
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

O88737 BSN_MOUSE Mus
musculus

Protein
bassoon

72.533074 T283;S284;T292;S301;T308;S326;T
328;T329;T357;S387;S390;T412;S9
20;S996;S1002;S1005;T1007;S1011
;S1131;S1132;S1233;S1236;S1252;
T1259;T1320;T1323;S1324;T1326;S
1333;T1336;S1337;T1354;S1369;S1
370;S1373;S1374;T1375;T1377;S13
78;T1384;S1386;S1391;T1394;T139
5;T1404;T1406;S1407;S1414;T1417;
S1418;S1419;S1423;T1429;T1430;S
1445;S1460;S1472;T1506;S1510;T1
511;T1513;S1515;T1517;S1519;S15
20;S1525;T1537;S1553;S1554;T156
3;S1566;S1590;S1594;T1601;S1604
;S1649;S1655;T1666;T1673;T1683;
T1690;S1691;S1707;S1743;S1770;S
1772;T1788;T1824;T1828;S1916;S1
917;T1919;T1921;S1927;S1932;T19
34;T1936;S1942;S1943;T1959;T196
2;S1987;S1988;S1990;S2017;S2023
;S2027;S2029;S2046;T2048;T2054;
S2058;S2067;S2068;S2070;S2074;S
2091;S2096;T2098;T2099;S2112;S2
122;S2124;S2141;S2151;T2158;S21
65;S2177;S2188;T2189;S2201;T220
2;T2205;T2210;S2295;S2316;T2317;
T2318;S2352;S2358;T2488;T2514;T
2524;S2541;S2542;S2645;S2651;T2
656;S2658;S2659;S2660;T2661;T26
62;T2666;S2671;S2672;T2677;S267
9;S2682;T2685;S2694;T2700;T2703;
T2747;S2787;S2789;S2799;T2818;S
2819;S2858;S2860;S2891;T2905;T2
940;T2941;T2945;S3047;S3158;S31
75;T3179;S3181;S3182;T3187;S319
7;S3216;S3218;T3222;S3231;S3258
;S3392;S3396;T3401;S3403;S3509;
T3822;T3825;S3830;T3841;T3842;T
3878;T3896;S3902

S142;S241;S245;S980;S1050;S1051
;S1100;T1102;S1108;S1114;S1236;
S1482;S1491;S1493;S1990;S2046;S
2578;T2595;T2622;S2811;S2860;S2
866;S3022;S3301;S3382

22517741;22645316;33300544;408
85482;26192747;22826440;358220
49;40021952;19458039;34678516;3
6757814

