UniprotkB Entry name organism full name loglcnacscore o.glcnac p_h osphorylation PMIDS |sequence intracellular extracellular|cytosol nucleus mitochndrion ent?oplasmlc golgi plasma extl.‘acellular
ID sites sites reticulum apparatus membrane region
QA4DPM?2 Q4DPM2_TRYCC [Trypanosoma [VPS13 19.946178 NaN NaN 30984116 MLEKYLSAILVPYFSKYAENIDSKQL |None None None |None None None None None None
cruzi domain- NVDLWSGKASLNDLILRPSILDALLQ
containing GESGSDVPTSSGVASTPSCSSSSAAV
protein HTTAASTAVSSCLPLTLQRGVCKKVS

I[VVPFTQLRSKPVVVEVDELFICVCG
STESRDAVLGKAAKLDAQAAHKARE
LEQFEAERRRMRDVAAAAAAAKEG
GTNTAAASPSGLAGTRSGHGSGFMA
DAGDGVAPAPSLLTPLTTGRDGYFS
HLGELVVNNIVVKVRSVHVRYEDES
TKSVMGVILGGVEFTTIDSITGEATFI
DPSGLSRMHKRLEFKGMQFYCDDP
LRYEREPGDYFISKMTDMSEWHTA
MRNRVEAGDVEMSTVLGPVKGHVD
IVNLVFKKFIKNLLHDPYLTARMKLG
SVTAKFNRAQYVSLMRTVSLLSNWT
GGVELFPRRPTVPILQDPAVWWRYAI
RAVRTITGAPRRERLLQRISEVCIVDY
HVLYRDVVRKAEMSADKQRAYRFIT
RFMTVPDMIAGRKYVYTQIANAIQLK
RKDNEAKKAEAQSNFAKKNTGWFA
WLRRGPKTPQDIEEEEAAFEELERS
YGINPNDPEGAETTMVDVSALPKSY
CWLDAQFDLPMFSLRLDMGKRETV
TLMLHSVRTHLRKFNAANSVQLRFI
TENLTLSNPVQDNALQERLPSLVEGI
PLSSSAASAWKIDPTSRRSSSMSSSL
PPLSPKQQGGVPLLECSAAFNPIDAQ
KEPQLKNTQLDFALDLRLLPLRIVAE
PSIIDHVICFFQFPKGLDLASIVRSTK
SLAATVGQAASSELRRAMAHSKSFSI
SVDAAAPYIIVPKTLRGSVEEPALAVS
LGHVQFETEPLTETEKQSRLASTTTL
SEMNEDLMYYSSSATFSNFYVEIAPI
GLSLERPGKGFMLVPEVAFSAKVLQI
IDDSIENRERFIVRMEVPSLCMACSV
SQAYILSNMVESWLLYLQANDSPYA
DEQLPPSLEATLRGGERASQSAVVG
LEGPHGFTHTNNALMRNRKGGESE
SDDIPASPSPLGRSREDLPYVRLHLK
IVKELGILIYEDEPETLQPMKTPRFTM
IAFSTAEVTLHVRTLQKCVSMILEQPY
CSDAKEPDQLILSATVIRCGVKTAPD
TPIRVDVELEPSLRFCFGTPCIQLLET
LMDIMNLVSGAPRVLKEGEGEEKAF
SSQLLRHFTGSTAPRGTTTIRPTSQH
SQVNLVEELCSTYDTNVVKLSLHVA
GTTVVDIMDRRRKKRVPRKDDSDAE
SGEEKKTAEERVENEKNDKEEGEKE
EEDYPFAHASFTEMTLSLKKNGATL
EVSGGVGQVTFALAEAHDVAPAHRT
IVQYKAPPSRTPLRPALQQDVPFLDT
HLVRHESHEHINFSYRTSLPVVPIFE
TDCKGKRHLSNAAELRFSSFVEIEVS
