
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

D3YXG0 HMCN1_MOUSE Mus
musculus

Hemicentin-
1

25.019509 S351;S2875 NaN 34418053 MIAQEVVHTVFLVALFRSSLAGDGT
PQSESRAEEIPEGASTLAFVFDVTGS
MYDDLVQVIEGASKILETSLKRPKRP
LYNFALVPFHDPEIGPVTITTDPKKF
QYELRELYVQGGGDCPEMSIGAIKIA
LEISLPGSFIYVFTDARSKDYRLTHEV
LQLIQQKQSQVVFVLTGDCDDRNHI
GYKVYEEIASTSSGQVFHLDKKQVN
EVLKWVEEAVQASKVHLLSTDHLEH
AVNTWKIPFDPSLKEVTVSLSGPSPV
IEIRNPFGKLIKKGFGLNELLNIHNS
AKVVNVKEPEAGMWTVKTSSSGRH
SVRITGLSTIDFRAGFSRKPTLDFKKT
MSRPVQGIPTYVLLNTSGISSPARVD
RLELLSISGGSLKTIPVKHYPDRKPY
GIWNISDFIPPDEAFFLKVTGYDKDG
YLFQRVSSVSFSSIVPDAPKVTMPTR
TLGYYLQPGQILCSVESFLPFTLSFM
RDGIALGVDQYLRESASVNWDFTKV
TLSDEGFYDCIAVSSAGTGRAQTFFD
VSEPPPIIQLPNNVTVTPGERAVLAC
LVISAVDYNLTWQRSGRDIRLADSAR
IRTLANLSLELRSVKIGDAGEYRCVV
SSEGGSAAASVFLTVQEKPKVTVMP
KNQSFTGGSEISIMCSATGYPKPKIV
WTMNEMFIMGSHRYRMTSEGTLFI
KNAVPKDAGTYACLASNAAGTDKQT
STLRYIEAPKLVVEQSELLVALGDTT
VMECKTSGIPPPQVKWFKGDLELRP
STFLSIDPLVGLLKIQETQDLDAGDY
TCVAINEAGRATGRLTLDVGSPPVFI
QEPSDVAVEIGSNVTLPCYVQGYPEP
KIKWRRLDNMPVFSRPFSVSFISQL
RTGALFISNLWASDKGTYICEAENQ
FGKIQSQTTVTVTGLVAPLIGISPSMA
SVIEGQPLTLPCTLLAGNPIPERRWM
KNSAMLVQNPYITVRSDGSLHIERV
RLQDGGKYTCVASNVAGTNNKTTSV
AVHVLPSIQHGQQILSTIEGVPVTLP
CRASGIPKPSITWSKKGELISTSSAKF
SAGADGSLYVVSPGSEESGEYICTAT
NAAGYAKRKVQLTVYVRPRVFGDQR
GLSQDKPVEISVLAGEEAILPCEAKS
LPPPIITWAKDSQLISPFSPRHTFLPS
GSMKITETRVSDSGMYLCVATNIAG
NVTQSVKLSVHVPPKIQHGNRHIKV
QVGQRVDILCNAHGSPPPVITWFKS
GRPFLDGAQHPGSPDGTLSIEQAVIS
DAGVYTCAATNIAGSDEAEVTLHVQ
EPPSVEDLQPPFNTPFQERLANQRIE
FPCPAKGTPKPTIKWLHNGREVTGQ
EPGVSILEDGALLVIASVTPHNNGEY
ICVAVNEAGTTERKYNLKVHVPPVIR
DKEHVTNVSVLTSQLASLYCEVEGT
PSPVITWYKDDIQVTESSTVQIVNNG
KILKLFKVSAEDAGRYSCKAINIAGTS
QKDFSVNVLVPPSILGASSPSEVSVV
LNHNVTLQCPGTGVPFPAIHWFKDG
KPLFLGDPNIELSDRGQSLHLRNAR
RSDKGRYQCTVSNAAGKQAKDIKLT
VYVPPSIKGGNITTEISALLNSIVKLE
CETRGLPVPAITWYKDGQVVTSSSQ
ALYIDKGQLLHIQRAQVSDSATYTCH
AANVAGTAEKSFHVDIYVPPTIEGDL
TAPSNKQVIIGQSLILECKAAGNPPPI
LTWLKDGVPVKASDNIHIEAGGKKL
EILSALEVDRGQYICVATSVAGEREIK
YEVDVLVPPAVEGGEETSYFIVLANN
LLELDCQVSGSPPPTIMWLKGGQLI
DERDGFKILLNGRKLVIAQAQVSDT
GLYQCVATNIAGDHRKEFEVTVHVP
PTIKSSDLPEKTVVRYKPVTLQCIAN
GIPNPSITWLKDDQPVNTAHGNLKI
QSSGRVLQIAKALLEDAGRYTCVATN
AAGEAHQHTQLHVHEPPSLDDAGK
MRNETVVVNNPIQLECKATGKPLPV
ITWYKDSHPLSGSASAAFLKRGQVL

