Descriptions of the 17 Equine STR loci.

The loci are described by
(a) the Genbank accession number



(b) the general sequence structure including the flanking regions

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

     dataset containing 35 equine populations (N = 9094)  

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.
AHT4

Four alleles were sequenced (25, 27, 28 and 32). All alleles sequenced are consistent with the repeat sequence of genbank accession Y07733 which is the compound sequence (AC)nAT(AC)n. According to the guidelines of the ISFG e.g. allele (AC)18AT(AC)9 was designated as allele 28. The repeat sequence contains two AC-stretches separated by one AT-repeat, both AC-stretches varied in number of repeats. The observed alleles in the sample population clustered into 11 categories; no intermediate alleles were found. Allele 25 was the most frequent with a frequency of 0.26.
Genbank: 
Y07733



Sequence: 

AACCGCCTGAGCAAGGAAGTCCTAGCCTTAGGAATAAAATTGGCAGAAT(AC)nAT(AC)nAGAGCTGCTAGAAGAGCTGGGCTGACCCAGGGTAAACTCTCTGGG


[image: image1]
AHT5

Four alleles were sequenced (16, 17, 19 and 20).  The sequence corresponds with genbank accession Y07732. The alleles of the locus AHT5 displayed the dinucleotide repeat structure (GT)n. All observed alleles in the sample population clustered into nine categories; no intermediate alleles were found. Allele 16 was the most frequent with a frequency of 0.24.
Genbank: 
Y07732



Sequence:
ACGGACACATCCCTGCCTGCACTGCCCCTCTCCCCTC(GT)nATGTTTGGAGGATCCCCCAAGACATGTGGGAGGGGGCGAGGGCTGAGCCTCCTTAGCCTGC


[image: image2]
ASB2

Seven alleles were sequenced (9, 10, 13, 16, 18, 20 and 24).  The sequence corresponds with genbank accession X93516. The alleles of the locus ASB2 displayed the dinucleotide repeat structure (GT)n. All observed alleles in the sample population clustered into 15 categories; no intermediate alleles were found. Allele 21 was the most frequent with a frequency of 0.21.
Genbank: 
X93516



Sequence: 
CCACTAAGTGTCGTTTCAGAAGGTCAACCNACTCGNCTATTGCCTCAGTTTTACTCTTTGGGATCTCCTTCCTGTAGTTTAAGCTTCTGAATC(GT)nAGACATTGGGAACATTAGCTAAGAGTCTCAATTCTCAAATTTGTGTTCTCAAACTTTCCTCACTGAATGACAGAGACTTAACTCCTATCAGAGAACTCAGTTGTG

[image: image3]
ASB17

Six alleles were sequenced (14, 18, 20, 21, 22 and 25). In contrast with the sequence in genbank X93531 reported as GTCT(AC)nCACCCCACT, the sequence GTCT(AC)nCCCACT was identified in all alleles and differed in the downstream flanking region. The alleles of the locus ASB17 displayed the dinucleotide repeat structure (AC)n. All observed alleles in the sample population clustered into 19 categories; no intermediate alleles were found. Allele 21 was the most frequent with a frequency of 0.22.
Genbank: 
X93531



Sequence: 
ACCATTCAGGATCTCCACCGGAAGAGTCT(AC)nCCCACTTAATTTTCAAGGTACAAAGGTACCGCCCTC


[image: image4]
ASB23

Six alleles were sequenced (17, 18, 19, 20, 27 and 29). In contrast with the sequence in genbank X93537 reported as GAGC(TG)nGNAGGAGGTTGNAGGT, the sequence GAGC(TG)nGTAGAGGTTGCAGGT was identified in all alleles and differed in the downstream flanking region. This identified sequence corresponds with the more recent and completer genbank sequence NW_001799714. The alleles of the locus ASB23 displayed the dinucleotide repeat structure (TG)n with an exception in the two alleles 27 and 29 which showed the compound repeat structure (TG)nTT(TG)4. According to the guidelines of the ISFG e.g. allele (TG)20 was designated as allele 20 and allele (TG)22TT(TG)4 was designated as allele 27. All observed alleles in the sample population clustered into 14 categories; no intermediate alleles were found. Alleles 19 was the most frequent with a frequency of 0.20.
Genbank: 
Y93537 / NW_001799714


Sequence: 
GAGGGCAGCAGGTTGGGAAGGAGGCTGGACTCCCGAGC(TG)nGTAGAGGTTGCAGGTGTTAAAAATGACTTCTCATCTAACCCACCAGGGCAAGAGCATGTCCCCCCGGGAGCTGTGTGGGTCACAGCTACAGGACTGTGATTTGACCAGGATGT


[image: image5]
CA425 (UCDEQ425)
Three alleles were sequenced (16, 19 and 21).  The sequence corresponds with genbank accession U67406. The alleles of the locus CA425 displayed the dinucleotide repeat structure (GT)n. All observed alleles in the sample population clustered into 11 categories; no intermediate alleles were found. Allele 20 was the most frequent with a frequency of 0.40.

