Descriptions of the 16 Cattle STR loci.

The loci are described by
(a) UniSTS identification number



(b) the Genbank accession number



(c) the general sequence structure including the flanking regions

(d) the average allele frequency distribution as observed in a 

     dataset containing 22 cattle breeds (N = 9738)  

Sequenced alleles are indicated with an asterisk (*), whereas alleles which were not sequenced have been extrapolated based on the allele mobilities from the raw data.
BM1818

Three alleles were sequenced (16, 17 and 18). The sequence corresponds with genbank accession G18391. The alleles of the locus BM1818 displayed the dinucleotide repeat structure (TG)n. The observed alleles in the sample population clustered into ten discrete categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.44.
UniSTS: 
14056

Genbank: 
G18391


Sequence: AGCTGGGAATATAACCAAAGGAAACTAAAACATGCACTGAAAAAGATACCTGCACCCCTATGTTCATAGCAGCATTATTTATACTAGCCAAGCAAGCCATGGAAACCGCACCTAAGTTATCTCCATTCATCAAGGGATGAATGGAGAAAT(TG)nTATGATGGAATATTATTTAGTCATAAAATGAGGAAATCCTTCCATTTGTGATAACATGCATGGACCTTGAAAGCACT
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BM1824
 

Four alleles were sequenced (12, 13, 14 and 17). In contrast with the sequence in genbank G18394 reported as AACTTTCNGTGC(GT)nTTAGT, the sequence AACTTTCT(GT)nTAGT was identified in all alleles and thus differs with that reported in genbank. The alleles of the locus BM1824 displayed the dinucleotide repeat structure (GT)n. All observed alleles in the sample population clustered into six categories; no intermediate alleles were found. Allele 14 was the most frequent with a frequency of 0.34.
UniSTS: 
44288

Genbank: 
G18394


Sequence: GAGCAAGGTGTTTTTCCAATCTAACTTTCT(GT)nTAGTTGCTTAGTCATGTCACTTAGCCAAATTTCCAAAAAGTGTGAGTAGAATGAAACTTATTTTAATATTCATGTCGCAGTTTACCTTTCACGCACCATTTCAAGGAAGCAGTTGGAGAATG
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BM2113
 

Six alleles were sequenced (14, 15, 18, 19, 20 and 21).  The sequence corresponds with genbank accession M97162. The alleles of the locus BM2113 displayed the dinucleotide repeat structure (CA)n. All observed alleles in the sample population clustered into twelve categories; no intermediate alleles were found. Allele 19 was the most frequent with a frequency of 0.18.

UniSTS: 
250697

Genbank: 
M97162


Sequence: GCTGCCTTCTACCAAATACCCCCTGCTCCGGCCCCCACCTCAAC(CA)nGAGTGAGCTCATAGTCTTGAGTTAAAAAAGTGACAGGTGTTGCTTCTCTCAGGAAG
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CSRM60
 

Four alleles were sequenced (16, 19, 20 and 21). The sequence corresponds with genbank accession NW_001492859. The alleles of the locus CSRM60 displayed the dinucleotide repeat structure (AC)n. All observed alleles in the sample population clustered into twelve categories; no intermediate alleles were found. Allele 21 was the most frequent with a frequency of 0.44.

UniSTS: 
251062

Genbank: 
NW_001492859


Sequence: AAGATGTGATCCAAGAGAGAGGCAGAGAGAAAGA(AC)nAGCCACTATGCCTTTCACGATCTGGTCCT

[image: image4]
CSSM66


 Four alleles were sequenced (17, 18, 20 and 22). The sequence corresponds with genbank accession AC185867. The alleles of the locus CSSM66 displayed the dinucleotide repeat structure (AC)n. The observed alleles in the sample population clustered into thirteen categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.27.

UniSTS: 
279351

Genbank: 
AC185867


Sequence: AATTTAATGCACTGAGGAGCTTGGGCTGCAGTCTACAGGGGTTGCAAACTTGGACACAACTGAGCGACTGA(AC)nTGGTTTTTAATGCCTGTCCCTTTCTTCCTCACCTTCCACCCCTCTAGCCCACTCAGCTGGCAGAAAGGATTTGTGT
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ETH3

Five alleles were sequenced (15, 22, 26, 27 and 28). The repeat sequence of genbank accession Z22744 is (GT)n, however we identified the compound sequence (GT)nAC(GT)6 in all alleles. According to the ISFG guidelines e.g. allele (GT)8AC(GT)6 would be designated as allele 15. All observed alleles in the sample population clustered into 11 categories; no intermediate alleles were found. Allele 22 was the most frequent with a frequency of 0.49.

