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@®PATMEHTBI TOMOJIOTUN SHAOTEHHBIX PETPOBUPYCOB
B TEHOMAX PACTEHUU N XKNBOTHbIX

M.A. EJIbKUHA!, B.J. IJTIA3KO! 2

Hcnosab30BaHue MOCIEI0BATEIbHOCTE MOOMIbHBIX FeHETHYECKUX 3JEMEHTOB B LEJSIX MAPKHM-
poBaHus MOJIMMOP(H3MA YYACTKOB MX MHCEPIMIA MOXKET 0Ka3aTbcsi Haubosee 3G (eKTUBHbIM MOIXO0A0M
npH BbIsIBJIEHNH crenupuyeckux ocodeHHocTeili reHoGOHI0B AJIs PA3JMYHbIX TPYNN OPraHU3MOB, KOH-
TPOJSI MX JTUHAMHKH, YTO OCOOEHHO BAXKHO B padoTe C CeJIbCKOXO3SiiCTBEHHbIMH BHIamMH. B mapcrse
pacTeHmii IIMPOKO pacmpoctpaned Sireviruses (Pseudoviridae) — omum u3 npesHeiimmx LTR-
perporpancno3onoB. Haunbosiee KpynHblii M moapoOHo u3ydeHHbiii petporpancno3on — SIRE-1. Ero
aHAJIN3 NMOKA3bIBAET, YTO HHCEPUUH YKA3AHHOTO PEeTPo3jieMeHTa (B YACTHOCTH, B TEHOM KYKYpy3bl) Npo-
u3onu HeAaBHo. Mpl u3yynim noaumopgusm ¢parmentos IHK, daankuposannbix ysactkamn LTR-
perporpancno3ona SIRE-1 (IRAP-PCR mapkepbl), B reHOMax y Pa3jiMYHbIX TAKCOHOMHYECKUX TpyIIL.
O0beKTaMHi MCC/Ie0BAHNS ObLIM OXHOAOJbHBIE pAcTeHWsl MATKOi mmenuubl Triticum aestivum (03u-
Mmbie copra MockoBckas 39 u Muponosckas 808, spoBoii copt Omckas 36), nByHOJIbHBIE pacTEHUS
Glycine soja (natb nukopactymux nomyasumii u3 Ilpumopckoro kpast) m G. max (copHomoJeBas
dopma com, Kuraii), a TakKe mpeacTaBuTeqd 3aBOACKAX H A0OPHTE€HHBIX MOPOJ KPYMHOTO POraToro
ckota Bos taurus — 4epHO-NecTPOro roJIUTHHU3HPOBAHHOIO, AWIMPCKOro, SIKYTCKOr0 M KPaCHOTO 3C-
ToHCKOro (97 roa.). B kayectBe npaiimepa B IRAP-PCR 6b11 BbiOpan Tepmunanbhbiii yuactok SIRE-
1 (GCA-GTT-ATG-CAA-GTG-GGA-TCA-GCA). ITonyyeHHbie 1aHHbIE CBHIETEJIBCTBYIOT O TOM, YTO
nouiokycHoe reHorunuposanne no IRAP-PCR mapkepam ¢ ucnosib30BanneM (pparMeHTa peTpoTpaHc-
no3ona LTR SIRE-1 B kauecTBe mpaiiMepa mo3BoJisieT HanexkHo aucdepeHIMpoBaTh HE TOJBKO Npea-
CTaBHUTeeil OIHONOJBHBIX U JABYAOJBHBIX PACTEHHii, HO M MX copTa. B Mcclie0BaHusAX mpencTaBuTeei
pasHbIX mopon KpynHoro poratoro ckora mo IRAP-PCR mapkepam nosayden crnektp ¢parmentoB JTHK
(or 13 mo 16 B 3aBucHMOCTH OT mopoabl) B auana3zone aauH 330-1470 n.n. Haunboabmmii moamumop-
¢u3m pparmentos JTHK nadomonanca B cpeneii yactu cnekrpa (760-980 n.H.) y aiiliMpcKux u yep-
Ho-mecTphix KopoB. Ha nenaporpaMve onHa M3 Tpynn 4YepHO-MECTPbIX KOPOB M AMIIMPCKHIA CKOT
0Ka3aJuch OJIMXKe JIpYyr K APYry, TOrAa Kak Apyrasi BMecTe ¢ KPaCcHbIM 3CTOHCKUM M SIKYTCKHM CKO-
TOM 000CO0MJINCh B OTIENbHbI NMoAKIAcTep. BhisBiIeHHbIE Pa3iMyusi MO reTepOreHHOCTH B JABYX MC-
CJIEJOBAHHBIX TPYNNAX YEPHO-NECTPOr0 CKOTA M3 PA3HBIX XO3SICTB, BO3MOXKHO, CBSI3aHBI C 0COOEH-
HOCTSIMM NMPOBOJUMOIl TaM CeJIeKUHOHHO# PadoThl 100 ¢ UHLIMU (PAKTOpPAaMH MCKYCCTBEHHOTO M/WJIH
eCTeCTBeHHOro oThopa. OOcyknmaercs Bo3MOKHOCTh nmpumeneHusi LTR-peTpoTpaHcmo3oHOB B KavyecTBe
MOJIEKY/ISIPHO-TEHETHYECKUX MAPKEPOB LISl MOJMIOKYCHOTO TeHOTUNMPOBAHNUS PACTEHMI M JKUBOTHBIX.

KnioueBbie cioBa: MHBepTHpPOBaHHble TepMuHANbHbIE caiiTbi LTR-perporpancno3oHos,
Glycine, Triticum, Bos taurus, nonumopdHoe WH(HOPMANHOHHOE COJepKaHHE, H0Js moaumopd-
HBIX JIOKYCOB.

