
logo

MSVLTIGDKRLGAALLDAGLLTDEELQRALERHREVGGSLAEVLVDMGLLSERR IAQTI EDRFGIPLVELHRVE IPPKVK
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
NTDB id 1028 TT RS08215 WP 011173991.1 MSVLTIGDKRLGAALLDAGLLTDEELQRALERHREVGGSLAEVLVDMGLLSERRIAQTIEDRFGIPLVELHRVEIPPKVK 80
consensus

logo

ALLPAEKAKELKAIPFALDEEAGVVRVAFLNPLDTLSLEEVEDLTGLVVEPYQTTKSAFLYALAKHYPELGLPVPPPPSG
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
NTDB id 1028 TT RS08215 WP 011173991.1 ALLPAEKAKELKAIPFALDEEAGVVRVAFLNPLDTLSLEEVEDLTGLVVEPYQTTKSAFLYALAKHYPELGLPVPPPPSG 160
consensus

logo

EGQKDLKLGELLLQKGWI SREALEEALVEQEKTGDLLGR I LVRKGLPEEALYRALAEQKGLEFLESTEGIVPDPSAALLL
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
NTDB id 1028 TT RS08215 WP 011173991.1 EGQKDLKLGELLLQKGWISREALEEALVEQEKTGDLLGRILVRKGLPEEALYRALAEQKGLEFLESTEGIVPDPSAALLL 240
consensus

logo

LRSDALRYGAVP IGFQNGEVEVVLSDPRHKEAVAQLLNRPARFYLALPQAWEELFRRAYPQKNRLGEVLVQEGKLSREAL
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
NTDB id 1028 TT RS08215 WP 011173991.1 LRSDALRYGAVPIGFQNGEVEVVLSDPRHKEAVAQLLNRPARFYLALPQAWEELFRRAYPQKNRLGEVLVQEGKLSREAL 320
consensus

logo

KEALEVQKGLPRAKPLGE I LVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEEDPP
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
NTDB id 1028 TT RS08215 WP 011173991.1 KEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEEDPP 400
consensus

logo

DPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNI LALDDVRLALKRKGLNYEVAPAVATEAAITKL I ERFYGKAEL
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ................................................................................ 0
NTDB id 96 BSU 24730 NP 390353.1 ................................................................................ 0
NTDB id 1028 TT RS08215 WP 011173991.1 DPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYGKAEL 480
consensus
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VDGHALRLPKYKSRTDLMPKKGEAELCNVARVL I
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 .......................MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLI 57
NTDB id 96 BSU 24730 NP 390353.1 .......................MDSIEKVSKNLIEEAYLTKASDIHIVPRERDAIIHFRVDHALLKKRDMKKEECVRLI 57
NTDB id 1028 TT RS08215 WP 011173991.1 SEIAKEFAKKQAEEEVPSPLELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRLRIDGALRPYSTLPKGALNAVI 560
consensus *****!**!**!*!!*!**!!!!!!*!!**!*****!*!*!!*******!******!
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NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 SHFKFLSAMDIGERRKPQNGSLTLKLKEGNVHLRMSTLPTINEESLVIRVMP.QYNIPSIDKLSLFPKTGATLLSFLKHS 136
NTDB id 96 BSU 24730 NP 390353.1 SHFKFLSAMDIGERRKPQNGSLTLKLKEGNVHLRMSTLPTINEESLVIRVMP.QYNIPSIDKLSLFPKTGATLLSFLKHS 136
NTDB id 1028 TT RS08215 WP 011173991.1 SVVKIMGGLNIAEKRLPQDGRVRYREGAIDVDLRLSTLPTVYGEKAVMRLLKKASDIPEIEDLGFAPGVFERFKEVISKP 640
consensus !**!******!*!*!*!!*!**********!*!!*!!!!!***!**!*!*** ***!!*!**!***!*************

logo

Y
HGI

M
F
L
L
I
I
FTGPTGSGKSTFTTTLFYS ILLVKQRYI

A
A
KKTHPFDNKRNTIQVTI

LEDPVEYTER I
D
P
E
G
D
I
V
N
LQTVQVNPEQKAGLVTFYASRAAGLRKAFI LRQHDPDI

MIMIVLGE I
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 HGMLIFTGPTGSGKTTTLYSLVQYAKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEI 216
NTDB id 96 BSU 24730 NP 390353.1 HGMLIFTGPTGSGKTTTLYSLVQYAKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEI 216
NTDB id 1028 TT RS08215 WP 011173991.1 YGIFLITGPTGSGKSFTTFSILKRIA.TPDKNTQTIEDPVEYEIPGINQTQVNPQAGLTFARALRAFLRQDPDIIMVGEI 719
consensus *!****!!!!!!!!**!**!***********!**!*!!!!!*******!*!!!**!!*!****!*!*!!*!!!*!**!!!

logo RDSAETAKE IATVERAALMTGHLVI
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E I SEAQATLVIGAVI LASAQRLVRDRLVACEPHFCKEVNEGVCKSPSDVPYECTRLQRSRLNG

NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 RDAETAEIAVRAAMTGHLVLTSLHTRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRN. 295
NTDB id 96 BSU 24730 NP 390353.1 RDAETAEIAVRAAMTGHLVLTSLHTRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENGCSSVYCRQSRN. 295
NTDB id 1028 TT RS08215 WP 011173991.1 RDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLVRRVCEHCKVEVKPDPETLRRLG 799
consensus !!*!!!*!!**!!*!!!!!***!!!*!!**!!*!!*!*!*****!****!****!!!!***!**!************!*
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NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ..TRRASVYELLYGKNLQQCIQEAKGNHANYQYQT...LRQIIRKGIALGYITTNNYD............RWVYHEKD.. 356
NTDB id 96 BSU 24730 NP 390353.1 ..TRRASVYELLYGKNLQQCIQEAKGNHANYQYQT...LRQIIRKGIALGYLTTNNYD............RWVYHEKD.. 356
NTDB id 1028 TT RS08215 WP 011173991.1 LSEAEIQGARLYKGMGCERCGG..TGYKGRYAIHELLVVDDEIRHAIVAGKSATEIKEIARRKGMKTLREDGLYKALQGI 877
consensus ********!**!*****!*****!****!**** ****!!**!**!***!**** ***!****

logo

TTLEEVLARTI E
NTDB id 1095807 ACMX77 RS13540 WP 015483431.1 ............ 356
NTDB id 96 BSU 24730 NP 390353.1 ............ 356
NTDB id 1028 TT RS08215 WP 011173991.1 TTLEEVLARTIE 889
consensus

X non conserved

X similar

X ≥ 50% conserved


