GGRGGRRSSAFRRESWRKSMERSS
DSAFSSDYRSNVAPSDSDRELTSRR
DSDQQRLHSHHSHHQPHHPSASPA
VPKLGLMAPSADSESGGSHSPSPRA
SRKRTKLRNQSLTSLCIISHHPFFTT
FRECLFILKKLIDACNESSSPKRVGA
SQKINRDNVWTVLTGHVSDATPSIV
LHDVREIETWILRLLSTPVPVPGSTR
VEVEVLSPTVHEPLLFALPDHTRFSL
VDFPLHLPLELLGVETCLKVWTLIM
QENKVLFQSRDYNALSMSVMAFVT
MLYPLEYMFPVIPLLPTCLSCAEQLL
LAPTPFVIGVPASFLVYKKNFRLPDDI
\WVVDLDSTKLTPPTGGYEEIPPLPEP
EGTILKNHLKQALTSMTATNTAVSS
QQLLPSVRDSLQEPPLLGVSQVRLPL
QTPPHSAQASQRNSMSAQGTISSRQ
PSPMNSPALNPFVYGTDVDSVDVAT
RVAMVRFFNAQNTLANFAEHTRTL
RLYPRPVVAFQINSFLRSRPRASQFL
NQFARTQAVEFLAEWSLTPTNVAFL
RVQTGVMDPMQVGDKPKWFAHALT
PIRFSVWDDGSSLNGALRSLKQLEC
QPTDESGSDSEGADSSSSSYSSLSDF
IVSEMASSDLSPSLHDVFGSYNRPHV
VPQTLSSNLDPALVYHPPSKLQYPEG
IADAVASKEEEDEERADSPVSSSSSR
SDLSSPSFNRDSEFDFQPKGGQTLG
STTVGSGAAAPSFELATPLAMRLEAT
IKMASIEQESDTVSTATGKTIAAGSK
LQRHPSDSESRPEKKIPPPLTPPVKQ
PGVSNILARTGSSGSSSSSPGRQSSQ
SSLFENFASHAKELVRETTRQSSQE
GLLAHVDKFTLHAKKAAGEASKQAL
EVSKQAAGVSKNTLEDLTYVGKSTL
GDLTKTAKEAATKKGIIKIEEHSAGG
IAGPPPKSPGSQLATHKQVQQSGGQG
GGNNFFSAIGTDFNGLASSTSTMFS
GMFGKKSQQKQVPVQQKQPNVSAG
KAKSGINFDPFPGRKGLVERTPLIKH
SGPRQTQEELTRQQNQERSHSNAE
NQTFLKDVTNQVLAGEGVGWLKLN
RFKKLMEDESYRTLVLSKLNKTLDK
KIAPDDHIDDVCVTKPVWKGMLKCI
QAIAGGLDVTFANFGLGGMASVFQL
MEVAHTHYWSKEINEGSDMSSSLL
SSHAASPMGSRENLRSPSSPNGSHS
IALGSEWASPQESRKSSTQLAHGGPG
GSHSGAPINRRLSSADSQDGQSTTE
MFKDMLSQKRSALKNMLTSFDSDT
TTSKDSKKSSGNLWSGKSTLSAGFR
YTGGHLINTSSSPSPDSPRVYLFEGL
LGKDRLNLWNQMQFWEDAFLDAV
SQERDMIGMDQGPIEMMERYKSLS
ESERKRLEHDEDRLLSTMLYNLTAI
LVMLNVAKDEIRRKIRRLLGKSHIGL
IVYSQEVHNVVDQINNLNGNDIDLKP
LGSRLLHRQSFTVHQGTDVNGPLRF
MEVRDDGLVLRSVDGTIVERWWYE
RLVNMTYSPKTKLLCLWRRNGGQT
QLHKYYTRKCKELYNCIKEAMERGG
TPTNVPELGGEFPVQDMNTGEGGLL
QVCLEGVGLLFSNSKFFVRLDHIRK
CFTQKGGIFVLEEYNPKTRNLIQRKY
QSSMSDQICYSVLCVFSYVAAGQDQ
KKNPVVITPQIQDIHAQQKQKHQQQ
QQHQQPQQQQQPHQTTTQQNQPTA
IVASAVPTTTAPAGQVNPNRMTAKSQ
IAGSISIRHTVPMQKPTITMSTVQPQA

RMPAQVATASVPVTVPVPPTPAPPTS

}J];l iprotKB Entry name |organism full oglcnacscore oglcnac p.h osphorylation PMIDS [sequence intracellular extracellular cytosol nucleus mitochndrion em.ioplasmlc golgi plasma extr‘acellular
name sites sites reticulum apparatus membrane [region
QI9VXY2 MADD_DROME |Drosophila MAP 25.496522 NaN NaN 33925313 MSDQQKASLCPRLVDYMAIVGAHTT |None None None |[None None None None None None
melanogaster [kinase- PPMPKGLQGLKAPPVQVPDLLRRYP
activating PSDHADFPLPLDMVYFCQPEGCTSV
death GPRRTGSAIRDMTSFVFALTDKDSG
domain KTRYGICVNFYRPIERPSSAAGSAGA
protein GNDRPGNGGPGGHGGGAGGGAGG




NPAKLPQLPPRVPSQPSTESLASISS
PPPKLRTPMSAPPGPPPAIPPRTGAIS
RSGSVPAARSFVRQASANSTPPQYTP
QPPPPFVIPKRHSGLARASTLSSSTS
PSMSSSSASNHPGHSQSQQRASHG
SVAAVLQSMPEAEPGYGSGSGSISG
SSSGSGSASGSIASASPQAHRKH




