UniprotKB Entry name |organism full name |oglcnacscore o_glcnac p.h osphorylation PMIDS sequence intracellular [extracellular |cytosol [nucleus mitochndrion enc:!oplasmlc golgi plasma extr_a(
ID sites sites reticulum |apparatus membrane regiox
P11276 FINC_MOUSE [Mus Fibronectin [32.117335 T432;T1008|S285;T2454;52475(39627609;39927985;30059200 MLRGPGPGRLLLLAVLCLGTSVRCT |False True 0.188 |0.188 |0.375 0.516 0.422 5.0 4.281

musculus

EAGKSKRQAQQIVQPQSPVAVSQSK
PGCFDNGKHYQINQQWERTYLGNA
LVCTCYGGSRGFNCESKPEPEETCF
DKYTGNTYKVGDTYERPKDSMIWDC
TCIGAGRGRISCTIANRCHEGGQSYK
IGDKWRRPHETGGYMLECLCLGNG
KGEWTCKPIAEKCFDHAAGTSYVVG
ETWEKPYQGWMMVDCTCLGEGNG
RITCTSRNRCNDQDTRTSYRIGDTW
SKKDNRGNLLQCVCTGNGRGEWKC
ERHALQSASAGSGSFTDVRTAIYQPQ
THPQPAPYGHCVTDSGVVYSVGMQ
WLKSQGNKQMLCTCLGNGVSCQET
IAVTQTYGGNSNGEPCVLPFTYNGRT
FYSCTTEGRQDGHLWCSTTSNYEQ
DQKYSFCTDHAVLVQTRGGNSNGA
LCHFPFLYNNRNYTDCTSEGRRDN
MKWCGTTQNYDADQKFGFCPMAA
HEEICTTNEGVMYRIGDQWDKQHD
LGHMMRCTCVGNGRGEWACIPYSQ
LRDQCIVDDITYNVNDTFHKRHEEG
HMLNCTCFGQGRGRWKCDPIDQCQ
DSETRTFYQIGDSWEKFVHGVRYQC
YCYGRGIGEWHCQPLQTYPGTTGPV
QVIITETPSQPNSHPIQWNAPEPSHI
TKYILRWRPKTSTGRWKEATIPGHL
NSYTIKGLTPGVIYEGQLISIQQYGHR
EVIRFDFTTSASTPVTSNTVTGETAP
[YSPVVATSESVTEITASSFVVSWVSA
SDTVSGFRVEYELSEEGDEPQYLDLP
STATSVNIPDLLPGRKYIVNVYQISEE
GKQSLILSTSQTTAPDAPPDPTVDQV
DDTSIVVRWSRPQAPITGYRIVYSPSV
EGSSTELNLPETANSVTLSDLQPGV
QYNITIYAVEENQESTPVFIQQETTG
TPRSDNVPPPTDLQFVELTDVKVTIM
WTPPDSVVSGYRVEVLPVSLPGEHG
QRLPVNRNTFAEITGLSPGVTYLFKV
FAVHQGRESNPLTAQQTTKLDAPTN
LQFVNETDRTVLVTWTPPRARIAGY
RLTAGLTRGGQPKQYNVGPLASKYP
LRNLQPGSEYTVTLVAVKGNQQSPK
IATGVFTTLQPLRSIPPYNTEVTETTIV
ITWTPAPRIGFKLGVRPSQGGEAPRE
VTSDSGSIVVSGLTPGVEYTYTIQVLR
DGQERDAPIVNRVVTPLSPPTNLHL
EANPDTGVLTVSWERSTTPDITGYRI
TTTPTNGQQGTSLEEVVHADQSSCT
FENLNPGLEYNVSVYTVKDDKESAPI
SDTVVPEVPQLTDLSFVDITDSSIGL
RWTPLNSSTIIGYRITVVAAGEGIPIF
EDFVDSSVGYYTVTGLEPGIDYDISVI
TLINGGESAPTTLTQQTAVPPPTDLR
FTNIGPDTMRVTWAPPPSIELTNLLV
RYSPVKNEEDVAELSISPSDNAVVLT
NLLPGTEYLVSVSSVYEQHESIPLRG
RQKTGLDSPTGFDSSDITANSFTVH
WVAPRAPITGYIIRHHAEHSVGRPRQ
DRVPPSRNSITLTNLNPGTEYVVSIIA
'VNGREESPPLIGQQATVSDIPRDLEV
IASTPTSLLISWEPPAVSVRYYRITYG
ETGGNSPVQEFTVPGSKSTATINNIK
PGADYTITLYAVTGRGDSPASSKPVSI
NYKTEIDKPSQMQVTDVQDNSISVR
WLPSTSPVTGYRVTTTPKNGLGPSKT
KTASPDQTEMTIEGLQPTVEYVVSVY
IAQNRNGESQPLVQTAVTNIDRPKGL
IAFTDVDVDSIKIAWESPQGQVSRYRV
TYSSPEDGIRELFPAPDGEDDTAELQ
GLRPGSEYTVSVVALHDDMESQPLI
GIQSTAIPAPTNLKFSQVTPTSFTAQ
WIAPSVQLTGYRVRVNPKEKTGPMK
EINLSPDSSSVIVSGLMVATKYEVSV
YALKDTLTSRPAQGVITTLENVSPPR
RARVTDATETTITISWRTKTETITGFQ
VDAIPANGQTPVQRSISPDVRSYTITG
LQPGTDYKIHLYTLNDNARSSPVIID
ASTAIDAPSNLRFLTTTPNSLLVSWQ
IAPRARITGYIIKYEKPGSPPREVVPRP




RPGVTEATITGLEPGTEYTIYVIALKN
NQKSEPLIGRKKTDELPQLVTLPHP
NLHGPEILDVPSTVQKTPFITNPGYD
TENGIQLPGTTHQQPSVGQQMIFEE
HGFRRTTPPTAATPVRLRPRPYLPNV
DEEVQIGHVPRGDVDYHLYPHVPGL
NPNASTGQEALSQTTISWTPFQESS
EYIISCQPVGTDEEPLQFQVPGTSTS
IATLTGLTRGVTYNIIVEALQNQRRHK
VREEVVTVGNAVSEGLNQPTDDSCF
DPYTVSHYAIGEEWERLSDAGFKLT
CQCLGFGSGHFRCDSSKWCHDNGV
NYKIGEKWDRQGENGQRMSCTCLG
NGKGEFKCDPHEATCYDDGKTYHV
GEQWQKEYLGAICSCTCFGGQRGW
RCDNCRRPGAAEPSPDGTTGHTYN
QYTQRYNQRTNTNVNCPIECFMPLD
VQADRDDSRE




