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The population of in-milk buffaloes climbed by 4.3 % in
2012—2019, as compared to the decline of 28.9 % in 2007—
2012, suggesting a trend reversal towards buffalo rearing due
to consumer preferences and policy interventions. Moreover,
Murrah buffaloes have quadrupled in the same period from
11.7 million to 47.06 million headcounts, constituting
about 42.8 % of the total buffaloes. Analysis of selection
signatures reveals important details about how the genomic
environments of contemporary livestock have been altered
by both natural and artificial selective pressures. In the
present study to delineate signals of positive selection, a
total of 246 million (98.08 %) clean ddRAD-seq reads were
mapped to Bubalus bubalis reference genome assembly. CLR
approach was used to detect selected regions and a total of
289 selection signatures were found in Murrah genome. The
outlier fraction containing 289 sites, bracketed by a 10 kb
window, 5 kb up- and down- stream were declared as the
putative selection signatures. A total of 106 genes and 22
loci were traced in 179 selective sweep regions in Murrah
buffalo. The information mined in this study will aid in
Sfuture polymorphism studies of economic traits in buffaloes.
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JNOCHTIIKEHHS XAPAKTEPHUX
CEJIEKLIIMHUX O3HAK BYMNBOJIIB
IMTOPOJIU MYPPA 3 BUKOPUCTAHHSIM
JAHUX SNP I10 BCbOMY TEHOMY

YV 2012—2019 pp. nmonyasuisg AiMHUX OYyHBOJMIb 3POC-
sa Ha 4,3 % mnopiBHsIHO 3i criajgoM Ha 28,9 % y 2007—
2012, 110 J03BOJIIE MPUITYCTUTH 3MiHY TEHICHIIIl
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1IOJ0 PO3BeldeHHsT OyiBOJIIB BHACHIIOK mpedepeHLiit
CIIOXKMBAYiB Ta BTpy4YaHb y mnodiTuky. Kpim ToTO,
noroJiiB’a OyiiBoJiB mopoan Myppa 3a Toll ke Tepiof
3pocJio B yotupu pasu — 3 11,7 mun g0 47,06 MiaH ro-
JIiB, LIO0 CTAaHOBUTHL OJM3bKO 42,8 % Bim 3arajbHOrO
MOTroJIiB’a OyiiBOJIiB. AHali3 CENeKLiMHUX O3HaK PO3-
KpPUBA€ BaXJIMBIi IeTali TOro, SIK TCHOMHE CepeIOBUIIE
CcydyacHoOi XymoOu Oyjio 3MiHeHO T MNPUPOAHUM i
IUTYYHUM CEJIEKTUBHUM TUCKOM. Y 1LIbOMY JOCIIIKEHHI
JIJIS BUBHAQUEHHSI CUTHAJiB MO3UTUBHOIO 1000py OyJo
zicraBiieHo 246 MinbiioHiB (98,08 %) unctux ddRAD-
CeKkBeHiB Ha pedepeHTHY 30ipKy reHoma Bubalus bu-
balis. 1na BUSABIEHHS BigiOpaHUX IiISSHOK OyJ10 BU-
kopuctano migxim CLR, i B wmimomy B reHomi Myppa
Oyno 3HaiimeHo 289 cenekuiliHuX o3HaK. ®Opakiris
BUKUIIB, 110 MICTUTh 289 MiJITHOK, PO3MiIEHUX BiK-
HOM po3mipom 10 k06, Mo 5 k6 Bropy i BHU3, Oyna
BU3HAUYeHa K MependadyyBaHi ceJieKlliliHi o3Haku. 3a-
rajioM Oyiyo BigcrexeHo 106 renis i 22 jgokycu B 179
perioHax ceJleKTMBHOIO po3ropTaHHs OyiiBoJiB Myppa.
IngopmMmartist, orpuMaHa B LIbOMY OOCIHIIKEHHi, Oyme
KOPUCHOIO UIST MaiOyTHIX JOCTIIXeHb MoJiMopdizmMy
€KOHOMIYHO LIiIHHUX O3HaK OyiBOJIiB.

Karouoei caosa: cenexuis, CLR, Myppa, ddRAD-

CEKBEHU, TEHOM.
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