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Table S1. Oligonucleotide primers sequence and positions 

Amplified 
regions Nucleotide position *  EMBL acc. 

nos Primers sequence (5’–3’) ** TM 
PCR 

product 
size (kb) 

Partial promoter 
- partial exon 1 

2134-2151  AB481096 Forward  
ATCTGCTGACCACTCTCC 62.6 

1.170  Complementary to:  
811- 828  X55131 Reverse 

GTGCTGGACCTCGACGTG 65.6 

Partial exon 1 - 
partial exon 3 

748 - 763  X55131 Forward  
GGCCTCCTGGCGTTGA 64.8 

0.80  Complementary to: 
1523 - 1542  X55131 Reverse 

CTCCCTCTGTAATCATCCCC 65.5 

Exon 3 - 
partial 3’ 
flanking region 

1411 - 1427  X55131 Forward  
GGCGTCTCTCTGTGCAG 62.7 

0.65  Complementary to: 
51496027 - 
51496011  

CP011898 Reverse  
CAAGGGTCTGACAGGGG 63.5 

Sheep  OXT 
promoter 

26-45 LT592265 Forward  
TCATGGCAACACTGACCAAC 63.6 

0.94 Complementary to:  
949-966 LT592265 Reverse 

CTCGGGTCTGGCCTTTTA 62.2 

Sheep OXT 
promoter - 
nested 
fragment*** 

52-72 LT592265 Forward  
CTGAGGTACCCTCTCTTTCTT 64.8 

0.90 Complementary to: 
939-955 LT592265 Reverse 

CCTTTTAAGCCCGGGGG 65.5 

* Numbering agrees with the nucleotide sequence of the corresponding EMBL acc. no. ** Primers were designed by 
means of DNAsis-Pro (Hitachi Software Engineering Co., Japan); ***The nested primers were modified by changing a 
GT to CC at the position 9-10 for the forward and the C to a G at position 15 for the reverse (modified nucleotides are 
shown in bold and restriction sites are underlined). 
 

 

http://www.ncbi.nlm.nih.gov/nuccore/LT592265
http://www.ncbi.nlm.nih.gov/nuccore/LT592265
http://www.ncbi.nlm.nih.gov/nuccore/LT592265
http://www.ncbi.nlm.nih.gov/nuccore/LT592265
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                                                          Peptide leader 
                      +1                                 M  A  G  S  S  L                                                  
       -2   ---------kcAGTCCCCGGCCCGGAGCCCAGCGCGTCTGCACCATGGCAGGTTCCAGCCT  50 
       -2   ---------g---------------------------------------------------  50 
                                                            Oxytocin 
               A  C  C  L  L  G  L  L  A  L  T  S  A  C  Y  I  Q  N  C  P                  
       51    CGCCTGCTGCCTGCTCGGCCTCCTGGCGTTGACCTCCGCCTGCTACATTCAGAACTGCCC  110 
       51    ------------------------------------------------------------  110 
                                   Neurophysin 1 
               L  G  G  K  R  A  V  L  D  L  D  V  R  T                       
       111   CCTGGGCGGCAAGCGTGCGGTGCTGGACCTCGACGTGCGCACGgtgagcgccccgccctc  160 
       111   ---------------C--------------------------------------------  160 
 
       161   gtcccgtggctctcggggctggcaggcccgctgccacagggtcgcccccgccgccccctt  220 
       161   ----------g--g--------y------c------------------------------  220 
 
       221   tcccgccctgaccgcgtaccggccccacctagcctgggaatcgagggagcggaggagctt  280 
       221   -----yg-------------------------m---------------------------  280 
 
       281   ttgactgccctccttcgaccaattctgagcccaaagagagcggggaagacccgccatctc  340 
       281   ---------------------------g-------------c---g--------------  340 
 