Genbank: 
U67406



Sequence: 
AGCTGCCTCGTTAATTCAGAAGTGTGTGCTGCGTTCCTACTGTGGGGATGGCAGGGTTCCTCCTGCTGGGGCAGGCTGGGCTCTGCTCGCAGGGAGCCGAC(GT)nGGACCCAGCCCGTGGTCAGGGGCTTTGCTGGGGGCACTTGAGCTCTGCTTGGGGCTGTCCAAATGCTAGCTGAGGGGGGCCCGGAGACAAGCGGACATGAG

[image: image6]
HMS1

Three alleles were sequenced (14, 18 and 19).  The sequence corresponds with genbank accession X74630. The alleles of the locus HMS1 displayed the dinucleotide repeat structure (TG)n. All observed alleles in the sample population clustered into seven categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.47.
Genbank: 
X74630



Sequence: 
CATCACTCTTCATGTCTGCTTGGTTTTTCTTTATAACATTTATCATCATCTGATATGCTC(TG)nAGTGAAAGTTTGGCTTGTTTTGTGTTTGCCAAAGCTCAGGTGTCTGCAACAGTGGTTGCCATAGGATAAGCATTTATGTCAA
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HMS2

Six alleles were sequenced (15, 16, 17, 18, 19 and 20). In contrast with the sequence in genbank X74631 reported as TNCTAT…CTGTNCTTA…TTTT(CA)n(TC)2CTGA, the sequence TGCTAT…CTGTTCTTA…TTTT(CA)n(TC)2CTGA was identified in all alleles and differed in the upstream flanking region. The alleles of the locus HMS2 displayed the compound repeat structure (CA)n(TC)2. According to the ISFG guidelines e.g. allele (CA)18(TC)2 has been designated as allele 20. All observed alleles in the sample population clustered into 12 categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.27.
Genbank: 
X74631



Sequence: 

CTTGCAGTCGAATGTGTATTAAATGACTGTATTTGCTATGAAAAACTGGAACCTCTGTTCTTAATGAATCCTTTATGGAACATATAGTTATGTTTT(CA)nTCTCCTGATGAGAAGCAGTACTCTTGTAAGAAATTATTTTTTTCTTTGAAAGATTTGGAAAAGGGGTGTAGTGGCTTCCTTGGCAGTTGCCACCGT


[image: image8]
HMS3

Five alleles were sequenced (21, 25, 26, 28 and 30). In contrast with the sequence in genbank X74632 reported as ATGGNGGNCCAT…CACG(TG)2(CA)2TC(CA)nATCT, the sequence ATGGAGGACCAT…CACG(TG)2(CA)2TC(CA)nATCT was identified in all alleles and differed in the upstream flanking region. The alleles of the locus HMS3 displayed the compound repeat structure (TG)2(CA)2TC(CA)n with an exception in the two alleles 21 and 26 which showed the compound repeat structure (TG)2(CA)2TC(CA)nGA(CA)5. According to the ISFG guidelines e.g. allele (TG)2(CA)2TC(CA)10GA(CA)5 was designated as allele 21 and allele (TG)2(CA)2TC(CA)20 was designated as allele 25. All observed alleles in the sample population clustered into 10 categories; no intermediate alleles were found. Allele 28 was the most frequent with a frequency of 0.31.
Genbank: 
X74632



Sequence: 
CCATCCTCACTTTTTCACTTTGTTTTGTGATTCATAAAGGGGATGGAGGACCATGGATGCCAGCACG(TG)2(CA)2TC(CA)nATCTTAGAAAGCTGTTTTCTTGTTATGTGACAAAGAGTTGG


[image: image9]
HMS6

Five alleles were sequenced (13, 14, 15, 17 and 18). In contrast with the sequence in genbank X74635 reported as AAGGNCGGGTAA(GT)nAACT, the sequence AAGGACGAGTAA(GT)nAACT was identified in all alleles and differed in the upstream flanking region. The alleles of the locus HMS6 displayed the dinucleotide repeat structure (GT)n. All observed alleles in the sample population clustered into seven categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.34.
Genbank: 
X74635



Sequence: 
GAAGCTGCCAGTATTCAACCATTGGCACTTTTTTGTGGTTTATCTTAAAAATTATTCTTCAAATCAGAAACCCATATAGAATTATATGTAAGGACGAGTAA(GT)nAACTTTTGAGTTACACTTCACAAGATGGAG
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HMS7

Six alleles were sequenced (16, 18, 19, 20, 21 and 23). In contrast with the sequence in genbank X74636 reported as CTGTNGTGG…ATGANCCCA…AAAT(AC)2(CA)nTTAG, the sequence CTGTTGTGG…ATGAACCCA…AAAT(AC)2(CA)nTTAG was identified in all alleles and differed in the upstream flanking region. The alleles of the locus HMS7 displayed the compound repeat structure (AC)2(CA)n. According to the ISFG guidelines e.g. allele (AC)2(CA)19 has been designated as allele 21. All observed alleles in the sample population clustered into nine categories; no intermediate alleles were found. Allele 18 was the most frequent with a frequency of 0.34.
Genbank: 
X74636