UniSTS: 
250763
Genbank: 
Z22744


Sequence: GAACCTGCCTCTCCTGCATTGGCA(GT)nAC(GT)6ACCACTAGCCACCTGGGAAGCCCGCCTACTTGGCCACAGGCAGAGT
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ETH10 

Five alleles were sequenced (16, 18, 19, 21 and 22). In contrast with the sequence in genbank Z22739 reported as TAAA(AC)nTCCT, the sequence TAAA(AC)nAATCCT was identified in all alleles and differed in the downstream flanking region. The alleles of the locus ETH10 displayed the dinucleotide repeat structure (AC)n. All observed alleles in the sample population clustered into eight categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.33.

UniSTS: 
250848

Genbank: 
Z22739


Sequence: GTTCAGGACTGGCCCTGCTAACACCCCTCCTCCACCACCACCACCAAAAATAAA(AC)nAATCCTCTCCAGCCTCCTCTTCAGTGTAAGCAGTGCTGCCCCACCCTCTGTTTCCGGCTTCTCCGACTACCCAGGTCCCTCCCTGGAGCTCTGACGACACAGAGAAGAGAAAGTGGGCTGGAGG
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ETH225
 

Four alleles were sequenced (19, 23, 24 and 28). The sequence corresponds with genbank accession Z14043. The alleles of the locus ETH225 displayed a compound repeat structure with dinucleotide repeats (TG)4CG(TG)(CA)n. The allele with (TG)4CG(TG)(CA)17 has been designated 23. Furthermore, we observed a single nucleotide polymorphism (SNP) adjacent to the 3' end of the repeat structure. This C/T polymorphism has no impact on the nomenclature of the locus. The alleles 19, 23 and 24 revealed the T-nucleotide at the SNP position, allele 28 was sequenced in 6 animals all showing the C-nucleotide at the SNP position. All observed alleles in the sample population clustered into eight categories; no intermediate alleles were found. Allele 24 was the most frequent at 0.35.
UniSTS: 
250852

Genbank: 
Z14043


Sequence: GATCACCTTGCCACTATTTCCTCCAACATA(TG)4CG(TG)(CA)n[C/T]GATAGCCACTCCTTTCTCTAATGCCACAGAATTACACAGTCAACTCTCTAGTAGCAGCTGGCTGTCATGT
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HAUT27
 

Four alleles were sequenced (15, 18, 19 and 21). In contrast with the sequence in genbank X89252 reported as GCATGCT(AC)nAAATAA, the sequence GCACGCT(AC)nAAATAA was identified in all alleles and differed in the upstream flanking region. The alleles of the locus HAUT27 displayed the dinucleotide repeat structure (AC)n. All observed alleles in the sample population clustered into 10 categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.37.
UniSTS: 
251732
Genbank: 
X89252


Sequence: TTTTATGTTCATTTTTTGACTGGATTGTTTGCTTGTTGATAGTGCTTGAGCAGCACGCT(AC)nAAATAATCACATATGTAAAGAAACACTATAAGATGGAGATTTCAGCAGTT
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ILSTS006
 

Three alleles were sequenced (18, 21 and 22). In contrast with the sequence in genbank L23482 reported as TTCCA(GT)nGNNNNNNNNNNATATCTT, the sequence TTCCA(GT)nCGCCATATCTT was identified in all alleles. The alleles of the locus ILSTS006 displayed the dinucleotide repeat structure (GT)n. The observed alleles in the sample population clustered into 10 categories; no intermediate alleles were found. Allele 20 was the most frequent with a frequency of 0.28.

UniSTS: 
Not Available
Genbank: 
L23482


Sequence: TGTCTGTATTTCTGCTGTGGAAAGAAGTTCCTCTGAACTATTTGTCCAGATTCCACATATATGCATTAAATGCATGATATTTGGGGGTTTTTCCATTTGTGACTTACTTCACTCTGTATGGCAATCTCTAGGTCCACCCATGTCTCTGCAAATGGCACAATTCCATTCCTTTTAATGGCTGAGTAATATTCCA(GT)nCGCCATATCTTCTTTATCCATTCCTGTTAATGGACGTTTAGATCGCTTCCGTGT
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INRA023
 

Four alleles were sequenced (15, 18, 19 and 21). The sequence corresponds with genbank accession X67830. The alleles of the locus INRA023 displayed the dinucleotide repeat structure (AC)n. All observed alleles in the sample population clustered into 12 categories; no intermediate alleles were found. Allele 21 was the most frequent with a frequency of 0.29.