       341   ccgcgctcctcaggccgccctcgcccgcccggctcagccccccaccccacagggtctccc  400 
       341   ------------------------m-----------------------------------  400 
                                                                C  L  P 
       401   tccccggccggtcccctcccggccccggctcatccccgccctcccgccagTGTCTCCCCT  460 
       401   ------------s-----------------------------------------------  460 
             C  G  P  G  G  K  G  R  C  F  G  P  S  I  C  C  G  D  E  L 
       461   GCGGCCCCGGGGGCAAAGGCCGCTGCTTCGGGCCCAGCATCTGCTGCGGGGACGAGCTGG  520 
       461   ------------------------------------------------------------  520 
             G  C  F  V  G  T  A  E  A  L  R  C  R  E  E  N  Y  L  P  S 
       521   GCTGCTTCGTGGGCACGGCCGAGGCGCTGCGCTGCCGAGAGGAGAACTACCTGCCGTCGC  580 
       521   ------------------------------------A-----------------------  580 
                                                 Q 
             P  C  Q  S  G  Q  K  P  C  G  S  G  G  R  C  A  A  A  G  I 
       581   CCTGCCAGTCCGGCCAGAAGCCCTGCGGGAGCGGGGGCCGCTGCGCCGCCGCCGGSATCT  640 
       581   -------------------------------------------------------C----  640 
             C  C  S  P   
       641   GCTGCAGCCCGGgtgagtccggcaggggccgagacggggccggggctccggaaccaggcg  700 
       641   -------------------g----------------------------------------  700 
                                                       D  G  C  H  A  D   
       701   ggccgggccagggtggccctgactcggcgtctctctgtgcagACGGCTGCCACGCGGATC  760 
       701   ------------------------------------------------------------  760 
             P  A  C  D  P  E  A  A  F  S  Q  H  * 
       761   CCGCCTGCGACCCCGAGGCCGCCTTCTCCCAGCACTGAGACCGRCCGGCCCCTGACACCA  820 
       761   -------------------------------------------G----------------  820 
 
                                                                Polyadenylation signal 
       821   TCGGAGCACAGCCCTCACTCCCTCTGTAATCATCCCCAGGAATTATGACAATGAAATAAA  880 
       821   -------G--A----Y--------------------------------------------  880 
 
             Polyadenylation site 
       881   GCCTTTTTWTCCCCTCCaacaagcctcgtgtctgagtgtcagaacggggagggaagggct  940 
       881   --------T---------------------------------------------------  940 
 
       941   ttgggggaattcaagatcctcggctctcggcgcttc-aacggaagtagagccgcggtcca  999 
       941   ----------c-------------------------a-------tc--------------  1000 
 
       1000  gggcgccatcctataggggtggatggaagaaggggtggaggtaccacacggcgggctccc  1059 
       1001  --------------------------------------g------g--------------  1060 
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       1060  aggcagatggaaatagcccccastttccaactccaaacaggctggacataggaggaaCTT  1119 
       1061  --------a----c--------g--y----------------------------------  1120 
 
       1120  GGTGGCTCAGACGGTAAAGAGTTTGCCTGCAGTKCGAGAGACCCGAATTCGATCCCTGGG  1179 
       1121  ---------------------------------G------------G-------------  1180 
 
       1180  TTGGGAAGACACCCTAGAGAAGCGGCAACCCACTCCAGTATTCTGGCTTGGAAAATCCCA  1239 
       1181  -----------------------------------T--------T---------------  1240 
 
       1240  TGGACGGAGGAGCCTGGCTGGCTACCGTCCATGGGGGTCGCAAAGCGTCGGACACGACTC  1299 
       1241  ------------------------------------------------------------  1299 
 
       1300  AGCGACTTCACTTTCTTTCACTTTctgaggtctaaagggagagttgggcagacaatgaca  1359 
       1300  ------------------------------------------------------------  1359 
 
       1360  agggtctgacagggga  1375 Sheep (EMBL acc. no. LT592265) 
       1360  ----------------  1375 Goat  (EMBL acc. no. LT592266) 
 
 
Figure S1. Homology between the complete nucleotide (nt) sequences of ovine and caprine 
Oxytocin-Neurophysin I encoding (OXT) gene. Numbering is relative to the first nucleotide of the 
first exon (+1), dashes represent nt identical to those in upper lines and the stop codon is 
symbolized by *. Artiodactyla retroposon sequence is in uppercase and italic. Peptide leader, 
Polyadenylation signal and Polyadenylation site are underlined.   
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-960 ------------cctccctgttcatggcaacactgaccaacactccactgaggtrgtctctctttcttttaattattttc                     -893 
-958 ------------------------------------------------------a--------------------------------------------- -891 
-964 -----------------t-----------g--a-------------t-a-----a-------------------------                     -901  
-983 -----------------c------------y-a---------------a-----a-------------------------tttctttttttttttaaatt -897 
 
 
                                                  C/EBPalpha    C/EBPalpha          Pit-1°site 
-892       attttaagatactgtacattaaaaatgcaaaaaaatcaaacaaaagacatgaaattagaaaaggaaccagctatatttatgatcaggtatcaaa -799 
-890       -------------------------------------------------------------------------------------r-y------ -797 
-900       ----------------t---------------c------------------------c-----a--c--------------------------- -801 
-896 attttc--------------------------------c--    ------------------c-----a--a--------------------------- -801 
 
 
-798 atatcaaawcgtttgagatacagtcacaaatgtgctgctttatttagctaacaagatctagtggcaggacggtccaataatccataatttcacagtgata -699 
-796 --------a------------------------------------------------------------t------------------------------ -697 
-800 ----t---a--------------------------------------a---------t----------t------------------------------- -701 
-800 ----t---a-r-------------------------a----------a--------------------t------------------------------- -701 
 
