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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 
future polymorphism studies of economic traits in buffaloes.
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ÄÎÑË²ÄÆÅÍÍß ÕÀÐÀÊÒÅÐÍÈÕ 
ÑÅËÅÊÖ²ÉÍÈÕ ÎÇÍÀÊ ÁÓÉÂÎË²Â 
ÏÎÐÎÄÈ ÌÓÐÐÀ Ç ÂÈÊÎÐÈÑÒÀÍÍßÌ 
ÄÀÍÈÕ SNP ÏÎ ÂÑÜÎÌÓ ÃÅÍÎÌÓ

Ó 2012–2019 ðð. ïîïóëÿö³ÿ ä³éíèõ áóéâîëèöü çðîñ-
ëà íà 4,3 % ïîð³âíÿíî ç³ ñïàäîì íà 28,9 % ó 2007–
2012, ùî äîçâîëÿº ïðèïóñòèòè çì³íó òåíäåíö³¿ 

ùîäî ðîçâåäåííÿ áóéâîë³â âíàñë³äîê ïðåôåðåíö³é 
ñïîæèâà÷³â òà âòðó÷àíü ó ïîë³òèêó. Êð³ì òîãî, 
ïîãîë³â’ÿ áóéâîë³â ïîðîäè Ìóððà çà òîé æå ïåð³îä 
çðîñëî â ÷îòèðè ðàçè – ç 11,7 ìëí äî 47,06 ìëí ãî-
ë³â, ùî ñòàíîâèòü áëèçüêî 42,8 % â³ä çàãàëüíîãî 
ïîãîë³â’ÿ áóéâîë³â. Àíàë³ç ñåëåêö³éíèõ îçíàê ðîç-
êðèâàº âàæëèâ³ äåòàë³ òîãî, ÿê ãåíîìíå ñåðåäîâèùå 
ñó÷àñíî¿ õóäîáè áóëî çì³íåíî ï³ä ïðèðîäíèì ³ 
øòó÷íèì ñåëåêòèâíèì òèñêîì. Ó öüîìó äîñë³äæåíí³ 
äëÿ âèçíà÷åííÿ ñèãíàë³â ïîçèòèâíîãî äîáîðó áóëî 
ç³ñòàâëåíî 246 ì³ëüéîí³â (98,08 %) ÷èñòèõ ddRAD-
ñåêâåí³â íà ðåôåðåíòíó çá³ðêó ãåíîìà Bubalus bu-
balis. Äëÿ âèÿâëåííÿ â³ä³áðàíèõ ä³ëÿíîê áóëî âè-
êîðèñòàíî ï³äõ³ä CLR, ³ â ö³ëîìó â ãåíîì³ Ìóððà 
áóëî çíàéäåíî 289 ñåëåêö³éíèõ îçíàê. Ôðàêö³ÿ 
âèêèä³â, ùî ì³ñòèòü 289 ä³ëÿíîê, ðîçä³ëåíèõ â³ê-
íîì ðîçì³ðîì 10 êá, ïî 5 êá âãîðó ³ âíèç, áóëà 
âèçíà÷åíà ÿê ïåðåäáà÷óâàí³ ñåëåêö³éí³ îçíàêè. Çà-
ãàëîì áóëî â³äñòåæåíî 106 ãåí³â ³ 22 ëîêóñè â 179 
ðåã³îíàõ ñåëåêòèâíîãî ðîçãîðòàííÿ áóéâîë³â Ìóððà. 
²íôîðìàö³ÿ, îòðèìàíà â öüîìó äîñë³äæåíí³, áóäå 
êîðèñíîþ äëÿ ìàéáóòí³õ äîñë³äæåíü ïîë³ìîðô³çìó 
åêîíîì³÷íî ö³ííèõ îçíàê áóéâîë³â.

Êëþ÷îâ³ ñëîâà: ñåëåêö³ÿ, CLR, Ìóððà, ddRAD-
ñåêâåíè, ãåíîì.
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