
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

P70670 NACAM_MOUSE Mus
musculus

Nascent
polypeptide-
associated
complex
subunit
alpha,
muscle-
specific
form

49.243243 S29;S128;S129;S159;T179;S180;T1
81;S182;S186;T189;S216;T227;S24
0;S392;S403;T408;T430;S432;S437;
S522;T557;T558;T559;S560;T580;S
615;S708;S752;T760;T774;T798;T8
26;T835;T886;T972;S1243;T1485;S
1541;S1613;S1645;S1691;S1695;T1
728;T1746;S1749;S1750;S1764

T590;S822;S1174;S1177;T1364;S13
68;S1392;T1398;S1400;S1423;S149
2;S2015;S2104;T2131;T2133;S2138
;S2158;S2163;S2175

40885482;26192747;36852467;375
07081;36288343;35822049;374536
47;39927985;30016717

MPGEATETVPATEQELPQPQAETAV
LPMSSALKVAAVGQPGPTPPSSLGP
QQSPIVTAHQPSPLPSSVSSTPFEVP
FAQPITAETALPSGTAPPTPTFLPHLI
GPPISPAALALASPMIGLAQKGARSS
SAPLSLVALAPHSVQKSSVCPPHPLT
SPPSAAGAELGALTASIPPLEPKTSTS
QVPSQGTLNLKGTAPCPPDVVRAFP
SHLENPLASVQPGLMSCPQTLSNTS
PVKGVPISSALTQSRLSLNLKGPVSP
PARNTAAPSIPLAPSTSLGCHLPLLH
HSSVDSPIQPPGQSGLAVSNPTSVG
HSGIAASCPPERCVVPALPSRLLAVD
SGAAPSDDKGSSAVTNELCSPPGSS
NVAGTSLSPKASLVPKGSNVALQPL
VTQVPASQKTGLKEIPVSCIGATHHA
LDNPSAISVAPATHVPPPTSSGLVSS
KDPASPVTSLVVPAAHKQFPAPPASA
TLGVPVSPLPATEGLKNLPISALVNV
GAPVSPAQAGLPTRKDTTLQPLAPIA
LKESPSSQSASSLEVLSEDTVTKKTT
GGPAPVVRPAIAGVATTTSLRADSPP
AVIRADSCVSPNTVSQPLKRSVTDPA
MAPRTAKNTAPSTTSPLVPLASEGCP
VASSMALSPQNASVSETALALSPEIP
KSVPFPDPPLAEISFSNARKVDAVSH
MESSGSSRQGHPDASVTAKGTVVCL
ADSSLDTSVSASKGSALSGASSPLYP
LEVSFLPEAGLAVQGPKGSLNKLSPT
PPSSKGAPVPSTGAPPSPKGAPIVPT
ESSISSKQVPAEILPSPQKTPEVTASR
LISAVQSPKVDPIMSDVTPTSPKKTS
ATAVPKDTSATLSLKSVPAVTSLSPP
KAPVAPSNEATIVPTEIPTSLKNALAA
ATPKETLATSIPKVTSPSPQKTPKSVS
LKGAPAMTSKKATEIAASKDVSPSQF
PKEVPLLPHVPPTSPPKSPVSDTLSG
ALTSPPPKGPPATLAETPTYPKKSPK
PAASKKTPATPSPEGVTAVPLEIPPCS
KKAPKTAAPKESSATSSSKRAPKTAV
SKEIPSKGVTAVPLEISLPLKETSKSA
TPGEKSASSPKRSPKTAGPKETPPGG
VTAVPPEISLPPKETPQNATPNESLA
ASSQKRSPKTSVPKETPPGGVTAMP
LEIPSAPQKAPKTAVPKQIPTPEDAVT
ILAGSPLSPKKASKTAAPKEAPATPSV
GVIAVSGEISPSPKKTSKTAAPKENS
ATLPPKRSPKTAAPKETPATSSEGVT
AVPSEISPSPPTPASKGVPVTLTPKGA
PNALAESPASPKKVPKTAAPEETSTT
PSPQKIPKVAGPKEASATPPSKKTPK
TAVPKETSAPSEGVTAVPLEIPPSPRK
APKTAAPKETPAPSPEGATTAPVQIP
PSPRKGSKKAGSKETPTTPSPEGVTA
APLEIPISSKKTSKMASPKETLVTPSS
KKLSQTVGPKETSLEGATAVPLEIPP
SHKKAPKTVDPKQVPLTPSPKDAPTT
LAESPSSPKKAPKTAAPPSERVTTVP
PEKPATPQKASATTASKVPVPAETQE
VAVSSRETPVTPAVPPVKNPSSHKKT
SKTIELKEAPATLPPSPTKSPKIPSSK
KAPRTSAPKEFPASPSIKPVTTSLAQT
APPSLQKAPSTTIPKENLAAPAVLPV
SSKSPAAPAAASASLSPATAAPQTAP
KEATTIPSCKKAAATETPIETSTAPSL
EGAPKETSETSVSKVLMSSPPKKASS
SKRASTLPATTLPSLKEASVLSPTATS
SGKDSHISPVSDACSTGTTTPQASEK
LPSKKGPTAFTEMLAAPAPESALAIT
APIQKSPGANSNSASSPKCPDPSSKK
DTKGLPSAVALAPQTVPVEKDTSKAI
ETLLVSPAKGSDCLHSPKGPVGSQV
ATPLAAFTSDKVPPEAVSASVAPKPA
PAASLTLAPSPVAPLPPKQPLLESAP
GSVLESPSKLPVPAEEDELPPLIPPEA
VSGGEPFQPILVNMPAPKPAGTPAPA
PSAKQPVLKNNKGSGTESDSDESVP
ELEEQDSTQTATQQAQLAAAAEIDE
EPVSKAKQSRSEKKARKAMSKLGLR
QVTGVTRVTIRKSKNILFVITKPDVYK

True False 1.234 5.0 1.474



SPASDTYIVFGEAKIEDLSQQAQLAA
AEKFKVQGEAVSNIQENTQTPTVQE
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