Aligned using an external algorithm
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------- MTK T FN Y ADNVYGALFFQFPKVLMY QY LSNDAKLAYMVLKDRLEYSLRN WVDE H YFIFTNQ

1 MSEIFRDKTKNGKVRPWRERKIENVRYAEYLSILEFKRAHDIRGCGETLRFRKINNQLK--LYQTW-------=--- FCQK
2, ------- MNQD---NFYKVSEVYAETYYQLPKVLFTNDNYKGLSNDAKVAFALLKDRFNYSVRNHWVDEQDNLYFVYTNQ
3] -------- MDQTNFKFYQADNVYGALFFQFPKVLMYSQQYRGLSDAAKLAYMVLKDRLEYSLRNHWIDEEGHVYFIFTNQ
4 ------- MTKSTDFNYYEADNVYGALFFQFPKVLMYGEQYRHLSNDAKLAYMVLKDRLEYSLRNNWVDEDNHIYFIFTNQ
5| ------- MTKSTNFNYYEADNVYGALFFQFPKVLMYGEQYKHLSNDAKLAYMVLKDRLEYSLRNNWVDSKGHVYFIFTNQ

EL LFNCS K IKIK LE IGLL QK GFNPKT KNEPNRLYL KLDV ATDVYLRGEY Q Q L TS K

RLCPL--CNWRKSMKNSSQLKQI--------- IAEAVSRQPKGRFLFLTLTVK--NAY-GAEELRSSLRVLTKAFNKLTR
ALKEILNCSEPKIIKIKKNLETAHLLYQKRIGI------ NQPNRLYLLKPEVTANDVY ------------mmmm oo oo
ELKDLFDCSNDKLAAVKKDLERAGLLYQKAMHFNPKTGKNEPNRLYLAELDMQSTDVYLRGEYAQKEPQTLATSENPKIG
ELGNLFNCSEHKVIKIKAELESIGLLFQKQLGFNPKTKKNEPNRLYLSKLDVQATDVYLRGEYGQKDAQSLGTSGTAKNA
ELMDLFNCSKGKVIKIKAELESIGLLVQKQMGFNPKTKKNEPNRLYLSKLDVKATDVYLRGEYGQSSPQTLATSGSSKNE
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T L SG K V--P K 'VD QTL TSG K NL KE K RDK RYNIDTQKLDFSTA FS--------

YKKVTKNLLGYLRSTEITVNDEDRSYNQHLHVLLFVKSSYFTGNNTNYIKQAEWTKLWQRALKVDYEPVVHVEIVKANKR
-RQVSSQSLDNSGTKNSLV--PVNSTNTDCQTLDNSGTKNSLVNLYKEHKDIDKSRYNIDTQKLDFSTAQFS--------
RSRETAQTLATSENPKIGR--SRKFVDDTPQTLATSENPKIGHDLDKELKERDTNRYNIDTQKLDFSTAQFS--------
VPHKTAESLGISGTAKNAV--PHKTVDKDAQSLGTSGTAKNAVNLDLERSDRDKDRYLIDTPELDFSTANYS--------
LPRETVETLATSGSSKNEL--PHKFVDNSSQTLATSGSSKNGLNLYKEPKERDKKRYNIDTQKLDFSTAHFS--------

u b WN =
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------ PAE EKQNKDLVNHANDFLTDEDSGLPVFLEPEAVQLLSFWCRTPQQMRRFIGIILNAKYRVEKDHQDIGV ‘IP

KGTGSLQASAEETAKYEVKSSDYMTADDDRNLEVINDLE------- YALAGTRQISYGGLFKQIKQDLKLEDVDKGDLVH
—————— PAELEKQNKDLVNHANDFLTDEDSGLPVFLEPEAVQLLSFWCRTPKQMRRFIGIILNAKYRVEKDHQDIGVIIP
—————— PAELEKQNKDLVNHANDFLTDEDSGLPVFLEPEAVQLLSFWCRTPQQMRRFIGIILNAKYRVEKDHQDIGVLIP
—————— QAEIEQQNRDLIENAYHFLTHSETN-DIFLEPEAVQLISFWARTPQQMRRFIKIILNAKYKVEKEHQDIGVYII
—————— PAEIQKQNQDLVNHANDFLTDEDSGLPVFLEPEAVQLLSFWCRTPQQMRRFIGIILNAKYRVEKDHKDIGVIIP
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n n N B e i I
LDDEELKPLMTKALRRYFNALRSNEKHIKNVENYLYGTMQNLFG WWNK A Y AKHPE ----:DQ

VGNEEY ----------------- SKEQMEAAEEVVAK--------- WD-=----------------- FKKQNYFMW 318
LDDKELKPLMTKALRRYFNALRSNEKHIKNIENYLYGTMQNLFGIWWNKRANKQWKAKHKPK----FTDQ----- 331
LDDEELKSLMTKALRRYFNALRSNEKHIKNVENYLYGTMQNLFGVWWNKKANAKYQAEHPET----GQHQAALFN 367
LDDPELKPLMTQTLRRYFNVLRSNEKHVKNVENYLYGTMQNLFGIWWNKQAAREYAAKHPEEQ---NTDNEPYWN 368
LDDEELKPLMTKALRRYFNALRSNEKHIKNVENYLYGTMQNLFGVWWNKQAAREYAAKHPEEEKSADNDNSGLYY 372
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Consensus Threshold: >50%

Compare to: the consensus

Amino acids that match the reference are marked with yellow highlighting.
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