
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

E9Q557 DESP_MOUSE Mus
musculus

Desmoplakin 26.487159 NaN S22;T59;S65;T68;T73;S177;S178;S1
88;S1670;S1720;S2036;S2219;S222
1;S2237;S2822;S2827;T2829;S2832
;S2836;S2860;T2864;S2879

39627609;36064721;37507081 MSCNGGSHPRINTLGRMTRAESGP
DLRYEMTYSGGGGGGGGGGGGGTS
RTFYSHSRRCTVNDQNSDGYCQTGT
MSRHQNQNTIQEMLQNCSDCLMR
AELIAQPELKFGEGMQLAWNRELDE
YFTQANDQMEIIDGLIREMRQMGQP
CDAYQKRLLQLQEQMRALYKAISVP
RVRRASSKGAGGYTCQSGSGWDEFT
KRLTGECLGWMRQQREEMDLMAW
GVDAGSVEQHINSHRSIHNTIGDYR
WQLDKIKADLREKSAIYQLEEEYENL
LKASFERMDHLRQLQNIIQATSREI
MWINDCEEEELLYDWSDKNTNIAQ
KQEAFSIRMSQLEVKEKELNKLKQE
SDQLVLNQHPASDKIEAYMDTLQTQ
WSWILQITKCIDVHLKENAAYFQFFE
EAQSTEAYLKGLQDSIRKKYPCDKN
MPLQHLLEQIKELEKEREKIIEYKRQ
VQNLVNKSKKIVQLKPRNPDYRSNK
PIILRALCDYKQDQKIVHKGDECILK
DNNERSKWYVTGPGGVDMLVPSVG
LIIPPPNPLAVDLSCKIEQYYEAILAL
WNQLYINMKSLVSWHYCMIDIEKIR
AMTIAKLKTMRQEDYMKTIEDLELH
YQDFIKNSQGSEMFGDDDKRRMQS
QFTDAQKHYQTLVIQLPGHPQHQTV
TKTEITHLGTCQDVNHNKVIETNRE
NDKQETWLLMELQKIRRQMEHCEA
RMTLKNLLLAEQGSTHHITVKINEL
KSVQNDSQALAEVLNQLKDMLANF
RGSEKYCYLQNEIFGLFQKLENING
VSDGYLNSLCSVRALLQAILQTEDM
LKVYEARLTEEETVCLDLDKVEAYRC
GLKKIKNDLNLKKSLLATMKTELQK
AQQIHSQSSQQYPLYDLDLGKFTEK
VTQLTDRWQKIDKQIDFRLWDLEKQ
IKQLRNYRDNYQSFCKWLYDAKRRQ
DSLESMKFGDSNTVMRFLNEQKNL
HSEISGKRDKSEEVHKIAELCANSIK
DYELQLASYTSGLETLLNIPIKRTMV
QSPSGVILQEAADIHARYIELLTRSG
DYYRFLSEMLKSLEDLKLKNTKIEVL
EEELRLARDANSENCNKNKFLDQN
LQKYQAECSQFKAKLVSLEELKRQA
ELDGKSAKQNLDKCYGQIKELNEKI
TRLTYEIEDEKRRRKTVEDRFDQQK
NDYDQLQKARQCEKENLSWQKLES
EKAIKEKEYEIERLRVLLQEEGARKR
EYENELAKVRNHYNEEMSNLRNKY
ETEINITKTTIKEISMQKEDDSKNLR
NQMDRLSRENRDLKDEIVRLNDSIL
QATEQRRRAEENALQQKACGSETM
QKKQRLEIELKQVIQQRSEDNARHK
QSLEEAAKTIQDKNKEIERLKAEYQE
EAKRRWEYENELSKVRNSYDEEIISL
KNQFETEINITKTTIHQLTMQKEEDT
SGYRAQIDNLTRENRSLCEEVKRLK
NTLAQTTENLRRVEENAQQQKATGS
EMSQRKQQLEIELRQVTQMRTEES
MRYKQSLDDAAKTIQDKNKEIERLK
QLVDKETNERKCLEDENSKLQRVQY
DLQKANNSATEAMSKLKVQEQELT
RLRIDYERVSQERTVKDQDITRIQSS
LKDLQLQKQKAEEELSRLKRTASDE
SSKRKMLEEELEAMRRSLKEQAVKI
TNLTQQLEQASIVKKRSEDDLRQQR
DVLDGHVREKQRTQEELRRLSLDVE
ALRRQLVQEQENVKQAHLRNEHFQ
KAIEDKSRSLNESKIEIERLQSLTENL
TKEHLMLEEELRNLRLEYDDLRRGR
SEADSDKNSTISELRSQLQISNNRTL
ELQGLINDLQRERENLRQEIEKFQK
QALEASNRIQESKSQCTQVVQERES
LLVKIKVLEQDKARLQRLEDELNRA
KATLEAESRVKQRLECEKQQIQNDL
NQWKTQYSRKEETIRKIESEREKSE
REKNSLRSEIERLQAEIKRIEERCRR
KLEDSSRETQSQLESERCRLQKEIEK
LRQRPYGSHRETQTEYEWTVDSSKL
VFDGLRKKVTAMQLYECQLIDKTTL

False True 2.855 3.606 1.716 1.884 1.291 5.0



DKLLKGKKSVEEVASEIQPFLRGAGA
IAGASASPKEKYSLVEAKRKKFITPES
TVMLLEAQAATGGIIDPHRNEKLTV
DNAVARDLIDFDDRQQIYTAEKAITG
FDDPFSGKTVSVSEAIKKNLIDRETG
MRLLEAQLASGGVVDPVNSVFLPKD
VALARGLIDRDLYRSLNDPRDSQKN
FVDPITKKKVSYMQLRERCRIEPHTG
LLLLSVQKRSMSFQGIRQPVTVTELV
DSGILRPSTVNELESGQISYDEVGER
IKDFLQGSSCIAGIYNETTKQKLGIYE
AMKIGLVRPGTALELLEAQAATGFIV
DPVSNLRLPVEEAYKRGLVGIEFKEK
LLSAERAVTGYNDPETGNIISLFQAM
NKELIEKGHGIRLLEAQIATGGIIDPK
ESHRLPVDMAYKRGYFNEELSEILS
DPSDDTKGFFDPNTEENLTYLQLKE
RCIKDEETGLCLLPLKEKKKQVQTSQ
KNTLRKRRVVIVDPETNKEMSVQEA
YKKGLIDYDTFKELCEQECEWEEITI
TGSDGSTRVVLVDRKTGSQYDIQDAI
DKGLVDRKFFDQYRSGSLSLTQFAD
MISLKNGVGNSSGLGGSVNDDVFSS
SRHDSVSKISTISSVRNLTIRSSSLSD
PLEESSPIAAIFDTENLEKISIAEGIER
GIVDSITGQRLLEAQACTGGIIHPTTG
QKLSLQDAVNQGLIDQDMATRLKPA
QKAFIGFEGVKGKKKMSAAEAVKEK
WLPYEAGQRFLEFQFLTGGLVDPEV
HGRISTEEAIRKGFIDGRAAQRLQDI
SSYAKILTCPKTKLKISYKDAMNRSM
VEDITGLRLLEAASVSSKGLPSPYNM
SAPGSRSGSRSGSRSGSRSGSRSGS
RRGSFDATGNSSYSYSYSFSSSSIGG
Y


