UniprotKB Entry name organism full oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion en(!oplasmlc golgi plas)
ID name sites reticulum |apparatus men
Q6KCD5  [NIPBL_MOUSE Mus Nipped-|37.127146 S148;T160(S150;5162;5243;5256;S274;S280;S |36852467;34678516;22645316 MNGDMPHVPITTLAGIASLTDLLNQ |None None None [None |None None None None
musculus (B-like 284;S301;S306;S318;S350;T713;T7 LPLPSPLPA KSLLFNSRIAEEVN
protein 46;5906;S1083;5S1084;5S1090;S1144 CLLACRDDNLVSQLVHSLNQVSTDH

;S1146;S1148;T1153;S1154;T1183;
S1191;52487;52503;52505;S2507;S
2509;52646;52652;T2661;S2666;T2
661;5S2666

IELKDNLGSDDPEGDIPVLLQAVLAR
SPNVFREKSMQNRYVQSGMMMSQ
'YKLSQNSMHSSPASSNYQQTTISHS
PSSRFVPPQTSSGNRFMPQQNSPVP
SPYAPQSPAGYMPYSHPSSYTTHPQ
MQQASVSSPIVAGGLRNIHDNKVSG
PLSGNSANHHADNPRHGSSDDYLH
MVHRLSSDDGDSSTMRNAASFPLR
SPQPVCSPAGSDGTPKGSRPPLILQS
QSLPCSSPRDVPPDILLDSPERKQKK
QKKIKLGKDEKDQNEKAAMYDIISSP
TKDSTKLTLRLSRVRSSDMDQQDD
MLSGMENSNVSENDIPFNVQYPGQ
'TSKTPITPQDVNRPLNAAQCLSQQE
QTAFLPANQVPVLQQNTSVATKQPQ
TSVVQNQQQVSQQGPIYDEVELDAL
AEIERIERESAIERERFSKEVQDKDK
PLKKRKQDSYPQEAGGATGGNRPAS
QETGSTGNGSRPALMVSIDLHQAGR
'VDSQASITQDSDSIKKPEETKQCNDA
PISVLQEDIVGSLKSIPENHPETPKKK
SDPELSKSEMKQNESRLSESKPNEN
QLGESKSNESKLETKTETPTEELKQ
NENKTTESKQSESAVVEPKQNENRP
CDTKPNDNKQNNTRSENTKARPET
PKQKAESRPETPKQKSEGRPETPKQ
KGDGRPETPKQKSEGRPETPKQKGE
GRPETPKHRHENRRDSGKPSTEKKP
DVSKHKQDIKSDSPRLKSERAEALK
QRPDGRWESLRRDHDSKQKSDDRG
ESERHRGDQSRVRRPETLRSSSRND
HSTKSDGSKTEKLERKHRHESGDSR
DRPSGEQKSRPDSPRVKQGDTNKSR
PGFKSPNSKDDKRTEGNRSKVDSN
KAHTDNKAEFPSYLLGGRSGALKNF
'VIPKIKRDKDGNITQETKKMDMKGE
QKDKVEKMGLVEDLNKGAKPVVVL
QKLSLDDVQKLIKDREEKSRSSLKSI
KNKPSKSNKGSIDQSVLKELPPELLA
EIESTMPLCERVKMNKRKRSTVNEK
PKYAEISSDEDNDSDEAFESSRKRH
KKDDDKAWEYEERDRRSSGDHRRS
GHSHDGRRSSGGGRYRNRSPSDSD
MEDYSPPPSLSEVARKMKKKEKQKK
RKAYEPKLTPEEMMDSSTFKRFTASI
ENILDNLEDMDFTAFGDDDEIPQEL
LLGKHQLNELGSESAKIKAMGIMDK
LSTDKTVKVLNILEKNIQDGSKLSTL
LNHNNDTEEEERLWRDLIMERVTK
SADACLTTINIMTSPNMPKAVYIEDV
IERVIQYTKFHLQNTLYPQYDPVYRV
DPHGGGLLSSKAKRAKCSTHKQRVI
'VMLYNKVCDIVSSLSELLEIQLLTDT
TILQVSSMGITPFFVENVSELQLCAI
KLVTAVFSRYEKHRQLILEEIFTSLAR
LPTSKRSLRNFRLNSSDVDGEPMYI
QMVTALVLQLIQCVVHLPSSEKDPN
SEEDSNKKVDQDVVITNSYETAMRT
IAQNFLSIFLKKCGSKQGEEDYRPLF
ENFVQDLLSTVNKPEWPAAELLLSL
LGRLLVHQFSNKSTEMALRVASLDY
LGTVAARLRKDAVTSKMDQGSIERIL
KQVSGGEDEIQQLQKALLDYLDENT
ETDPSLVFSRKFYIAQWFRDTTLETE
KAMKSQKDEESSDATHHAKELETT
GQIMHRAENRKKFLRSIIKTTPSQFS
TLKMNSDTVDYDDACLIVRYLASMR
PFAQSFDIYLTQILRVLGENAIAVRTK
AMKCLSEVVAVDPSILARLDMQRGV
HGRLMDNSTSVREAAVELLGRFVLC
RPQLAEQYYDMLIERILDTGISVRKR
'VIKILRDICIEQPTFPKITEMCVKMIR
RVNDEEGIKKLVNETFQKLWFTPTP
HNDKEAMTRKILNITDVVAACRDTG
YDWFEQLLQNLLKSEEDSSYKPVKK
ACTQLVDNLVEHILKYEESLADSDN
KGVNSGRLVACITTLFLFSKIRPQLM




VKHAMTMQPYLTTKCSTQNDFMVI
CNVAKILELVVPLMEHPSETFLATIE
EDLMKLIIKYGMTVVQHCVSCLGAV
VNKVTQNFKFVWACFNRYYGAISKL
KSQHQEDPNNTSLLTNKPALLRSLF
TVGALCRHFDFDLEDFKGNSKVNIK
DKVLELLMYFTKHSDEEVQTKAIIGL
GFAFIQHPSLMFEQEVKNLYNSILS
DKNSSVNLKIQVLKNLQTYLQEEDT
RMQQADRDWKKVAKQEDLKEMGD
VSSGMSSSIMQLYLKQVLEAFFHTQ
SSVRHFALNVIALTLNQGLIHPVQCV
PYLIAMGTDPEPAMRNKADQQLVEI
DKKYAGFIHMKAVAGMKMSYQVQQ
AINTCLKDPVRGFRQDESSSALCSH
LYSMIRGNRQHRRAFLISLLNLFDD
TAKTEVTMLLYIADNLACFPYQTQEE
PLFIMHHIDITLSVSGSNLLQSFKES
MVKDKRKERKTSPAKENESSESEEE
'VSRPRKSRKRVDSESDSDSEDDINS
'VMKCLPENSAPLIEFANVSQGILLLL
MLKQHLKNLCGFSDSKIQKYSPSES
AKVYDKAINRKTGVHFHPKQTLDFL
RSDMANSKLTEDVKRSIVRQYLDFK
LLMEHLDPDEEEEEGEVSASTNAR
NKAITSLLGGGSPKNNTAADTEDEE
SDGEDRGGGTSGSLRRSKRNSDSTE
LAAQMNESVDVMDVIAICCPKYKDR
PQIARVVQRTSSGVSVQWMAGSYSG
SWTEAKRRDGRKLVPWVDTIKESDII
'YKKIALTSANKLTNKVVQTLRSLYAA
KDGTSS




