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Figure S1. The nucleotide sequence of SP1 gene full-length cDNA and the deduced amino 

acid sequence of capra. An asterisk represents a termination codon. The grey bases represent 

predicted phosphorylation sites. The bold parts represent GLN rich region. The Italics parts 

represent SRE rich region. The underlined bases represent 3 zinc fingers. Other functional 

sites, such as acetylation site, glycosylation site, signal peptide, initiation codon, stop codon, 

poly A tail and “aacaaa” sequence are shown on the figure. The nucleotide sequence was 

submitted to the NCBI GenBank, accession no. HM_236311. 
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Figure S2. Alignment analysis of SP1 protein among various species. The similarity of the 

amino acid of goat shears is 99.3%, 96.9% and 95% with bovine (NM_001078027.1), human 

(NM_138473.2), and rattus (NM_013672.2) respectively. Activity sites prediction of SP1 

are marked by the rectangular box. 
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Table S1. Summary of genes, primers, and product sizes for RT-qPCR. 

Gene 
GenBank ID 

Number 

Primer 

Name 
Primer Sequence (5' to 3') Size (bp) Primer Source 

SP1 HM236311 
F. 1836 TAGTGAAGGAAGGGGCTCTGG 

110 this manuscript 
R. 1945 AAGTGTGCCCGTAGGTGTGAG 

PPARγ HQ589347.1 
F. 101 CCTTCACCACCGTTGACTTCT 

145 [3] 
R. 245 GATACAGGCTCCACTTTGATTGC 

LXRα GU332719 
F. 1005 CATCAACCCCATCTTCGAGTT 

163 [3] 
R. 1167 CAGGGCCTCCACATATGTGT 

SREBP1 HM443643.1 
F. 73 CTGCTGACCGACATAGAAGACAT 

81 [3] 
R. 153 GTAGGGCGGGTCAAACAGG 

CD36 X91503 
F. 743 GTACAGATGCAGCCTCATTTCC 

81 [3] 
R. 823 TGGACCTGCAAATATCAGAGGA 

LPL DQ997818 
F. 161 AGGACACTTGCCACCTCATTC 

169 [3] 
R. 329 TTGGAGTCTGGTTCCCTCTTGTA 

FASN DQ915966.3 
F. 6850 GGGCTCCACCACCGTGTTCCA 

226 [3] 
R. 7075 GCTCTGCTGGGCCTGCAGCTG 

ACACA NM174224.2 
F. 3609 CTCCAACCTCAACCACTACGG 

171 [3] 
R. 3779 GGGGAATCACAGAAGCAGCC 

FABP3 NM174313.2 
F. 214 GATGAGACCACGGCAGATG 

120 [3] 
R. 333 GTCAACTATTTCCCGCACAAG 

ACSL1 BC119914 
F. 1929 TGACTGTTGCTGGAGACTGG 

220 [29] 
R. 2047 CAGCCGTCTTTATCCAGAGC 

ACSS2 BC134532 
F. 1881 GGCGAATGCCTCTACTGCTT 

100 [29] 
R. 1970 GGCCAATCTTTTCTCTAATCTGCTT 

GAPDH AJ431207 
F. 59 GCAAGTTCCACGGCACAG 

249 [41] 
R. 307 GGTTCACGCCCATCACAA 

MRPL39 NM017446 
F. 493 AGGTTCTCTTTTGTTGGCATCC 

101 [44] 
R. 593 TTGGTCAGAGCCCCAGAAGT 

UXT NM_001037471 
F. 134 CAGCTGGCCAAATACCTTCAA 

125 [44] 
R. 288 GTGTCTGGGACCACTGTGTCAA 

Table S2. Cloning primers sequences and related information. 

Gene 
Clone

Area 

Primer 

Name 
Primer Sequence (5'→3') 

Anneal 

Temperature (°C) 

Product 

Length/bp 

SP1 

5'UTR 
SP1-5Out  

SP1-5Innner 

CCCCGTTATTGCCACCA  

TGCCACCAACTCCTTTTTCAA 

50 181  

172 54 

CDS 
SP1-U  

SP1-D 

CCATGAGCGACCAAGATCACTCC  

ACCCATGCTACCTTGCATCCC 
50 2432 

3'UTR 

SP1-3U  

SP1-3D  

SP1-3Out  

SP1-3Inner 

GTGGCATCAATGTCATGCAGGT  

GAAGAGTTAAGGGGAAAGATCAAAG 

TCAAGTAGTTCAGTTCAGGAGT  

GAACATCTCCAGTAGTTGCTTTCCCATT 

50 1436 

54 
809  

681 54 

 


