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015050 'TRNK1_HUMAN |Homo TPR and |33.754801 S1439 [NaN 41018975;30379171;39531497 MWDPRAARVPPRDLAVLLCNKSNA [False False 2.102 |3.931 [1.157 False 0.386 1.257 1.199
sapiens ankyrin FFSLGKWNEAFVAAKECLQWDPTY
repeat- IVKGYYRAGYSLLRLHQPYEAARMFF
containing EGLRLVQRSQDQAPVADFLVGVFTT
protein 1 MSSDSIVLQSFLPCFDHIFTTGFPTE

VWQSVIEKLAKKGLWHSFLLLSAKK
DRLPRNIHVPELSLKSLFEKYVFIGL
YEKMEQVPKLVQWLISIGASVETIGP
YPLHALMRLCIQARENHLFRWLMD
HKPEWKGRINQKDGDGCTVLHVVA
IAHSPGYLVKRQTEDVQMLLRFGADP
TLLDRQSRSVVDVLKRNKNFKAIEKI
NSHLEKLATCSKDLSGFSNGDGPTS
ENDIFRKVLEQLVKYMNSGNRLLHK
NFLKQEVVQRFLRLLSTLQEIPPDLV
CDINQDCATTVFKFLLEKQRWPEVL
LLLTRKVSGEPPLGDCLIKDCNFSDL
DICTIIPHLSTWDQRKKQLLGCLIDS
GALPDGLQESQERPVVTCLKHEDFE
LAFLLLTKGADPRAISLTEGDTPLHA
IALHIFLEIKADIGFSFLSHLLDLFWS
NPTEFDYLNPNVQDSNGNTLMHILF
QKGMLKRVKKLLDLLVKFDINFNLK
NKEGKDARHRIKKNDSLLLAWNKA
LMENRRRSRQDSAAHLGKLSKSTAP
GHTSQLKSQGSFKSVPCGATARTLP
EGSAVPDSWETLPGTQVTRKEPGAL
RPCSLRDCLMQDITVLIQQVEVDPSF
PEDCLQSSEPLEAGAGKEGKKDDKP
TLGAGAPDCSEVGEGHAQVGLGALQ
LVPDDNRGKEGNDDQDDWSTQEIE
ACLQDFDNMTWEIECTSEMLKKLS
SKVMTKVIKKKIILAIQQLGNGEWTQ
GLQKRLKHLKGSIQLFEAKLDKGAR
MLWELAIDFSPRCSENPEKIIATEQN
TCAMEKSGRIYTEIIRIWDIVLDHCKL
IADSIKAICNAYNRGLSCVLRKKLKGI
NKGQVSANMKIQKRIPRCYVEDTEA
EKGREHVNPEYFPPASAVETEYNIM
KFHSFSTNMAFNILNDTTATVEYPF
RVGELEYAVIDLNPRPLEPIILIGRSG
TGKTTCCLYRLWKKFHVYWEKAEQ
IAGSPLLAKQVWLKRRLEVEPGKESP
GGEEEEEEEDEEEEDSIEVETVESID
EQEYEACAGGAGVEPAGDGQAAEVC
IAPEHPHQLEHLHQIFVTKNHVLCQE
VQRNFIELSKSTKATSHYKPLDPNIH
KLQDLRDENFPLFVTSKQLLLLLDAS
LPKPFFLRNEDGSLKRTIIGWSAQEE
STIPSWQEDEEEAEVDGDYSEEDKA
VEMRTGDSDPRVYVTFEVFKNEIWP
KMTKGRTAYNPALIWKEIKSFLKGSF
EALSCPHGRLTEEVYKKLGRKRCPN
FKEDRSEIYSLFSLYQQIRSQKGYFD
EEDVLYNISRRLSKLRVLPWSIHELY
GDEIQDFTQAELALLMKCINDPNSM
FLTGDTAQSIMKGVAFRFSDLRSLF
HYASRNTIDKQCAVRKPKKIHQLYQ
NYRSHSGILNLASGVVDLLQFYFPES
FDRLPRDSGLFDGPKPTVLESCSVS
DLAILLRGNKRKTQPIEFGAHQVILV
IANETAKEKIPEELGLALVLTIYEAKGL
EFDDVLLYNFFTDSEAYKEWKIISSF
TPTSTDSREENRPLVEVPLDKPGSSQ
GRSLMVNPEMYKLLNGELKQLYTAI
TRARVNLWIFDENREKRAPAFKYFIR
RDFVQVVKTDENKDFDDSMFVKTS
TPAEWIAQGDYYAKHQCWKVAAKCY
QKGGAFEKEKLALAHDTALSMKSKK
VSPKEKQLEYLELAKTYLECKEPTLS
LKCLSYAKEFQLSAQLCERLGKIRDA
IAYFYKRSQCYKDAFRCFEQIQEFDLA
LKMYCQEELFEEAAIAVEKYEEMLK
TKTLPISKLSYSASQFYLEAAAKYLSA
NKMKEMMAVLSKLDIEDQLVFLKS
RKRLAEAADLLNREGRREEAALLMK
QHGCLLEAARLTADKDFQASCLLGA
IARLNVARDSDIEHTKDILREALDICY
QTGQLSGIAEAHFLQGVILRDFQKLR
DAFFKFDTLNHSAGVVEALYEAASQ




CEAEPEKILGLAPGGLEILLSLVRALK
RVTNNAEKEMVKSCFEFFGISQVDA
KYCQIAQNDPGPILRIIFDLDLNLREK
KTKDHFLIMTDQVKLALNKHLLGRL
CQITRSLLGKTYRGVCMRFIVGLKCE
DENCEHFHRPLRRCEAKCLVQSKM
NLVAINGLLLEAKKVFPKILAEELKEI
DYILSTDMYGLCKSILDVLFPKHFHQ
RVLSENPMACKEILKPNYKSFRFYR
FALKEYIHFLFENESARNRRESTDL
WLSAMQAFLLSSNYPEEFEKLLHQE
EDNYNRELKALESEKDERGRGRGSR
IKGIEGKFGMLAPNRDDENMDKTH
LCFIRLLENCIDQFYVYRNPEDYKRL
FFRFMNVLIKRCKEPLIPSIGNTVAL
LEFQFIHCGVVLARLWKNVILCLPKS
YIALLHYWEFLFSKKDKELGDVFSII
QEYKPKDVTRAIQDFRFHLSYLAKVL
CGYENVNFNVLLDAFSEIDYVVSGE
IAERTLVLCLVMLVNAEEILQPYCKPL
LYRHFREIESRLQLMSMDCPGQVPE
RLLKVVKRVLVAVNVKSVAEALQDL
LFERDEEYLMDCDWRWDPVHTKGS
IVRGLYYEEVRLNRLLCLDPVDYFAE
PECEFGQDEMDELALEDRDHVLATI
LSQKQRKASIQRKLRRACLVVSLCIS
WRRRVGTQMERVREEAREPRAGNF
KKADVDRTQCDLCGVKFTRGPENYF
SPSKAFEGAASEVAVLSRAELEREEC
QERNSESYEQHIHLEHHQRQQVAY
QKYSEFFHEKVDPAIDEGKLVVQDIE
QSVWIHSHVGSKEHSHMLQKVQEH
IKRVSDMVEDLYRRKAWAGAEEAM
TRLVNILILSVRDARDWLMKTETRLK
KEGIVQEDDYENEVEDFGELRPRRR
SRKCGKQRKY




