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Tenderness is an important trait of meat quality and is known
WREHLQÀXHQFHGE\VHYHUDOIDFWRUVLQFOXGLQJJHQHWLFFRPSRVLWLRQ
Although various studies have reported gene expression differences between tough and tender meat, it has been rarely analysed to
which extent this can be attributed to interaction among genes and
FRRUGLQDWHGDFWLYDWLRQRUUHSUHVVLRQRIVSHFL¿FSDWKZD\V7RLGHQtify candidate gene networks associated with meat tenderness, we
performed weighted gene co-expression network analysis (WGC1$  LQD 1HORUH FDWWOHSRSXODWLRQ RI  VWHHUV*HQHH[SUHVVLRQ
ZDVPHDVXUHGZLWK51$VHTLQLongissimus dorsi muscle samples
and genomic estimated breeding values for shear force (GEBV6) ZHUHXVHGDVDTXDQWLWDWLYHWUDLWIRUPHDWWHQGHUQHVV)URPWKH
FRH[SUHVVLRQPRGXOHVGHWHFWHGE\:*&1$ZHIRXQGWZRPRGXOHVWREHVLJQL¿FDQWO\QHJDWLYHO\FRUUHODWHGZLWK*(%96)*HQHV
LQWKHVHPRGXOHVDUHLQYROYHGLQPXVFOH¿EUHFRPSRVLWLRQPXVFOH
FRQWUDFWLRQDQGFHOOPRUSKRORJ\3URWHRO\WLFSURFHVVHVNQRZQWR
SOD\DNH\UROHLQPHDWWHQGHUQHVVYDULDWLRQZHUHIRXQGVLJQL¿FDQWly enriched for the genes presented in the associated modules. We
also found tenderness markers such as CAPNS1, MAP2K5, MYOZ1,
TNNT3, and HMGA1 contained in the detected modules. We further
observed EIF3L as a hub gene, which has been previously reported
as involved in formation of primary myoblasts and differentiation
RI PXVFOH ¿EUHV EXW QRW GHVFULEHG DV UHODWHG WR VKHDU IRUFH 7KH
detected co-expression modules in this study provide evidence for
VXEVWDQWLDOLQWHUSOD\EHWZHHQJHQHVLQSURFHVVHVLQÀXHQFLQJPHDW
WHQGHUQHVV)XUWKHUVWXGLHVZLOOEHUHTXLUHGWRHOXFLGDWHWKHXQGHUO\ing regulatory mechanisms of the observed co-expression networks.
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'1$PHWK\ODWLRQLVDQLPSRUWDQWHSLJHQHWLFPHFKDQLVPLQvolved in many biological processes including muscle development
DQGOLSRPHWDEROLVP'1$PHWK\ODWLRQFDQDIIHFWPHDWTXDOLW\WUDLWV
and fat deposition traits by regulating the expression of genes important for myoblast proliferation and adipocyte differentiation.