B mocnemame rompl pa3paboTaHO MHOXKECTBO METOIOB MapKHpPOBAaHUS
nonuMopdusMa pas3nuyHbix TeHOMHBIX ydacTKoB (RFLP — restriction fragment
length polymorphism, SNP — single nucleotide polymorphism, AFLP — ampli-
fied fragment length polymorphism, SSR-PCR — simple sequence repeats PCR
U Jp.), YCIEIIHO IPUMEHSIIOIINXCS I TeHOTUITMPOBAHUSI KaK COPTOB KYJIb-
TYpHBIX pacTeHuil (1-4), Tak U MOPOJ, CEIbCKOXO3SIICTBEHHBIX BUIOB XXNUBOTHBIX
(5-7). Cpenn HuUX 0co0O€ MECTO 3aHMMAIOT MOOWJIBHEIC 3J€MEHThI, IIEPBOE U,
BEPOSITHO, CaMOE TJIABHOE OTJIMYME KOTOPHBIX OT APYTUX CTPYKTYPHO-(YHKIIU-
OHAJIbHBIX BJIEMEHTOB I€eHOMa — 3TO CHOCOOHOCTh K IepeMelleHu0. Bricokast
CKOPOCTb TPaHCIO3ULIMI TO3BOJISIET Mpeanojaratb MX CYILIECTBEHHYIO POJib B
reHepanuy TeHeTUYEeCKOM N3MeHYNBOCTH (8).

¥ pacrennii LTR (long terminal repeat) peTpoTpaHCHIO30HbI 3aHUMAIOT
3HAYUTEIbHYIO YacTh reHoMa: v Arabidopsis thaliana — 4ayte Gonee 7 % (9), vy
puca — 50 %, y mmenunsl — 90 % (10), y Kykypy3sl — 75 % (11).

Sireviruses — omHu u3 apeBHelmx LTR-peTpoTpaHCIIO30HOB, IOJY-
YMUBIINX IIMPOKOE PaCIIPOCTpaHEHWEe BHYTPM IIapCTBAa pacTEHUWI. DTO €IWHCT-
BEHHBIN IIpeACTaBUTEIb ceMelicTBa Pseudoviridae, 4ieHB KOTOPOTO IIPEAIIONO-
XKATEJTEHO MOTYT COIepXKaTh TeH, OJU3KWM K KOAUPYIOLIEMY 00OJIOUeUHEIe Oe-
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KM BUPYCHBIX 4acTull (env-1ogoOHEINM reH). K Hanbojee KpynmHBIM I10 pa3Mepy
(oxoso 11 TBIC. TI.H.) ¥ TTIOAPOOHO M3YIEHHBIM dJIeMEHTaM Sireviruses OTHOCUTCSI
SIRE-1. Anamu3 nocnegoBareabHOocT SIRE-1 moxaspiBaeT, 4TO MHCEPLIUU
YKa3aHHOTO peTpo3jieMeHTa (B YaCTHOCTU, B F€HOM KYKYpPY3bl) MPOM3O0LUIU
HegaBHO (12).

Hcnonb3oBaHue MOCIeI0BaTEIbHOCTEN MOOUIIBLHBIX T€HETUUYECKUX 3JIe-
MEHTOB B LI€JISIX MapKMpPOBaHUs MOJUMOpGhU3Ma YIYaCTKOB MX MHCEPLUA MO-
KET OKa3aTbcsl Haubosiee 3(PHEeKTUBHBIM TMOAXOAOM [UJISI BBISIBJIEHUS CIIELIM-
¢uyeckux ocobeHHOCTell reHO(MOHIOB IJisl pa3IMYHBIX TPYMII OPraHU3MOB,
KOHTPOJISI X OAWHAMUKH, YTO OCOOEHHO BaxXHO B paboOTe C CEIbCKOXO3SICT-
BCHHBIMU BUIAMMU.

B 9710i1 cBSI3M 1iebl0 PabOThl OBLIO M3YyYEHUE BO3MOXHOCTH MCIOJb-
30BaTh TEPMUHAJIbHbIE YYACTKU SHIOTEHHBIX PETPOBUPYCOB JJISI BBISIBICHUS
copTocrelM(UUHbIX XapaKTepUCTUK y KYJbTYPHBIX pacTeHHUI, a TaKxXKe IreHe-
THUYECKUX OCOOCHHOCTEN Y pa3HbIX MOPOA KPYIMHOTO poraToro CKora.

Memoduka. ViccneqoBaHWsI BBIMOJTHSIIA Ha OTHOMOJBHBIX PACTEHUSIX
Triticum aestivum W JIBYNOJbHBIX pacTteHusix Glycine soja u G. max. TTimeHuua
OblIa TpeacTaBiieHa AByMsl 03UMbIMM copTamu (MockKoBckasi 39 — msirkast o3u-
masi, MupoHoBckasi 808 — Msirkasi o3Mmasi, BbIBeieHa U3 SIpOBOI) U OIHUM SIpO-
BeIM (OMmckast 36 — MATKas spoBasi), COSI — IISIThIO MOMYISLUSMI BUAA JTUKO-
pacryiias yccypuiickasi (G. soja, ITpumopcKkuii Kpait) ©1 cCOpHOIOJeBOil (opmoit
cou (G. max, Kuraif). B aHaiu3 Takke BKJIIOYMIIM TPEACTaBUTENCH 3aBOACKUX
U abOPUTEHHBIX MTOPOJ KPYITHOIO poraToro ckota (Bcero 97 rosi.) — aBe IpyIIbI
YEPHO-TIECTPHIX TOMIUTUHU3UPOBAHHBIX KOopoB (I rpyrma — ¢ XUBOTHOBOIYE-
ckoit ¢pepmbl «CtenaHnbKoBo», MockoBckas 00:1., II — u3 BuBapus Poccuiicko-
IO TOCYZapCTBEHHOTO arpapHOTO YHWUBEPCHUTETA), KOPOBHI aWIIMPCKON MOPOIBI
(MK3 Ne 1, MockoBckast o611.), skyrckuii (Pecyonmka Caxa) m KpacHBIN 3C-
toHckuil ckoT (CITK «3aps», IIckoBckast 061.).

