UniprotKB Entry name organism |full name |oglcnacscore oglcnac p'h osphorylation PMIDS [sequence intracellular extracellular cytosol nucleus mitochndrion em:loplasmlc golgi plasma extl:acellular

ID sites sites reticulum apparatus membrane region

A2A]76 HMCN2_MOUSE Mus Hemicentin-{25.019509 S1395 |NaN 34418053 MTPGAQLLPLLVAISTAVAAVVTSDA [None None None [None None None None None None
musculus |2 PTKTLSPATGDATLAFVFDVTGSMW

DDLMQVIDGASRILERSLSSRSRVIA
NYALVPFHDPDIGPVTLTADPVVFQR
ELRELYVQGGGDCPEMSVGAIKAAV
EVANPGSFIYVFSDARAKDYHKKKE
LLQLLQLKQSQVVFVLTGDCGDRTH
PGYLVFEEIASTSSGQVFQLDKQQVS
EVLKWVESAIQASKVHLLSADHEEE
GEHTWRIPFDPSLKEVTIALSGPGPE
IEVRDPLGRVLQTDEGLNVLLNIPDS
AKVVAFKPEHPGLWAIKVYSSGRHS
'VRISGISNINFRAGFSMQPSLDLNHT
IEWPLQGVPISLVINSTGLQAPGHLE
SVELSHSSGRSLLTLPTQLLSNGSTH
QLWAGPPFHVPKERFYLKVKGKDHE
GNPLLRVSGVSYSAVAPGVPLVSMA
PKIHGYLQQPLLVSCSVYSTLPFQLQ
LQRDGERLGEERYFQESGNSSWEIP
RASKAEEGTYQCIAVSRAGSGRASA
QIVITDPPPQLVPGPNVTVSPGETAIL
SCQVLGETPYNLTWVRDWRALPATT
GRISQLSDLSLEVRSIIPTDGGQYQC
VASNPNGVTRATTWLLVREAPQVSI
NARSQRFSQGVEVRVSCSASGYPTP
HISWSREGLALPEDSRIHVDAQGTLI
IQGLAPEDAGNYSCQATNEVGTDEE
TVTLYYTDPPSVSAVNAVVLTAVGEE
AVLLCAASGVPPPRVIWYRGGLEVIL
IAPGDSRSGTLRIPEAQERDAGLYTCK
AVNELGDASAEIQLVVGNAPRLTDP
PQDVTVELGKSVFLTCRATGRPPPIV
TWRRGDGQALEPGRGSRTGQRDSG
VLVFERVSLEDQAPYVCEARNVFGK
AQAEARLVVTGHAPPQIANSASVVR
VLEGQPVSLTCVILAGRPLPERRWLK
AGSPLPPGNRHAVRADGSLHLDRAL
QEDAGRYSCVATNVAGSQHRDVELV
VQVPPRIHPTSTHHVTNEGVPASLP
CIASGVPTPKITWTKETNALTTSGHY
SVSRNGTLVIVQPSPQDAGAYVCTAT
NSVGFSSQEMWLSVNTKPMIKMNG
SQAVDVPLRVTVKAGEEVTLDCEAQ
GSPTPLLTWTKDANPLLPVTNRYELL
PSGSLRLAQAQVGDNGLYGCTASNP
AGATSRRYVLRVQVPPQVQPGPRVL
KVLAGEALDLNCVAEGNPQPQLNW
FKDGMALMGEGAQGSVHFAAVKTS
DAGLYRCEASNSAGTDTWKLELLVL
EPPHWGTDETKSLLERVAGENASLP
CPAQGTPKPRITWRRGPSSEPLNGR
PDVAVLDEGSLFLSSVSLADSGEYEC
QATNEVGSASRRAKLVVYVPPSIREE
GHITNVSGLAGQPLTLECDINGFPAP
EVAWLKDGQLVGDSGGGWDGEEAS
GHRLLDGSRSLHFPRIQESHSGLYS
CQAENQAGSAQRDFNLAVFIPPSLL
GAGAAQEVLGLAGADVTLECQTSGV
PTPQVEWTKDGQPILPGDPHILLQE
DGQVLRIISSHLGDEGQYQCVAFSPA
GQQAKDFQLSIHSPPTIWGSNETGE
VIVLEGHTAQLLCEARGMPSPAITW
YKDGTLLAPSSEVVYSKGGRQLQLV
KAQPSDAGLYTCQASNPAGITKKSTS
LEVYVPPTIEGADGGPYLVQAVAGRP
VALECVARGHPPPTISWQHEGLPVV
DSNGTWLEAGGALQLENPGEASGG
LYSCVASSPAGEAVLQYSVEMQVPP
QLLVAEGMGQVTATVGQSLDLPCQA
SGSPVPTIQWLQNGRPAEELAGVQL
ASQGTILHISHVELNHSGLFACQAT
NEAGTAGAEVEVSVHGKQVSVNLG
ASFSAHHWWGEPHSPFPATCNPPV
CRHWSAYPKPSLVERWRGRGNLRG
QPSGTVREPGLTLLSQIEKADLRDEG
'VYTCSATNLAGESKKDVTLKVLVPP




