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Table S1. Sequence results of PCR products and their best hit gene in BLAST.

BLAST best hit Identit
Symb Sequence results of PCR products gene (.N(.:BI) ies
ol description,
Sequence ID
CGCTCAGCCGCCTACCGCCAGCCCATCCTCATIGECG o o
TGGTGCTGCAG )
CTGTCCCAGCAGCTGTCCGGCATCAACGCTGTTTTCT — SClute carrier
SLC2 ATTACTCCACAA famgy 21 1857186
Al GCATCTTCGAGAAGGCGGGGGTGCAGCAGCCCGTGT ?S‘Eré‘zz”l) /
ATGCCACCATCG RNA
GCTCTGGCATCGTCAACACAGCCTTCACTGTCGTGTC
TeTA NM_174602.2
CTGCTGAGATCTGGTCAACGTCCTGCCACGGGTTTCA  Bos taurus
GGCACTITTAA solute carrier
sLcy CAAGGTGAAGATGAAGAAGCCAAGCAGGAGGACCG family 2
Al CGAATAGAAGA member 4 166/168
AAGACGTAGGGACCCATAGCATCCGCCACATACTGG (SLC2A4),
AAACCCATGCC mRNA
GATGATGAAGTTGCATGTCCAGTTGGAG NM_174604.1
ACAGAAGATTTCGAAAGATGACCCTTCTGAGAAGGA
CGCTCTGCAGCC i
AGGCCGGAACCTGGTGGCTGCTGGCTATGCGCTCTA o o f ot
FBP1 TGGCAGTGCCAC LB, mRNA 76176
TATGTTGGTCCTGGCCATGGCGAATGGAGTCAACTGC  * 7 0
TTCATGCTGGA -,
CCCGGCCATTGGAGAGTTCATTTTGGTGGACAGGGA
GCAGCCGGCTGGCCAGGAGGAGGGGTGGCTGGCAG
AGCACATGCTGA Bos fatrus
TTCTGGGCATCACCAACCCCAAGGGCCAGAAGAAGT
ACTTCGCGGCTG phosphoenolpyr
PCK1 CGTTTCCCAGCGCCTGTGGGAAGACCAACCTGGCCA Carbo‘;‘;iiase | 2197220
TGATGAACCCTA
CTCTCCCGGGATGGAAAGTAGAGTGTGTGGGTGATG (11;%(11),72;13{??
ATATCGCCTGGA -
TGAAATTTGACCAACAAGGTAACTTGCGG
CCTGGTATATGAGGCCTTCAACTGGCGCCACGGGGT Bos taurus
GTTTGTGGGCAG phosphoenolpyr
PCK2 TGCCATGCGCTCCGAGGCCACTGCAGCGGCTGAACA Carbo‘:;’;‘itﬁase ,  105/105
CAAAGGGAAGG . .
TCATCATGCAAGTGGCTA mitochondrial

(PCK2), mRNA
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NM_001205594.
1

