}Jl;l iprotKB Entry name organism (full name oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular |cytosol nucleus mitochndrion ::Sgﬂllz:
Q8NFC6 |BD1L1_HUMAN [Homo Biorientation [23.867311 T1169;T1540;T1745|S266;S482;S484;5635;S659;T660;T |23301498;30059200;30379171;403 [MATNPQPQPPPPAPPPPPPQPQPQP ([True False 1.688 |4.733  |False False
sapiens  |of 733;S1077;S1145;S1318;T1354;S15 |07207;30620550;28411811;405965 |PPPPPGPGAGPGAGGAGGAGAGAGD
chromosomes 31;51701;S1710;S2013;52025;5212 |16;35254053 PQLVAMIVNHLKSQGLFDQFRRDCL
in cell 8;52203;S2475;S2501;S2618;S2905 ADVDTKPAYQNLRQRVDNFVANHL
division ;52907;52954;T2956;52958;52964; ATHTWSPHLNKNQLRNNIRQQVLK

protein 1-like
1

$2973;52986;S3019

SGMLESGIDRIISQVVDPKINHTFRP
QVEKAVHEFLATLNHKEEGSGNTAP
DDEKPDTSLITQGVPTPGPSANVAN
DAMSILETITSLNQEASAARASTETS
NAKTSERASKKLPSQPTTDTSTDKE
RTSEDMADKEKSTADSGGEGLETAP
KSEEFSDLPCPVEEIKNYTKEHNNLI
LLNKDVQQESSEQKNKSTDKGEKKP
DSNEKGERKKEKKEKTEKKFDHSKK
SEDTQKVKDEKQAKEKEVESLKLPS
EKNSNKAKTVEGTKEDFSLIDSDVD
GLTDITVSSVHTSDLSSFEEDTEEEV
VISDSMEEGEITSDDEEKNKQNKTK
TQTSDSSEGKTKSVRHAYVHKPYLY
SKYYSDSDDELTVEQRRQSIAKEKEE
RLLRRQINREKLEEKRKQKAEKTKS
SKTKGQGRSSVDLEESSTKSLEPKA
ARIKEVLKERKVLEKKVALSKKRKKD
SRNVEENSKKKQQYEEDSKETLKTS
EHCEKEKISSSKELKHVHAKSEPSK
PARRLSESLHVVDENKNESKLEREH
KRRTSTPVIMEGVQEETDTRDVKRQ
VERSEICTEEPQKQKSTLKNEKHLK
KDDSETPHLKSLLKKEVKSSKEKPE
REKTPSEDKLSVKHKYKGDCMHKT
GDETELHSSEKGLKVEENIQKQSQQ
TKLSSDDKTERKSKHRNERKLSVLG
KDGKPVSEYIIKTDENVRKENNKKE
RRLSAEKTKAEHKSRRSSDSKIQKD
SLGSKQHGITLQRRSESYSEDKCDM
DSTNMDSNLKPEEVVHKEKRRTKS
LLEEKLVLKSKSKTQGKQVKVVETEL
QEGATKQATTPKPDKEKNTEENDSE
KQRKSKVEDKPFEETGVEPVLETAS
SSAHSTQKDSSHRAKLPLAKEKYKS
DKDSTSTRLERKLSDGHKSRSLKHS
SKDIKKKDENKSDDKDGKEVDSSHE
KARGNSSLMEKKLSRRLCENRRGSL
SQEMAKGEEKLAANTLSTPSGSSLQ
RPKKSGDMTLIPEQEPMEIDSEPGV
ENVFEVSKTQDNRNNNSQQDIDSE
NMKQKTSATVQKDELRTCTADSKAT
APAYKPGRGTGVNSNSEKHADHRST
LTKKMHIQSAVSKMNPGEKEPIHRG
TTEVNIDSETVHRMLLSAPSENDRV
QKNLKNTAAEEHVAQGDATLEHST
NLDSSPSLSSVTVVPLRESYDPDVIP
LFDKRTVLEGSTASTSPADHSALPN
QSLTVRESEVLKTSDSKEGGEGFTV
DTPAKASITSKRHIPEAHQATLLDGK
QGKVIMPLGSKLTGVIVENENITKEG
GLVDMAKKENDLNAEPNLKQTIKAT
VENGKKDGIAVDHVVGLNTEKYAET
'VKLKHKRSPGKVKDISIDVERRNEN
SEVDTSAGSGSAPSVLHQRNGQTED
VATGPRRAEKTSVATSTEGKDKDVT
LSPVKAGPATTTSSETRQSEVALPCT
SIEADEGLIIGTHSRNNPLHVGAEAS
ECTVFAAAEEGGAVVTEGFAESETFL
TSTKEGESGECAVAESEDRAADLLA
VHAVKIEANVNSVVTEEKDDAVTSA
GSEEKCDGSLSRDSEIVEGTITFISEV
ESDGAVTSAGTEIRAGSISSEEVDGS
QGNMMRMGPKKETEGTVTCTGAEG
RSDNFVICSVITGAGPREERMVTGAG
'VVLGDNDAPPGTSASQEGDGSVND
GTEGESAVTSTGITEDGEGPASCTGS
EDSSEGFAISSESEENGESAMDSTV
AKEGTNVPLVAAGPCDDEGIVTSTG
AKEEDEEGEDVVTSTGRGNEIGHAS
TCTGLGEESEGVLICESAEGDSQIGT
VVEHVEAEAGAAIMNANENNVDSM
SGTEKGSKDTDICSSAKGIVESSVTS
AVSGKDEVTPVPGGCEGPMTSAASD
QSDSQLEKVEDTTISTGLVGGSYDVL