SSTVLLDVYSILTVTQYFSSGLFARVT
QLTSRPRYDGRVTVSSPPVQPPTLLT
SLRVYARDLFFILPIDTRTTGDGYFQ
IVTVDHVVVQSSLLSAEGKQTMNISL
REIRLLHTSLKEFAAVTTGSEGENEE
PHTLMPTTTLDMSVKTPLDPLSDEP
LHVDLRGEDVTLQITETDIVGLCRLA
SGNLRRMPPPPSVRAAASAPKSPQL
IVESSLAPSISPSSSTTHMPERPADISF
IVASASGLTLLPIPRAVPPYMDKENTG
REVRVLWRASKVCLNLLDESTNKM
RFRVEGNGFIFQVFVPSNDVTVGWE
SLELNDVYEVTQRASMMLCGESRV
ELRNILTSSEILQKNFGMRSSVTQTS
DRSVWDLWSGRVSGTEGYSVDIETE
LLEVPTVVVDFTLKRFALSDQWLAV
HDFVCNEAVMAALRPMMGAAEASP
SSSPPLSPVGNDAETKRRFHCLIKTR
TVNVPFLTTSREEFIEADITSLFVDFL
IALPGVSNVTVRMQDLEVRHRASAER
ILYRQSDAAPNAGGSQEELLRPVTDA
IAPIPGVAFSGSVEGEASAAEKASGGD




ILAFSGSFDAGAERQKVTVSLGQLTA
LFSMPLIMQLVEYCTRPDQPIAKISN
LGVMRERREWLARAAEDLVQSGAF
SLSLLWRQPRIILAGDAQDLGNKLRS
IEAQLGIMRSTVSLDKRNGNYTVAM
KVTDMAIPDMLEKSSLRLSYALKDR
RENVDVVLDKTAALLHPEELEKLLW
VLHRNLMAPTTTISAQRDRAGMKTE
IASSEAPVSPKKKEEKEEENGEVQEG
VTHVEEANLRTIHFRAEGVVLAIHDV
IVGINAHTAFLSGIDVEVAPSGDVRM
TVGSLTMLEHFTNRQLAQSLGDQPI
TVCMSSAEKTVNVTLADMRFMLIPK
IALGSIFNTLLSVQFPPPLEEILVIETG
TELSPMDTHGKFSVITATEAPTTESQ
TMTEPSSTVLSRCILVSLNHCSAVAV
LGSRDVCVAELKDFIVDWRAYTDAS
MRLTASIEQVIVRDTFSTSTLYPEILQ
PLLEGATDTKGQTPSGVIEFSFISLP
HKNLNSKKKISSSGHIGEGDADRSV
PSYTYQLHCQISSFAIVLVPEVTSAVV
RLLSEVKEHISDVNREKAYDYVADK
TVQTVQERQELTQVELTLHRSSIILV
DSANSSKTMEMCPGDFLVRNEICC
HRSDESTPLADSYAEVFRLHINRMS
LNVLGAPAFSHNSVIEINVLRGIGEN
SASSFMELTSSAELSSPDTTSVSLVI
PTLSAHLTRGQLECLLDVMGAWRN
SGLSGIPVEGVPVVAFSTSQAAGGGS
GGGGHPEGAASGATPIATSLLGTMV
MKKKSNSGNSALLHSGNTANVTPL
SPDTLTPSNRGRSGSGRGGATGGSIT
FKANMQRFEANIDGVFQLDVDQLD
FVYLTNSGMNTTATTIALDTIALRHH
IVCGVSGLRADIHLFVMKKAQLTSTV
TVQVSLAARMSETNTNITLESLQMS
LSPLVLLDAREMLYGPFCTKVLRLPL
SPIPVCRLTTDVHVLGSDLVLDSHHI
IITAGKTRCSYKLDLNQHKLYLSGTP
TAQIVLDDNCQLTLTNGCIFVPGMY
IALSSFVSFGLNATLFTTDTCIIEKQV
HHGRNLAPFVKPSKRRSKAVPDSYL
LSGNKNAVPCSLPSIKPLPQSGVLSP
PIAVITPVHAGSPSNSTSNFMGDDV
RTIASFQCKEFTMRMLSEEVEEISVT
IVTASTSFLYLQQTENGVLTQRSANIS
