and verified
one.
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Having said that, let me explain how the principal question should be answered.
Here are two base (presumably ancestral) haplotypes for the two lineages:

For the 7 haplotype branch:

142315111113111210131416-179911122614192815151515-1111 18
201315182035351410-11815178810811101221221410121217 713 20
211712111011 111211

For the 4 haplotype branch:

142315111113111210.5141516-179911122514192814141515-1011 18
201314151836 361410-11815178810811101221221310121216 7 13 20
211612111011 111211

Mutations between them are marked. There are 15 mutations between them
(some of them are fractional, some are recLOH mutations, so their counting is
not that simple). 15/0.12 = 125 - 143 generations, that is 3575 “lateral” years
between them. In other words, it takes 3575 years to make 15 mutations - on
average - in a 67-marker haplotype. THEIR common ancestor lives
(3575+850+700)/2 = 2560 years ago. I would round it up to 2600 years before
present. It is a VERY long time ago for a N1cl population in Europe.

CONTINUATION
Thank you very much for a very interesting information.
If you do not mind, I will ask you a few additional questions.

According to your analysis, kit. No. 1800944 is placed at the origins of the family.
The 1186 AD was basically obtained because the individual 1800944 was
included. Lithuanian chronicles, I believe mistakenly, state that all family
members (with the same surname) originate from the single person who was a
young man in year 1282.

At the same time No. 1800944 has the allele of 20 in DYS576, while all members
have 17 or 18. Some argue that No. 1800944 got 20 in DYS576 instead of 19,
because it is typical for N1lcl to have a jumping effect in this marker. If
calculations are done with No. 1800944 taking this allele as 19, one gets
calculation for all 6+1 family members centered on the date 1283 AD, which
corresponds to the chronicles.
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I need to counter argue this position - that is to prove that jumping effect in
DYS576 is impossible and the real family establishment periodization must be
shifted to around 1180 AD.

I'look forward to your comments on jumping effect in DYS576.
MY RESPONSE:
>According to your analysis kit. No. 1800944 is placed at the origins of the family

1. 1800944 is not placed at the origins of the family. In fact, he is apparently
the youngest member (in terms of mutations accumulated on the “evolutional
way from the common ancestor”). The ancestral allele is 18, he has 20 in DYS576.
His “remote” position on the tree reflects this fact, because the program was
confused with that 20, and did not know where to place him.

> The 1186 AD was basically obtained because the individual 1800944 was included.

2. 1186 was obtained not because of 1800944. It was when it has been
removed. With it, the year was 1161, that is practically the same within the
margin of error, with only 25 years difference.

>Some argue that No. 1800944 got 20 in DYS576 instead of 19, because it is typical for
N1c1 to have a jumping effect in this marker.

3. No, it is not. DYS576 is not “jumpy”, it is just a fast marker. Among 213
N1cl haplotypes in the N1cl FTDNA Project, “15” repeats 26 times, “16” 71
times, “17” 51 times, “18” 48 times, “19” 15 times, and “20” 2 times. The base
(ancestral) allele among those 7 haplotypes is “18”, and “20” is only two steps
from it. From “19” to become back “18” or forward “20” is equally probable. So,
it is a normal mutation.

> If calculations are done with No. 1800944 taking this allele as 19...
4. You cannot do it. It is a no-no. It is called manipulation with data. The data

reflects a random process of mutations, and should be treated that way,
impartially.

CONTINUATION:

Thank you for clarifications and communication.
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I am trying to understand how 1800944 must be placed on the family tree in
reality, as it seems tricky to determine. I am trying to understand if it is a
separate family branch which starts from the first ancestor or else.

What would be your opinion - where he should be placed on the tree (or to
which family members he is more related)? I understand the program did not
know where to place him exactly.

Thank you for your comments.
MY RESPONSE:

The very fact that the TMRCA 1is practically the same with that
haplotype or without it tells me that it is the same family. If we had
50 haplotypes of the descendants, the haplotype in question would have
been among them in a nicely shaped branch. With only 7 haplotypes the
program is very sensitive to mutations.