Jnga monmnokycHoro reHotunupoBaHus wucronb3oBanu IRAP-PCR
mapkepbl (IRAP-PCR — inter-retrotransposon amplified polymorphism PCR)
(13). T'enomuyto JIHK Bblgeasiin ¢ MCIOJIb30BAaHMEM KOMMEPYECKOro Habopa
«JIHK-3kcTtpan 1» («Cunton», Poccus). TP npoBoauau Ha amriudukaTope
«Tepuuk» (Poccust) ¢ mpumenenueMm cmecu IIIIP-PB («Cunron», Poccus). Yc-
JnoBus u ctaauu T P: nepBoHauanbHast aeHatypauust — 94 °C, 2 MuUH; JeHaTy-
pauust — 94 °C, 30 c¢; omxur — 55 °C, 30 c; anoHrauust — 72 °C, 2 MHH; 3a-
KmounTteabHag aynoHranus — 72 °C, 10 mun; 35 nukinos. [Ipaiimepamnu ciy-
Kunn TepMuHanbHble yyacTKu LTR-perporpancnozona SIRE-1 (GCA-GTT-
ATG-CAA-GTG-GGA-TCA-GCA). PesynbTaTbl aMIUIM(pUKALIMU OLIEHUBAIU
C MOMOIIBI0 3yeKTpodope3a B arapo3Hom reie (1,5 %) ¢ nmpuMeHeHUEM B Ka-
yectBe Mapkepa MojekyiasipHbix Macc JHK GeneRuler™ 100 bp DNA
Ladder Plus («MBI Fermentas», CIIIA) misi oueHKM IJMHBI MPOAyKTOB. Bu-
sgyanu3auvio npoaykroB IIIP-ammmmdpukanyum mocie okpaliMBaHUS OpoMu-
CTBIM 3TUAVEM mpoBomwan non Y®D-ceeroMm. s TOoro 4rodwl m3dexaTh Tpy-
ObIX OIIMOOK, aHAJIM3UPOBAIM O0JIACTh CIIEKTpa ¢ pazMepoM dparmeHtoB JJTHK
meHee 1500 m.H.

MatemaTtuueckyro oOpaOOTKY HaHHBIX OCYILIECTBJISUIM C HCIOJb30Ba-
HueM kowmrbloTepHoit mporpamMmmbl TFPGA. Pacuer mnmekca PIC (polymor-
phic information content) BBIIOJHSIXA IO (OpMYyJie IS JUAUIETBHBIX JIOKY-
coB: PIC = 2f (1 - f), rme f — yacrora omHoOro U3 AByX ajneineit (14).

ITorck rOMOJIOTMYHBIX MOCJIEAOBATENIbHOCTElN ocyiecTBIsin B Gen-
Bank (http://blast.ncbi.nlm.nih.gov/Blast.cgi) ¢ umcmonab3oBaHueM 0a3 HaH-
HBIX CEKBEHMPOBAHHBIX YYaCTKOB, NPUMEHSS IS 3THX Ilejieil Habop anro-
putmoB BLASTn.
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Pezyaomamsi. B cBsA3U Cc 1IMpOKO mpencTtaBieHHOCThbio LTR-peTpo-
TpaHcno30HOB (B ToM uucie SIRE-1) B reHomax pacTeHUit AJisl TIOJUIOKYCHOIO
reHOoTUIMpoBaHus B KauvecTtBe MpaiiMepa B IRAP-PCR Hamu Obia BbiOpaHa
TepMUHaIbHasA 00JJaCTb 3TOr0 MOOUJILHOTO 3JIeMEHTA.

B pesyabrate IRAP-PCR ¢ npaiiMepoM K TepMUHAJIbHOMY y4YacTKy perT-
poanemeHta LTR SIRE-1 Mbl ToJy4yuaum OTYETAMBO BOCIPOU3BOAUMBIEC
crnekTpol (¢pparmeHtoB JJHK kak y cou, Tak M y TIIEHUILbI, TTpUUYEM TaKHUe
(bparMeHTBl HAXOAWJIUCHh B OMHOM Pa3MEPHOM Juaria3oHe: CyMMapHO 10 22 JIOKY-
coB guHo 350-1240 m.H., 26 mokycoB — 220-1450 m.H. (puc. 1, 2).
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Puc. 1. Daekrpodopernyeckue cnekrpbl, moaydeHnsie B IRAP-PCR ¢ IHK nmenuunt Triticum aesti-
vum o3umbix (A — Mockosckast 39, b — Muponosckas 808) u spoBoro (Omckasi 36) coproB nmpu
HCINOJIb30BAHUM B KayecTBe mpaiiMepa TepMUHAIBHOrO yuyactka perporpancmno3ona LTR SIRE-1: M —
Mapkep MoseKyaspHbeix Macc GeneRuler™ 100 bp DNA Ladder Plus («<MBI Fermentas», CILIA).