MGNEASLEGGAGEGPLPPGGSGLG
PGPGAGKPPSALAGGGQLPVAGAAR
AAGPPTPGLGPVPGPGPGPGPGSVP
RRLDPKEPLGSQRTTSPTPKQASATA
PGRESPRETRAQGPSGQEAESPRRT
LQVDSRTQRSGRSPSVSPDRGSTPT
SPYSVPQIAPLPSSTLCPICKTSDLTS
TPSQPNFNTCTQCHNKVCNQCGFN
PNPHLTQVKEWLCLNCQMQRALG
MDMTTAPRSKSQQQLHSPALSPAH
SPAKQPLGKPEQERSPRGPGATQSG
PRQAEAARATSVPGPTQATAPPEVG
RVSPQPPLSTKPSTAEPRPPAGEAQG
KSATTVPSGLGAGEQTQEGLTGKLF
GLGASLLTQASTLMSVQPEADTQGQ
PSPSKGQPKIVFSDASKEAGPRPPGS
GPGPGPTPGAKTEPGARMGPGSGPG
ALAKTGGTASPKHGRAEHQAASKAA
AKPKTMPKERASACPLCQAELNMG
SRGPANYNTCTACKLQVCNLCGFNP
TPHLVEKTEWLCLNCQTKRLLEGSL
GEPAPLPLPTPQQPPAGVPHRAAGA
APLKQKGPQGLGQPSGSLPAKASPQ
ATKASPQATKASPQATKASPQTTKAS
PQAKPLRATEPSKTSSSAQEKKTVTS
AKAEPVPKPPPETTVPPGTPKAKSGV
KRTDPATPVVKPVPEAPKGGEAEEPV
PKPYSQDLSRSPQSLSDTGYSSDGVS
SSQSEITGVVQQEVEQLDSAGVTGP
RPPSPSELHKVGSSLRPSLEAQAVAP
SAEWSKPPRSSSSAVEDQKRRPHSL
SITPEAFDSDEELGDILEEDDSLAWG
RQREQQDTAESSDDFGSQLRHDYV
EDSSEGGLSPLPPQPPARADMTDEE
FMRRQILEMSAEEDNLEEDDTAVSG
RGLAKHSAQKASARPRPESSQEPKR
RLPHNATTGYEELLSEAGPAEPTDSS
GALQGGLRRFKTIELNSTGSYGHEL
DLGQGPDPNLDREPELEMESLTGSP
EDRSRGEHSSTLPASTPSYTSGTSPT
SLSSLEEDSDSSPSRRQRLEEAKQQ
RKARHRSHGPLLPTIEDSSEEEELRE
EEELLREQEKMREVEQQRIRSTARK
TRRDKEELRAQRRRERSKTPPSNLS
PIEDASPTEELRQAAEMEELHRSSC
SEYSPSPSLDSEAETLDGGPTRLYKS
GSEYNLPAFMSLYSPTETPSGSSTTP
SSGRPLKSAEEAYEDMMRKAEMLQ
RQQGQVAGARGPHGGPSQPTGPRS
QGSFEYQDTQDHDYGGRASQPVAES
TPAGLGAAVYEEILQTSQSIARMRQA
SSRDLGFTEDKKKEKQFLNAESAYM
DPMKQNGGPLTPGTSPTQLAAPVSF
STSTSSDSSGGRVIPDVRVTQHFAKE
PQDPLKLHSSPVSSTLTSKEVGMTF
SQGPGSPATTASPTRGYMTPTSPAGS
ERSPSTSSTIHSYGQPPTTANYGSQT
EELPHAPSGPPGSGRAPREKPLSGG
DSEVGAPQPSRGYSYFTGSSPPLSPS
TPSESPTFSPGKLGPRATAEFSTQTP
SLTLSSDIPRSPGPPSPMVAQGTQTP
HRPSTPRLVWQQSSQEAPIMVITLAS
DASSQTRMVHASASTSPLCSPTDSQ
PTSHSYSQTTPPSASQMPSEPAGPP
GFPRAPSAGTDGPLALYGWGALPAE
NISLCRISSVPGTSRVEPGPRPPGTA
VVDLRTAVKPTPIILTDQGMDLTSLA
VEARKYGLALDPVSGRQSTAVQPLVI
NLNAQEQTHTFLATATTVSITMASS
VLMAQQKQPVVYGDPFQSRLDFGQ
GSGSPVCLAQVKQVEQAVQTAPYRG
GPRGRPREAKFARYNLPNQVTPLAR
RDILITQMGTAQGVGLKPGPVPEPGA
EPHRATPAELRSHAPPGTRKPHTVV
VQMGEGTAGTVTTLLPEEPAGALDL
TGMRPESQLACCDMVYKFPFGSSCT
GTFHPAPSAPDKSVTDTALPGQSSG
PFYSPRDPEPPEPLTFRTQGVVGPGP
HEEQRPYPQGLPGRLYSSMSDTNLA
EAGLNYHAQRLGQLFQGPGRDSAV