6LJQL¿FDQW GLIIHUHQFHV LQ PHDW TXDOLW\ WUDLWV KDYH EHHQ UHSRUWHG
between Japanese Wagyu and Chinese Red Steppes cattle, which
SUHVHQWHGDXQLTXHPRGHOIRUDQDO\VLQJWKHHIIHFWVRI'1$PHWKylation on these economically important meat quality traits. In the
SUHVHQWVWXG\ZHVHTXHQFHGWKHZKROHJHQRPH'1$PHWK\ODWLRQLQ
the longissimus muscle of these two cattle breeds to detect whethHU'1$PHWK\ODWLRQSOD\VDUROHLQGHWHUPLQLQJWKHIDWGHSRVLWLRQ
DQG PHDW TXDOLW\ WUDLWV RI EHHI EDWWOH E\ ZKROH JHQRPH ELVXO¿WH
sequencing (WGBS) method. A high quality methylation map of
two cattle breeds was obtained in this study. 23150 differentially
PHWK\ODWHGUHJLRQV '05V ZHUHLGHQWL¿HGZKLFKZHUHORFDWHGLQ
8596 genes enriched in 9922 GO terms, of which 1046 GO terms
ZHUHVLJQL¿FDQWO\HQULFKHG P < 0.05) including lipid translocation
(GO:0034204) and lipid transport (GO:0015914). KEGG analysis
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showed that the DMR related genes were distributed among 276
pathways. Correlation analysis found that 331 DMRs were negatively correlated with expression levels of differentially expressed
genes (DEGs) with 21 DMRs located in promoter regions. InterestLQJO\'1$PHWK\ODWLRQRI=%(',*)5,*)%3DQG*-&
VKRZHG VLJQL¿FDQW GLIIHUHQFH DFURVV EUHHGV DQG ¿YH &S* ZHUH
VLJQL¿FDQWO\FRUUHODWHGZLWK51$H[SUHVVLRQ7KLVVWXG\LGHQWL¿HG
novel candidate DMRs and DEGs correlated with muscle development and lipometabolism, which will be provides a thorough understanding of meat quality traits variation in beef cattle from an
epigenetic perspective.
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MT299 Scanning of selection signature provides a glimpse
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Goats (Capra hircus) are one of the oldest domesticated species, which are distributed over all types of ecological areas with
more concentrated in the tropics, dry zones and developing countries and have been used for their milk, meat, hair and skins over
much of the world. However, the genetic components underlying
these phenotypic traits remain largely unknown. We collected a total of 12 blood samples of unrelated individuals from Dazu black
female goats (DBG, n = 6) and Inner Mongolia cashmere female
goats (IMCG, n  *HQRPLF'1$ZDVH[WUDFWHGDQGVHTXHQFHG
:H SHUIRUPHG 613 FDOOLQJ RQ D SRSXODWLRQ VFDOH IRU WZR JURXSV
Selective sweep analyses were performed by calculating heterozyJRVLW\ +S DQGSRSXODWLRQGLIIHUHQWLDWLRQ )VW 7KHVWXG\SUHVHQWHGKHUHKDVJHQHUDWHG*UDZGDWDDQGLGHQWL¿HGPRUHWKDQ
 PLOOLRQ 613V DQG  ,QGHOV ,Q DGGLWLRQ ZH LGHQWL¿HG
155 and 294 candidate regions harboring 86 and 97 genes based on
DOOHOHIUHTXHQF\GLIIHUHQFHVLQ'%*DQG,0&*UHVSHFWLYHO\3RSXODWLRQVGLIIHUHQWLDWLRQUHÀHFWHGE\)VWYDOXHVGHWHFWHGSXWDWLYH
selective sweep regions including 164 genes. The top 1% regions of
both low heterozygosity and high genetic differentiation contained
239 (135 genes) and 176 (106 genes) candidate regions in DBG
and IMCG, respectively. These genes were related to reproduction
and production traits, such as ‘neurohypophyseal hormone activity’
and ‘adipocytokine signaling pathway’. The works performed here
provided an important resource for future goat breeding.
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7KHVSHFL¿FJHQHVDQGYDULDQWVXQGHUO\LQJWKHJHQHWLFFRQWURO
RI UHVLGXDO IHHG LQWDNH 5),  LQ EHHI FDWWOH DUH ODUJHO\ XQNQRZQ
In the present study, we aimed to identify genes associated with
5),XVLQJZKROHWUDQVFULSWRPHDQDO\VHVLQWKUHH&DQDGLDQEHHIFDWtle breeds raised under similar environments. Liver samples were
collected at slaughter from high (n = 6) and low (n  5),SKHnotype steers of Angus, Charolais, and Kinsella composite (KC)
EUHHGV51$ZDVH[WUDFWHGDQGJHQHH[SUHVVLRQSUR¿OHVREWDLQHG
E\P51$VHTXHQFLQJ 51$VHT XVLQJ,OOXPLQD+L6HTVHTXHQFLQJ
technology yielding an average of 36 million reads with a mean
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