
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

Q9NYQ8 FAT2_HUMAN Homo
sapiens

Protocadherin
Fat	2

24.917859 NaN NaN 28411811 MTIALLGFAIFLLHCATCEKPLEGILS
SSAWHFTHSHYNATIYENSSPKTYV
ESFEKMGIYLAEPQWAVRYRIISGDV
ANVFKTEEYVVGNFCFLRIRTKSSNT
ALLNREVRDSYTLIIQATEKTLELEAL
TRVVVHILDQNDLKPLFSPPSYRVTI
SEDMPLKSPICKVTATDADLGQNAE
FYYAFNTRSEMFAIHPTSGVVTVAG
KLNVTWRGKHELQVLAVDRMRKIS
EGNGFGSLAALVVHVEPALRKPPAIA
SVVVTPPDSNDGTTYATVLVDANSS
GAEVESVEVVGGDPGKHFKAIKSYA
RSNEFSLVSVKDINWMEYLHGFNLS
LQARSGSGPYFYSQIRGFHLPPSKLS
SLKFEKAVYRVQLSEFSPPGSRVVM
VRVTPAFPNLQYVLKPSSENVGFKL
NARTGLITTTKLMDFHDRAHYQLHI
RTSPGQASTVVVIDIVDCNNHAPLF
NRSSYDGTLDENIPPGTSVLAVTATD
RDHGENGYVTYSIAGPKALPFSIDPY
LGIISTSKPMDYELMKRIYTFRVRAS
DWGSPFRREKEVSIFLQLRNLNDNQ
PMFEEVNCTGSIRQDWPVGKSIMT
MSAIDVDELQNLKYEIVSGNELEYF
DLNHFSGVISLKRPFINLTAGQPTSY
SLKITASDGKNYASPTTLNITVVKDP
HFEVPVTCDKTGVLTQFTKTILHFIG
LQNQESSDEEFTSLSTYQINHYTPQF
EDHFPQSIDVLESVPINTPLARLAAT
DPDAGFNGKLVYVIADGNEEGCFDI
ELETGLLTVAAPLDYEATNFYILNVT
VYDLGTPQKSSWKLLTVNVKDWND
NAPRFPPGGYQLTISEDTEVGTTIAE
LTTKDADSEDNGRVRYTLLSPTEKFS
LHPLTGELVVTGHLDRESEPRYILKV
EARDQPSKGHQLFSVTDLIITLEDVN
DNSPQCITEHNRLKVPEDLPPGTVL
TFLDASDPDLGPAGEVRYVLMDGAH
GTFRVDLMTGALILERELDFERRAG
YNLSLWASDGGRPLARRTLCHVEVI
VLDVNENLHPPHFASFVHQGQVQE
NSPSGTQVIVVAAQDDDSGLDGELQ
YFLRAGTGLAAFSINQDTGMIQTLAP
LDREFASYYWLTVLAVDRGSVPLSSV
TEVYIEVTDANDNPPQMSQAVFYPSI
QEDAPVGTSVLQLDAWDPDSSSKGK
LTFNITSGNYMGFFMIHPVTGLLSTA
QQLDRENKDEHILEVTVLDNGEPSL
KSTSRVVVGILDVNDNPPIFSHKLFN
VRLPERLSPVSPGPVYRLVASDLDEG
LNGRVTYSIEDSDEEAFSIDLVTGVV
SSSSTFTAGEYNILTIKATDSGQPPLS
ASVRLHIEWIPWPRPSSIPLAFDETY
YSFTVMETDPVNHMVGVISVEGRPG
LFWFNISGGDKDMDFDIEKTTGSIVI
ARPLDTRRRSNYNLTVEVTDGSRTIA
TQVHIFMIANINHHRPQFLETRYEV
RVPQDTVPGVELLRVQAIDQDKGKS
LIYTIHGSQDPGSASLFQLDPSSGVL
VTVGKLDLGSGPSQHTLTVMVRDQE
IPIKRNFVWVTIHVEDGNLHPPRFTQ
LHYEASVPDTIAPGTELLQVRAMDA
DRGVNAEVHYSLLKGNSEGFFNINA
LLGIITLAQKLDQANHAPHTLTVKAE
DQGSPQWHDLATVIIHVYPSDRSAPI
FSKSEYFVEIPESIPVGSPILLVSAMS
PSEVTYELREGNKDGVFSMNSYSGL
ISTQKKLDHEKISSYQLKIRGSNMAG
AFTDVMVVVDIIDENDNAPMFLKST
FVGQISEAAPLYSMIMDKNNNPFVI
HASDSDKEANSLLVYKILEPEALKFF
KIDPSMGTLTIVSEMDYESMPSFQF
CVYVHDQGSPVLFAPRPAQVIIHVRD
VNDSPPRFSEQIYEVAIVGPIHPGME
LLMVRASDEDSEVNYSIKTGNADEA
VTIHPVTGSISVLNPAFLGLSRKLTIR

