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NTDB id 1113 AAA85695.1 219..1451( ) MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQIT..........RVKTSSKRKITQEDITVF 75
NTDB id 1112 NGFG RS09215 WP 003689811.1 MAKNGGFSLFAKKEKRFIFEGRHSASDKLVNGEVSAFTEEEARKKLAKRGIRPLQIT..........RVKTSSKRKITQEDITVF 75
NTDB id 96408 DAETH RS09220 WP 264774606.1 .............MPVYEYRVR.DRSGKVLKSQMEAETQAQVRDALRAKNLLIVEIKPPKTGLNADIKIPGMSDRPPNLKQVAVF 71
NTDB id 1029 TT RS02230 WP 011228203.1 .............MPVYQYKAR.DRQGRLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALE.RGPGLKDLAIF 70
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NTDB id 1113 AAA85695.1 219..1451( ) TRQLSTMINAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLESLLDKLAIY 160
NTDB id 1112 NGFG RS09215 WP 003689811.1 TRQLSTMIKAGLPLMQAFEIVARGHGNPSMTEMLMEIRGQVEQGSSLSRAFSNHPKYFDRFYCNLVAAGETGGVLESLLDKLAIY 160
NTDB id 96408 DAETH RS09220 WP 264774606.1 SKQLATLINAGVPLVQSLAILQRQIENKTLQGIIKSLRADVESGTPLSEALVKHPKVFNRLYINLVRAGETSGTLDSILERIAAF 156
NTDB id 1029 TT RS02230 WP 011228203.1 SRQLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSRLYVNLVRAGETSGGLDLILDRLASF 154
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NTDB id 1113 AAA85695.1 219..1451( ) KEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPALTQTVMDMSDFFVSYGWMVLIAL..GFAIYRF 243
NTDB id 1112 NGFG RS09215 WP 003689811.1 KEKTQAIRKKVKTALTYPVSVIAVAIGLVFVMMIFVLPAFKEVYANMGAELPPLTQTVMDMSDFFVSYGWMVLIAL..GFAIYGF 243
NTDB id 96408 DAETH RS09220 WP 264774606.1 QEKELALRGKLKSALTYPVVVLVFAIGITYFLLTTIVPQFAGILAQLNAPLPFITKMLMAVSDFLRNSGLLIFVFIAVIVFAYRW 241
NTDB id 1029 TT RS02230 WP 011228203.1 LEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAATLPLLLLAVALFFAYRW 239
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NTDB id 1113 AAA85695.1 219..1451( ) LKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYEEATREIRTRVIQGLSMTS 328
NTDB id 1112 NGFG RS09215 WP 003689811.1 LKLKARSIKIQRRMDAILLRMPIFGDIVRKGTIARWGRTTATLFAAGVPLVDVLDSTAGAAGNLIYEEATREIRTRVIQGLSMTS 328
NTDB id 96408 DAETH RS09220 WP 264774606.1 FYK...MPKGRVVVDRLKLRLPVFGGLLQKSAISSFARTFGLLISSGVNIIESLEITKGTAGNAIVEETIENAKNVVMVGDPMSA 323
NTDB id 1029 TT RS02230 WP 011228203.1 YYG...TPQGRRVIDRLKLRLPVFGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSVVEEIVEAAKLKIQQGDPLNL 321
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NTDB id 1113 AAA85695.1 219..1451( ) GMRA.TELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGWLSAMMEPIIILILGLVIGTLLVAMYLPLFNLGNVVA*. 410
NTDB id 1112 NGFG RS09215 WP 003689811.1 GMRA.TELFPNMMLQMSSIGEESGSLDDMLNKAAEFYEDEVDNAVGRLSAMMEPIIIVILGLVIGTLLVAMYLPLFNLGNVVA.. 410
NTDB id 96408 DAETH RS09220 WP 264774606.1 SLAT.SKVFPPMVVSMVAIGEETGALDDMLGKVGDFYDREVDEAVESLTAAIEPLMIVFLGGIVGTIVAGMFLPMFSIIGQLSK. 406
NTDB id 1029 TT RS02230 WP 011228203.1 TLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFLGVIVGMIVAGMFLPLFKIIGTLSVQ 406
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