Sequence: 
TGTTGTTGAAACATACCTTGACTGTTGTGGTAGATACATGAACCCAGACGTGACAAAATTGCATAGAACTAAAT(AC)2(CA)nTTAGTACATGTAATACTGGTGAAATCCAAATAAGATTGGTGGATGGTATCAACATGAGTTTCCTG

[image: image11]
HTG4

Six alleles were sequenced (30, 31, 32, 33, 34 and 35). The sequence corresponds with genbank accession AF169165. The alleles of the locus HTG4 displayed the complex repeat structure (TG)nAT(AG)5AAG(GA)5 ACAG(AGGG)3. According to the ISFG guidelines e.g. allele (TG)14AT(AG)5AAG(GA)5 ACAG(AGGG)3 has been designated as allele 30. All observed alleles in the sample population clustered into seven categories; no intermediate alleles were found. Allele 32 was the most frequent with a frequency of 0.46.
Genbank: 
AF169165



Sequence: 
CTATCTCAGTCTTGATTGCAGGACAATGAGCAGGAAGGCCAGGGTTTCCAGAGGTT(TG)nAT(AG)5AAG(GA)5ACAG(AGGG)3AG


[image: image12]
HTG6

Three alleles were sequenced (12, 15 and 20).  The sequence corresponds with genbank accession AF169167. The alleles of the locus HTG6 displayed the dinucleotide repeat structure (TG)n. All observed alleles in the sample population clustered into nine categories; no intermediate alleles were found. Allele 20 was the most frequent with a frequency of 0.55.
Genbank: 
AF169167



Sequence: 
GTTCACTGAATGTCAAATTCTGCTCTTTAGCATT(TG)nGTATCTTATCACAGCCTCCAAGCAGG

[image: image13]
HTG7

Five alleles were sequenced (15, 17, 18, 19 and 20).  In contrast with the sequence in genbank AF169291 reported as CGCA(GT)nCTGTTAGNNNNAGGA, the sequence CGCA(GT)nCTGTTAGGGGGAGGA was identified in all alleles and differed in the downstream flanking region. The alleles of the locus HTG7 displayed the dinucleotide repeat structure (GT)n. All observed alleles in the sample population clustered into five categories; no intermediate alleles were found. Allele 19 was the most frequent with a frequency of 0.42.
Genbank: 
AF169291



Sequence: 
CCTGAAGCAGAACATCCCTCCTTGTCGCA(GT)nCTGTTAGGGGGAGGACAGGGTGGAAGAGTCCGTGTAGCAGCTCTGCCCAGACACTTTAT


[image: image14]
HTG10

Six alleles were sequenced (17, 19, 21, 23, 26 and 28). The sequence corresponds with Genbank accession AF169294. The alleles of the locus HTG10 displayed the dinucleotide repeat structure (TG)n with an exception in the three alleles 23, 26 and 28 which showed the compound repeat structure TATC(TG)n. According to the guidelines of the ISFG e.g. allele (TG)19 was designated as allele 19 and allele TATC(TG)24 was designated as allele 26. 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. Only allele 21 revealed the T-nucleotide at the SNP position, all the other alleles revealed the C-nucleotide at this SNP position. All observed alleles in the sample population clustered into 13 categories; no intermediate alleles were found. Allele 23 was the most frequent at 0.28.
Genbank: 
AF169294



Sequence: 
TTTTTATTCTGATCTGTCACATTTGAATTAACTGACTT(TG)n[C/T]CGGGGGTGGGGCGGGAATTG

[image: image15]
LEX3

Six alleles were sequenced (13, 15, 19, 20, 21 and 23).  The sequence corresponds with genbank accession AF075607. The alleles of the X-linked locus LEX3 displayed the dinucleotide repeat structure (TG)n. All observed alleles in the sample population clustered into 12 categories; no intermediate alleles were found. Allele 20 was the most frequent with a frequency of 0.23.
Genbank: 
AF075607



Sequence: 
ACATCTAACCAGTGCTGAGACTTCTGAGAGACACTCACTC(TG)nTTTATCCAATATTATGTTTGGGTTTTTTTAATCTTTTATTTTAATCCGTTGCCAGTCTTCCTCCTTTTTTTCCTTC


[image: image16]
VHL20

Six alleles were sequenced (13, 14, 16, 17, 21 and 22). In contrast with the sequence in Genbank X75970 reported as TCTT(TG)nCNCTGA, the sequence TCTT(TG)nCTGA was identified in all alleles and differed in the downstream flanking region. The alleles of the locus VHL20 displayed the dinucleotide repeat structure (TG)n. All observed alleles in the sample population clustered into 10 categories; no intermediate alleles were found. Allele 17 was the most frequent with a frequency of 0.21.


Genbank: 
X75970



Sequence:

CAAGTCCTCTTACTTGAAGACTAGCTATTGTTTATCTT(TG)nCTGAGGAAGATTCTCCCTGAGTT 


[image: image17]
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