LETTER 103

I live in Flanders (Belgium) and descended from the region Antwerp-Brussels.
I've got from the University of Leuven my DNA results. Can you please give me
your opinion on this matter as expert on DNA-readings.

I have been looking on your website but it is a little complicated for a non-
professional to analyse the data.

MY RESPONSE:

Your ancestry is in the "Young Scandinavian" branch of R1al group. This branch
has appeared 2300+300 years ago from the "Old Scandinavian" branch, which has
split about 35004400 years ago from the population of R1al people at the Russian
Plain (aka East Europeam Plain). Its ancestor lived there 4800 years ago, and a
part of the Russia Plain branch had migrated to the East around 4500 years ago,
and moved to Iran and India as the Aryans.

So, your ancestry is among the same people who were the Aryans. Of course,
those historical Aryans had nothing to do with the Aryans who were bastardized
by Nazi Germany. The real Aryans were not a separate "race", they were the
Europeoids, that is Caucasoids, they spoke the Indo-European language (which
became “Indo” after they came to India), and before that they spoke the Aryan
languages. Archaeology has plenty evidences about them.
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Your particular branch of ancestors moved not to the East, but to the West in the
1st millennium BC, and many of them became the Vikings. Very many people in
the Rlal haplogroup, who have a very similar haplotype with yours, live in
Norway, Denmark, and in the British Isles, and also those who moved to the Isles
as the Vikings in the 9th-10th century AD, and then in the 11th Century along
with the French troopes and Williams the Concurer. Apparently, your ancestors
left behind, and did not go to the Isles.

I hope you will find this useful.

By the way, the MacDonald Clan belongs to the same group, but they are the
"younger" lineage, originated some 650 years ago.

CONTINUATION:

Thank you for clarifying some items. Can you position my personal haplotype to
the haplotype tree of the Scandinavian haplotypes? And is this correct
that YCAII=19,21 belong to the Norwegian region instead of Denmark?

MY RESPONSE:

In order to position your haplotype properly among the Young Scandinavian
branch, you need to have 67 marker haplotype. 37 marker haplotypes miss 30
markers, which are important. As a result, 37 marker haplotypes have some
uncertainty on the tree.

19,21 haplotypes belong not to "Norwegian" or "Denmark", since when they
arose, there were no Norway and Denmark. There are plenty of those 19,21
haplotypes in the British Isles, particularly in Ireland. Haplotypes do not have
national passports. They go across the borders.

Best regards.

LETTER 104

I have a high level of confidence in my calculations from which I am building
family trees and branches, and which I have learnt from your published papers.
My favorite is the logarithmic method, which is very easy to use and which
typically gives very reasonable data in my genealogical studies. The only issue I
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now have is using standard deviation to compare the results from the
logarithmic and linear methods.

Q1: what percentage difference is acceptable between the calculation methods? I
am trying to interpret the results of my initial cluster example. I understand std
dev as the measure of the confidence in statistical conclusions and it is the square
root of the variance. Although I have a minor in engineering math with three
semesters of calculus, I think I have been doing too much accounting lately and
am missing the point of how to compute std dev for two numbers. All your other
math calculations I have been able to interpret.

For example, for 12 markers with 18 haplotypes, the logarithmic result is 5.35
generations and for the linear method it is 5 generations. This appears within a
reasonable range but I would like to use a better method for comparing the
results numerically.

For 25 markers with 18 haplotypes, the logarithmic result is 1.24 generations and
for the linear method is 0 generations. How would you interpret the difference?
From the single difference, I would assume that this is a clean result.

For 67 markers with 18 haplotypes, the logarithmic result is 32 generations and
for the linear method is 20 generations. There are 33 mutations and I assume this
is not a clean result.

Q2: for 12 markers, the 5 generations is the TMRCA? This number just appears
low. I have a very homogeneous population which makes the number of
generations low. A greater number of differences would increase the TMRCA.
I'm building out family trees and branches so the population set will be relatively
homogeneous. I'm having a difficult time interpreting this low number and it's
meaning.

