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Q9W1X4  [NU214_DROME |Drosophila [Nuclear [30.60235 S442;S443;5446;T453;T455;T457;T [NaN 33925313;40245499 MAQNAPDCEDTQDFQFKLHHKIVA [True False 1.5 5.0 False False False 0.35
melanogaster [pore 965;T967;T969;T971;T972;S1116;T FKKCGEPRSNVNLLAVSSSRGLLFA
complex 1121;T1123;T1124;T1153;T1155;T1 GSPTQPELKVIIVKDLVNAKSTAQQP
protein 254 QARLVPLPSIPNYIACSSDGNLLAVN
Nup214 HTQNGTSLLSIYAVLSFMTPDVRPVY

NIRLAAEDHVHGVQLLWNPVLPNSL
IAVVLSNGALAMYALKEGGNFEMHS
LDKNQQVKCGCWSPKGKQIVLGFP
GGTVKQFKPDLTLAKTLLCPPNIHDA
PFDTIAIQWLSTFQFAVIFLQHGEDC
SPSLYILNAPKAGAPSYINYYDICYSM
NGPRNHQFVFSHVPQWNLLLVVSA
NGVEVGIMRSTEAGDTPAWQQLTLL
DEARIEMPLSEDKDETFPLGFAFDTS
TTHQLTINEKKLQTMPMVHVLSSDG
ELLSFNFLNVLPTAVSVCSPPPPVAD
TSGQFKPLNMLLASEEEEQPAWAAS
PSKAPAATPAASSDISFAFTPNTVTST
PAPSKDKQPSLFSGFGAAAAKAPAP
QLSFGTAPTSSPVSFGAPTTNAAKPT
TPFGGFGTQATTTAMGSMFSASGA
NAFGGMALNKPAIASVTPRTAAPGS
[TVPATPASAPANKPLYTVPLTFTPVD
TKPATSAPPQIADESLKPDDTEPITKD
MIALQIEAFSKDIQKQKEQTKELLKG
IAAPSALRAYAKRLDDLQELNEQAK
DVEFELDVQGLRQGLNEAYAIVAEC
RGKLEIYRKPEITRLMNSSSCDPSGR
RMLARLQSYVAANEAQLRLAQQHV
DLQWEQFQDVVRRNSKSRMHMPC
LEGIYQRLTRLQNLTSNQRIVQNNIK
SKLKERGLLQAALLDQEKSRTRTNE
IAVDTLTDSILTMSLSQVVDSNAAKLT
RERLQKIRNIVQLQKINVICPQRPDR
IVGLKSEVILETKRRAEQIKRAAAKPA
TANKYTQAAVAPPSPPDVAPTPAVAP
MPQATVTVAPPLPKPMPSIPSVVEKP
GVPTHPTTPVATPFSFSQSIPFVKTST
IVTPTTNTVIPGEAAKPGLSIFGGSTIS
SFSFGGGAAKSALSFGTGSPAVAAPT
PKPNPLSAVEKPTPEPTKPKEQKAAE
SKEFKAVQPETEESKVPQKPKAETE
NKSFGFGGFTGTGGTVGNTSSSPFS
FGGLGSSLGFGGTAAAVPKSEPSSTA
TTSVATSASTAPFGIFSAALAKPSNS
EPITTVTSNTTTITSKPTNVIASSSVT
DAPSVTTTNAVTSSTDPIGGLFSSVTI
CKPNTPADTTKPANIFGGGLSAGSFS
FGGTIDASKGLFGSTKPVATAPTSVT
EANNKTDPISTTPSAISTTTATTTVSS
PAVVPAAVTAAVPATSSTTVTSSTAV
PGSAFSFSNAFSTLSAGGAAAPTTSA
SAPLAAKSPTATSTGNNSSNSVFGG
GFAVATSTAAPVASPFQSAAKSPVSS
IANIFGSIPKAETSVFGGATTAPSNTT
IAAATPDAPPAGLFASAAISNPSPFGS
PTTRAPASGGNIFGQAVKPSVFGQPA
QAGDSGGSIFGGGSASTPFGSSSIFG
GGNTQGAVGAPAAGSTSIFGQKVFG
QSSAAAPAAGGNIFSNPVGSPQASPF
GGGGNSIFGSPATAPPASGGSIFGGG
SSSGGFGSFTQTTPAQGGFGGGFGQ
GGGGSVAQTGFGSPQAPQQQTTTPG
GFGAKPVFGGSPAFGASPTFGGGAT
FGSPKGFGGFGGASPVASPPPFGAA
IAKPAQGNIFETLGGQESGLSFGNLA
QTGNSNAQKPAFGGSSFMNYR