= AHanuzupyembie TpyIbl
Glycine obnagaau BBICOKMM I1O-
. mumopdusmom (PIC., = 0,414,
P = 91 %) mo cpaBHeHUIO C
T. aestivum (PIC., = 0,120,
P =65 %; PIC., — ycpenHeH-
b Hoc 3HaueHue uHuaekca PIC mo

= BCEMY CIIEKTPY aMILJIUKOHOB).
| C ucrionb3oBaHUeM 0a3 TaHHBIX
| GenBank Obl1 BBIMOJTHEH TO-
| MCK YYacTKOB TOMOJIOTMM K
. ¢parmenty LTR SIRE-1, mo-
| CIIyXUBILIEMY ITpaliMepoM, B ce-
RPN = e . KBEHUPOBaHHBIX TOCJIEN0Ba-
100 . | TEeJILHOCTSIX TeHOMOB 1. aestivum
Puc. 2. DuekrpodopeTMyeckue CHEKTPbI, MOJYYeHHbIE B u G. max M BbIAB/IEHbI COOTBET-

IRAP-PCR ¢ JHK aukopacryweii con Glycine soja pasupix CTBCHHO 122 n 102 Takux y4acr-
rPynn NpH MCIOB30BAHMM B KadyecTBe npaiivepa tepvu- Ka (Tabn. 1). Y Glycine Han6o-

;lam,ﬂoro ys‘li;gCTKaIi)ET])OTpaH(i\l'/IIOSOHa LTR SIRE-1: 1-4 — jee onMMOp(HBIMYA OKA3AJIUCh
rpynma, 5-8 — 1l rpynna; — MapKep MOJIEKYISIPHBIX "

wace GeneRuler™ 100 bp DNA Ladder Plus (MBI PPATMEHTBI JUIMHOi oT 350 1o
Fermentas», CILIA). 490 .. 1 ot 1010 mo 1240 m.H.

3navenus PIC., ma stux ¢pa-
TMEHTOB cocTaBUIM cooTBeTcTBeHHO 0,449 u 0,364. ¥V T. aestivum, Hao060-
pOT, BBICOKUI MOIMMOpPGU3M HabIomancsa B 30He cpeagHux mMH (ot 520 mo
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720 m.H. 1 ot 760 mo 990 n.H., coorseTcTBeHHO PIC., — 0,196 u 0,155). Bce
TsDKeJIble (hparMeHThl ObLIM MOHOMOpP(HBIMM M BeTpeuanuch y 100 % uccneno-
BaHHBIX 00Pa3LOB MILIEHULBI (Tab. 2).

1. Yncjio y4acTKOB, rOMOJIOTHYHBIX TEPMHUHAJbHBIM caiiTaM peTporpancno3ona LTR
SIRE-1, B reHomax cou Glycine max n nmennupl Triticum aestivum m MX HeKo-
TOpbIe reHeTHYecKUe xapakrepucTuku no pesyistatam IRAP-PCR

ITokazarenb | G. max | T. aestivum

JnnuHa reHOMa, MJIpA I1.H.! 1,10 1,78
Yuco:

HalICHHBIX TOMOJIOTHYHBIX Y4aCTKOB! 122 102

dparmenroB JJTHK B criektpe 15-22 26
PIC ycpenHeHHBI 1O TipaiiMepy 0,414 0,120
P, % 91 65
NMpumeuyanue. | — no nanHeiM http://blast.ncbi.nlm.nih.gov/Blast.cgi; IRAP-PCR — inter-retrotransposon

amplified polymorphism PCR, PIC — unHnekc noimmopdHoro nHOOPMaIMOHHOTO CofiepXaHusI JIoKyca, P — mo-
Jis TOTMMOPMHBIX JIOKYCOB.

2. Yacrora ammkonos (YA) B cnekrpax, moaydeHHbix B IRAP-PCR c npaiime-
POM, TOMOJIOTHYHBIM TEPMHHAJIbHOMY y4acTkKy perporpaHcno3ona LTR SIRE-1,
u 3Havenus unnerca PIC e, Y copTos muennust Triticum aestivum

NnuHa Mockosckas 39 MupoHoBckast 808 Owmckas 36
(parmenTa, ILH. YA | PIC,e YA | PICioea YA [ PICwa
1450 0 0,2 0,159 1 0
1420 1 0
1370 0,4 0,349
1340 0,349

1210
1130
990
900
810
790
760
720
680
630
590
570
550
540
520
460
420
360
320
270
250 0,300 0,300

220 1 0

P, % 15 27 15
IIpumeuanue. IRAP-PCR — inter-retrotransposon amplified polymorphism PCR, PIC — uHaekc mo-
nuMopdHOro NHGOPMALIMOHHOTO COAEPKaHUsI JIOKyca, P — m0Jist mosMMOpdHBIX JIOKYCOB.
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Y Glycine Obl1 OOHAPYXXeH TOJBKO OIMH MOHOMOP(MHBIN JOKYC JIUHOMN
700 m.H., B cpeaHeM e NOJISI MOJIMMOPGHEIX JIOKYCOB IO CIEKTPY COCTaBMIIA
93 %, PIC;, = 0,414. DT0 CBUIETENLCTBYET OO0 OTHOCUTEJIBHO BBHICOKOM IEHE-
TUYECKOM Pa3HOOOpa3sUM MCCIEHOBAHHBIX TPYMIIT KaK BHYTpH poma Glycine, Tak
U BHYTpM onHoro Buma G. soja. Ilpu 3toM y G. max OTCYTCTBOBAJl JIOKYC IJIM-
Hoii 680 1.H., Torma Kak TOT e JIOKYC BCTpevasicsl y TipeactaButenieit G. soja.