VSGEVPECEVAHTSPSEKEDEDIITS
VENEECDGLMATTASGDITNQNSLA
GGKNQGKVLIISTSTTNDYTPQVSAI
TDVEGGLSDALRTEENMEGTRVTTE
EFEAPMPSAVSGDDSQLTASRSEEK
DECAMISTSIGEEFELPISSATTIKCA
ESLQPVAAAVEERATGPVLISTADFE
GPMPSAPPEAESPLASTSKEEKDEC
ALISTSIAEECEASVSGVVVESENER
AGTVMEEKDGSGIISTSSVEDCEGPV
SSAVPQEEGDPSVTPAEEMGDTAMI
STSTSEGCEAVMIGAVLQDEDRLTIT
RVEDLSDAAIISTSTAECMPISASIDR
HEENQLTADNPEGNGDLSATEVSK
HKVPMPSLIAENNCRCPGPVRGGKE
PGPVLAVSTEEGHNGPSVHKPSAGQ
GHPSAVCAEKEEKHGKECPEIGPFA
GRGQKESTLHLINAEEKNVLLNSLQ
KEDKSPETGTAGGSSTASYSAGRGL
EGNANSPAHLRGPEQTSGQTAKDPS
VSIRYLAAVNTGAIKADDMPPVQGTV
AEHSFLPAEQQGSEDNLKTSTTKCIT
GQESKIAPSHTMIPPATYSVALLAPK
CEQDLTIKNDYSGKWTDQASAEKTG
DDNSTRKSFPEEGDIMVTVSSEENV
CDIGNEESPLNVLGGLKLKANLKME
AYVPSEEEKNGEILAPPESLCGGKPS
GIAELQREPLLVNESLNVENSGFRT
NEEIHSESYNKGEISSGRKDNAEAIS
GHSVEADPKEVEEEERHMPKRKRK
QHYLSSEDEPDDNPDVLDSRIETAQ
RQCPETEPHDTKEENSRDLEELPKT
SSETNSTTSRVMEEKDEYSSSETTG
EKPEQNDDDTIKSQEEDQPIIIKRKR
GRPRKYPVETTLKMKDDSKTDTGIV
TVEQSPSSSKLKVMQTDESNKETAN
LQERSISNDDGEEKIVTSVRRRGRKP
KRSLTVSDDAESSEPERKRQKSVSD
PVEDKKEQESDEEEEEEEEDEPSGA
TTRSTTRSEAQRSKTQLSPSIKRKRE
VSPPGARTRGQQRVEEAPVKKAKR




