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Q9VCH5 NUP98_DROME Drosophila
melanogaster

Nuclear
pore
complex
protein
Nup98-
Nup96

28.06426 S17;S434;T603 NaN 40245499 MFGGAKPSFGATPAATSFGGFSGTT
TTTPFGQSAFGKPAAPAFGNTSTFAA
QPAQQSLFGAAATPAQPAGGLFGAN
TSTGFGSTATAQPTAFGAFSQPQQTS
NIFGSTQTAASTSLFGQSTLPAFGAA
KPTMTAFGQTAAAQPTGSLFGQPAA
ATSTTGFGGFGTSAPTTTNVFGSGTA
SAFAQPQATAVGASGVNTGTAVAKY
QPTIGTDTLMKSGQANSVNTKQHCI
TAMKEFEGKSLEELRLEDYMCGRK
GPQAGNAPGAFGFGAQVTQPAQPAS
GGLFGSTAQPSTGLFGQTVTENKSM
FGTTAFGQQPATNNAFGAATQQNN
FLQKPFGATTTTPFAAPAADASNPFG
AKPAFGQGGSLFGQAPATSAAPAFG
QTNTGFGGFGTTAGATQQSTLFGAT
PAADPNKSAFGLGTAASAATTGFGF
GAPATSTAGGGLFGNKPATSFAAPTF
GATSTASTPFSNFGLNTSTAATGGG
LFNSGLNKPATSGFGGFGATSAAPL
NFNAGNTGGSLFGNTAKPGGGLFG
GGTTTLGGTGAAPTGGLFGGGTTSF
GGVGGSLGGGGFGMGTNNSLTGGI
MGAQPTLGIMTPSHQPIHQQILARV
TSPYGDSPIFKDLKLSSEADATRATN
PAAQQAVLDLTSNQYKISTSNNPAP
MKVKALGSTLNRKSLFDGLEEFDAS
VEGFNLKPSAKRLVIKPKVKSVEGG
NPSSSIGSAPNTPQSRPKGATPNKER
ESFSGAIPSEPLPPAGNSPGATNGRE
SQDNGRRESWLHPNNLEKVRQHNI
QTGMDQGSPHNSTLNELVPRKPLD
TYRPSSTVRLSVSTIPENPFEDQSSTI
ARRETFTSQQANESVLSNRSNEAED
SAANQSRLAIEAAAAEAADDESHPT
GIVLRRVGYYTIPSLDDLRSYLAEDG
SCVVPNFTVGREGYGNVFFGKEMD
VAGLNLDEIVHFRNKEIIIYPDDENK
PPIGQGLNRDAQVTLDQVWPLDKTK
HEAIKDPQRLLEMDWEGKLRRVCD
KNDTRFIEYRPETGSWVFRVKHFSK
YGLGDSDEEDELPTDPKKAKIATLEA
QQRANAEKMTLNSLRQAQKISEDAA
RNLDPKALVAGVASGFRPMDDTAEF
LLMDKTQFFQAGGNSDFSMFDPPR
QRPTITSPTAVLAQEMVGNEAHKMQ
LMKSSFFVEDNAPEDEPMETTGRLL
RHRKFFNVEPLVWKDGASESSSQYD
FEHPSPALPISSSVSEASLMCDAHYE
ETSSMATGSIVAAVKETKFEMPVTK
AFKFVCKPKVAPIKLRATTVPLPRSIA
YEMRDNWIADLGFYKGRSFKLSFGP
QNSLVLPSTYNNMQNLKEFTGPSLP
VSMVFAPRSATDLSPSVMQLVEFN
MVKGNEGFRESIIPHLEVQLNDCLS
VNVEGSECPCIHPDSGTKLVSKHFS
ESLKQRNAGLKEDYSVSVWSLLFAL
WGDHDELVDLEKNSHYMVMCRRN
LLSEWLENTLLGKDLLSKKVSTHSY
LEHMLDLLSCHRVNEACELAFSYDD
ANLALVLSQLSSGAVFRLLMEEQLF
AWQQSKSDKYIDLERLKMYMLAAG
APMMQSSHGAINLLENKNWLTALA
LQLWYFTAPTSSITDALNAYNDAFQ
AEECYAEPPKPSYRDAPTDTKKPVYD
LRYHLLQLHSKRMHSLEETLNPITH
TADAMDFRLSWLLLQTLRALGYRHC
SPLTEARLSVDFASQLENEGLWQW
GIFVLLHIKQQTQRERAVQQMLQRN
VSVSAKVALYAEERFIVEELGIPMSW
VDYAKAVKAGASGKHHLQAKYLLKA
KHFATAHDVIFQHIAPDAIINGKMKY
LHSLLIQFEDTEGSSIRVPNWANQG
QIFLDFIDISAKFKQIRSVTNIADINA
RWENLKPQLSELCSRISLLPCPTSKH
RLCQSEISQSLSCLVHGMCIVCPEM
ESSTVLKVALERLPLPQEFASKELRI
WLEELLDKIQNEPPFSERQQPTMM

True False 2.728 5.0 1.45 1.628 1.119 1.595 1.268
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