                          C/EBPalpha                                         Putative AP-1 sites 
-698 gtgagcctgatgtttagagacatttgcagtagctgttgtaatgcaataggaggatatcagccatttcagtttgtgacgaagtcacaggtattgcaaattc -599 
-696 ---------------------------------------------g------------------------------------------------------ -597 
-700 a------------------------------------------g------------------------a-------------------------g----- -601 
-700 a------------------------------------------g------------------------a--------a---------------tg----- -601 
 
                                                                                   Oct-1 
-598 cactgtggtttgttgcctaccttata-gttgaaggaaaggctggatttcacttagaa  gagagaaaataaaatctttycatatccaagagcctcctcca -502 
-596 -------------------------- ----------------a-------------  -------------------y--------------------- -500 
-600 -------------------------- -c-------------t-------g------at-------------------t----------t----g--    -505 
-600 -------------------t------c-c---------------------g------at-------------------t----------t----g--    -504 
 
 
-501 ggtaaatggatgttggtgtagggagccgggctggggttccaggaaatcagatttcaggaagagaacttgcttgcagaggggagctagggggtgtgtgtgg -402 
-499 --------------------------g-------------------------------------r---------------- ------------------ -401 
-504        ------------g---------------------------------------------------------------------a----a----- -412 
-503        ------------g----------------------------------------------c-------t-------------------a----- -411 
 
                                                                    Putative AP-1 site 
-401 ttggccaagagggcagatgggggagtcctaaaccaatctcttctcgcctggagggcccgagtgttcatcctgacccctcaccccaaaggaatgagag--- -305 
-400 --------------------r--------g---------------------------------------------------------------------- -304 
-411 ----------------------a---t--g---g-----------t----------------------------------------g---t------tgg -312 
-410 ----------------------a---t--g---g----------t-----------------------------------------c---t------tgg -301 
 
 
-304        agtcctcggttgggccgcagcccccatactccctgtcccacmgtaggacccaggccaccgcacaggctccctgcccagagctgcttgcttccc -212 
-303        -----------------------------------------cc------y------------------------------------------- -211 
-311 gctccat-----------------------------------------cc-------t----------tt------------------------------ -212 
-310 gctccat-----------------------------------------cc-------t------------------------------------------ -211 
 
                                        Composite hormone response element 
-211 cta gcggcgctcgctatcatctcccgtaacattagccattagcagacataaccttgacccggcacagcccctgcaaatgagggggcgcgccgggggcgc -113 
-210 --- -----a---------------------------------------------------------------------r-------------------- -112 
-211 -c-a--a--a-----------------g-c--------------c-------------------------t----------------------------- -112 
-210 -c- --a--a-----------------g-c---------------------------------------------------------------------- -112 
 
                                                                                       tata-box 
-112 agggcctgacccgcggcggcgcgctgtgaccagtcatgcggctgccctcttaagacaccgttccgcccacrcggccgccgggcttaaaaggccagacccg -13 
-111 --------------a---------a--------------------------- -----------------g-------------------k--------- -13 
-111 --------------a------------------------------------- -----------------g----------------------------- -13 
-111 --------------a------------------------------------- ----t------------g----------------------------- -13 
 
               +1                                 M  A  G  S  S  L  A  C  C  L  L  G  L  L  A  L  T  S  A              
-12 agagacggcckcAGTCCCCGGCCCGGAGCCCAGCGCGTCTGCACCATGGCAGGTTCCAGCCTCGCCTGCTGCCTGCTCGGCCTCCTGGCGTTGACCTCCGCC 90(S)  
-12 ----------g------------------------------------------------------------------------------------------- 90(G)   
-12 ----------g-----------------A-------------------------------------------------------------------------  90(C) 
-12 ----------g-----------------A--------------T-------A-------------------------------------------------- 90(B) 
                                                        S 
                   

Figure S2. Homology between the nucleotide (nt) sequences of the 5’ flanking region and partial 
exon 1 (3’UTR and peptide leader encoding region) of sheep (S) (EMBL acc. no. LT592265), goat 
(G) (EMBL acc. no. LT592266), cattle (C) (EMBL acc. no. AB481096) and buffalo (B) (A and B 
alleles, EMBL acc. nos. AM234538; AM234539) OXT gene. Numbering is relative to the first 
nucleotide of the first exon (+1) and dashes represent nt identical to those in upper lines. Congruent 
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and putative factors are in shaded bold letters and boxed. 3’UTR and peptide leader encoding 
region are in uppercase. 


