
logo

MKLKLKNFKPNNLWYAVCSSSMI FTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTSNSYGENRLAMLKNGMNA
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 MKLKLKNFKPNNLWYAVCSSSMIFTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTSNSYGENRLAMLKNGMNA 80
consensus ********************************************************************************

logo

FLASNNPVLNDTRVGLGNFSADGDSRSGQI LVAAAPLGDASTLNTMGSQRYKLKQAVASLTASGYTPSAHAYAEAAAYLM
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 FLASNNPVLNDTRVGLGNFSADGDSRSGQILVAAAPLGDASTLNTMGSQRYKLKQAVASLTASGYTPSAHAYAEAAAYLM 160
consensus ********************************************************************************

logo

GTTTLKNINLVDAP IYFSYVTYDRRGRVITNYHACTEWNTEGTICNSWDSSSLSNPPVI SGLQQASCTANIGWQLLSGTC
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 GTTTLKNINLVDAPIYFSYVTYDRRGRVITNYHACTEWNTEGTICNSWDSSSLSNPPVISGLQQASCTANIGWQLLSGTC 240
consensus ********************************************************************************

logo

YKKTGL ITINNLDSGFNKS I SGSKNTDQSQYNSPLPAVANRQSCDGQGIYFLSDGEPNKTTDTRSAS IMSTALGSTFGAD
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 YKKTGLITINNLDSGFNKSISGSKNTDQSQYNSPLPAVANRQSCDGQGIYFLSDGEPNKTTDTRSASIMSTALGSTFGAD 320
consensus ********************************************************************************

logo

FNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVS IQTAFVGFGSDFSSLSSSDVKNACRLSSRTQFDRGGDDLCSPN
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 FNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSLSSSDVKNACRLSSRTQFDRGGDDLCSPN 400
consensus ********************************************************************************

logo

QTTNAITAPGYGNGGFFSTQSAQGVTDSVIAF INNLDKVPLEPLTTGAI SVPYDALNPKNLQEYGYLRAFEPNPANTYLT
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 QTTNAITAPGYGNGGFFSTQSAQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFEPNPANTYLT 480
consensus ********************************************************************************

logo

WRGNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGGSYAKVPLP IAGQNETRDAEGNI
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 WRGNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGGSYAKVPLPIAGQNETRDAEGNI 560
consensus ********************************************************************************



logo

TKYYYAVQSKIRNLFTDVSAVAADGSLTKI STSGTNLLKIPAAPPEGTNPFDTVANTASYVLGKFDPSTGQNI LKAFP I S
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 TKYYYAVQSKIRNLFTDVSAVAADGSLTKISTSGTNLLKIPAAPPEGTNPFDTVANTASYVLGKFDPSTGQNILKAFPIS 640
consensus ********************************************************************************

logo

LKLKI LNYLGYSTDI SATTLPSSLVTSNEPYLSMGGS IHSLPVQLTYNGTLDDNGNLTSAREQS I LYGTMEGGLHIVDAS
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LKLKILNYLGYSTDISATTLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLTSAREQSILYGTMEGGLHIVDAS 720
consensus ********************************************************************************

logo

SGI EQMVFVPADI LNDSVASKALVVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIYGGMRMGGSSY
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 SGIEQMVFVPADILNDSVASKALVVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIYGGMRMGGSSY 800
consensus ********************************************************************************

logo

YGLDVLSPTSPKLLFR IGADQTDYSRMGQSWSKPVLANIRYNGS IRRVL IVGGGYDQCYEKPNITLTDACFTNGKAKGNA
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 YGLDVLSPTSPKLLFRIGADQTDYSRMGQSWSKPVLANIRYNGSIRRVLIVGGGYDQCYEKPNITLTDACFTNGKAKGNA 880
consensus ********************************************************************************

logo

VYI IDAKTGQRLWWTSDTGSNTDNANMKHS IVSR I STLDRDADGLVDHLYFGDLGGQI FRVDLNNNQTKTNSTYSSFGVR
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VYIIDAKTGQRLWWTSDTGSNTDNANMKHSIVSRISTLDRDADGLVDHLYFGDLGGQIFRVDLNNNQTKTNSTYSSFGVR 960
consensus ********************************************************************************

logo

VVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHDYGIHTF ITVGIASGDRSTPLDVYPLTGREGMTPTSALSGRPV
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHDYGIHTFITVGIASGDRSTPLDVYPLTGREGMTPTSALSGRPV 1040
consensus ********************************************************************************

logo

NNVYGI IDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQI LRTGETRVAQI FFPTTGVGKGGWYRSLSSTSDGTEKANNS
NTDB id 328874 EHF38 RS01665 WP 128385708.1 ................................................................................ 0
NTDB id 1063 ABD1 RS15730 WP 000768961.1 NNVYGIIDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQILRTGETRVAQIFFPTTGVGKGGWYRSLSSTSDGTEKANNS 1120
consensus ********************************************************************************



logo

FR IKGGLKAFEEPMAITGNL I IPVYDPQGTGIVAADPCLPRVM
VGETDRQTYCLPFGACLNPSDGSTIDNQSNKENHPSGFEQTKQTG

NTDB id 328874 EHF38 RS01665 WP 128385708.1 ..........................................MGETDRQTYCLPFGACLNPDGTINSNKENPSGFQTKTG 38
NTDB id 1063 ABD1 RS15730 WP 000768961.1 FRIKGGLKAFEEPMAITGNLIIPVYDPQGTGIVAADPCLPRVVGETDRQTYCLPFGACLNSDGSIDQNKENHSGFETQTG 1200
consensus *******************************************!!!!!!!!!!!!!!!!!*!!*! !!!! !!! ! !!

logo

S
TNCPAVGAVSECNKTNVIGASGIRNS IVTFVPKTERDENPPMVTNSCGKLKQLSGNENQGTGEQWQCTSHLHVPTVRWYERYR

NTDB id 328874 EHF38 RS01665 WP 128385708.1 SNCPAGVSECNTNVIGAGIRNITFVPKRDEPPVTNSCGKLQLSGNENGTGEWQCTSHLHPVRWYERYR 106
NTDB id 1063 ABD1 RS15730 WP 000768961.1 TNCPVGASECNKNVIGSGIRSVTFVPTEDNPPMTNSCGKLKLSGNEQGTGQWQCTSHLVPTRWYERYR 1268
consensus *!!! ! !!!! !!!! !!! *!!!! ! !!*!!!!!!! !!!!!*!!! !!!!!!!*! !!!!!!!
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