B pesynbrate IRAP-PCR ¢ ucnonb3oBaHMeM (parMeHTa peTpoTpaHC-
nozoHa LTR SIRE-1 B kauecTBe mpaiimMepa ObUIM IOJYYEHbl YHUKAJIbHbIC IS
KaXmoro u3 copToB mineHubl cnekTtpbl pparmenTroB JHK. Tak, y copra mie-
Hulbl Mockosckas 39 ¢parmenTt JHK piuHoit 790 m.H. mpuCyTCTBOBal Y BCeX
HCClIeI0BaHHbBIX 00pa3loB 3TOrO COpTa, Torma Kak y coptoB MupoHoBckoit 808
1 OMckoit 36 ¢pparMeHTOB TaKoi IJIMHBI He oOHapyxuiu. M HaoGoport, JIOKYyC,
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COOTBETCTBYIOLIMK (pparMeHTy pa3dMepoMm 550 I.H., He BCTpeyajcs TOJLKO Y
copta MockoBckas 39, y ocTajIbHBIX COPTOB IO 3ToMy Jiokycy PIC = 1.

IloxazaHO, YTO MHOPUAMHI B MOMYJSUMSIX PACTCHUN U APO30GUIIbI,
HanpuMmep, NPUBOIUT K (HDUZUOJIOTUYECKUM U (DEHOTUITUYECKUM U3MEHEHMSIM,
KOTOpBI€, KakK Ipearojaraercs, OOYCIOBIEHbl 3MUTreHeTHYeCKUMU 3ddeKra-
MM, CBSI3aHHBIMM C TOMApHBIM B3auMozeicTBueM xpoMocoM (15). TTogoOHbIe
BIUTEHETUYECKEe MU3MEHEHMSI MOTYT IPUBOANTH K aKTUBAIlMU MOOWJIBHBIX Te-
HETUYEeCKUX 2JIEMEHTOB M, KaK CIIEACTBHE, K YCWICHUIO MPOIIECCOB, BBI3bIBAIO-
IIUX KapUOTUTTMYECKIEe MOANMPUKALINKU, K TTOBBIIIEHUIO TEHETUYECKOTO Pa3HO-
00pa3nst M K SMUTEHETUYECKIM TIEPECTPOMKAaM, UTO CIIYKAT BaXKHBIM MCTOYHU-
KOM (beHOTUIMMYECKOU n3MeHUuBoOCTH (15).

IIpennoxeHHONM TMMOTE30i MOXKET YaCTUYHO OOBSICHSTHCS BBICOKMIA
nojauMopdur3M BHYTPU JIOKyca y COpToB 7. aestivum C y4yeTOM TOIO, YTO IIIIe-
HHULIAa — CaMOOIbLIUTENb. M3BECTHO TakKe, YTO Ha JOJI0 PACTeHMH C Tepekpe-
CTHBIM OIIbLJICHUEM Y 3TOrO CAMOOIIBUIATEIS MPUXOAUTCS 10 3 %, a uHOrma 1o
10 % monmyasuuu. KpoMe TOro, BBISBIECHBI (POPMBI C ITOBBIIIEHHOM YacTOTOM
nepeomnbuieHus (0T 2,6 10 5 % B 3aBUCUMOCTH OT COpPTa), U K HUM, B 4aCTHO-
CTH, OTHOCSITCSI COPTa O3MMOM MSITKOM IILIEHULIBI MUPOHOBCKOM cenekuuu (16).
CrenoBaTesIbHO, BbICOKAasi BHYTPUCOPTOBAsi T€TEPOTEHHOCTh (BbICOKAsT JOJISI TO-
JUMOpP(pHBIX JTOKYCcOB U yBeanyeHue mHaekca PIC) (cMm. Tabn. 2) y coprta Mu-
poHoBckasi 808 Mo CpaBHEHUIO C IBYMSI IPYTMMU COPTAMU MOXKET OBITb 00Yy-
CJIOBJIEHA 9TUM (DAKTOM.

B cBA3M ¢ HEOOMHAKOBOM pPAcCIpPOCTPAHEHHOCTBIO Y pa3HBIX COPTOB
HauOOJBIIMI WHTEPEC B CiIydae IMIIEHUIIBI MPEICTaBIISIOT JIOKYCHI, COOTBETCT-
Bywoiue pparmentam 790 u 550 m.H., cou — nokychl 790, 680 u 550 m.H.

Ha ocHoBaHuu 3HaueHuil reHeTudyeckux aucTaHuuii (DN), paccuuraH-
HbIX 110 MeTony M. Nej (1972) ucxoast U3 4acTOThl aMIJIMKOHOB Pa3HOM JJIMHBI
B IOJy4eHHBIX criekTpax ¢parmeHToB JIHK, diaaHkupoBaHHBIX MHBEPTHPOBaH-
HBIMU y4yacTKaMu ¢parmeHTa perporpaHcno3oHa LTR SIRE-1, namu Obuia mo-
cTpoeHa JaeHaporpamma (puc. 3). Ha Hell BbIIEASIOTCS ABa OTAEIbHBIX KPYITHBIX
KJIacTepa OXHONOJBHBIX M IBYIOJLHBIX pacTeHMil. B KimacTtepe ogHOMOJILHBIX B
OIHY IPYyIIy 000COOISIOTCS copTa MmieHulkl MupoHoBckag 808 u Omckag 36

k } t }
0,700 0,525 0,350 0,175

Puc. 3. JIlenaporpamma (puioreHeTH4ecKo-

ro PoACTBA MeXIY M3YYEeHHbIMH TpPyNNamMu
2 pacTeHWii, MOCTPOEHHAS HA OCHOBAHMHM Ya-
croTel aMniMkoHoB B IRAP-PCR c mpaii-
MepoM, rOMOJIOTHYHBIM TEPMHUHAJIbHOMY
3 Yuactky perporpancmosona LTR SIRE-1:

1 — Glycine max (Kurait); 2-6 — G. soja
4 (Ilpumopckwuii kpait); 7-9 — Triticum
aestivum, cOpTa COOTBETCTBEHHO Moc-
koBckasi 39, Muponosckasg 808 u Om-
6 ckas 36.

o -k

(cM. puc. 3). IlomobHast nudde-
pEHLIMALIMSI COPTOB OTpaxkaeT Kak
; KX (PEHOTUIIMYECKHE OCOOEHHO-

CTH, TaK W IpoucxoxaeHne. Ha-
npumep, I coptoB MupoHoBckast 808 1 OMckas 36 obGiasg ¢peHoTUImIecKast
XapakTepucTuka — Oesblii 0e30CThlii HeomylleHHbIM Kojoc (17), Torma Kak
MockoBckas 39 oTnnMyaeTcsi OT HUX O€JIbIM OCTMCTBIM HEOITYLIEHHBIM KOJOCOM
(http://www.nemchinovka.ru/sorta/yar). Ilpu 3ToM 03uMBIii copT MupOHOBCKas
808 ObL1 BBIBEAEH U3 SIPOBOM MSTKOM IILIEHUIIBI METOIOM IPYIIIIOBOIO M Mac-
CcOBOro orbopa Mopdoaorunyecku OgHOPOIHbBIX pacTeHuil (18).

L
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ITonyyeHHbIE AaHHbBIE CBUAETEILCTBYIOT O TOM, UTO MOJMJIOKYCHOE Te-
HoTtunupoBaHue Mo IRAP-PCR Mapkepam ¢ ucrojb3oBaHueM (hparMeHTa peT-
potpaHcno3oHa LTR SIRE-1 B kauecTBe npaliMepa Mo3BOJSIET HAIEXKHO AUD-
(bepeHLMpOBaTh MpeACTaBUTEIEH HE TOJbKO OAHOMOJBHBIX U IBYIOJbHBIX pac-
TEHUI, HO 1 pa3HbIX MPUHALIEXKAIIMX K HUM COPTOB.

PesynabTaThl BeIMOJIHEHHOro HaMu Tnoucka B GenBank yyacTkoB romo-
noruu K ¢parmenty LTR perporpancnoszona SIRE-1 ¢ ucnonab3oBaHueM aliro-
putMoB BLASTn cBHIETENHCTBOBAIM O TPUCYTCTBUU TaKUX IOCIEIOBATEIbLHO-
CTel B reHOMax He TOJbKO pacTeHuid, HO U miieKonuTtatolmux. Hanpumep, B ce-
KBEHMPOBAHHbLIX TOCJIEI0BATEIbHOCTSIX T€HOMa KPYIMHOTO POTaToro CKOTa Bbl-
aBJIsieTcsl 165 y4acTKOB ¢ TaKOW TOMOJIOTHEIA.

7151 OLleHKM BO3MOXXHOCTU NMPUMEHEHMST (hparMeHTOB PETPOTPAHCIO30-
HOB PACTEHUI C LEbl0 MOJUIOKYCHOTO T€HOTUIIMPOBAHUSI U KOHTPOJISI T€HO-
(oHIOB MOpOA CETbCKOXO3SIHCTBEHHBIX YXKMBOTHBIX MBI BBHITIOJHUIM aHaIW3
TPYIIT HEKOTOPBIX MOPOA KPYIMHOIO POraToro cKoTa (ailluMpcKuii, KpacHbINA 3C-
TOHCKUI, SKYTCKWU CKOT, ABE TPYMIIbl YEPHO-TIECTPHIX KOPOB M3 Pa3HbIX XO-
3aiictB) 1Mo IRAP-PCR mapkepam ¢ MCIojb30BaHMEM TEPMUHAIBHOTO caliTa
perporpancmo3oHa LTR SIRE-1 B xauectBe mpaitmepa. Ilpu 3TOM OBLIM TTI0JTY-
yeHbl crekTpbl PparmenToB JHK (ot 13 mo 16 B 3aBMCUMMOCTU OT ITOPOABI) B
nuamnasoHe JiMH 330-1470 n.H. (puc. 4).

3000 mar
3000 n.n.

1500 1m.1. 3000 1.8,

1500 m.1.
1500 mH.

1000 m.H, 1000 .1

500 m.a.

500 mn. 500 n.H.

100 1.1
100 1. o

Puc. 4. DnekrpodopeTnueckue crnekTpsi, noaydennsie B IRAP-PCR ¢ JTHK kpynHoro poraroro ckora
Bos taurus pasHpIX MOpPOX NPH HCHOJIb30BAHWH B KAyecTBe MpaiiMepa TePMHHAIBHOTO YYacTKa peT-
porpancnozona LTR SIRE-1: 1-3 — aitiumpckuii ckoT, 4, 5 — KpacHBI 3CTOHCKUI CKOT, 6-8 —
yepHo-necTpblii ckoT (I rpynmna), 9-11 — uyepHo-nectpslit ckot (II rpynna), 12-14 — akyTckuii
cKoT; M — wmapkep Mouekyasipubix Macc GeneRuler™ 100 bp DNA Ladder Plus («MBI
Fermentas», CILA).

