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D Entry name |organism full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence
[ [P15924 DESP HUMAN |Homo Desmoplakin [12.920803 S1232;T1399;52792|S22;S53;T56;T61;S165;S166;S176;S [30379171;26853435;30397120;342 MSCNGGSHPRINTLGRMIRAESGPD
sapiens 1658;S1708;S2024;S2207;S2209;S2 |29054;26374642;30444036;332145 [LRYEVISGGGGTSRMYYSRRGVITD

225;52810;S2815;T2817;52820;S28
21;5S2825;52849;T2853;52868

51;35083852;34019948;23301498

QNSDGYCQTGTMSRHQNQNTIQEL
LQNCSDCLMRAELIVQPELKYGDGI
QLTRSRELDECFAQANDQMEILDSL
IREMRQMGQPCDAYQKRLLQLQEQ
MRALYKAISVPRVRRASSKGGGGYT
CQSGSGWDEFTKHVTSECLGWMRQ
QRAEMDMVAWGVDLASVEQHINSH
RGIHNSIGDYRWQLDKIKADLREKS
ATYQLEEEYENLLKASFERMDHLRQ
LONIIQATSREIMWINDCEEEELLYD
WSDKNTNIAQKQEAFSIRMSQLEVK
EKELNKLKQESDQLVLNQHPASDKI
EAYMDTLQTQWSWILQITKCIDVHL
KENAAYFQFFEEAQSTEAYLKGLQD
SIRKKYPCDKNMPLQHLLEQIKELE
KEREKILEYKRQVQNLVNKSKKIVQL
KPRNPDYRSNKPIILRALCDYKQDQK
IVHKGDECILKDNNERSKWYVTGPG
GVDMLVPSVGLIIPPPNPLAVDLSCK
IEQYYEAILALWNQLYINMKSLVSW
HYCMIDIEKIRAMTIAKLKTMRQEDY
MKTIADLELHYQEFIRNSQGSEMFG
DDDKRKIQSQFTDAQKHYQTLVIQL
PGYPQHQTVTTTEITHHGTCQDVNH
NKVIETNRENDKQETWMLMELQKI
RRQIEHCEGRMTLKNLPLADQGSSH
HITVKINELKSVQNDSQAIAEVLNQL
KDMLANFRGSEKYCYLQNEVFGLF
QKLENINGVTDGYLNSLCTVRALLQ
AILQTEDMLKVYEARLTEEETVCLDL
DKVEAYRCGLKKIKNDLNLKKSLLA
TMKTELQKAQQIHSQTSQQYPLYDL
DLGKFGEKVTQLTDRWQRIDKQIDF
RLWDLEKQIKQLRNYRDNYQAFCK
WLYDAKRRQDSLESMKFGDSNTVM
RFLNEQKNLHSEISGKRDKSEEVQK
IAELCANSIKDYELQLASYTSGLETLL
NIPIKRTMIQSPSGVILQEAADVHAR
YIELLTRSGDYYRFLSEMLKSLEDLK
LKNTKIEVLEEELRLARDANSENCN
KNKFLDQNLQKYQAECSQFKAKLAS
LEELKRQAELDGKSAKQNLDKCYGQ
IKELNEKITRLTYEIEDEKRRRKSVE
DRFDQQKNDYDQLQKARQCEKENL
GWQKLESEKAIKEKEYEIERLRVLLQ
EEGTRKREYENELAKVRNHYNEEM
SNLRNKYETEINITKTTIKEISMQKE
DDSKNLRNQLDRLSRENRDLKDEIV
RLNDSILOQATEQRRRAEENALQQKA
CGSEIMQKKQHLEIELKQVMQQRSE
DNARHKQSLEEAAKTIQDKNKEIER
LKAEFQEEAKRRWEYENELSKVRN
NYDEEIISLKNQFETEINITKTTIHQL
TMQKEEDTSGYRAQIDNLTRENRSL
SEEIKRLKNTLTQTTENLRRVEEDIQ
QQKATGSEVSQRKQQLEVELRQVTQ




MRTEESVRYKQSLDDAAKTIQDKNK
EIERLKQLIDKETNDRKCLEDENARL
QRVQYDLQKANSSATETINKLKVQE
QELTRLRIDYERVSQERTVKDQDITR
FQNSLKELQLQKQKVEEELNRLKRT
IASEDSCKRKKLEEELEGMRRSLKEQ
AIKITNLTQQLEQASIVKKRSEDDLR
QQRDVLDGHLREKQRTQEELRRLSS
EVEALRRQLLQEQESVKQAHLRNE
HFQKAIEDKSRSLNESKIEIERLQSL
TENLTKEHLMLEEELRNLRLEYDDL
RRGRSEADSDKNATILELRSQLQISN
NRTLELQGLINDLQRERENLRQEIE
KFQKQALEASNRIQESKNQCTQVVQ
ERESLLVKIKVLEQDKARLQRLEDEL
NRAKSTLEAETRVKQRLECEKQQIQ
NDLNQWKTQYSRKEEAIRKIESERE
KSEREKNSLRSEIERLQAEIKRIEER
CRRKLEDSTRETQSQLETERSRYQR
EIDKLRQRPYGSHRETQTECEWTVD
TSKLVFDGLRKKVTAMQLYECQLID
KTTLDKLLKGKKSVEEVASEIQPFLR
GAGSIAGASASPKEKYSLVEAKRKKL
ISPESTVMLLEAQAATGGIIDPHRNE
KLTVDSAIARDLIDFDDRQQIYAAEK
IAITGFDDPFSGKTVSVSEAIKKNLID
RETGMRLLEAQIASGGVVDPVNSVF
LPKDVALARGLIDRDLYRSLNDPRDS
QKNFVDPVTKKKVSYVQLKERCRIE
PHTGLLLLSVQKRSMSFQGIRQPVT
VTELVDSGILRPSTVNELESGQISYD
EVGERIKDFLQGSSCIAGIYNETTKQ
KLGIYEAMKIGLVRPGTALELLEAQA
ATGFIVDPVSNLRLPVEEAYKRGLVG
IEFKEKLLSAERAVTGYNDPETGNIIS
LFQAMNKELIEKGHGIRLLEAQIATG
GIIDPKESHRLPVDIAYKRGYFNEEL
SEILSDPSDDTKGFFDPNTEENLTYL
QLKERCIKDEETGLCLLPLKEKKKQV
QTSQKNTLRKRRVVIVDPETNKEMS
VQEAYKKGLIDYETFKELCEQECEW
EEITITGSDGSTRVVLVDRKTGSQYDI
QDAIDKGLVDRKFFDQYRSGSLSLT
QFADMISLKNGVGTSSSMGSGVSD
DVFSSSRHESVSKISTISSVRNLTIRS
SSFSDTLEESSPIAAIFDTENLEKISIT
EGIERGIVDSITGQRLLEAQACTGGII
HPTTGQKLSLQDAVSQGVIDQDMAT
RLKPAQKAFIGFEGVKGKKKMSAAE
AVKEKWLPYEAGQRFLEFQYLTGGL
VDPEVHGRISTEEAIRKGFIDGRAAQ
RLQDTSSYAKILTCPKTKLKISYKDAI
NRSMVEDITGLRLLEAASVSSKGLPS
PYNMSSAPGSRSGSRSGSRSGSRSG
SRSGSRRGSFDATGNSSYSYSYSFSS
SSIGH




