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

reticulum
golgi
apparatus

plasma
membrane

0

E9Q4N7 ARI1B_MOUSE Mus
musculus

AT-rich
interactive
domain-
containing
protein	1B

39.032971 T1643 S576;S590;S1612;S1625;S1629;S17
85

40997131;34678516;40885482 MAARAAAAARARAGSGERRAPSGPR
PAPGARDLETGARGAVAAPGPILGG
GDGGLNNVHHHPLHPRHDLNMAH
SASAAAAASSNSAQSGRSEAALKEG
GSAAALSSSAAVAASSSSAGPGSTM
ETGLLPNHKLKAVGEAPAAPPHQQH
HHHHAHHHHHHHAHHLHHLHHH
HALQQQLNQFQQPQPPQPQQQQPP
PPPQQQHPTANNSLGGAGGGAPQP
GPDMEQPQHGGAKDSVAGNQADPQ
GQPLLSKPGDEDDAPPKMGEPAGSR
YEHPGLGAQQQPAPVAVPGGGGGPA
AVSEFNNYYGSAAPASGGPGGRAGP
CFDQHGGQQSPGMGMMHSASAAA
GAPSSMDPLQNSHEGYPNSQYNHY
PGYSRPGAGGGGGGGGGGGGSGGG
GGGGGAGGAGGAAAAAAGAGAVAA
AAAAAAAAAAAAGGGGGGGYGSSSS
GYGVLSSPRQQGGGMMMGPGGGG
AASLSKAAAGAAAAAGGFQRFAGQN
QHPSGATPTLNQLLTSPSPMMRSYG
GSYPDYSSSSAPPPPSQPQSQAAAGA
AAGGQQAAAGMGLGKDLGAQYAAA
SPAWAAAQQRSHPAMSPGTPGPTM
GRSQGSPMDPMVMKRPQLYGMGT
HPHSQPQQSSPYPGGSYGPPGAQRY
PLGMQGRAPGALGGLQYPQQQMPP
QYGQQAVSGYCQQGQQPYYNQQPQ
PSHLPPQAQYLQPAAAQSQQRYQPQ
QDMSQEGYGTRSQPPLAPGKSNHE
DLNLIQQERPSSLPDLSGSIDDLPTG
TEATLSSAVSASGSTSSQGDQSNPA
QSPFSPHASPHLSSIPGGPSPSPVGS
PVGSNQSRSGPISPASIPGSQMPPQP
PGSQSESSSHPALSQSPMPQERGNY
SRTPTYSGVPSASYSGPGPGMGINA
NNQMHGQGPAQPCGAMPLGRMPS
AGMQNRPFPGTMSSVTPSSPGMSQ
QGGPGMGPPMPTVNRKAQEAAAAV
MQAAANSAQSRQGSFPGMNQSGLV
ASSSPYSQSMNNNSSLMSTQAQPYS
MTPTMVNSSTASMGLADMMSPSES
KLSVPLKADGKEEGVSQPESKSKDS
YGSQGISQPPTPGNLPVPSPMSPSSA
SISSFHGDESDSISSPGWPKTPSSPK
SSSSSTTGEKITKVYELGNEPERKLW
VDRYLTFMEERGSPVSSLPAVGKKP
LDLFRLYVCVKEIGGLAQVNKNKKW
RELATNLNVGTSSSAASSLKKQYIQY
LFAFECKTERGEEPPPEVFSTGDSKK
QPKLQPPSPANSGSLQGPQTPQSTG
SNSMAEVPGDLKPPTPASTPHGQMT
PMQSGRSSTVSVHDPFSDVSDSAYP
KRNSMTPNAPYQQGMGMPDMMGR
MPYEPNKDPFSGMRKVPGSSEPFM
TQGQVPNSGMQDMYNQSPSGAMS
NLGMGQRQQFPYGTSYDRRHEAYG
QQYPGQGPPTGQPPYGGHQPGLYPQ
QPNYKRHMDGMYGPPAKRHEGDM
YNMQYGSQQQEMYNQYGGSYSGPD
RRPIQGQYPYPYNRERMQGPGQMQ
PHGIPPQMMGGPMQSSSSEGPQQN
MWATRNDMPYPYQSRQGPGGPAQA
PPYPGMNRTDDMMVPEQRINHESQ
WPSHVSQRQPYMSSSASMQPITRPP
QSSYQTPPSLPNHISRAPSPASFQRS
LESRMSPSKSPFLPTMKMQKVMPT
VPTSQVTGPPPQPPPIRREITFPPGSV
EASQPILKQRRKITSKDIVTPEAWRV
MMSLKSGLLAESTWALDTINILLYD
DSTVATFNLSQLSGFLELLVEYFRKC
LIDIFGILMEYEVGDPSQKALDHRSG
KKDDSQSLEDDSGKEDDDAECLVEE
EEEEEEEEEDSEKIESEGKSSPALAA
PDASVDPKETPKQASKFDKLPIKIVK
KNKLFVVDRSDKLGRVQEFSSGLLH
WQLGGGDTTEHIQTHFESKMEIPPR
RRPPPPLSSTGKKKELEGKGDSEEQ
PEKSIIATIDDVLSARPGALPEDTNPG
PQTDSGKFPFGIQQAKSHRNIRLLED

True False 1.339 5.0 1.429 0.797 0.666 3.176



EPRSRDETPLCTIAHWQDSLAKRCIC
VSNIVRSLSFVPGNDAEMSKHPGLV
LILGKLILLHHEHPERKRAPQTYEKE
EDEDKGVACSKDEWWWDCLEVLR
DNTLVTLANISGQLDLSAYTESICLPI
LDGLLHWMVCPSAEAQDPFPTVGP
NSVLSPQRLVLETLCKLSIQDNNVD
LILATPPFSRQEKFYATLVRYVGDRK
NPVCREMSMALLSNLAQGDTLAAR
AIAVQKGSIGNLISFLEDGVTMAQYQ
QSQHNLMHMQPPPLEPPSVDMMC
RAAKALLAMARVDENRSEFLLHEGR
LLDISISAVLNSLVASVICDVLFQIGQ
L


