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‘Sequence - TATTCAGICCATGGTAACAGGACATAGGAAACAAGIGCACCIGIGCACCTGIGCACCIGIGCACCTGIGCACCIGIGCACCTGIGCACET( )
GTGCACCT. —_—
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SAMPLE

16,100 16110 16120 16130 16,140
Consensus CAGTCCATGGTAGCAGGACATAGAAAACAAGICAICACCTGTGCACCTGTGCATCC

KC202971.1

control region
H25 exoA |1 - -

/\/ \/\/\/\ Cc A C /C\/T\Q/T\/G\/CVA\/C\ /C\[T\/G\/T\/G\/CVA\/C\/C\

H25-9FCo2 ENANGI T CHGIA T G G T AMGIC AGIG A C A TIAMMALA A A C A A G|C A

S NAARANNAN AT NAAANANANAANANNANNANNNNNVAANNAN AL

H259FD08 CHAMGI T CHGIA T G G T AMGIC ANGIG A C A T ABMBMAIA A AC A AG|CAICACCTG G CAC TGTGCA

oAV g

H269FE8 EWANGI T THGIA T G G T ABBICUASGIG A C A THALGIGIA A A C A AG|TGICACCTGT

LM NARAANAR

H279FE04 CWANGIT C C AT G G T ABMMCIANGIG A C A TIAIR A AAACAA

CACCTGTGCACCTGTGCATCC

BPATGIT CCATGGTAGECHANGGACATANEAAAATCAA

H27_9F_Fo8
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