NIEPGPVNKVVLENASVTLECLASGV
PPPDVSWFKGRQPISTQRRVIVSADG
RVLHIERVQLSDAGSYRCVATNVAG
SAGLKYGLRVNVPPRITLPPNLPGPV
LLGTPFRLTCNATGTPRPTLIWLKDG
NPVSPEGIPGLKVFPGGQVLTVASAR
IASDSGSYSCVAVSAVGEDRRDVILQV
HMPPSILGEELNMSVVVNESVTLEC
QSHAVPPPVLRWQKDGRPLEPHPGI
RLSADKALLEVDRAAVWDAGHYTCE
AINQAGRSEKHFNLHVWVPPAFPSK
EPYTLTVTEGQTARLSCDCQGIPFPK
ISWRKDGQPLPGEGDSLEQVLAVGR
LLYLGQAQSAQEGTYTCECSNAAGT
SSQEQSLEVLVPPQVTGLWEPLTTV
SVIQDGNTTLACNATGKPLPVVTWQ
RDGQPVSVEPGLRLQNQNHSLHVE
RAQASHAGGYSCVAENTAGRAERRF
IALSVLAPPHLTGDSDSLTNVTATLH
GSFTLLCEAAGVPAPTVQWFQEGQP
ISPREGTYLLAGGWMLKMTQAQEQ
DRGLYSCLASNEAGEARRNFSVEVL
VPPSIENEDLEEVIKVPEGQTAQLEC
NATGHPPPKVTWFKDGQSLTVEDPY
EMSPDGAFLWIPQANLSNAGHYSCI
ASNAVGEKTKHTQLSVLVVPTILGVP
EKNANEEVTVTINNPISLICEALAFP
SPNITWMKDGSPFEASKNIQLLPGT
HGLQILNAQKEDAGQYTCVVTNELG
EATKNYHVEVLIPPSISKDDPLGEVS
'VKEVKTKVNSSLTLECECWATPPPSI
SWYKDGRPVTPSHRLSVLGEGRLLQ
IQPTQVSDSGRYLCVATNVAGEDDQ
DFNVLIQVPPMFQKMGDVDAGFEPL
PHEEEAQGRVTEYREIVENNPAYLY
CDTNAIPPPELTWYREGQPLSAADG
'VSVLQGGRILQLPLVQAEDAGRYSC
KAANEVGEDWLHYELLVLTPPVIPG
DTQELVEEVTVNASSAVSLECPALG
NPAPAVSWFQNGLPVSPSPRLQVLE
EGQVLKVATAEVADAASYMCVAENQ
IAGSAEKLFTLKVQVPPQISDWTTSQL
TATLNSSVSLPCEVYAHPNPEVTWY
KDGQPLSLGQEAFLLPGTHTLRLAR
AQPADSGTYLCEALNAAGRDQKMV
QLNVLVPPSFKQAPGGPQEAIQVRA
GDKAILSCETDSLPEPAVTWFKDQQ
PLALGQRIQGLQGGQTLEILDSQASD
KGVYSCKVSNTAGEAIRTFVLAIQVP
PTFEKPERETVNQVAGRTLVLACDV
SGIPAPTVTWLKDRLPVESSVVHGVV
SRGGRLQLSHLQPAQAGTYTCVAEN
IAQAEARKDFVVSVLVPPQIQDSGMA
QEHNVLEKQEIRLHCEAEGQPPPDI
TWLKDGGLLDQHVGPHLRFYLDGS
TLVLKGLRTADSGAYTCVAHNPAGE
DARLHTVNVLVPPTIKQQAGDTGTL
VSRTGELVTMVCPVQGSPPIHVSWL
KDGLPLPLSQRTLLHSSGRTLRISQV
QLADSGVFTCVAASPAGVADRNFTL
LVLVPPILEPVEFQNNVMAAQGSEV
VLPCEARGSPLPLVSWMKDGEPLLP
QSLEQGPGLKLESVSVGDAGTYSCT
AASEAGEARRHFQLTVMDPPHIEES
GETSELSLTPGAHLELLCEARGIPPP
NITWHKDGQALRRTENDSQAGRVL
RVDNAGLYTCLAESPAGEVEKSFRV
RVQAPPNVVGPRGPRSVVGLAPGQL
ILECSVEAEPAPEIEWHRGGVLLQAD
AHTHFPEQGRFLKLQALSTADGGDY
SCTARNRAGSTSVAFRVEIHTAPTIQ
SGPNTVNVSVNRTTLLPCQTHGVPT
PLVSWRKDGIPLHPGSPRLEFLPEGS
LRIHPVLAQDAGHYLCLASNSAGSD
RKGLDLRVFEPPAIAPGPSNLTLTAY
SPASLPCEARGSPKPLVTWWKDGQK
LDLRLQQGAYRLLPSNALFLTAPSPQ
DSAQFECVVSNEVGESRRRYQVTVH
VPPTIADDQTHFTVTRMAPVILTCHS