LKDMHTSEEDENTLFPTTLELSLAG
IADTICIVANLSGLELCLRMALLRSLL
EFGNDFMTAFIGEAMLQRHAPQVA
LENEDLQPLVDLPIAGECLSCGSPGA
SLGESKDATGVLCYHCCTGRRTLPA
TEINFDVPLVDLVLLGGQGGMLQLY
TSSGIAVIVAPDKEFQLQMKLQVYN
LNPHANIWEPLVERFEAGISGNVTS
STYKIKVDRFDYVFSPDNMKLLSQL
IAADFSPTSKLHKQLRKKLRNNVRKV
LTGEKPLEDGMGGDTLGSMMNIQQ
VSLVQFPHYNEDDKICAFVVVTNYL
NESLEVDGKTVEPRGGRLEFAATSR
SGVVRRCGVVGDGMTIHWAKSPLYV
RGHDMLAEVRLELSRGEEDFRLHC
IAVRLHCYPVHRSNMIICFENNISAFV
EVVRGLPAVSPHERFYFHSSFSLDE
KLYLRPVRLSDGEEYTAAVTKQTNVT
PTLRMLLNASFITLVCRGSKNTHND
FIFRMKEQQDGVRAGIPTFLISIEPQL
'YIQNCLPYDVFFSIGGSGSKKQQRYC
IAVWESAQKADVVLGDVGIDELALHL
ELQQNHPSTGGITTTYRTQRGISLSR
GFTRVTLTAASKETQEMRIHVQCMG
NIILLGTPYSIVNFTPLDLQVWESNS
LGELVSKTRTNFGILPKKMQRTYAAS
PSGKDTTEFFVNISVGDMWASAVPF
HVQGRGLITMTERNVAVSRVGTRSV
FHFVYLTQVDMYGTRFVTIVPRWILV
NCTSRSLYIAQALKQSASAPGATTTA
SSSSSSTTAAVAGGGGVGVGESSGG
MSSRSSGDYKNWSARLRKSGTLLSP
IPTLSGEGSLYACSKEIMQLAPANSA
TPFFSTLNSTPDVGYGAFLLQDTHAP




IRGDPVSLEEISSTLVVVHGAGDTPD
MDGSDRIVEVSVATQGPYTFVTMQD
PVVPPYILINRTEKTLDLCDTQDRFL
IAQVKPGCVKPFAMDVRNGNSRTRV
SFARDFAATCFVGRKSILAAVTSPVG
TAEAKTTMEIDKKGEEETSSFVEFN
FQRRMTPQEASNPLGIEYNLSLGPF
GQQIVEIVYSTGSTERALHKYQPSPP
SPLDVVLNINMLSISMVMTDRDVLF
GAIVDTRVHFNREGTKEVFDFSIKNF
QVDNQTEIKPFFEVAVVAIRTSPDVA
CLSGHVERIVVPAKAILYLNEVRLDV
IVPVALRISDNVLVALAAFGAQLSTEL
PSRQTSPTEEELFDKAQSTVSAMDT
RVIMERMVVNPLVVRLWFEREVDG
HDFIREHIQIRTAALVSMLVRSCEDV
RIATPGIAVRKRSSSAGLMLKWLIQF
YLDGIRNEIHGILFQYASSLPLLGVPI
KLVSGIGSGAMKFFQEPIAGLSTSPK
IAFAMGFASGSSALVTEVMGGGLGA
IVSNLAKTGADIMGAASGGRQRKRTS
LLHGITSGVTGVLTKPMEGVAESGA
TGLVRGVGMGLIGVVTRPMAGLLSD
IVSKVTGAVAQLCDESYIPDVRRLRKL
REFHAMGAVAEYESVFSVYEYERGE
HDGLRWKGNTFIPTDGPQWYPCTK
EQAERTRGVSSSKWSLEMADTNFE
GWRFSTKYYGVYTREQVPTARVRRR
RWVAVLRSPLTSRVVRLVQRGAATV
SGSHAAGGDESRRGGDTTTNTAPTR
SSTGAANVLPAIQGPRSASGAAVSHE
TSTPTAAPVTEGQQQETLPEVSMLP
RETSSSNEQVVELYEYESKLPLIGWG
SRFLPAGCSHWQYRDGRAAPRKSDF
QLRQGWVWASAWALAS




