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OR G G GCAGCAGTAGTGGCCAAAAG TGAGGACTGCCTACTGTGGAC + + - -
block 5 21* GAGCTGCATAAAACAGGAAGAGA TAATGTTGCTCTGGAATTCACCT + + - - - - - - -
block 5 22* AGTGTTATAGATATTGGAGGG TCACTAATTCCTAAAGGGTCA + + - - - - - - -
OR H 23* TCTATTATGTGCCCATAAGCTAA TGTGAGGAACAGAATAACTGTAT + + - - - - - - -

block 5 24* AAAGGCAACCTGCAGACCTA TGACAAATGGTGATGTGCCT + + - - - - - . -
block 5 25* AGCAACATGAAATCAACCTGACT GAGGCAGAAAGGTTCAGAGTACA + + + + + + - - -
block 5 PAB_BL5-1 AGCCAGAACCACCAATGTTC AGAGGAGAAGTGCAGCAAGG + + + + + + + + +
block 5 PAB_BL5-2 TTTCAAAGCATGGCGTACAG TACCTCCCTCCCTCTGTTTG (+) + - + + + - + +
block 5 PAB_BL5-3 ATTTTTGGGGCAATGACTTG TCAAAGAGAGGGAGACTTCTGG + + + + + + (+) + +
block 5 28* AATTTTGCTCCTCTAAAACAGGG TTCTTTGCACAGCTTTTTCTTTC + + - + + + (+) + +
block 5 PAB_BL5-4 TTGTTTTGGCAGCTTCAGTG GCCATGAAGCCAAAAGTCAG + + + + + + + + +
block 5 27* TCCTGAAACACATAAAATGGTC TGAGCAAAATGGTAAGAAGTGC + + + + + + (+) + +
block 5 PAB_BL5-5 CAGGAGACAATTCCCGTGAC ACCATTGCCAGAGCTAATCC + + + + + + + + +
block 4 BL4-1 GCCAAAATGTACCAGAATCTGAA GGAAAGAGCATGTGAGAGAGC + + + + + + +
block 4 BL4-2 GCTCTCTCACATGCTCTTTCC AGCACCTGTTAATCCTCAATATG + + (+) + + + +
block 3 34* GCATGCATCTTAATCTGAGAG CCACATCTTAGCTTCTGGAC + + + + + + -

OR I 36* CTCACCGAATGGAGAAAGCC CCTCTCACTCATTGATCTGTC + + + + + + +
block 3 38* CCACTGTTGGCAGTGACCAC GCTGGCCAACCTATCGCTC + + + + - + +
block 3 39* GATACACAGTCAGTTACATGG CTCCAGCTTCTCTGTTAGCCC + + - + - - +
block 3 40* CTTTGCTAAACTATCTCCC ACTTGCCACATATTTCCC + + + + - + +
block 3 43* AGCACTCAGTACATAAAGTTTC TAGCTTGATGGTGGTCACTG + + + - - +
block 3 44* GTGGCTTGTCACACATGAAG GCAATCAGGAAGGAGTTGTG + - - + + (+) +
OR L L CCAAAAAGAGATGTGGTCAAC TCACTTCTGTCCCAGTC - + - +
OR M M TTGAACAATCTTTGTATGGCT GCCCAAGTCAATGGATGGAC - + - +
OR N N TTCAAAATGCAGTCAAACTGG TAGGTCCATTAGAACATACTG - + - +
OR O O CAACAGGCAGGCAAATGTAC CACTTTAGCACCACTGATTC - + - +
OR P P TTTCAACACCTTGTGGTTATG TCAGGAGATCTTCCTCAGAC - + - +
OR Q Q CCAGACAGGAAATAATTTAGC ACTGGACTAAATGGAAGAAG - + + +
OR R R TGGCTGTTCAGGAAGATTTC CACTGGTGCTTACAGAAGGC - - - +
OR S S TACTCCCATTGAGACTTGTG TCTGTTCTCTCTAGGTTCAC - - - +
fission f2 TCTGAACTTAACTCTGAATGG CCATGTTAGTCCTTCAGCAG - - - + + -
fission f3 GGTGTAGAGTTTCCAAAGTG CCAGAATTATTATTACCCCAG - - - + + -
fission f4 CACATACCCTCAAATATGGAG AGCTAATTACAGCATGACTAC - - - + + -
OR T T GGATCATTAGGCTTCTAGGC AATGGATGAAGGAAATCAGTC - - - +
fission f6 CAGTAGGAATAGGATAGGAG AAATGTACACACCTACCATGT - - - + + -
fission f8 TTGGATGAGAGACCACTGAG TCCTATTTGACTTAAGGGAAG + + + + - +
OR U Ua AACAACTTCCTCATGGAAGCT GTTCTTATCTGGAGAGGAGAT + + + + - +