TACTGGGGAGGAGCCACCTITTGACGTCGCCATGCGC

TTCCTGTACGAG
TGCCCCTGGCGACGGCTGCAGGAGCTCCGGGAGCTC  Bos taurus
GTCCCCAACATC pyruvate
PC  CCATTCCAGATGCTGCTGCGGGGGGCCAACGCCGTG  carboxylase  203/203
GGCTACACCAAC (PC), mRNA
TACCCCGACAATGTGGTCTTCAAGTTCTGCGAGGTGG  NM_177946.4
CCAAGGAGAAT
GGCATGGACATC
Bos taurus
GAAGCAGCGTTCTTCGTGACGTTAGACGAAACCGAG carnitine
CAGGGATACAG palmitoyltransfe
CPT1 GGAGGAGGACCCGGAAACGTCGATGGACAGCTACG rase 1A -
A CCAAGTCCCTGC (CPT1A),
TGCATGGCAGGTGTTTCGACAGGTGGTTTGAATGGCT mRNA
GCCT NM_001304989.
1
Bos taurus 3-
TTCACGCCTTTCTGCAGTTAGTCCAGAAATCCCTGGC ~ hydroxy-3-
CCGCCTGATGTIT methylglutaryl-
HMG ~ CAATGACTICCTGTTGGCCAGTGGTGACACACAGAC — CoAsynthase2
2 TGGCATCTACAA (HMGCS2),
GGGCTTGGAGGCCTTCAGGGGACTAAAGCTGGAAAA mRNA
GAACGCA NM_001045883.
1
ATGCTGAGTCTTGAAGGCATCCAGAAATTTCCTGGC th;’rsotfuruei}?'l_
GTCAACTACCCA y ;’m y
GTCCTGACCCCAAACTTCAAAGGCTTCCAGGCAGCG -
HMG GTTGCTGCCGGA meéhﬁﬁlmaryl' .
L  GCCAAGGAAGTGGCCATCTTTGGAGCCGCCTCTGAA (HOM G}?ET /
CTCTTCACCAAG CRNA
AAGAACATCAACTGCTCCATAGATGAGAGTTIGCAG "o 20
CGGTGAGAA - '
TGTCCATCTCTGCAGAAGATACAAGCCAGACCAAAT DS taurus 3-
hydroxybutyrat
CCTGAAGAGGC
ACTGAGCGATTTCCTAAAGAGACAGAAAACAGGAA 1\ drigenase
BDH2 GATTTGCAACTG 2 (BDLD) 161/164
CAGAAGAAGTAGCCCTGCTCTGCGTGTACTTGGCCTC CRNA
TGATGAATCTG NM_001034488
CCTACATCACGGGGAATCCTGTT -, '
TACAGTCACTATGAAGTGGATCAGAGATTTCATAGA
GAATTTCCTAAA Bos tf‘guz
acc  TTITTCACGTTCCGAGCAAGGGATAAGTTTGAGGAA ::fgzx'ylzse
N GATCGTATCTAT alpha (ACACA) 146/147
CGTCACCTGGAGCCTGCCCTAGCTTTCCAGTTAGAGC eNA
TGAACCGGATG NM 1742242

AGAAAACTGAA
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AGGTCACTGCAGTCCITCGATGCATCAGGGAATGGC

PREDICTED:
Bos taurus fatty

TACTGCCGTGCA :
GAGGCTGTGATGGCCATCCTTCTGACCAAGAAGTCC ac“;iysnli]hase
FASN CTGGCCCGACGG tianscri;t 150/153
GTGTACGCCACCATCCTCAACGCTGGCACCAACACG )
GATGGCTGCAAA Va;ilinl\tl :1’
CAGAAAGA XM_005220997.2
CTATGGGCATATAGTTGACTACTGCGACAGCAGCAG oS faurus
TTCTTGGAGATT glycerol-3-
TTTCTGGAAGGCACACGCTCAAGAAGTGGAAAAATC ~ Phosphate
GPA acyltransferase,
" CCTGTGCTCGGG e 136/141
CAGGACTTCTGTCAGTTGTGGTAGATACGCTGTCCAC (il i o
CAATACGAACT NM_001012282.
G 1
AGAGCGCCTGGCCGTGGGAGCTCTGACGGAGCAGG
CGGGGCTGCTGC Bos taurus
TGCACGGGGTCAACCTGGCCACCATTCTCTGCTTCCC  diacylglycerol
DCA AGCGGCCGTGG O-
o CCTTTCTCCTCGAGTCTATCACTCCAGTGGGCTCCGT  acyltransferase 1 182/182
GCTGGCCCTGAT (DGAT1),
GGTCTACACCATCCTCTTCCTCAAGCTGTTCTCCTAC mRNA
CGGACCCTCCTG NM_174693.2
A
TGTGTAGTGAGCGATTGTTCAGCATITGIGAAATGAC g\ o
AGAGAACACGT Coh synthetose
TCATTCCTACCTCAGATGACACTITGATCTCTTTCTTG ) " %0
ACSL CCTCTGGLCCA family member
| TATGTTTGAGAGAGTTGTAGAGTGTGTGATGCTCTGT ' TriTl 195/196
CATGGAGCTAA '
AATAGGATTTTTCCAAGGAGATATCAGGCTGCTTATG n&;ﬁ% 085
GATGATCTCAA - '
GGCCAA
ATTGAGGGTTTCACGAGGATCCACCACTGATGTTCA IBOS tau;;s
GTGAAGAGTACC gbucumm ase
GUSB  AGAAAGGCCTGCTCCAGCAGTATCATGTGGTTCTGG eta (CUSB), 4 10/119
ACCAAAAACGCA mRNA

AAGAATATGTGGTTGGCGAGCTCAC

NM_001083436.
1




