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MSVLTIGDKRLGAALLDAGLLTDEELQRALERHREVGGSLAEVLVDMGLLSERR IAQTI EDRFGIPLVELHRVE IPPKVK
NTDB id 1028 TT RS08215 WP 011173991.1 MSVLTIGDKRLGAALLDAGLLTDEELQRALERHREVGGSLAEVLVDMGLLSERRIAQTIEDRFGIPLVELHRVEIPPKVK 80
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
consensus

logo

ALLPAEKAKELKAIPFALDEEAGVVRVAFLNPLDTLSLEEVEDLTGLVVEPYQTTKSAFLYALAKHYPELGLPVPPPPSG
NTDB id 1028 TT RS08215 WP 011173991.1 ALLPAEKAKELKAIPFALDEEAGVVRVAFLNPLDTLSLEEVEDLTGLVVEPYQTTKSAFLYALAKHYPELGLPVPPPPSG 160
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
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logo

EGQKDLKLGELLLQKGWI SREALEEALVEQEKTGDLLGR I LVRKGLPEEALYRALAEQKGLEFLESTEGIVPDPSAALLL
NTDB id 1028 TT RS08215 WP 011173991.1 EGQKDLKLGELLLQKGWISREALEEALVEQEKTGDLLGRILVRKGLPEEALYRALAEQKGLEFLESTEGIVPDPSAALLL 240
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
consensus
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LRSDALRYGAVP IGFQNGEVEVVLSDPRHKEAVAQLLNRPARFYLALPQAWEELFRRAYPQKNRLGEVLVQEGKLSREAL
NTDB id 1028 TT RS08215 WP 011173991.1 LRSDALRYGAVPIGFQNGEVEVVLSDPRHKEAVAQLLNRPARFYLALPQAWEELFRRAYPQKNRLGEVLVQEGKLSREAL 320
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
consensus
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KEALEVQKGLPRAKPLGE I LVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEEDPP
NTDB id 1028 TT RS08215 WP 011173991.1 KEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEEDPP 400
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
consensus
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DPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNI LALDDVRLALKRKGLNYEVAPAVATEAAITKL I ERFYGKAEL
NTDB id 1028 TT RS08215 WP 011173991.1 DPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYGKAEL 480
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
consensus
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NTDB id 1028 TT RS08215 WP 011173991.1 SEIAKEFAKKQAEEEVPSPLELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRLRIDGALRPYSTLPKGALNAVI 560
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 .......................MKNIETYSRNIINEAYTARASDIHIVPREKDAFIHFRIGHALVKKRVLKKEECVRLI 57
NTDB id 96 BSU 24730 NP 390353.1 .......................MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLI 57
consensus * ********! !!** *!!!!!!*!!**!* ***!***!!**** **!******!
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NTDB id 1028 TT RS08215 WP 011173991.1 SVVKIMGGLNIAEKRLPQDGRVRYREGAIDVDLRLSTLPTVYGEKAVMRLLKKASDIPEIEDLGFAPGVFERFKEVISKP 640
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 SHFKFLSAMDIGERRKPQNGSLSLPLPTETVHLRMSTLPTMNDESLVIRLLPK.RQIPPLDKLSLFRGAGAALLSFLKHS 136
NTDB id 96 BSU 24730 NP 390353.1 SHFKFLSAMDIGERRKPQNGSLTLKLKEGNVHLRMSTLPTINEESLVIRVMPQ.YNIPSIDKLSLFPKTGATLLSFLKHS 136
consensus !**!******!*!*!*!!*!****** !*!!*!!!!!***!**!*!**** *!! ***!***** ** ********
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MIMIVLGE I
NTDB id 1028 TT RS08215 WP 011173991.1 YGIFLITGPTGSGKSFTTFSILKRIA.TPDKNTQTIEDPVEYEIPGINQTQVNPQAGLTFARALRAFLRQDPDIIMVGEI 719
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 HGLLLFTGPTGSGKTTTLYSLVNYAKRHFNRRIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEI 216
NTDB id 96 BSU 24730 NP 390353.1 HGMLIFTGPTGSGKTTTLYSLVQYAKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEI 216
consensus *!****!!!!!!!!**!**!**************!*!!!!!*******!*!!!**!!*!****!*!*!!*!!!*!**!!!
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NTDB id 1028 TT RS08215 WP 011173991.1 RDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLVRRVCEHCKVEVKPDPET....L 795
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 RDAETAEIAVRAAMTGHLVLSSLHTRDAKGAIYRLLEFGVNMTEIEQTVIAIAAQRLVDLTCPFCKEENCSVYCRMYRQT 296
NTDB id 96 BSU 24730 NP 390353.1 RDAETAEIAVRAAMTGHLVLTSLHTRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRNT 296
consensus !!*!!!*!!**!!*!!!!!***!!!*!!**!!*!!*!*!*** *!****!****!!!!** !**!* * ***** ***
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NTDB id 1028 TT RS08215 WP 011173991.1 RRLGLSEAEIQGARLYKGMGCERCGGT..GYKGRYAIHELLVVDDEIRHAIVAGKSATEIKEIARRKGMKTLREDGLYKA 873
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 RRAGIYE.......LLYGKNLTQCFQEAKGEHANFQYQ...TLRRLIRKGIALGYVTTDNYD............RWVYNE 354
NTDB id 96 BSU 24730 NP 390353.1 RRASVYE.......LLYGKNLQQCIQEAKGNHANYQYQ...TLRQIIRKGIALGYLTTNNYD............RWVYHE 354
consensus !!****! !**!*** *! ****! ******* *** *!!**!**!***!**** ***! *
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NTDB id 1028 TT RS08215 WP 011173991.1 LQGITTLEEVLARTIE 889
NTDB id 1090161 ACJGE3 RS06635 WP 369614538.1 AD.............. 356
NTDB id 96 BSU 24730 NP 390353.1 KD.............. 356
consensus *

X non conserved
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X ≥ 50% conserved