False True 1.197 1.639 1.227 1.71 3.317 3.603 4.448



0

ASDGLYQDTALVKISLTQVLDKSLQF
DQDVYWAAVKENLQDRKALVILGAQ
GNHLNDTLSYFLLNGTDMFHMVQS
AGVLQTRGVAFDREQQDTHELAVEV
RDNRTPQRVAQGLVRVSIEDVNDNP
PKFKHLPYYTIIQDGTEPGDVLFQVS
ATDEDLGTNGAVTYEFAEDYTYFRID
PYLGDISLKKPFDYQALNKYHLKVIA
RDGGTPSLQSEEEVLVTVRNKSNPL
FQSPYYKVRVPENITLYTPILHTQARS
PEGLRLIYNIVEEEPLMLFTTDFKTG
VLTVTGPLDYESKTKHVFTVRATDTA
LGSFSEATVEVLVEDVNDNPPTFSQ
LVYTTSISEGLPAQTPVIQLLASDQDS
GRNRDVSYQIVEDGSDVSKFFQING
STGEMSTVQELDYEAQQHFHVKVR
AMDKGDPPLTGETLVVVNVSDINDN
PPEFRQPQYEANVSELATCGHLVLK
VQAIDPDSRDTSRLEYLILSGNQDRH
FFINSSSGIISMFNLCKKHLDSSYNL
RVGASDGVFRATVPVYINTTNANKY
SPEFQQHLYEAELAENAMVGTKVID
LLAIDKDSGPYGTIDYTIINKLASEKF
SINPNGQIATLQKLDRENSTERVIAI
KVMARDGGGRVAFCTVKIILTDEND
NPPQFKASEYTVSIQSNVSKDSPVIQ
VLAYDADEGQNADVTYSVNPEDLVK
DVIEINPVTGVVKVKDSLVGLENQTL
DFFIKAQDGGPPHWNSLVPVRLQVV
PKKVSLPKFSEPLYTFSAPEDLPEGS
EIGIVKAVAAQDPVIYSLVRGTTPESN
KDGVFSLDPDTGVIKVRKPMDHEST
KLYQIDVMAHCLQNTDVVSLVSVNI
QVGDVNDNRPVFEADPYKAVLTEN
MPVGTSVIQVTAIDKDTGRDGQVSY
RLSADPGSNVHELFAIDSESGWITTL
QELDCETCQTYHFHVVAYDHGQTIQ
LSSQALVQVSITDENDNAPRFASEEY
RGSVVENSEPGELVATLKTLDADISE
QNRQVTCYITEGDPLGQFGISQVGD
EWRISSRKTLDREHTAKYLLRVTASD
GKFQASVTVEIFVLDVNDNSPQCSQ
LLYTGKVHEDVFPGHFILKVSATDLD
TDTNAQITYSLHGPGAHEFKLDPHT
GELTTLTALDRERKDVFNLVAKATD
GGGRSCQADITLHVEDVNDNAPRFF
PSHCAVAVFDNTTVKTPVAVVFARD
PDQGANAQVVYSLPDSAEGHFSIDA
TTGVIRLEKPLQVRPQAPLELTVRAS
DLGTPIPLSTLGTVTVSVVGLEDYLP
VFLNTEHSVQVPEDAPPGTEVLQLA
TLTRPGAEKTGYRVVSGNEQGRFRL
DARTGILYVNASLDFETSPKYFLSIEC
SRKSSSSLSDVTTVMVNITDVNEHR
PQFPQDPYSTRVLENALVGDVILTVS
ATDEDGPLNSDITYSLIGGNQLGHFT
IHPKKGELQVAKALDREQASSYSLKL
RATDSGQPPLHEDTDIAIQVADVND
NPPRFFQLNYSTTVQENSPIGSKVLQ
LILSDPDSPENGPPYSFRITKGNNGS
AFRVTPDGWLVTAEGLSRRAQEWY
QLQIQASDSGIPPLSSLTSVRVHVTE
QSHYAPSALPLEIFITVGEDEFQGGM
VGKIHATDRDPQDTLTYSLAEEETLG
RHFSVGAPDGKIIAAQGLPRGHYSF
NVTVSDGTFTTTAGVHVYVWHVGQ
EALQQAMWMGFYQLTPEELVSDH
WRNLQRFLSHKLDIKRANIHLASLQ
PAEAVAGVDVLLVFEGHSGTFYEFQ
ELASIITHSAKEMEHSVGVQMRSAM
PMVPCQGPTCQGQICHNTVHLDPK
VGPTYSTARLSILTPRHHLQRSCSCN
GTATRFSGQSYVRYRAPAARNWHIH
FYLKTLQPQAILLFTNETASVSLKLA
SGVPQLEYHCLGGFYGNLSSQRHV
NDHEWHSILVEEMDASIRLMVDSM
GNTSLVVPENCRGLRPERHLLLGGL
ILLHSSSNVSQGFEGCLDAVVVNEE
ALDLLAPGKTVAGLLETQALTQCCL



HSDYCSQNTCLNGGKCSWTHGAGY
VCKCPPQFSGKHCEQGRENCTFAPC
LEGGTCILSPKGASCNCPHPYTGDR
CEMEARGCSEGHCLVTPEIQRGDW
GQQELLIITVAVAFIIISTVGLLFYCRR
CKSHKPVAMEDPDLLARSVGVDTQA
MPAIELNPLSASSCNNLNQPEPSKA
SVPNELVTFGPNSKQRPVVCSVPPR
LPPAAVPSHSDNEPVIKRTWSSEEM
VYPGGAMVWPPTYSRNERWEYPHS
EVTQGPLPPSAHRHSTPVVMPEPNG
LYGGFPFPLEMENKRAPLPPRYSNQ
NLEDLMPSRPPSPRERLVAPCLNEY
TAISYYHSQFRQGGGGPCLADGGYK
GVGMRLSRAGPSYAVCEVEGAPLAG
QGQPRVPPNYEGSDMVESDYGSCE
EVMF


