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NTDB id 41075 SGPB RS03570 WP 013851660.1 MAKKSKLSKQIKSLLSL.VILLVGIGTGWVTISDSNDPLNQVVSLITGDSSSEITSNQSGSDSATPTQALAETVLTDSVKEQLGT 84
NTDB id 262 KZH43 RS08770 WP 001036779.1 MNKKT.....RQTLIGLLVLLLLSTGSYYIKQMP............SAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKG 68
NTDB id 221 SPD RS09380 WP 001036779.1 MNKKT.....RQTLIGLLVLLLLSTGSYYIKQMP............SAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKG 68
NTDB id 187 SPR RS08930 WP 001036779.1 MNKKT.....RQTLIGLLVLLLLSTGSYYIKQMP............SAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKG 68
NTDB id 152 SP RS09870 WP 001036779.1 MNKKT.....RQTLIGLLVLLLLSTGSYYIKQMP............SAPNSPKTNLSQKKQASEAPSQALAESVLTDAVKSQIKG 68
consensus !*!!* ***!**!*!*!!***!******** ****!******!****!**!*!!!!!*!!!!*!!*!***
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LEWNGASGAYF I IVNNGNQKTSNLNDAKVSSQKPYANDNKTKTVQGGKQETVPTVANALLSKSATRQYKSNREKETGNGSTSWKTPAPGWHQVQKDNLSKGTSYST

NTDB id 41075 SGPB RS03570 WP 013851660.1 NIEWNGAGAYIINNNQTSLNAKVSSQPYANNKTKTVQGQTVPTVANALLSKSTRQYKSREETGNGSTSWKPAGWHQVQDLSGTYS 169
NTDB id 262 KZH43 RS08770 WP 001036779.1 SLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYT 153
NTDB id 221 SPD RS09380 WP 001036779.1 SLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYT 153
NTDB id 187 SPR RS08930 WP 001036779.1 SLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYT 153
NTDB id 152 SP RS09870 WP 001036779.1 SLEWNGSGAFIVNGNKTNLDAKVSSKPYADNKTKTVGKETVPTVANALLSKATRQYKNRKETGNGSTSWTPPGWHQVKNLKGSYT 153
consensus **!!!!*!!*!*!*!*!*!*!!!!!*!!!*!!!!!!***!!!!!!!!!!!!*!!!!!*!*!!!!!!!!!*!*!!!!!**!*!*!*

logo HAVDRGHLLGYALVIGGLKDGFDASTSNPDKNVIATVQTAWANEQANQSAESYSTGQNYYESLKVRKALDQNKRVRYRVTL IYYDAGSDNENDLLVAPSGATSHQ
NTDB id 41075 SGPB RS03570 WP 013851660.1 HAVDRGHLLGYALVGGLKGFDASTSNPDNVATQTAWANEANSESSTGQNYYESLVRKALDQNKRVRYRVTLIYDGD.NLLASGTH 253
NTDB id 262 KZH43 RS08770 WP 001036779.1 HAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLYYASNEDLVPSASQ 238
NTDB id 221 SPD RS09380 WP 001036779.1 HAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLYYASNEDLVPSASQ 238
NTDB id 187 SPR RS08930 WP 001036779.1 HAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLYYASNEDLVPSASQ 238
NTDB id 152 SP RS09870 WP 001036779.1 HAVDRGHLLGYALIGGLDGFDASTSNPKNIAVQTAWANQAQAEYSTGQNYYESKVRKALDQNKRVRYRVTLYYASNEDLVPSASQ 238
consensus !!!!!!!!!!!!!*!!!*!!!!!!!!!*!*!*!!!!!!*!**!*!!!!!!!!!*!!!!!!!!!!!!!!!!!*!*****!**!***
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NTDB id 41075 SGPB RS03570 WP 013851660.1 LEAKSSDGSLEFNVFIPNVQSGLTFDYYSGQVSVN. 288
NTDB id 262 KZH43 RS08770 WP 001036779.1 IEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
NTDB id 221 SPD RS09380 WP 001036779.1 IEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
NTDB id 187 SPR RS08930 WP 001036779.1 IEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
NTDB id 152 SP RS09870 WP 001036779.1 IEAKSSDGELEFNVLVPNVQKGLQLDYRTGEVTVTQ 274
consensus *!!!!!!!*!!!!!**!!!!*!!**!!**!*!*!**
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