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D Entry name organism oglcnacscore | : phosp ylation sites PMIDS sequence intracellular |extracellular|cytosol nucleus mitochndrion N )
name sites reticulum |apparatus me:
Q3TBD2 HMHA1_MOUSE Mus Rho 31.872804 S875 S23;572;S92;598;5568;5577;S591;S |29187734;34418053;39627609 MFSRKKRELMKTPSISKKNRAGSPN (False False 3.195 |[2.48 0.714 0.65 1.426 3.4
musculus |GTPase- 618;5946;51017;5S1020;S1022 PQSSSGELPRKDWTEAPGLEPPATS
activating LSTVAKGTGTLKRPTSLSRHASAAGF
protein PLSGTATWTLVRGYRSPLSAASPAEL
45 PTEGAFPDGVEDISTLLADVARFAEG

LEKLKECVLQDDLLEARRPLAHECL
GEALRVMRQVISRYPLLNTVETLTAA
GTLIAKVKAFHYECNNESDKREFEK
ALETIAVSFSCTVSEFLLGEVDSSTLL
AVPPGDPSQSMENLYGAGTEGPPH
NVEECEEGCLPPEEVDMLLQRCEG
GVDAALQYAKDMARYMKDLISYLEK
RTTLEMEFAKGLQKVVHNCRQSVT
HEPHMPLLSIYSLALEQDLEFGHGM
VQAAGTLQTQTFMQPLTLRRLEHER
RRKEIKESWHRAQRKLQEAEANLRK
AKQGYKQRCEDHDKARLQVAKAEE
EQQGTGPGAGTAASKALDKRRRLEE
EAKNKAEEAMATYRTCVADAKTQKQ
ELEDTKVTALRQIQEVIRQSDQTIKS
ATISYYQLMHMQTAPLPVNFQMLCE
SSKLYDPGQQYASHVRQLQRGEEPD
VRYDFEPYVSNNSWSPIMRTRKGSF
NPGDASGPEAAGSPPEEGGTSEAAP
NKDHRGGRGHQVHKSWPISISDTEV
GLDTSSGDLKKFDRTSSSGTMSSSE
ELGDQEAGLVASAFDSADLNGMDP
ELPVAMPSGPFRHVGLSKAARTHRL
RKLRTPAKCRECNSYVYFQGAECEE
CCLACHKKCLETLAIQCGHKKLQGR
LQLFGQDFSQAALSTPDGVPFIVKKC
VCEIERRALHTKGIYRVNGVKTRVEK
LCQAFENGKELVELSQASPHDISNV
LKLYLRQLPEPLISFRFYHELVGLAK
DSLKAEAEAKAASRGRQGGSESEAA
TLAMVGRLRELMQDLPAENRATLLY
LLKHLRRIVEMEQDNKMTPGNLGIV
FGPTLLRPRPTDATVSLSSLVDYPHQ
ARVIETLIVHYGLVFEEEPEEAPGSQ
EGASTQCGQLESAEGIVFPLQEEAE
DGSRESHAASNDSDSELEDASDPLS
SSDASALHRLSFLEQTEAGLEEGPQ
SHSGSEEQLEGEDGAPGPWLCHFN
TNQSNNTSRAPLPTMRLRGGQITGG
TSQERQPQFV




