Typing of SNPs around the SHOX gene of
the Xp/Yp pseudoautosomal region

The location of each SNP used in the linkage disequilibrium and sperm recombination
studiesis given in basepairs relative to Genbank entry U82668. [Markers shown in
green were independently identified and submitted to doSNP subsequent to this work].
Allele frequencies were determined from genotypes of 99 unrelated UK Caucasian
semen donors (UK), 40 Saami samples (S) and 35 Vlax Roma (VR), established by
hybridisation of appropriate 1 to 3kb genomic PCR products with each of the indicated
allele-specific oligonucleotides (ASOs). The SNP or indel sitein each ASO isindicated

inred. Alu repeat sequences are shown in blue. "-" = not determined.
SNP location allele freqg allele-specific oligo.
UK TS R
+6/ 597 4557 C 0.87 0.74 5" GAAACATCCCTTGGEGTAT 3
T 0.13 0.26 5" GAAACATCCCTTGGEGTAT 3
+6/ 1323 5880 C 0.03 0. 06 5" GEEAAAGCTTTCCTTCGT 3
G 0.97 0.94 5" GEEAAAGGITTCCTTCGT 3
+4/ 165 36312 A 0.64 0.74 5" CAGGACGCATGECTGECCC 3
G 0.36 0.26 5" CAGGACECGTGECTECCC 3
+4/ 223 36370 C 0. 44 0. 60 5" CCAAGCGCAAGCCTCCAG 3
G 0.56 0. 40 5" CCAAGCGGAAGCCTCCAG 3
+4/ 375 36522 C 0.85 0.80 5" GCECCAGCCCCEECCTCCC 3
T 0.15 0.20 5" GECCAGCCCCAGCCTCCC 3
+4/500L 36649 3 0.71 0. 44 5" CTGCAGAGGGTCCOEAG 3
4 0.29 0.56 5" TGCAGAGSGTCCCOEAG 3
+4/ 1063 37210 C 0.28 0.14 5" TGOGGEGACGTGGTGACCG 3
G 0.72 - 0.86 5" TGOGGEGAGGTGGTGACCG 3
+701 42851 C 0.83 0.83 0.76 5" CCECCTCCECOECCECCG 3
T 0.17 0.17 0.24 5" CCECCTCTECOECCAECCG 3
+876 43026 A 0.25 0.28 0.38 5" GECCCCCEGATCCCCCCC 3
G 0.75 0.72 0.62 5" EE0ECCCEEETCCCCCCC 3
43246 A 0.17 0.23 0.24 5" GEECEGACTCAEECECCTG 3
G 0.83 0.77 0.76 5" CEEEEECTCEEECACCTG 3
+2190 44340 C 0.77 0.78 0.66 5" CAACCTCCACCTCCTGSG 3
T 0.23 0.22 0.34 5" CAACCTCTGCCTCCTGSG 3
44528 C 0.28 0.37 0.16 5" GIGCTGEGACGACAGCECG 3
T 0.72 0.63 0.84 5" GIGCTGEGATGACAGCECG 3!
44933 A 0.08 0.19 0.19 5" CAAGGTTATCAGAGCGCA 3
G 0.92 0.81 0.81 5" CAAGGTTGTCAGAGCGECA 3
+2900 45050 A 0.20 0.18 0.34 5" AGAGAGAGGEECTGEECCC 3
G 0.80 0.82 0.66 5" AGAGAGAAGEECTGEECCC 3
+3571 45721 C 0.64 0.66 0.71 5" GACCTTTCGAAAGTGAGA 3
T 0.36 0.34 0.29 5" GACCTTTTGAAAGTGACGA 3'
+3837 45987 C 0.95 0.96 1.00 5" AAGCCTGCGEGIGITTEGA 3
T 0.05 0.04 0.00 5" AAGCCTGIGSGIGITTGA 3
+3955 46105 A 0.58 0.55 0.73 5" CTTGCEGAGAAGGEAATGG 3
G 0.42 0.45 0.27 5" CTTGGEEGEEGAAGEAATGG 3
+3983 46133 A 0.36 0.45 0.30 5" CITTGCAGECACATGICTG 3
G 0.64 0.55 0.70 5" CITGCAGECACGIGICTG 3
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GCTTTTGCCTTATGGACC
GCTTTTGCGITATGGACC
ATGEGTATATCGTATATA
ATGGTATATTGIATATA
ACCACCCCCTCCTCCCTC
ACCACCCTCTCCTCCCTC
GATGAGCAGAGACTATTA
GATGAGCCGAGACTATTA
CCCTGCCCCATGAGACCA
CCCTGCCTCATGAGACCA
CAGGCACCGEEEEEECEEA
CAGGCACT GEEEEECEA
TGGEGTGT CCGCAGAGEEA
TGGEGT GT GCCCAGAGEEA
GECAGAGCCTTCCTCCEC
GECAGAGACTTCCTCCEC
CTGGGEGAACCCGT CAAAA
CTGGEGEGACCCCGT CAAAA
CTTGCTCCEEATTTTGCT
CTTGCTCTGEATTTTGCT
ATCGITACGATTAAATCA
ATCGITAGGATTAAATCA
AATAAAAACAAACATGCCG
AATAACAACAAACATGCEG
CTTTGCTCGGAAACAGEA
CTTTGCTGCGGAAACAGEA
CACAGT GCGTAAGSGTGG
CACAGTI GTGTAAGSGTGG
TOCCCTGCGCTATTGCAC
TCCCCTGITGCTATTGCAC
GICCTCAGGACCCTTGGT
GICCTCATGACCCTTGGT
TGITCCGT TGTAACGCCG
TGTTCCGATGTAACGCCG
GATGTTGCTATTAGATTT
GATGTTGGTATTAGATTT
AAAGAGACGEGACAGATT
AAAGAGATGCGACAGATT
CAGCCAGACCCCCGAAAT
CAGCCAGGCCCCCGAAAT
GAGGACACAGGACTCTGG
GAGGACACGAGGACTCTGG
TGTCCTCACCTCTGEGIT
TGITCCTCECCTCTGEGIT
GIATGIGCATTTGITATT
GIATGIGCATTTGITATT
GGTACCCAGIGT TGCCCC
GGTACCCEGIGI TGCCCC
CACCACCACGECCCECTC
CACCACCECECCCEECTC
TTTTTGCCTGI TAGCAGA
TTTTTGCGTIGI TAGCAGA
AACAATAATGGECCAAAAC
AACAATAGT GECCAAAAC
ACCAGCTCATCTACTGGT
ACCAGCTTATCTACTGGT
TAGCTCACCCTTGITGTA

