QQYENEEGKWVLIGSPLVGQPKART
GDVYKCPVGRERSMPCVKLDLPVNT
SIPNVTEIKENMTFGSTLVINPKGGF
LACGPLYAYRCGHLHYTTGICSDVSP
TFQVVNSFAPVQECSTQLDIVIVLDG
SNSIYPWESVTAFLNDLLKRMDIGP
KQTQVGIVQYGANVTHEFNLNKYSS
TEEVLVAANKIGRRGGLQTMTALGI
DTARKEAFTEARGARRGVKKVMVIV
TDGESHDNYRLKQVIQDCEDENIQR
FSIAILGHYNRGNLSTEKFVEEIKSIA
SEPTEKHFFNVSDELALVTIVKALGE
RIFALEATADQSAASFEMEMSQTGF
SAHYSQDWVMLGAVGAYDWNGTVV
MQKANQIVIPHNTTFQTEPTKMNEP
LASYLGYTVNSATIPGDVLYIAGQPRY
NHTGQVVIYKMEDGDVNILQTLSGE
QIGSYFGSVLTTIDIDKDSYTDLLLVG
IAPMYMGTEKEEQGKVYVYAVNQTR
FEYQMSLEPIKQTCCSSLKDNSCTK
ENKNEPCGARFGTAVAAVKDLNVD
GFNDVVIGAPLEDDHAGAVYIYHGS
GKTIRKEYAQRIPSGGDGKTLKFFGQ
SIHGEMDLNGDGLTDVTIGGLGGAA
LFWARDVAVVKVTMNFEPNKVNIQ
KKNCRVEGKETVCINATMCFHVKLK
SKEDSVYEADLQYRVTLDSLRQISRS
FFSGTQERRIQRNLTVRESECIRHSF
YMLDKHDFQDSVRVTLDFNLTDPE
NGPVLDDALPNSVHGHIPFAKDCGN
KERCVSDLTLDVSTTEKNLLIVRSQN
DKFNVSLTVKNKGDSAYNTRTVVQY
SPNLIFSGIEEIQKDSCESNQNITCR
VGYPFLRTGDVVNFKIIFQFNTSHLS
ENAIIHLSATSDSEEPLESLYDNEVN
ISIPVKYEVGLQFYSSASEHHISVAAN
ETVPELINSTKDIGDEINVFYTIRKRG
HFPMPELRLAISFPNLTSDGYPVLYP
TGWSSSDNVNCRPRSLEDPLGINSG
KKMTISKSEVLKRGTIQDCSTCKIATI
TCHLLPSDVSQVNVSLILWKPTFIKA
HFSSLNLTIRGELQSENSSLTLSSSN
RKRELAIQISKDGLPGRVPLWVILLS
AFAGLLLLMLLILALWKIGFFKRPLK
KKMEK

UniprotKB Entry name |organism full oglcnacscore oglcnac ‘p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion enc}oplasmnc golgi - extl:acellular

ID name sites sites reticulum apparatus [membrane [region

Q3V3R4 ITA1 MOUSE Mus Integrin|28.581285 S1132 |NaN 29187734;34418053 MVPRRPASLEVTVACIWLLTVILGVC |False True 1.735 |2.248 |1.975 1.545 0.963 5.0 2.479
musculus |alpha-1 ISFNVDVKNSMSFSGPVEDMFGYTV




