Overexpression of DGAT2 Regulates the Differentiation of

Bovine Preadipocytes
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Figure S1. The original figure of the upper blot membrane of Figure 4D and 5D.The original
western blot of 3-actin (A),DGAT1 (B), DGAT2 (C), PPARY (D),C/EBPa (E), C/EBPf (F), LPIN1(G)
protein in adipocytes transfected with Ad-DGAT2/Ad-NC and sh-DGAT2/sh-NC.



Table S1: Sequence information of PCR primers and Full length of CDS region sequence of
DGAT?2 gene in Yanbian cattle

Product Annealing GenBank

Genes Primer sequences(5—3’ . .
1 (639 size/bp temperature/°C Accession No.

F-TGAACCGGGACACCATAGACTACTTG
DGAT2 R:TCAGTTCACCTCCAGGACCTCG 1086 65 NM_205793.2

ATGAAGACCCTCATAGCCGCCTACTCCGGGGTCCTGCGAGGCACTGGCTCCAGCATCCT
CTCTGCCCTCCAGGACCTGTITTTCTGTCACTTGGCTCAATAGGTCCAAGGTAGAGAAGCA
GCTCCAAGTCATCTCGGTGCTACAATGGGTCCTGTCTTTCCTCGTGCTGGGAGTGGCCTG
CAGCGTCATCCTCATGTACACATTCTGCACCGATTGCTGGCTCATTGCCGTGCTCTACTTC
ACCTGGCTGGTGTTTGACTGGAACACACCCAAGAAAGGTGGCAGGAGGTCACAGTGGG
TCCGAAACTGGGCTGTGTGGCGCTACTTTCGAGACTACTTTCCCATTCAGCTGGTGAAGA
CACACAACTTACTGACCAGCAGGAACTACATCTTTGGGTACCATCCCCATGGCATCATG
GGCCTGGGTGCCTTCTGCAACTTCAGCACAGAGGCCACAGAAGTAAGCAAGAAGTTCCC
TGGCATAAGGCCCTACCTGGCCACGCTGGCCGGCAACTTCCGGATGCCAGTGCTGCGGG

Sequence  AGTACCTGATGTCTGGAGGCATCTGCCCAGTGAACCGGGACACCATAGACTACTTGCTTIT
CAAAGAATGGGAGTGGCAATGCCATCATCATCGTGGTGGGGGGCGCGGCTGAATCCCTG
AGCTCCATGCCCGGCAAGAATGCAGTCACCCTGCGCAATCGCAAGGGCTTTGTGAAACT
GGCCCTGCGCCATGGAGCCGACCTGGTTCCCACCTACTCCTTTGGGGAGAATGAGGTGT
ACAAGCAGGTGATCTTTGAGGAGGGCTCCTGGGGCCGGTGGGTGCAGAAGAAGTTCCA
GAAGTACATTGGCTTTGCCCCATGCATCTTCCATGGTCGAGGCCTCTTCTCCTCTGACACC
TGGGGGCTGGTGCCCTACTCCAAGCCCATCACCACTGTCGTGGGCGAGCCCATTACCAT
CCCCAGGCTGGAGCGCCCGACGCAGCAGGACATCGACCTGTACCACGCCATGTACGTG
CAAGCCCTGGTGAAGCTCTTCGACCAGCATAAGACCAAGTTCGGCCTCCCGGAGACCGA
GGTCCTGGAGGTGAACTGA




Table S2. Information of clean data.

Sample Trimmed_Read_Number Trimmed_Bases Useful read%  Useful_bases%
Ad-DGAT2-1 41957774 6293666100 90.49 90.49
Ad-DGAT2-2 46692432 7003864800 90.25 90.25
Ad-DGAT2-3 45059410 6758911500 89.56 89.56
Ad-NC-1 46123688 6918553200 90.33 90.33
Ad-NC-2 48540484 7281072600 90.97 90.97
Ad-NC-3 47456602 7118490300 91.47 91.47
sh-NC-1 47383396 7107509400 90.52 90.52
sh-NC-2 43421586 6513237900 90.92 90.92
sh-NC-3 41991732 6298759800 90.15 90.15
sh-DGAT2-1 50881030 7632154500 89.97 89.97
sh-DGAT2-2 41109628 6166444200 90.9 90.9
sh-DGAT2-3 43272494 6490874100 88.08 88.08




Table S3. Summary of sequencing dada and reference genome comparison.

Sample Clean Total Multiple Uniquely Map Mapped to Mapped to Mapped to
Reads Mapped Mapped Mapped Events Gene InterGene  Exon
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