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R9PY26 R9PY26_DROME Drosophila
melanogaster

NaN 25.496522 NaN NaN 33925313 MVAAPPSAGASTSGAAATAQTASNK
KEKHQRSKQADKEKDKDKEEKQAS
SGKRKKEKISVEKIDTGDFVVGIGDK
LKVNYHEKKSPSSHGSTYEAKVIEIS
VQRGVPMYLVHYTGWNNRYDEWVP
RERIAENLTKGSKQKTRTISTSSANS
GSGGGGGGGGGGGGGGGGGGGSLL
VQGSQPPGVSDKQPGKDGCSKMSP
SSGNSTGPGAPSLSGSLGGASSTPSL
LSTVVKTPPTGGAKRGRGRSDSMPP
RSTTPSSVVAHSGRTKSPAASQPQL
QQQMKKRPTRVVPGTTTPRRVSDAS
MASESDSDSDEPVRRPKRQSAKDKP
QAGKAQPPGKGRLASSASSTAPAAH
PSDDSEEDEEEEEPSAARAASSKQQ
QQQASSLRGSRAGGNRAMSSGAAS
AKGRDYDLSEIRSELKGFQPKLLTNA
ASNEERKDLAKKEPSDEPALQDIKK
EPKLESSAKSSSTELSSETESYADED
SQSSDYRKQLKGSGAGKKEPTASPS
KLHHEPVTKRELAVKEEPLKIEPKTE
PKEEETKSKPFLSGADIKPTALIAPAR
FGNTSAAQAASSSGSSSTTAKYTSVI
VEKPLTIGGKKSVEQHVPKKAELLKK
QSGGAGGTAASSSAASQESKKFAEP
VASLKVEMPAACSPSSSSSSSSSFCS
TGSAVSSSSATRSLPDMSKLEISSGT
VPGATPGAAALQPSNVAQVSSSGAA
KESKYSSSGGAAAGSGISMRKLLSS
DVYEFKDTEPFEFEKRISPMASVGGT
VAAAATAAGAMAAAGAASVITTMVP
TPGASGSGVAASASTSAPVVVGSAAR
KQALKASAIQHILEHQSPAAGRERG
GYGGMTSSISLLTAPKLKKRGSPLKE
AALCMEKAKTYKLDKDQVQQPVEQ
KTQQLIQPTLGPVESYGAGSPEAMS
NLSTPTTSSGHAQLSASSTYSQLTPH
HATPFDALRKSPSFNLNITALNEELA
QTVQETTRALTDALQPPSTPVPPTVS
ASGSTPTAVTPVITAMPTAGTAGLSC
PSTPPTGANPVLASPKLSTPPQAINA
SKQPPASHIVGSPFIETRNVFELSTS
NEGSGYSSGESKDNKFEKLENVKIL
LAGAVGPFDLDAGSYEQKTSSIADKV
LKAISQKKEEVENNKGKPPVEPAAA
AKTPGREDVVPSPTAKLDLCSSAIKL
DTLKLLSEPLKIQTGPLLGELYRPGP
ATSSPETKSILESSLPAKNSELSETIQ
KLECAIQQRKTPVGGALSLASSTAGT
PPTAHTPNSTATAGAGFSDESMDST
DSEQRLVIEDVIAEEHTTTTTTGEQK
SPGSQQEEGQTNTATMATAVTAETE
GTSSSTPTPPVPAPVKLELGAKAMPG
IQAPIPLKPAEGSSFAGKLTGVVQPP
PLAKLQQQEELGQAQGQSKSISSFGI
PIVLPEIPASVVVATPALMVASAATV
MRHSPGSTPNSQAPVLISPKTFLTAP
KVGEVGGLLLKAYTGVSGAVGAAPA
GSVIASAGGGGTPTVISNFPQQQQQ
ASVLQASSEMPANYVLDAEMAEPSN
SSAPVVARPFVMHAVGKELFNVVAP
AASSPLISDPHNESINLLCEETIPGSP
APNYGGTDQLPTAVNSALAIVGITPL
PPDTPPPVPVAAIQQQQQHQLQSGQ
QQQAAKTGEVNPSGPNSSPDSASQD
ESGEEAKKNAGLEHEDSTGLGALNK
RKRNRKPLPMSAQTAAAVAAQLQSL
GKRRRQVSGMRNQKTTTTAAGSDT
DDNSDNIAPNAGQQQQQPRQSARQ
HMMPQSNAQQQQQQQLLQQQQTQ
LPQGIQSTNSSGVRPCPYNFLVELDP
ALSSDECITILRKQIQDLRKAYNTIKG
ELAVIDRRRKKLRRREREKKQQQLQ
SQQQGKICA

None None None None None None None None None


