UniprotKB Entry name |organism full name oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular [extracellular cytosol nucleus mitochndrion ent:loplasmlc golgi - extl:acellular

ID sites sites reticulum apparatus membrane [region

Q5F226 FAT2 MOUSE |Mus Protocadherin [25.019509 S3492 |[NaN 34418053 MTLVLLGVAMVLLHRAACEKPLEET |False False 0.955 |[1.518 |1.128 1.789 3.28 3.982 2.06
musculus [Fat 2 ITPLTWRFTHSLYNATIYENSAPKTY

VESPVKMGMYLAEPHWVVKYRIISG
DAAGVFKTEEHVVGNFCFLRIRTKS
SNTALLNREVRDSYTLVVQASDKSL
EFEALTQVVVHILDQNDLKPLFSPPS
YRFTISEDRPLKSPICKVTATDADLG
QNAEFYYAFNARSEVFAIHPTSGVVT
IVAGKLNVTWRGKYELQVLAVDRMR
KISEGNGFGNLAPLVIYVEPVHRKPP
IVITLVWLNPPEGDEGDIYATVTVDTN
GSGAEVDSLEVVGGDPGKYFKVLKS
YAQGNEFNLVAVRDINWAEHLHGF
NISLQTHSRSRFPSRSIIRAFHLPPYT
LANLRFEKAVYRVKLSEFSPPGSRVA
LVRVTITALPTLRYALKPSSGSTVFKL
NARTGLITTTKPVDFHEQNQYQLHV
KTSLGQA' VIIDIVDCNNHAPVFN
RSSYEGTLDENIPPGTSVLTVTATDQ
DHGDNGHITYSIAGPKAVPFSIDPYL
GVISTTKSMDYELMKRIYTFRVRASD
WGSPFRQEKEVSVSLRLKNLNDNQ
PMFEEVNCTVSLRQDAPVGKSIMAV
SAIDMDELQNLKYEIVSGNEQDYFH
LNHFSGVISLKRSFMNLTAVRPTVY
SLKITASDGKNYASPTTLKVTVVKDP
RSEVPVQCDKTGVLTHITKTILQSAG
LQGQEMGEEDFTSLGNYQINHHAP
QFEDHFPQSIDILEQVPVNTPLAHLA
IATDPDPGFHGRLVYVIADGNEEGCF
DIELETGLLTVAAALDYETTSFYVLN
IVIVYDLGTPPKSSWKLLTVTVKDWN
DKPPRFPPGGYQLTISEDTEVGTTVA
ELKTRDTDSEDNGRVRYTLLTPTEK
FSLHPLTGELVVTGQLDRESEPQYIL
KAEARDQPTKGHQLFSVTDVIVTLE
DINDNPPQCITEHSSLKVPEDMPLG
TVLTFLDASDPDLGPAGEVKYILVDD
VHGTFRVDPMTGALSLEKELDFERR
IAGYNLSFWASDSGRPLARRTLCHVE
IVLVMDVNENLHSPHFSSFVYQGQV
QENSPAGTQVMVVTAQDDDSGLDG
ELQYFLRAGTGLEAFSINQDTGMLE
TLAPLDREFTPYYWLTVLAVDRGSVP
LSAVTEVYIEVTDINDNIPSMSRPVF
YPSVKEDAPLGTSVLQLEAWDPDFS
SQGKLTFNLTSGNHMGHFIVHPFTG
LLSTAKQLDRENKDEYVLEVTVQDN
GDPPLRSTSRVVVCVLDVNDNSPMF
SHKLFNVRLSERLSPLSPEPVYRLVA
SDPDEGLNGSITYSIEESDEESFRIDP
IVTGVVSSSSTFAAGEYNILTIKATDS
GQPALSTSVRLHIEWIPQPRPSSIPLS
FDESHYSFAVMETDPVNHMLGVISV
EGRPGLFWFHISDGDKDMDFDIEKT
TGSIVIARPLDTRRKSSYNLTVEVTD
GFHTIATQVHILMIANINHHRPQFLQ
DHYDIRVPQDTLPGVELLRVQATDQ
DHGKGLIYTIHSSRDPGSANLFQLDP
SSGVLVTVGTLDLHSGPSQHILTVM
IVRDQEMPIKRNFVWVTIHVEDGNL
HSPHFTQPRYEANVPDTTTPGTELL
QVRAVDADRGANAEVHYSFLKGNS
EGFFNIDSLLGIITVAQRLDHVHLNR
HALTVKAEDQGSPQRHDLAMVVVH
\VHPSDSSAPIFSKDEYFIEIPESVPIG
SPILLISAASSSDVTYELREGNKNSV
FSMNSYSGLISTQKRLDHEKVSSYQ
LKIRGSNMAGVFTEVVALVYIIDEND
NAPAFLKSTFVGHISEAAPLHSLILG
EDNSPLVIRASDSDQEANSLLVYKIL
EPEALKFFKIDPSMGTLTITSELDYE
TTPLFQFSIYVHDQGTPILFAPRSARV
ITHVRDVNDSPPRFSEQIYEVAVVEPI
HPGMELLTVQAEDNDSKVTYSIKTS
NTDEAVTIHPITGQISVVNPAALRLF