TAGCTCATCCTTGITGTA
CTACTGAT(CT(GTAAT
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+5/ 507 69507 A 0.20 0.35 5" AGCACAGATTTGITTCCT 3
G 0.80 0. 65 5" AGCACAGGITTGITTCCT 3
+5/ 772 69772 G 0. 80 0.62 5" GIGGAAGEGECAGATGCA 3
T 0.20 0.38 5" GIGGAAGIGECAGATGCA 3
+5/ 934 69935 A 0.59 0.68 5" TGECGTGATCTCGECTCA 3
C 0.41 - 0.32 5" TGECGTGCTCTCGECTCA 3
+35/ 375 71375 A 0.17 - - 5" CGIGIGCCCACGIGIGIG 3
G 0.83 - - 5" CGIGreCCCECGrGrars 3
+35/520  71520* C 0.17 - - 5" TGTATTTCTGAGACAGAG 3
T 0.83 - - 5" TGTATTTTTGAGECAGAG 3
+35/801 71801 C 0.90 - - 5' GCCCACCGCCACACCTGG 3
T 0.10 - - 5' GCCCACTGCCACACCTGG 3
+35/939 71939 A 0.37 - - 5" GGECCACCACGTCCAGCCT 3
G 0.63 - - 5' GGECCACCGCGICCAGCCT 3
+35/151 72151 A 0.10 - - 5" TAGAGACAGEECTTCACC 3
G 0.90 - - 5" TAGAGACCGEECTTCACC 3
+35/329 72329 A 0.20 - - 5" GACGICCAGCGAAGAGAA 3
G 0.80 - - 5" GACGICCCCCGAAGAGAA 3
+7/ 1400 78440 C 0.45 - - 5" ATTCCTGCGECATGCATC 3
T 0.55 - - 5" ATTCCTGIGECATGCATC 3
+7/ 1593 78633 C 0.99 - - 5" CTGCAGCCGGAAGACCCA 3
T 0.01 - - 5" CTGCAGCTGGAAGACCCA 3
+7/1985 79025 A 0.13 - - 5" TTCGAAGATCTCCAGIGC 3
G 0.87 - - 5" TTCGAAGGTCTCCAGIGC 3

*

actually detecting 2 SNPS which are in conplete disequilibriumat positions 71517
& 71522 (CG & TA primers did not hybridise to the semen donor panel).