I am making a repeatable solution for numerous Case Studies based on your
work. I'm anticipating having to answer questions that I haven't completely been
able to interpret. Many other FTDNA project admins will be using the
repeatable solution to build their own family trees and branches.

MY RESPONSE:

I am glad that you are acquiring a vision in DNA genealogy. Thus is an
important accomplishment.

>The only issue I have is using standard deviation to compare the results from the
logarithmic and linear methods.
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This is easy. A margin of error is directly determined by a number of mutations
in the linear method, and a number of base haplotypes in the logarithmic
method. It should be "felt" even using a common sense.

>Q1: what percentage difference is acceptable between the calculation methods?

"Acceptable" depends on a confidence interval you would like to see. If you are a
control frik, 1.02 ratio between the two is acceptable, and everything beyond that
would drive you nuts. If you are a relaxed person, 1.1-1.2 would be fine. 1,3
would be "something is wrong" at any rate. It would mean that you have a mix of
lineages.

>... I am missing the point of how to compute std dev for two numbers.

For 100 mutations in a dataset (it does not matter how many haplotypes) std dev
is 1/ (the sq root (100)), that is 0.1 (one sigma, that is 68% confidence) or 0.2 (two
sigma, that is 95% confidence). That is, 100 mutations is in fact 100+20 mutations
with 95% confidence.

The same thing is with 100 base haplotypes (it does not matter how many
haplotypes in the dataset).

>For 12 markers with 18 haplotypes, the logarithmic result is 5.35 generations and for
the linear method is 5 generations. This appears within a reasonable range but I would
like to use a better method for comparing the results numerically.

It seems that you have a series of 18 haplotypes, which have only two mutations
in all of them. The other 16 haplotypes do not have mutations at all. They are
clearly ancestral, or base haplotypes. In this case 2/18/0.022 = 5.05 generations
and [In (18/16)]/0.022 = 5.35 generations.

It is very good. I typically round up to the nearest number in those cases. That is
you gave 5 and 5. You cannot ask for better. This is statistics. Flip a coin 18 times.
Do you think you will have a better fit between a number of heads and tails?

>For 25 markers with 18 haplotypes, the logarithmic result is 1.24 generations and for
the linear method is 0 generations. How would you interpret the difference? From the
single difference, I would assume that this is a clean result.

I assume that this is a different dataset, otherwise you already have 2 muttaions
in the first 12 markers. However, there is something strange here. You mean that
17 haplotypes are the same (base haplotypes) and one haplotype has 1 mutation?
But even in that case you have 1/18/0.046 = 1.2 generations to a common
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ancestor by the linear method. It is NOT “0 generations”. For the same system
In(18/17)/0.046 = 1.24 generations. Again, there is no difference between the
numkbers obtained, 1.2 and 1.24. What is strange, is 18 individuals and all of
them have just one generations from their... presumably, father. 18 sons??

>For 67 markers with 18 haplotypes, the logarithmic result is 32 generations and for the
linear method is 20 generations. There are 33 mutations in the series, and I assume this
is not a clean result.

It is not a clean result indeed. There are at least two lineages in the dataset. You
have to split them.

It seems that you have obtained 43 mutations in those 18 of 67 marker in order to
get 43/18/0.12 = 20 generations. However, you wrote that you have 33
mutations. Something is wrong here. For the logarithmic method in order to get
32 generations you need less than 1 base haplotype, which does not make sense.
Even in this case you get [In(18/1)]/0.12 = 24 generations, which is less than 32.
Something is terribly wrong here. Please check your gata.

>] have a very homogeneous population which makes the number of years low. A greater
number of differences would increase the TMRCA. I'm building out family trees and
branches so the population set will be relatively homogeneous. I'm having a difficult time
interpreting this low number and it's meaning.

The low number of generations to a common ancestor means that there is a low
number of generations to a common ancestor. As simple as that. When a
common ancestor lived just a few generations back, you do not expect a high
number of mutations in haplotypes of his descendants.
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