block 15 TUBex4 GGTTTCCAGCTGACCCACT CCCAGTGAAGGTGACTGACA + + + - - +
block 24 B_bl24 TCCATCTCTGGAGGGAATTG TGCATTTCTTCAACAACCCA + + - - - - - +
block 24 4* ACTTTAAAAGACGGCGCTGA AAGTCCCTCAGTGTGGGTTG (+) + + - - -
block 24 5* TGTCCTGGGTTCATTCTCTAAAA AAGTGATCCCATCACAATGAATC + + + - - +
block 24 C_bl24 GGGAGCAGAACCTTCCTCTT GGGGAACAAGAAGCCAAGTA + + + - - +
block 24 D_bl24 GAGCCCCCATATCCAAAGAT TCTCCCACAGAAGCCCTAGA + + + + - - + +
block 25 8* CACTGCATGACAACTTCAGACTC TTGAACACAGAAATGAACCAGTG + + + - - +
block 25 9* TTCCACTCCTCCTCCTTATTTTC AAATGCTGTAGCTGACACACAGA + + + - - +
block 9 12* TGGCTGTGGATGAGGAGACC AGGTTGGAGGAGAAATAGAC + + + - - +
block 9 BL9-1 CGACTGGGAAGTGAGGAGAG ACTCTGGCCCTGTACCATTG + + + - - +
block 9 BL9-2 GAGGCCTACCCAGGAGAAAC TGCAGATCTGAACCAAGCTG + + + - - +
block 8 13* GCCATACTGCCTCCTCCAAC GCCCAGCAGACCTCATCACA + + + - - +
block 8 14* CCTGTCCTCGGCTTCTCCAC CTGAAAGTGTGGGCGACCTG + + + - - +
block 8 15* CACAAACCTTGGAGAAGAAGATG CTGCCTGTGGTAGTTATGGAGAC + + + - - +
block 7 17* GGGGACTCATAGGCATAA AGGCACGGTGGCTCATAC + + + - - +
block 7 18* TCAAATATGGCTCAGTGTGATTG TGTAGTCTAAACGTTGGGGAAAA + + + - - -
block 6 19* ACGATTGAAATAATGCTAGCCAA GAAATGGGCAACAATTACAAGAG + + + - - +
block 6 BL6-1 AATCCTTGAGTGGGGGAAAG ACTGCTTCATCTCGCTCCAC + + + - - +

block 6-5 BL6-5jxn-A TGGGTYTCATATCTCAATGTGG CAGAGAGGTTCTGTCAGACTGC + + - -
block 2 46* CTTAGTATCTGCCACCACAGC TTTACCCACCATTGTGTGTTGC + + - - - -
block 2 47* GCATGCAAAACACATTCACC CCAGATCAGAGGAACATCCAA + + + - - -
block 2 51* GTCTTTAAGAGCCATCAGCTCCA AGACAGATGCAGTGACCTGGAA + + + - - +
block 1 52* TTTCCTCATGAACCCCAGTC GCGTGTGTAACACGACATCC + _ + - - -
block 1 53* GCCTCAGTGTGGTCTAGCT GGAGGAGGATGTCGTGTTA + (+) - - - - (+)
block 1 55* CATTCCTAGACATTGCCGGT GATTATAGGGAAACACCCGGA + + + - - +

+, robust band of correct size; (+), correct size band, but weak; -, no product; . , ambiguous result

Supplementary Table 3

Reverse Primer (5'->3') flow-
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flow-
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chr15
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PTR

gDNARegion Primer Set✝ Forward Primer (5'->3')

✝All block primer sets were designed from human unless denoted otherwise.

Five other primer sets gave similar results

* PCR primers described previously (Linardopoulou et al, 2005)

gDNA