True False 4.55 3.143 1.721 1.564



DLSSLKHSYSLGFADGRYLGQGLQY
GSFTDLRHPTDLLSHPLPLRRYSSVS
NIYSDHRYGPRGDAVGFQEASLAQY
SATTAREISRMCAALNSMDQYGGR
HGSGSGGPDLVQYQPQHGPGLSAP
QGLAPLRSGLLGNPTYPEGQPSPGN
LAQYGPAASQATAVRQLLPSTATVRA
ADGMIYSTINTPIAATLPITTQPASVL
RPMVRGGMYRPYVSGGVTAVPLTSL
TRVPMIAPRVPLGPAGLYRYPAPRFPI
ASSVPPAEGPVYLGKPAAAKASGAG
GPPRPELPAGVAREEPFSTTAPAVIK
EAPVAPAPGPAPAPPPGQKPAGEAVA
GSGSGVLSRPASEKEEASQEDRQRK
QQEQLLQLERERVELEKLRQLRLQE
ELERERVELQRHREEEQLLVQRELQ
ELQTIKQHVLQQQQEERQAQFALQR
EQLAQQRLQLEQIQQLQQQLQLQLE
EQKQRQKAPFPATCEAPSRGPPPAA
TELAQNGQYWPPLTHAAFIAVAGTE
GPGQPREPVLHRGLPSSASDMSLQT
EEQWEAGRSGIKKRHSMPRLRDAC
EPESGPDPSTVRRIADSSVQTDDEEG
EGRYLVTRRRRTRRSADCSVQTDDE
DNADWEQPVRRRRSRLSRHSDSGS
DSKHDATASSSTTAAATARAMSSVGI
QTISDCSVQTEPEQLPRVSPAIHITAA
TDPKVEIVRYISAPEKTGRGESLACQ
TEPDGQAQGVAGPQLIGPTAISPYLP
GIQIVTPGALGRFEKKKPDPLEIGYQ
AHLPPESLSQLVSRQPPKSPQVLYSP
VSPLSPHRLLDTSFASSERLNKAHV
SPQKQFIADSTLRQQTLPRPMKTLQ
RSLSDPKPLSPTAEESAKERFSLYQH
QGGLGSQVSALPPNGLVRKVKRTLP
SPPPEEAHLPLAGQVPSQLYAASLLQ
RGLAGPTTVPATKASLLRELDRDLRL
VEHESTKLRKKQAELDEEEKEIDAK
LKYLELGITQRKESLAKDRGGRDYPP
LRGLGEHRDYLSDSELNQLRLQGCT
TPAGQYVDYPASAAVPATPSGPTAFQ
QPRFPPAAPQYTAGSSGPTQNGFPA
HQAPTYTGPSTYPAPTYPPGTGYPAE
PGLPSQPAFHPTGHYAAPTPMPTTQ
SAPFPVQADSRAAHQKPRQTSLADL
EQKVPTNYEVIGSPAVTMSSAPPETG
YSGPAVSGSYEQGKAPEHPRGSDRS
SVSQSPAPTYPSDSHYTSLEQNVPR
NYVMIDDISELTKDSTPTASESQRLE
PLGPGGVSGRPGKDPGEPAVLEGPT
LPCCYGRGEEESEEDSYDPRGKSGH
HRSMESNGRPSTHYYGDSDYRHGA
RADKYGPGPMGPKHPSKSLAPAAIS
SKRSKHRKQGMEQKISKFSPIEEAK
DVESDLASYPPPTVSSSLTSRGRKFQ
DEITYGLKKNVYEQQRYYGVSSRDA
AEEDERMYGSSSRSRMASAYSGEKL
SSHDYSSRGKGYERERDTAERLQKA
GSKPSSLSMAHGRARPPMRSQASE
EESPVSPLGRPRPAGGALPPGDTCP
QFCSSHSMPDVQEHVKDGPRAHAY
KREEGYMLDDSHCVVSDSEAYHLG
QEETDWFDKPRDARSDRFRHHGGH
TVSSSQKRGPARHSYHDYDEPPEEG
LWPHDEGGPGRHTSAKEHRHHSDH
GRHSGRHAGEEPGRRAAKPHARDM
GRHEARPHPQASPAPAMQKKGQPG
YPSSADYSQSSRAPSAYHHASESKK
GSRQAHTGPSALQPKADTQAQPQM
QGRQAAPGPQQSQPPSSRQTPSGTA
SRQPQTQQQQQQQQQQQGLGQQAP
QQAPSQARLQPQSQPTTRGTAPAAS
QPAGKPQPGPTTAPGPQPAGPPRAE
QASSSKPPAAKAPQQGRAPQAQTTP
GPGPAGAKPGARPGGTPGAPASQPG
AEGESVFSKILPGGAAEQAGKLTEAV
SAFGKKFSSFW