False True 1.09 1.707 1.373 1.075 0.784 4.367 5.0



0

EIGSAQISDAGIYKCVAINSAGATELF
YSLQVHVPPSISGSSSMVEVVVNNL
ARLECEARGIPAPSLTWLKDGSPVSS
FSNGIQILSGGRILALTSAQMSDAGR
YTCVAVNAAGEKQRDIDLRVYAPPNI
MGEEQNVSVLIGQAVELFCQSDAVP
PPTLMWLKDGRPLLKRPGLSISENG
SVLKIEDAQAGDTGRYTCEATNVAG
KTEKNYNVNVWVPPSIYGSDELVQL
TAIEGNLITLLCESSGIPPPDLTWKKK
GSLVLADSAGRVHILSGGRRLQISIA
EKADAGLYTCVASNVAGVAKKEYNL
QVYIRPSITNSGGHRPEITVIRGKSIS
LECEVQGIPQPTVTWMKDGRPLTKG
KGVEILDEGRILQLKNVHVSDTGRYV
CVAVNVAGMTDKRYDLSVHAPPSII
GNHGVPENVSVVEKSSVSLTCEASG
IPLPSITWLKDGWPVNLGSSVKILSG
GRMLRLMQTRPEDAGQYTCIVRNAA
GEDRKMFGLSVLVPPHIVGENTLED
VKIKEKQSVTLTCEVRGNPVPQITW
HKDGQLLQEDEAHHMMSGGRFLQI
TNAQVSHTGRYTCLASNIAGDKSKS
FRLNVFVSPTIAGVDSDGSPEDVIVIL
NSPTSLVCEAYSYPPATITWFKDGTP
LESNRNIRILPGGRTLQILNAQEDNA
GRYSCVATNEAGEKIKHYEVKVYIPP
IIKKGDLLGPGLSPKEVKIRVNSSLTL
ECEAYAIPSASLRWYKDGQPLKSDD
HVTIAASGHTLQIKEAQISDTGRYTC
VASNLAGEDELDFDVNIQVPPSFQK
LWEIGNMLDTGRSGEAKDVIINNPL
SLHCETNAAPPPTLTWYKDGRPLTS
SDRVLILPGGRVLQIPRAKVEDAGRY
TCVAVNEAGEDSLRYDVHVLLPPVIK
GANSDLPEEVTVLVNKSTQMECSSS
GNPAPRNYWQKDGQILLEDEHHKF
QSDGRSLQILNAQITDTGRYVCVAE
NTAGSAKKYFNLNVHVPPSVIGPNH
EHLSVVVNHFISLNCEVSGFPPPDLS
WLKNEEPIKPNTNVLTVPGGRTLQII
RAKISDGGDYTCIAINQAGESKKKVS
LTVHVPPSIKDHGSQSLSIVNVREGT
SVSLECESNAVPPPVITWSKNGRMI
PDSTNVEILTGGQTLHIRRAEVSDTG
QYVCRAINVAGRDDKNFHLNVYVPP
TIEGPETEVIVETISNPVTLTCDATGI
PPPTITWLKNHKPIENSDPLEVHILS
GGSKLQIARPQRSNSGNYTCVASNM
EGKAQKNFILFIQVPPSVAGAEVPSE
VSVLLGENVELVCNADGIPTPHLQW
LRDGKPIVNGETERVRVTTDGSTLNI
YRALTSDMGKYTCVATNPAGEEDRI
FNLNVYVPPKIRGNKEEAEKLMALV
DTSINIECKATGTPPPQINWLKNGLP
LPISSHIRLLSAGQVVRIVRAQVSDIA
VYTCVASNRAGVDSKHYSLQVFVPP
NMDNAMGTEEITIVKGSSTSMTCFT
DGTPAPSMSWLRDGQPLAPDAHLT
VSTQGMVLQLIKAETEDTGKYTCVA
TNEAGEVSKHFVLKVLEPPHINGSE
GPGEVSVIVNNPLELSCIASGIPAPKI
SWMKDGRPFLQTEQVQTLEGGAILR
VSSAQVEDTGRYTCLASSPAGDDDK
EYLVRVHVPPNIAGMDEAQDFTVLR
NRQVTLECKSDAVPPPVIMWLKNRE
QLQATPRVRILSGGRYLQINNADLG
DTANYTCVASNIAGKTTREFNLTVN
VPPSIGGGPQSLVTLLNKSIALECRA
EGVPAPRITWRKDGVVLAESHARYSI
LENGFLHIESAHVTDTGRYLCMATN
VAGTDRRRIDLQVHVPPSIAMGPTN
VTVTVNVQTTLACEATGIPKPSVTWR
KNGHLLNVDQNQNSYRLLSSGSLVI
ISPSVDDTASYECTVTSDAGEDKRAV
DLTVQVPPTIADEPMDFLVTRQAPAV
MTCSASGVPVPSIHWTKNGLRLLPR
GDGYRILSSGAIEIPTTQLNHAGRYT
CVARNAAGSAHRHVTLRVQEPPVIQ
PQPSELDVILNNPILLPCEATGIPTPF