3. 3navennst mupexca PIC gy ca B ciekTpax, noaydennsix B IRAP-PCR ¢ mpaiive-
POM, TOMOJIOTHYHBIM TE€PMUHAJIbHOMY yYacTKy perporpancno3oHa LTR SIRE-1,
Y KpynHoro poraroro ckota Bos taurus

JnvHa . . YepHo-TIeCTphIit . . .
parMenTa, LK. AMIpcKuit 11 rpynna | I rpynna Axyrckuii | KpacHbIiT 3CTOHCKUIT
1470 0,325 0,486 0 0,488 0,452

1300 0,500 0 0,465 0 0

1200 0 0 0 0 0

1100 0 0 0 0 0

980 0,325 0,416 0,494 0 0,470

950 0,325 0 0 0 0

820 0,483 0 0,349 0 0

800 0,496 - 0 0,380 0
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Tpodoaxcenue mabauyvr 3

760 0,121 - 0,349 - 0
720 0 0 0 0 0
640 0 0,330 0,432 0 0
590 0 0 0 0 0
510 0 0 0 0 0
440 0 0 0 0 0
380 0,361 - 0,097 - 0,137
330 0,457 0 0 0 0

IIpumeuanue. IRAP-PCR — inter-retrotransposon amplified polymorphism PCR, PIC — uHaekc mo-
uMopdHOro MHGOPMALMOHHOTO cosepxaHusl Jokyca. [Ipoyepku 03HAyarOT, YTO JIOKYC OTCYTCTBYET.

Haubonbiuuii nonumopduam ¢parmeHtoB JJTHK Habmonancs B cpeaHeit
yactu crnekrpa (760-980 m.H.) y uepHo-miecTpbix (I rpymnma) M adlIMpcKux Ko-
pOB. Y OCTaIbHBIX MOPON Haubojee NoJIUMOPGhHBIM OKa3alcs JIOKYC, COOTBET-
ctByromnii pparmenty pasmepom 1470 m.H. B cnekrpe ammimkonoB JHK y
yepHo-niecTpbix (II rpymma) m SKyTCKMX KOPOB OTCYTCTBOBaIU JIOKYCHI JUIMHOM

380 u 760 m.H., B TO Xe BpPeMSI OHU BCTPEYAINCh Yy APYTUX Mmopox (Tadm. 3).

4. XapakTepucTHKa mnoJuMopdu3mMa JIOKy-
coB, BbisiBeHHBIX B IRAP-PCR c mpaii-
MepOM, TOMOJIOTUYHBIM TEPMHUHATILHOMY
yyacTKy perporpancno3oHa LTR SIRE-
1, y kpynHoro poraroro ckota Bos taurus

Mopona, rpynna ckota | PIC,oweos | P, %

ANIIMPCKUIA 0,212 56
YepHo-necTphblit:

I rpynma 0,137 38

II rpynma 0,094 23
SAkyTckuii 0,062 14
KpacHblit 3CTOHCKMIA 0,066 19
IMpumeuanue. IRAP-PCR — inter-retrotransposon

amplified polymorphism PCR, PIC — unzaekc monmumopd-
HOro MHGOPMALIMOHHOTO CojiepXaHusl Jiokyca, P — momst
nosMMopdHBIX JToKycoB. OmucaHue TIPYII CM. B pasjese
«MeTtonuka».

CrexkTpbl aMIUIMKOHOB, IIO-
nyyeHHble B PCR ¢ mpalimepom
LTR SIRE-1 cymmapHOo mo BceM
JIOKycaM, JUISl TIpeJCTaBUTeNIel SIKyT-
CKOM, KPaCHOM 3CTOHCKOM M YE€pHO-
nectpoil (II rpymma) mopon Kpym-
HOTO POTaToro CKOTa CYIIECTBEHHO
HEe pa3TMIAINCh 10 JI0JIe TTOTUMOpd-
HbIX JIOKycoB (P) u unpekcy PIC,
(cootBercTBeHHO 14, 19 1 23 %;
0,062, 0,066 u 0,094). HaubGonee
reTepoOreHHON IPU 3TOM OKa3ajach
MOMYJISIIMS aWIIMPCKOTO CKOTa
(PIC,, = 0,212, P = 56 %) (Tabm. 4).

Puc. 5. Jlenaporpamma (ujioreHeTHYECKOTO
POACTBA MeXKIY H3YYEeHHbIMM MOPOJAMH
KPYNHOro poratoro ckota Bos taurus, no-
CTPOEHHAs! HA OCHOBAHMM YACTOTbI AMILIM-
koHoB B IRAP-PCR c mpaiimepoMm, romoJo-
IMYHBIM TEPMHHAILHOMY YJACTKY PETPOTpaHC-
nozona LTR SIRE-1: 1 — alimmpckuit
CKOT, 2 — 4epHoO-TiecTpbiii ckoT (I rpym-
3  ma), 3 — SAKYTCKMI CKOT, 4 — KpacCHBII

3CTOHCKMH CKOT, 5 — YepHO-TNECTPHIi
1 ckor (Il rpymma).

<
N
<
o =

5 Ha ocHoBaHuMM OlIEHOK ITO-
JuMopdhuU3Ma aMIUTUKOHOB ITOCTPO-
WIW JEHAPOTrpaMMy Uil UCCIEeAyeMbIX TpyMI >XWMBOTHBIX (puc. 5). YepHo-
nectpoiit (I rpynmna) v allMPCKUl CKOT OKa3aluCh OauXKe ApYr K ApYry, TOraa
Kak uyepHo-tiectpblii (II rpymma), KpacHbIA 3CTOHCKUM M SIKYTCKUI 000COOU-
JIUChb B OTHEbHBINA monkiactep. HeoOXomumMo OTMETUTb, YTO TeHETUYEeCKast
OUCTAaHLUS MEXIY YEPHO-TECTPhIMU U SIKYTCKMMHU KOpOBaMM ObL1a KpaiiHe Ma-
nma (DN = 0,0076). JIBe TpymITbl 4epHO-IECTPLIX KOPOB M0 TeHETUMYECKUM XapaK-
TEPUCTUKaM (CM. TabJ1. 4) UMeNM 3HAYUTEJIbHbIE pa3nuuus. bosblnyio reteporeH-
HocTb otmeya y I rpynmsl (P = 38 %, PIC,, = 0,137). Bo3aMoxHO, 3TO CBf-
3aHO C pa3IMUMUSIMM B IPOBOAMMOMN CEJIEKIIMOHHOM paboTe MM MHBIMU (PaKTO-

