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FIEF SILAHL VIR 0 5516 AL AR Y R Yt

NTDB id 1139494 DQM67 RS02805 WP 005592419.1 NENHLYABBAACERAW.FIBRCIASRNANIANSENESIPSS):(60N(GK () TR A RIDISENE RSN )G |2:46) A6 Gl () 80
NTDB id 496 SM12261 RS02330 WP 000608383.1
NTDB id 524 SMSK321 RS08155 WP 000565601.1 MIDMYFFLVGSILASFLGLVIDRFPEQSIIS|JASHCDSCQTRLRPLDLIPILSQVFN FRCRYCKINGYPVWYALWMELGLG 80
NTDB id 156 SP RS08975 WP 000565004.1 MIDFYFFLVGSILASFLGLVIDRFPEQSIISSASHCDSCQTIJLRPLDLIPILSQVFNRFRCRYCKVRYPVWYALFELELG 80

NTDB id 266 KZH43 RS07930 WP 000565010.1 80
NTDB id 225 SPD RS08500 WP 000565010.1 80
NTDB id 191 SPR RS08095 WP 000565010.1 80

consensus

U LU AL RAEPL Ths LSS UG IR AR

NTDB id 1139494 DQOM67 RS02805 WP 005592419.1 |HHEHSHESIL NSRS RAIN 160
NTDB id 496 SM12261 RS02330 WP 000608383.1 LLFLI\ SJG LSL QVILITAGLTLGIYDFRHQEYPLLVWMTFH IL AJJEGWEL M JFL LGI AHFIDIRMGAGDFL 160
NTDB id 524 SMSK321 RS08155 WP 000565601.1 LLFLEYSWG LSL QVILITAGLTLGIYDFRHQEYPLLVWMTFHLIL ASSGWNLVMVJJFLRALGILAHFIDIRMGAGDFL 160
NTDB id 156 SP RS08975 WP 000565004.1 LLFLLYSWG LSL QV LITAGLTLGIYDF HQEYPLLVWMTFMNLILIASSGWNLVMVSFLILGILAHFIDIRMGAGDFL 160

NTDB id 266 KZH43 RS07930 WP 000565010.1 160
NTDB id 225 SPD RS08500 WP 000565010.1 160
NTDB id 191 SPR RS08095 WP 000565010.1 160

consensus I e e e e e I I I I I Y I R e B R oy R e R e e e N W

U ALRTELIL AT LR PP AL

NTDB id 1139494 DQM67 RS02805 WP 005592419.1 |ZWNSGSABISHNEARREMEN TVNCESEMA ClaCFKiQQ AN A RN CIHREGAARIC YIIOHWIRE Y 220

NTDB id 496 SM12261 RS02330 WP 000608383.1 FLASC VFSVTELLILIQFASAQIGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLV} 219

NTDB id 524 SMSK321 RS08155 WP 000565601.1 FLASCALVFSTELLILIQFASATGILAFLLQKKKERLPFVPFLLLACVIIFGKLLLV 219
T

NTDB id 156 SP RS08975 WP 000565004.1 FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAJC IIFGKLLLVE 219
NTDB id 266 KZH43 RS07930 WP 000565010.1 FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLVE 219
NTDB id 225 SPD RS08500 WP 000565010.1 FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLVR 219
NTDB id 191 SPR RS08095 WP 000565010.1 FLASCALVFSVTELLILIQFASATGILAFLLQKKKERLPFVPFLLLAACVIIFGKLLLVE 219
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X non conserved
B similar
>50% conserved