TGSPTPAVSWSKAGTQLGARGSGYR
ILPSGALEIERALPLHAGRYTCTARN
SAGVARKHMVLTVQASPVVKPLPSV
VQVVASEEVLLPCEASGIPQPMVIW
QKEGLSIPEGAHMQVLPSGQLRIMH
ASPEDAGNYFCIAQNSVGSAMAKTR
LVVQVPPVIENGLPDLSTIEGSHALL
PCTAKGSPEPAITWEKDGHLVSGAE
GKFTLQPSGELLVKNSEGQDAGTYI
CTAENAVGRARRRVHLTILTLPVLTT
LPGDRSLRLGDRLWLRCVARGSPTP
RIGWTINDQPVTEGVSEQDGGSTLQ
RAAVTREDSGTYTCWAENRVGRVQ
AVSFVHVKEAPVLQGEAFSYLVEPV
GGSIQLHCVVRGDPAPDIHWTKDGL
PLPISRLHFQLQNGSLTILRTKMDDA
GRYQCLAVNEMGTVKKVVTVVLQSA
PVFQVEPQDVTVRSGVDVELRCRAT
GEPVPTIEWLRAGRPLQAGRKLRAL
PDGSLWLEHVEAGDAGVYECVAHN
HLGSVTAKALLAVRGEPRGSRGSMT
GVINGQEFGMATLNISVLQQGSSEA
PTIWSSISQVPASVGPLMRVLVVTIAP
IYWALARESGEALNGYSLTGGSFQQ
ESQMEFSTGELLTMTQVARGLDPD
GLLLVDMKINGMIPESLADGDLRVQ
DFQEHYVQTGPGQLFAGSTQRFLHD
SLPASLRCNHSIQYDETRGLQPQLV
QHLRASSISSAFDPEAEALNFQLTTA
LQTEENEVGCPEGFEPDVQGAFCVD
KDECSGGPSPCSHTCRNAPGHFSCS
CPTGFSLAWDHRNCRDVDECAGNT
HLCQEEQRCVNLLGSYNCLASCRPG
FRVTADGSNCEDVDECLEQLDECHY
NQLCENTPGGHHCGCPRGYRQQGH
SLPCLDINECLQLPTPCVYQCQNLQ
GSYRCLCPPGQTLLRDGRTCIPLERN
RQNITIVSHRSPFGPWLRSRVPRPSS
SYHTWVSLRPGSGALNSVGRAWCP
PGFIRQDGVCADLDECRVRSLCQHA
CQNTEGSYYCLCPSGYRLLPSGKNC
QDINECEEDGIECGPGQMCFNTRGS
FQCVDTPCPTTYRQGSSPGTCFRRC
SQDCSASGPSTLQYRLLPLPLGVRAH
HDVARLAAFSEAGIPANRTELTVLEP
DPRSPFALRQLRAGQGAVYTRRALT
RAGLYRLTVRAAAPRHQSVYILLIAVS
PYPY




