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The study was carried out in Gir cattle for identification
of genome wide SNPs and then to annotate the identified
high-quality SNPs to the milk production traits. A total of
99,517 SNPs were identified with respect to the Bos indicus
reference genome. Upon annotation of SNPs identified with
respect to Bos indicus reference genome, 984 SNPs were
Sfound to be associated with 175 candidate genes having
to do with milk production traits, notably Acetyl-CoA
carboxylase p-gene, which affects milk composition traits
by regulation of fatty acid oxidation in the mitochondria;
Growth hormone receptor gene which have role in milk
yield and its composition traits; LEP gene, involved in
energy partitioning and metabolism, were among others.
This study provides the first analysis of ddRAD sequences
to discover SNPs in Indian Gir cattle breed, aligned fo
reference genome. The variants mined in this study can
be incorporated in existing SNP chips and thus, play an
important role in understanding the genetic structure of our
cattle to design appropriate breed improvement programmes.

Key words: ddRAD, Gir breed, Milk production traits,
SNPs, Zebu cattle.
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Inpgiicbky mopoay Beaukoi poraroi xygoou I'ip
OyJI0 BUKOPUCTAHO Y JAOCJiXKEHHi, MTPOBEACHOMY
3 MeTOl0 iZeHTHdiKallii MOBHOT@HOMHUX OJHO-
HYKJICOTUIHUX ToaiMopdizmiB (SNP) Tta nomanb-
1LIOTO MAapKyBaHHS iIeHTU(IKOBAHUX BUCOKOSI-
KicHux SNP 3a o3HakamMu MOJIOYHOI MPOIYKTUB-
HocTi. 3arajioM Oyjo imeHTHdikoBaHo 99 517 SNP
CTOCOBHO pedepeHTHOro reHomy Bos indicus.
ITicna mapkyBaHHs1 SNP, ineHTH(diKOBaHUX CTO-
COBHO pedepeHTHOro reHomy Bos indicus, Oyno
BugBaeHo, 1o 984 SNP acouitooTbest 3 175 re-
HaMM-KaHIMOaTaMM, IIOB’SI3aHMMM 3 O3HaKaMu
MOJIOYHOI TTPOAYKTUBHOCTI, OCOOJIMBO 3 -TEHOM
anetun-CoA kapOoKcuia3u, 1110 BIJIMBAE Ha Xa-
PaKTepUCTUKN CKJIAMy MOJOKa IIJISIXOM peTyJisi-
Lii OKMCJIEHHS XXUPHUX KHUCJIOT Y MITOXOHIPIisIX;
T€HOM peleNTOpa TOPMOHY POCTY, SIKMI Bimirpae
CBOIO POJIb Y HAZ0SIX MOJIOKA Ta XapaKTepUCTUKaX
oro cknagy; reHom LEP, 3amyyeHumM Ao po3-
LIEeTJIEHHS eHeprii i MeTtabosi3mMy, Ta iHIIUMU. Y
IIbOMY JOCJIIKEHHI BIIEpIIe TMPOBEAECHO aHaJi3
nociainoBHocteit ddRAD nna BusiBieHHss SNP
y nopomi ['ip iHmiiicbKOl BEIUKOI poraToi Xyaoou,
BUPIBHSHUX 3 peepeHTHUM reHoMoM. BapiaHTu,
PO3MJISIHYTI Y LbOMY AOCJIIK€HHI, MOXHa iHKOp-
nopyBaTu B HasiBHi uinu SNP i, TakuM 4UHOM,
BOHM BilirpaBaTUMYTh Ba>kKJIMBY POJib Y PO3YMiHHI
TEHETUYHOI CTPYKTYpM Halloi Xymobu IJisi CTBO-
PEHHS BiIIMOBIIHUX MPOrpamM MOKPALIEHHS MOPOIU.

Karouosi caosa: ddRAD, nopoma I'ip, xapakre-
PUCTUKKA MOJOYHOI TPOAYKTUBHOCTI, OJHOHYK-
sneotuaHi nmoaiMopdizmu (SNP), 3e0y.
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