ITWQKEGINVITSGKSLAILPSGSLQI
SRAVRGDAGTYMCVAQNPAGTALG
KVKLNVQVPPVISSHQKEYVVTMDK
PVSLLCETEGSPPPDITWHKDGHAL
TESIRQRILNSGALQIAFAQPDDAGQ
YTCMAANMAGSSSVSSTLTVHVPPR
IQSTEVHFTVNENSQAVLPCVADGIP
TPAIHWEKDGVLIANLLGKYTAQPYG
ELILENVVLEDSGTYTCVANNAAGE
DTRIVTLAVHTLPTFTELPGDLSLNK
GEQLRLSCKAVGIPLPKLTWTFNNN
IIPAHFDSINGHSELVIEKVSKEDSGT
YVCTAENSVGFVKAIGFVYVKEPPVF
KGDYPSNWIEPLGGNAILNCEVKGD
PAPTIQWSRKGADIEISHRIRQLGNG
SLAIYGTVNEDAGDYTCVAANEAGM
VERSMSLTLQSSPIITLEPVETVVDA
GGRVILDCQAAGEPQPTITWSRQGQ
PISWDNRLSMLPNSSLYIAAARKEDT
SEYECVARNLMGSVLVRVPVIVQVH
GGFSLWSAWRPCSVTCGKGIQKRSR
LCDNPPPANGGRPCQGADSEARHC
HNKLCPVDGHWSEWSFWEDCSRS
CGHGNQTRTRTCSNPPAQHGGRPC
EGHAVETIMCNIRPCPVHGVWNAW
QPWSACSKSCGKGSQTRMRLCNNP
PPSFGGAHCSGAETQMQVCNERHC
PVDGRWATWSSWSACTVSCGGGAR
KRTRDCSDPVPQYGGNKCEGTGVQS
DFCNSDPCPTHGNWSPWSGWGTC
SRTCNGGQMRRYRTCDNPRPSNGG
RACGGPDTQIQRCNTDMCPVDGSW
GTWHSWSHCSVSCGGGERTRKRLC
DNPVPTKGGRSCPGDATQVSRCNM
QACPGGPQRARGSVIGNINDIEFGIA
FLNATITDSPNTDTRVIQAKITNVPR
SLGPAMRKIISILNPIYWTTAKEIGEA
VNGFTLTNAVFKRETQVEFATGEVL
RMTHVARGLDSDGALLLDVIVSGQV
LQLHSPAEVGVKDYTEDYIQTGPGQ
LYAYSTRLFTIDGISIPYTWNHTIFYD
QAWGKMPFLVETLHASSIESDYNQL
EETLGFKIHASISKGDRSNQCPSGFI
LDSVGPFCADEDECTAGNPCSHTCH
NAIGAYYCSCPKGLTIAADGRTCQDI
DECALGGHTCRAGQDCDNTIGSYRC
VVHCGTGFRRTSDGLSCQDINECQE
SSPCHQRCFNVIGSFHCGCEAGYQL
KGRKCIDVNECRQNVCRPDQHCKN
TRGGYKCIDLCPSGMTKAENGTCIDI
DECKDGTHQCRYNQICENTRGSYRC
ACPRGYRSQGVGRPCIDINECEQVP
KPCAHQCSNSPGSFKCICLPGQQLL
GDGKSCAGLERLSNYGTQYSSYTLE
RFSPVRSDYQPSQHYRQYSQLYSSYS
EYRNSRASFSRNRRTIRKTCPEGSEA
NHETCVDIDECQNRDTCQHECKNTI
GSYQCVCPPGYRLMLNGKTCQDVD
ECLEQNVRCGPNRMCFNMRGSYQ
CIDTPCPPNYQRDPVLGFCLKNCPP
NDLECTLSPYALEYKLVSLPFGIAAN
QDLIRLVAYTQDGVMHPRTTFLMID
EEPAVPFALRDENLKGVVYTTRPLRE
AETYRMKVGALSYSANGTIEYQTTFI
VYIAVSAYPY


