
UniprotKB
ID Entry	name organism full

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

0

E9QAT4 SC16A_MOUSE Mus
musculus

Protein
transport
protein
Sec16A

46.058797 T60;S70;S121;S127;T2028;S2030;S
2034

S311;S581;S591;S609;S611;S614;T
615;S617;S1087;S1223;S1245;T134
0;S1342;S1362;S1365;S1371;S1374
;S1377;S1384;S1588;S1616;T1922;
S1951;S2043;S2063;S2077;S2094;S
2291

22645316;40885482 MQPPPQAVPSGVAGPPPAGNPRSM
FWANSPYRKPANNAPVAPITRPLQP
VTDPFAFNRQTLQNTPVGSSSKSSL
PNLPGPALSVFSQWPGLPVTPTNAG
DSSTGLHEPLSGTLSQPRADASLFPP
ASTPSSLPGLEVSRNAEADPSSGHE
VQMLPHSAHYIPGVGPEQPLGGQM
NDSGSGPDQPMNRHAPHDGAVTHA
ASPFLPQPQMPGQWGPAQGGPQPS
YQHHSPYLEGPVQNMGLQAASLPH
FPPPSSLHQGPGHESHAPQTFTPAS
LASGEGNEIVHQQSKNHPLSSFPPK
HTFEQNSRIGNMWASPELKQNPGV
NKEHLLDPAHVNPFTQGNSPENQA
HHPPVAATNHALQEAASGALSMFF
QGEETENEENLSSEKAGLDKRLNLD
SFSSTSRLGHPPPPGASGVYQAFPRG
PSSEAAQEGDAQPYFSQSVGVRLDK
QSTVPPANDAWGDVPGTGTRCASGP
QCENVENLEFVQNQEVLPRETLSVD
PFPLSDQIRYGPLPGPAASRPATVGL
TRGGGLNLEAPDTPLHPTRPDSVSS
SYSSHSHRSPPGSARPQELVGTFIQQ
EVGKLEDDTSGSFFKQIDSSPVGGET
DEVTGSQNCCSSLSQPSTPSPPKPT
GVFQTSANSSFEPVKSHLVGVKPVE
ADRANMVVEVRGTQYCPKKRRAAV
APPDATSGNLEQPPDNMETPCAPQA
CPLPLSTTGEAGQLVSNTAGTPLDTV
RPVPDKRPSARAQGPVKCESPATTL
WAQNELPDFGGNVLLAPAAPALYVP
VKPKPSEVVHHPEKGMSGQKAWKQ
GSVPPLQNQDPPGASENLENPPKVG
EEEALPVQASSGYASLLSSPPTESLH
NQPVLIAQPDQSYNLAQPINFSVSLL
NPNEKNQSWGDAVVGERSIVSNNW
ALGGDPEERAALSGVPASAVTGASLP
SSIPQNCAPQGSGSSEMIASQSASW
LVQQLSPQTPQSPHPNAEKGPSEFV
SSPAGNTSVMLVPPASSTLVPNSNK
AKHSSNQEEAVGALDFTLNRTLENP
VRMYSPSPSDGPASQQPLPNHPRQS
GPGLHNQDHFYQQVTKDAQDQHRL
ERAQPELVPPRPQNSPQVPQASCPE
PSNPESPPTQGQSESLAQPPASPASV
NTGQLLPQPPQASSASVTSTNSSQA
AVRSEQLWLHPPPPNTFGPAPQDLA
SYYYYRPLYDAYQSQYPSPYPSDPGT
ASLYYQDMYGLYEPRYRPYDSSASAY
AENHRYSEPERPSSRASHYSDQLAP
RQGYPEGYYNSKSGWSSHSDYYANY
YSGQYDYGDPSRWDRYYGSRLRDPR
TWDRRYWYDSEHDPYRKDHYAYSD
RPEKCDDHWRYDPRFTGSFDDDAEI
HRDPYGEEADRRSIHSEHSARSLRS
THSLPSRRSSLSSHSHQSQIYRSHH
VTGGSFEAPHAPGSFHGDYAYGTYA
SNFSGAHGFPEYSYPADTSWPAVEQ
VPSRPTSPEKFTVPHVCARFGPGGQ
LLKVIPNLPSEGQPALVEIHSLETLL
QHTPEQEEMRSFPGPLGKDDTHKV
DVINFAQNKATKCLQNESLIDKESAS
LLWKFIILLCRQNGTVVGTDIAELLL
RDHRTVWLPGKSPNEANLIDFTNEA
VEQVEEEESGEAQLSFLTDSQTVTTS
VLEKETERFRELLLYGRKKDALESA
MKNGLWGHALLLASKMDSRTHARV
MTRFANSLPINDPLQTVYQLMSGR
MPAASTCCGDEKWGDWRPHLAMV
LSNLNNNMDVESRTMATMGDTLAS
KGLLDAAHFCYLMAQVGFGVYTKKT
TKLVLIGSNHSLPFLKFATNEAIQRT
EAYEYAQSLGAHTCSLPNFQVFKFIY
LCRLAEMGLATQAFHYCEVIAKSVL
TQPGAYSPVLISQLTQMASQLRLFDP
QLKEKPEEESFVEPAWLVQLQHVER
QIQEGTVLWSQDGTEPQQCRITSGS
EVEQSDGPGLNQQAGPQADNPLLM
PSTEPLMHGVQLLPTAPQTLPDGQP
AHLSRVPMFPVPMSRGPLELSPAYG

True True 4.528 3.234 1.349 5.0



PPGSALGFPESSRSDPAVLHPGQALP
PTTLSLQESGLPPQEAKSPDPEMVP
RGSPVRHSPPELSQEEFGESFADPG
SSRTAQDLETSPVWDLGSSSLTRAP
SLTSDSEGKKPAQAVKKEPKEPKKT
ESWFSRWLPGKKRTEAYLPDDKNK
SIVWDEKKNQWVNLNEPEEEKKAP
PPPPTSFPRVPQVAPTGPAGPPTASV
NVFSRKAGGSRARYVDVLNPSGTQR
SEPALAPADFFAPLAPLPIPSNLFVP
NPDAEEPQPADGTGCRGQAPAGTQS
KAESTLEPKVGSSTVSAPGPELLPSK
PDGSQGGEAPGDHCPTGAPHGGSV
PFYNPAQLVQASVTSGNSRPGRIGQ
RKYAALN