UniSTS: 
251120

Genbank: 
X67830


Sequence: GAGTAGAGCTACAAGATAAACTTCCAGAAAGAAAATGCCAATGAGACCAGAAAGACTTGATGGTAAATGAATTT(AC)nATACAGGAAGTACCAGTCAGAAGGGAAATTAGAAACTGAAGCAGAAGGAAGGGGAATTAGCCAGGTAAAAGCAACAGAGTTCATCTAACACCCTGTAGTTA
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SPS115
 

Eight alleles have been sequenced (21, 23, 24, 25, 26, 27, 27.1 and 28).  All alleles sequenced are consistent with the repeat sequence of genbank accession NW_001503418. The allele structure is that of the compound sequence (CA)nTA(CA)6. According to the guidelines of the ISFG, e.g. allele (CA)14TA(CA)6 was designated as allele 21. All observed alleles except one in the sample population clustered into 8 categories; the one allele was intermediate between the alleles 27 and 28. This intermediate allele with repeat structure (CA)20TA(CA)6, designated as 27.1,  contained one additional A-nucleotide in a stretch of 10 A-nucleotides, 32 nucleotides 3' upstream of the repeat. Allele 21 was the most frequent with a frequency of 0.58.
UniSTS: 
279634

Genbank: 
NW_001503418


Sequence: AAAGTGACACAACAGCTTCACCAGAGCATCTCCAATATCT(CA)nTA(CA)6TCTCATTCCTCTAGTGTCTTTTGCCTTTAAAGAAAAAAAAACTAAGCAGATCAACATGGGATCTCCTTTTTGTAGATTTATAGAAAGGGTTCCTTTGTTGCGCACTCACTTGTAAGAAAATGAGACAAAAACGTGAAACCCACAGCCAAACTAGGACACTCGGTT
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TGLA53
 

Seven alleles were sequenced (21, 22, 23, 25, 26, 30 and 35). All alleles sequenced are consistent with the repeat sequence of genbank accession DS490633 which is the compound sequence (TG)6CG(TG)4(TA)n. According to the guidelines of the ISFG e.g. allele (TG)6CG(TG)4(TA)12 was designated as allele 23. All observed alleles in the sample population clustered into 19 categories; no intermediate alleles were found. Allele 22 was the most frequent with a frequency of 0.23.
UniSTS: 
279606


Genbank: 
DS490633



Sequence: GCTTTCAGAAATAGTTTGCATTCATGCAGAACATAAAACTA(TG)6CG(TG)4(TA)nTGTTTATTGTTTTTCCTATAGTAATACTTTTGCTAACTCTTGCAGCTGTCTGCTGTAATATCATGTGAAGAT
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TGLA122
 

Nine alleles were sequenced (17, 20, 27, 30, 31, 32, 35, 36 and 37). All alleles sequenced are consistent with the repeat sequence of genbank accession NW_001494055 which is the compound sequence (AC)n(AT)n. According to the guidelines of the ISFG e.g. allele (AC)12(AT)5 was designated as allele 17. Two alleles (35 and 37) showed a repeat structure containing (AC)n(AT)6, whereas all other alleles contained (AC)n(AT)5. The sequenced alleles with 35 repeats contained both (AC)30(AT)5 as well as (AC)29(AT)6. In the largest allele containing 37 repeats, only the sequence (AC)31(AT)6 was observed. The observed alleles in the sample population clustered into 24 categories; no intermediate alleles were found. Allele 17 was the most frequent with a frequency of 0.30.

UniSTS: 
250911


Genbank: 
NW_001494055



Sequence: AATCACATGGCAAATAAGTACATACCTATGAATAATTTTAAAAACCCAGAGTAAAGATATAGAAGCAAGATATTTATATATGTGTAT(AC)n(AT)nGCTGATTTACCTGGAGGAGGG
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TGLA126


Three alleles were sequenced (17, 18 and 21). The sequence is consistent with that of genbank accession AAFC03010608. The alleles of the locus TGLA126 displayed the dinucleotide repeat structure (TG)n. All observed alleles in the sample population clustered into nine categories; no intermediate alleles were found. Allele 17 was the most frequent with a frequency of 0.40.


UniSTS: 
250991

Genbank: 
AAFC03010608


Sequence: CTAATTTAGAATGAGAGAGGCTTCTGGGA(TG)nTGAGGGGGGAGATGGGTGTGGGTGTGGTGGGGAATATTCAGAGAATAGAGGACCAA

[image: image15]
TGLA227
 

Five alleles were sequenced (14, 18, 19, 22 and 25). In contrast with the  genbank NW_001493633 reported as TTTGCT(TG)nTCCTGCT, the sequence TTTGCT(TG)nTTTCCTGCT was identified in all alleles. The alleles of the locus TGLA227 displayed the dinucleotide repeat structure (TG)n. All observed alleles in the sample population clustered into 15 categories; no intermediate alleles were found. Allele 14 was the most frequent with a frequency of 0.21.

UniSTS: 
250914

Genbank: 
NW_001493633


Sequence: GGAATTCCAAATCTGTTAATTTGCT(TG)nTTTCCTGCTTTCATTGAGTTTCTGTCTGT
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