PKLNIRAFDGLYQDTAVVKISLTQAL
DKSLQFDQDIYRARVTENTPHSNVL
\VILGVHGNHLNDTLSYFLLNGTDLF
HMVKSAGVLQTRGVTFDREQQDTH
EVAVEVRDNRVPRRVAQALVRVSVE
DVNDNIPEFQHLPYYTVIQDGTEPG
DVLFQVSATDKDLGANGTVTYGFAE
DYAYFRIDPYVGDISLKKPFDYQALN
KYHLRVTARDAGTPPLQTEVEVHVT
IVRNKSNPLFQSPYYKVKVPENITLYT
PILHTQARSPEGLRLIYNIVEEEPLM
LFTTDFKTGVLTVTGPLDYESKNKH
VFTVRATDTALGSFSEATVEVLVEDI
NDNPPTFSQLVYSTSVSEGSPAQTPV
IQLLASDQDSGQNQDVSYQIVEDGS
DVSKFFRINGSTGEMFTIQELDYEA
HQHFRVKVRATDRGDPPLTGETLVV
VNVSDINDNPPEFREPQYEANVSEL
IATCGHLVLKVQALDPDIGDTSRLEYL
ILSGNQDRHFSINSTSGIISMFNLCK
KQLDSSYNLRVGASDGVFQATVPVYI
NTTNANKYSPEFQQNVYEAELAENA
KVGTKVIELLAIDKDSGPYGTVDYTII
NKLAGERFFINPSGQITTLQKLDREN
STERVIAIKIMARDGGGKVAFCTVKII
LTDENDNAPQFKASGYTVSIPSNVS
RDSPIIQVLAYDADEGRNADVTYSVD
STEDLAEEIIEVNPTTGVVKVKESLV
GLENKAVDFNIKAQDGGPPHWDSL
VPVRLQVVPNEIPLPKFSEPLYTFSA
SEDLPEGSEIGSVKAVAAQDPIIYSLV
QGTTPESNSDDVFSLDQDTGVLKVK
KAMDHESTKWYQIDLMAHCPHEDT
DLVSLVSVNIQVEDVNDNRPVFEAD
PYKAFLTENMPGGTTVIQVTANDQD
TGSDGQVSYRLSVEPGSNIHQLFAV
DSESGWITTLQELDCETQQTYRFYV
VAFDHGQTIQLSSQALVEVSITDEND
NPPRFASEDYRGSVVENNEPGELVA
TLKTLDADISEQNRQVTCYITEGDPL
GQFSISQVGDEWRITSRKTLDREHIA
KYLLRITASDGKFQASVPVEVFVLDI
NDNSPQCSQLLYTGKVREDVTPGHF
ILKVSAIDVDMDTNAQITYSLHGPGA
QEFKLDPHTGELTTLSVLDRERKDV
[YNLVAKATDGGGQSCQAEVTLHIED
IVNDNAPRFFPSHCAVAVFDNTTVKT
PVAVVFARDPDQGVNAQVVYSLTDS
IADGQFSIDATSGVIRLEKPLQVRSSS
IAVELTVRASDLGTPIPLSTLGTVTVSI
'VGLEDYLPIFLNSEHSTQVPEDALID
MEVLYLATLTRPGSEKTGYHITGGN
EQGKFRLDAHTGILYVNGSLDFETN
PKYFLSIECSRKSSSSLSDVTTIVINV
TDVNEHHPRFTHDLYTVRVLENAIV
GDVILTVSASDDDGPVNSVITYSLVG
GNQLGHFTIDPKKGKLQVAKALDWE
QTPSYSLRIRATDSGQPPLHEDTEVA
IVEVVDVNDNPPRFFQLNYSTAVQEN
SPIGIKVLQLILDDPDSPQNGPPYFFR
ITEGNTGSVFRVIPDGWLVTAGSLS
RRAQEWYQLHIEVSDSGLPPLSSSTL
VRVHITEQSRYPPSTLPLEIFITKGEE
EFQGGMVGKIHATDRDPQDTLTYSL
DREGSLGKYFTVGASDGKIIASQGLP
RGRYLFNVTVSDGTF GVHVHV
IWHMGQEAPQQAVWLGFHQLTPEEL
IVSDHWRNLQRFLSNILDIKRANIHL
IASLQPAEVTAGVDVLLAFEGHSGTS
'YDLQELASAIAHSAKEMEHSVGIQM
RSALPVVPCQGPSCQDQTCQETVSL
EPRVGPSYSTARLSILTPRHHLGKNC
SCNGTTWRFSGQSYMRYRPLEAQN
WQIHFYLKTLQPWALLMFTNETASI
SLKLANGFLHLEYRCPGGFYGNLSS
HRPVNDGQWHSMLLEERDTSVHLL
IVDITDNTSLVIPEECQGLRTERHLLL
GGLVPSNPSSNVSLGFEGCLDAVVV
NSERLELLGHRKKMAGYLETWALS




QCCWPGTTCSQNPCLNGGSCSPAL
GSGYLCRCPPLFSGRNCELGRENCT
SAPCQEGGTCVSSPEGTSCSCPHPY
TGDRCEMEARGCSGGHCLITPEIKR
GDWGQQEFLVIIVALPLLIIATVGLLL
[YCRRCKSHKPVAMEDPDLLARSIGV
DTQASPAIELDPLNAGSCNDLNQLE
PSKTSVPNELVTFGPSSKQRPMVCS
IVPPRLPPAVVSSHPGHEPIIKRTWSG
EELVYPSGAAVWPPTYSRKEHWEYP
HPEAMQGPLPPSPRRHVSPAVMPDP
IAGLYGGFPFPLELENKRAPLPPRYSN
QNLEDLIPPRPPSPREHLLAPCLNEY
TAISYYHSQFRQGGGGPCLAEGGYK
GVSMRLSRAGPSYADCEVNGGPAPG
RSQPRAPPNYEGSDMVESDYGSCEE
IVMF




