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HMHMTTCTAGATCGTGCAGT GCACTGATGCT GCAGAGCAGARAGC ARRACT GAGTCTGAARARAG CCGATARACARGCARG TAGGAAGCT TGACAAMNMMMT

-lilil¢i¢i¢iillllilii¢i¢i

HHMHTTCTAGATCGTGCAGT GCACTGATGET GCAGRGCHGRRAGCARRACT GRGTCTGRARRARGCCGATARRCARGCAAGTAGGARGCT TGACARMMMMHMI

M TCTAGATCGTGCAGTGCACTGHTGE T GOAGAGCRGARAGCARRACT GRGTCTGRARRAARG CCGATHAACARGC ARG THGGHAGCT TGACHA T
MTCTAGATCGTGCAGTGCACTGATGETGCAGAGCAGARAGC ARRACT GAGTCTGRARRARGCCGATARACARGGABSTAGGARGCTTGACAA L
MTCTAGATCGTGECAGTGCACTGATGETGOAGAGCAGRRAGCARRACT GRGTCTGRARRARGCCGATARACARGCARGTAGGAAGC T TGACAA L
M TCTAGATCGTGCAGTGCACTGATGE TGCAGAGCAGARAGC ARRACT GAGTCTGAARRARGCCGATARACARGCARGTAGGAAGC T TGACAA L
MTCTAGATCGTGECAGTGCACTGATGCTGCAGAGCAGRRAGCARRACT GRGTCTGRARRARGCCGATARRCARGCARGTAGGAAGC T TGACAA L
M TCTAGAT TETGCAGTGCACTGATGE TGCAGAGCAGARARC ARRACT GAGTCTGAARRARGC TGATARACARGCARGTAGGAAGC T TGACAA L
M TCTAGATCGTGCAGTGCACTGATGCTGCAGRGCAGRRAGCARRACT GRGTCTGRARRARGCTGATARACARGGAGE TAGGAAGC T TGACAA L
- - - ITCTAGATCGTGCAGTGCACTGATGC T GCAGAGCAGAARGC ARARCT GAGTCTGAARARAGCCGATARACARGCAAGTAGGARGC T TGACART
- - - MTCTAGATCGTGCAGTGCACTGATGLT GLAGAGCAGAARGCARARCT GAGT CTGAARARRGCCGATARRCARGCARGTAGGARGCTTGRCART
- - - MITCTAGATTGTGCAGGGCACTGATGC T GCAGGEGCAGAARGC ARARC T GAGTCTGCARARAGCCGATARACARGCAAGCAGGARGC T TGRCART

- - MITCTAGATCGTGCAGTGCACTGATGLT GCAGAGCAGRAAGCARARCT GRGT CTGRARRARRGCCGATARRCARGCAARGTAGGARGCT TGRCART

=« = MITCTAGATCGTGCAGGGCACTGATGCTGCAGAGCAGARAGCARARCT GRAGTCTGAARARRGCCGATARACARGCARGTAGGARGCT TGACAA L
- MTLTAGATCGTGCAGTGCACTGATGCT GCAGAGCAGRARGCARARCT GAGT CTGAARARRGCCGATARRCARGCARGTAGGARGCT TGACAR T

ID_32574552 COTGCAGTGCACTGATGLT GCAGAGCAGAARGCARARCT GAGTCTGAARARRGCCGATARACARGCARGTAGGARGCT TGRCART
T

GTGCAGTGCACTGATGCTGCAGAGCAGARRGCARARCTGAGTCTGAARARRGCCGATARACARGCARGTAGGARGCT TGACART

- - - MTCTAGATCGTGCAGT GCRCTGATGC T GLAGAGCAGAARGCARARC T GAGTCTGAARARRGCCGATARACARGCARG TAGGARGCTTGRCART
- - MTCTAGATCGTGCAGTGCACTGATGCT GCAGAGCAGARARGC ARARCT GAGT CTGAARARRGCCGATARRCARGCARGTAGGARGCT TGACART
MTCTAGATTGTGCAGTGCACTGATGE T GCAGRGCAGRRARC ARRACT GRGTCTGRARRARG CTGATARRCARGCARGTAGGAAGC T TGACAA L
MTCTAGATTETGCAGTGCACTGATGE TGCAGAGCAGARARC ARRACT GAGTCTGAARRARGC TGATARACARGCARGTAGGAAGC T TGACAA 1
MTCTAGATCGTGECAGTGCACTGATGCTGCAGAGCAGRRAGCARRACT GRGTCTGRARRARGCCGATARRCARGCARGTAGGAAGC T TGACAA L
- - - ITCTAGATCGTGCAGTGCACTGATGC T GCAGAGCAGAARGC ARARCT GAGTCTGAARARAGCCGATARACARGCAAGTAGGARGC T TGACART
- - - MTCTAGATCGTGCAGTGCACTGATGLT GLAGAGCAGAARGCARARCT GAGTCTGAARARRGCCGATARRCARGCARGTAGGARGCT TGRCART
- - - FITCTAGATTGTGCAGTGCACTGATGC T GCAGAGCAGAARACARARCT GAGTCTGAARARAGC TGATARACARGCAAGTAGGARGC T TGRCART
- - FITETRGATCETGCAGT GCACTGATGCTGCAGAGCAGARAGCARARCT GAGT CTGAARARRGCCGATARACARGGABETAGGARGCTTGACAAT
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» 800,000,000 sequences
> 450,000 SNPs
» 25,550 SNPs in 608 individuals
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