paMM KaK MCKYCCTBEHHOTO, TaK M €CTECTBEHHOro OTOOpa.
Takum 00pa3oM, IOJTy4YeHHbIE JaHHbIE CBUAETEILCTBYIOT O TOM, YTO
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Y4acTKu MOOWJIbHBIX 3J1eMeHTOB, B yacTHOCTU LTR SIRE-1, MoryT npumeHsTh-
¢ B UCCIICHOBAaHUSIX TEHETHUECKOM CTPYKTYPBI Y TPYITI M COPTOB KaK IBYIONb-
HbIX (Glycine), Tak u ogHomonbHbIX (Triticum) pacreHuit. Kpome Toro, takoe
MOJUJOKYCHOEe reHotunupoBaHue pparmeHToB JHK, mosydyeHHBIX B pe3ysbTa-
te IRAP-PCR c¢ mpaiimepoM, TOMOJIOTMYHBIM TepMUHaJIbHAMy CalTy peTpo-
tpaHcno3oHa LTR SIRE-1, 1mo3BojisieT BBHIABISATH FeHETUYECKHE OCOOEHHOCTH
MOpOoA KPYITHOTO pOraToro cKora.
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15.
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Abstract

Using sequences of mobile genetic elements in order to mark polymorphic sites in their in-
sertion might be the most effective approach to identify specific features of gene pools of different
groups of organisms and control their dynamics, which is especially important in dealing with agri-
cultural species. Sireviruses (Pseudoviridae) one of the oldest LTR-retrotransposons are widespread
throughout the plant kingdom. SIRE-1 is one of the largest and most detailed studied retrotranspo-
son. Its analysis showed that insertions of the retroelement (particularly in the genome of maize)
have occurred recently. We studied the polymorphism of DNA fragments flanked by LTR-
retrotransposon SIRE-1 (IRAP-PCR markers) in the genomes of different taxonomic groups. The
objects of our study were Triticum aestivum (Moscovskaya 39, Mironovskaya 808, Omskaya 36 varie-
ties), Glycine soja (five wild populations of Primorskii region of Russia) and G. max (China), as well
as representatives of the factory and indigenous breeds of cattle — Black-and-White cattle improved
by Holstein cattle, Ayrshire, Yakut and Red Estonian cattle (97 animals in total). A terminal site of
SIRE-1 was chosen as primer IRAP-PCR (GCA-GTT-ATG-CAA-GTG-GGA-TCA-GCA). The
data indicate that the multiloci genotyping by IRAP-PCR using retrotransposon LTR SIRE-1 as
a marker reliably differentiates not only representatives of the monocotyledonous and dicoty-
ledonous plants, but also their varieties. Spectrum of DNA fragments (13 to 16 depending on
the breed) obtained in studies different breeds of cattle using IRAP-PCR markers was in the
length range of 330-1470 bp. The highest polymorphism of DNA fragments was observed in the
middle part of the spectrum (760-980 bp) in Ayrshire and Black-and-White cows. According to
the obtained dendrogram one of the groups of Black-and-White cows and Ayrshire cattle were
closer to each other, while the other with Red Estonian and Yakut cattle became isolated in a sepa-
rate subcluster. Identified differences in heterogeneity in the two studied groups of Black-and-White
from different farms possibly could be explained by the peculiarities of breeding work carried out or
with other factors of artificial and/or natural selection. The possibility of using LTR-retrotransposons
as molecular genetic markers for polyloci genotyping plants and animals is discussed.

Keywords: inverted terminal sites of LTR-retrotransposons, Glycine, Triticum, Bos taurus,
polymorphic information content, the share of polymorphic loci.

Hayunbie coOpanus
= IV MEXJIYHAPOIHBIN HAYHHbIﬁ CEMUHAP «TEHETHUKA
JJIS1 CEJIBCKOTI'O XO3UCTBA: TEHOMHBIE BUOTEXHOJIOT'UN
‘ ; = I ATPOITPOMBIIIVIEHHOT'O KOMIIIEKCA»
(15 oktsi0ps 2014 roga, MucturyT resernku u warosorun HAH Benapycu, r. MusHck)
— Llens mpoBemeHUs ceMuHapa — HWH(MOPMUPOBAHME YYEHBIX U CIEIUAIHNCTOB
OTpaciv O JOCTUKEHUSIX COBPEMEHHOW TeHeTUYECKO HayKW B O0JIACTH pacTe-
HUEBOJICTBA, YCKOPEHNE BHEAPEHUSI COBPEMEHHBIX METOJOB MCCIIENOBAHUI B CEJIEKIIMOHHYIO TIpaK-

THUKY, Pa3BUTUE U YKpEIUIEHHE HAayYHBIX M MPAKTUYECKUX CBSA3CH MEXIy YUpexKIeHUsIMUA GUOJIOTH-
YecKOro M arpapHoro npoduei.

Y4YacTHUKM ceMuHapa — TIpeAcTaBUTEIM HaydyHbIX yupexneHuii HAH benapycu, MuHuctepcTBa
CEeJIbCKOTO XO3SIiCTBa U MpoaoBoibcTBUsA PB, mpenonasatenu u cryneHTsl BY30B arpapHoro u 6uo-
JIOTMYECKOro MpoGhuIs.
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