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MSGEQTEQ I SKDQAAAAEQARKEQ I AEGEKAAESSEAERRKKN IAETAKL
MSGEQTEQI SKDKAVAAEQARKEQI AEGKKAAESPEVERRKKN IAE I AKL
MSGEQTEQISKD A AAEQARKEQIAEG KAAES E ERRKKNIAEIAKL

100
—————————————————————————— MTTPANTTQAVGSTTSTTTTTAGA
NEKAWGAKKQATEREETTASLLERFNLLKEWHLNQQVNNKVKNPAMESGT
NEKAREAKKQATEQEETTTSLLERFNLLKEWHLNQQVNNKVKNPAMESET
NEKA AKKQATE EETT SLLERFNLLKEWHLNQQVNNKVKNPAMESGT

101 150
TPAN-——————- SGLFTIPDGDFFSTAKAVVASNAVATNEDEAK I QE TWK
EPALADELKPDMSNLFARPTVTDLQKMKWNAESNKMATADDMAF I EAEFQ
EPALADELKPDMSNLFARPTVTDLQKMKWNAESNKMATADDMAF I EAEFQ
EPALADELKPDMSNLFARPTVTDLQKMKWNAESNKMATADDMAF IEAEFQ

151 200
DMKIIPSDTMAQAAWDLVRHCADVGSSAQTEMIG-TGPYSNGVSRARLAAA
SLGVPKENLAKVMWTLTRYCVGASSSQYLDPKGEEEKLYGGVTRAALIAC
SLGVPKENLAKVMWTLTRYCVGASSSQYLDPKGEEEKLCGGVTRAALITAC
SLGVPKENLAKVMWTLTRYCVGASSSQYLDPKGEEEKL GGVTRAALIAC

201 250
IKEVCTLRQFCKKYAPMVWNWMLTNNSPPANWQAQGEKPEHKFAAFDFFD
IKKRSTLRKVCRLYAPTVWNYMLVNNAPPEDWQSKGY TEETKFAAFDTFD
IKKRSTLRKVCRLYAPIVWNYMLVNNVPPEDWQSKGYTEETKFAAFDTFD
IKKRSTLRKVCRLYAP IVWNYMLVNNAPPEDWQSKGYTEETKFAAFDTFD

251 300
GVTNPAAITPKEGLMRPPSEAEMNAAQTAAFVKIITKARAQSNDFASLDAA
FVMNPAATQPLEGLIRSPTKAEI TANETHKRITALDRN-ANNERFANLGSE
FVMNPAATQPLEGLIRSPTKAEI TANETHKRIALDRN-ANNERFANLGSE
FVMNPAAIQPLEGL IRSPTKAEI IANETHKRIALDRN ANNERFANLGSE

301
MTRGRITGTTVAEAVVSLPPP-————————————
I TGGKFGCRVGTKWRESKCDNGGSYPYDVPDYAG
I TGGKFGCRVGTKWRESKCDNGGSYPYDVPDYAG
I TGGKFGCRVGTKWRESKCDNGGSYPYDVPDYAG



