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GTCWTGCAATCCCATTTGCAGGATCYRTCTGTGCACRTGCCTCYGTAGAGAGCRGCATTCCCAGGGACCWTGGAAACAGTTGRCACTGTAAGGTGCTTGC

Notes

First number is site in PNAS’99 paper 100 nt fragment; second number is site in 248 nt STS I.

The G at position (26=128) is not mono-morphic, rather it is a G/A=R polymorphism.

The Y at position (97 = 198) is NOT polymorphic in humans (just primates). In humans it is mono-morphic T.

100-nucleotide fragment as miss- reported in PNAS p3797.

GTCWTGCAATCCCATTTGCAGGATCYGTCTGTGCACRTGCCTCYGTAGAGAGCRGCATTCCCAGGGACCWTGGAAACAGTTGRCACTGTAAGGTGCYTGC

Amended 8 polymorphic sites in humans (23 August 2003, PAU)

750 bp DNA sequence and polymorphisms associated with STSs F (227 bp) & I (248 bp) and intervening region.

5' 

TGAGCACTACTCTACCATGGTTCTGCCTCCTGGCCAAGCAGGCTGGTTTGCAAGAATGAAATGAATGATTCTACAGCTAGGACTTAACCTTGAAATGGAAAGTCWTGCAATCCCATTTGCAGGATCYRTCTGTGCACRTGCCTCYGTAGAGAGCRGCATTCCCAGGGACCWTGGAAACAGTTGRCACTGTAAGGTGCTTGCTCCCCAAGACACATCCTAAAAGGTGTTGTAATGGTGAAAACGTCTCCTTCTTTATTGCCCCTTCTTATTTATGTGAACAACTGTTTGTCTTTTTTTGTATCTTTTTTAAACTGTAAAGTTCAATTGTGAAAATGAATATCATGCAAATAAATTATGCGATTTTTTTTTCAAAGTAACCACTGCATCTTTGAAGTTCTGCCTGGTGAGTAGGACCAGCCTCCATTTCCTTATAAGGGGGTGATGTTGAGGCTGCTGGTCAGAGGACCAAAGGTGAGGCAAGGCCAGACTTGGTGCTCCTGTGGTTGGTGCCCTCAGTTCCTGCAGCCTGTCCTGTTGGAGAGGTCCCTCAAATGACTCCTTCTTATTATTCTATTAGTCTGTTTCCATGCTCCTAATAAAGACATACCCAAGACTGCAATTTACAAAAGAAAGAAGTTTATTGGATTTACAATTCCACATGGCTGGGGWGGCCTTACAATCATGGCAGAAAGCAAGGAAGAGCAAATCACATCTTACATGGATGGCAGCAGGCAGGGAGAGAGTTTGTGG-3'
STSI F 5’-3’: agcctgtcctgttggagagg

STSI R 5’-3’: ccacaaactctctccctgcc

chr21 STS I (227 bp) A to T at 146. Stu I (AGG(CCT) cuts when A allele into 148 and 79 bp fragments. Defines ht 8 (frequent) and ht9 (singleton)

AGCCTGTCCTGTTGGAGAGGTCCCTCAAATGACTCCTTCTTATTATTCTATTAGTCTGTTTCCATGCTCCTAATAAAGACATACCCAAGACTGCAATTTACAAAAGAAAGAAGTTTATTGGATTTACAATTCCACATGGCTGGGGWGGCCTTACAATCATGGCAGAAAGCAAGGAAGAGCAAATCACATCTTACATGGATGGCAGCAGGCAGGGAGAGAGTTTGTGG-3'

F 5’-3’: agcctgtcctgttggagagg

R 5’-3’: ccacaaactctctccctgcc

STSF (248bp) C to T at position 127. BamHI (GGATCC) cuts at position 122 when C allele present into 126 and 122 bp fragments.  

T allele defines ht 5 (very rare in Europe)

TgagcactactctaccatggTTCTGCCTCCTGGCCAAGCAGGCTGGTTTGCAAGAATGAAATGAATGATTCTACAGCTAGGACTTAACCTTGAAATGGAAAGTCTTGCAATCCCATTTGCAGGATCYGTCTGTGCACATGCCTCTGTAGAGAGCAGCATTCCCAGGGACCTTGGAAACAGTTGGCACTGTAAGGTGCTTGCTCCCCAAGACACATCCTAAAAGGTGTTgtaatggtgaaaacgtctcc

STSF/Revggagacgttttcaccattac

STS I. Amended 8 poly sites in humans

TGAGCACTACTCTACCATGGTTCTGCCTCCTGGCCAAGCAGGCTGGTTTGCAAGAATGAAATGAATGATTCTACAGCTAGGACTTAACCTTGAAATGGAAAGTCWTGCAATCCCATTTGCAGGATCYRTCTGTGCACRTGCCTCYGTAGAGAGCRGCATTCCCAGGGACCWTGGAAACAGTTGRCACTGTAAGGTGCTTGCTCCCCAAGACACATCCTAAAAGGTGTTGTAATGGTGAAAACGTCTCC
