a P1.1 SNVs P1.2 SNVs b

Exon 17 41,475,117 41,475,261 ATCATCCCTTITITGTTGGGGTTCAGTACCACCCTGAGTTCCTGTCCAGGCCTATCARGE
CCTCCCCACCATACTTTGGCCTCCTCCTGECCTCTGTGEGECEGCTCTCACATTACCTCC
AGAANGGCTGCAGGCTCTCACCCAG

Intron 17-18 41,475,262 41,475,832 gtaggogeactotttgoticagtad. coueerens tgcgtazaccatctgaatictacaq

Exon 18 41,475,833 41,475,926 GGJ\»J\CC"‘J\"‘MTG&CRGGAGTGGM MC"‘CC..CTGAC"‘CTMTC}\CCGMCT»M

GTTTCCATCAATAAATCATGACT!

Intron 18-19 41,475,927 41,477,329 gtaagtggtactitaaagttttagt

Exon 19 41,477,330 41,478,235 GGATGAT ANGAGAC

CGGCTTTGGAGAC r-r‘crmmrm

GTATTTGGGAAAC CTTGC.

A u TGCCTGTTGCGTGACACTCTCCTTGEAGTTCTTGAGT TGCGGCAGAACH
= = 7 ACCGATGGTGSCTGEEECTECAGAGTGCCCCATCSGTCACCTTGTTICTCARMCTACCT
CATCATTGCAGATGCTAGCGCGTTGCCTGTCGCTTTCCCTTGGATACCTAGAC "‘G'T.Pu.\
AAGTGTGCCACATGGACTTACCGAGCATGGAGAGAGGATTTTAGC TAGGATTTGAACACT

fon ene anation
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