}Jl;l iprotKB Entry name organism [full name |oglcnacscore °g lcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enqoplasmlc golgi
sites reticulum |apparatu
Q6PL18 IATAD2_HUMAN |Homo ATPase  [29.010745 S696 S60;561;5165;5170;S327;S337;S34 |40136647;39894887;40914422;303 MVVLRSSLELHNHSAASATGSLDLS [True False 3.182 [5.0 1.503 1.207 0.809
sapiens [family 2;S410;S746;S751;S1139;T1149;T1 (79171 SDFLSLEHIGRRRLRSAGAAQKKPAA

AAA 152;T1176;51200;S1233;S1235;S12 ITTAKAGDGSSVKEVETYHRTRALRS

domain- 43;5S1302;T1323 LRKDAQNSSDSSFEKNVEITEQLAN

containing GRHFTRQLARQQADKKKEEHREDK

protein 2 IVIPVTRSLRARNIVQSTEHLHEDNG

DVEVRRSCRIRSRYSGVNQSMLFDK
LITNTAEAVLQKMDDMKKMRRQRM
RELEDLGVENETEESNLNMYTRGK
QKDIQRTDEETTDNQEGSVESSEEG
EDQEHEDDGEDEDDEDDDDDDDD
DDDDDDEDDEDEEDGEEENQKRYY
LRQRKATVYYQAPLEKPRHQRKPNI
FYSGPASPARPRYRLSSAGPRSPYCK
RMNRRRHAIHSSDSTSSSSSEDEQH
FERRRKRSRNRAINRCLPLNFRKDE
LKGIYKDRMKIGASLADVDPMQLDS
SVRFDSVGGLSNHIAALKEMVVFPL
LYPEVFEKFKIQPPRGCLFYGPPGTG
KTLVARALANECSQGDKRVAFFMRK
GADCLSKWVGESERQLRLLFDQAYQ
MRPSIIFFDEIDGLAPVRSSRQDQIH
SSIVSTLLALMDGLDSRGEIVVIGAT
NRLDSIDPALRRPGRFDREFLFSLPD
KEARKEILKIHTRDWNPKPLDTFLEE
LAENCVGYCGADIKSICAEAALCALR
RRYPQIYTTSEKLQLDLSSINISAKDF
EVAMQKMIPASQRAVTSPGQALSTV
'VKPLLQNTVDKILEALQRVFPHAEFR
TNKTLDSDISCPLLESDLAYSDDDVP
SVYENGLSQKSSHKAKDNFNFLHL
NRNACYQPMSFRPRILIVGEPGFGQ
GSHLAPAVIHALEKFTVYTLDIPVLF
GVSTTSPEETCAQVIREAKRTAPSIVY
VPHIHVWWEIVGPTLKATFTTLLQNI
PSFAPVLLLATSDKPHSALPEEVQEL
FIRDYGEIFNVQLPDKEERTKFFEDL
[LKQAAKPPISKKKAVLQALEVLPVAP
PPEPRSLTAEEVKRLEEQEEDTFREL
RIFLRNVTHRLAIDKRFRVFTKPVDP
DEVPDYVTVIKQPMDLSSVISKIDLH
KYLTVKDYLRDIDLICSNALEYNPDR
DPGDRLIRHRACALRDTAYAIIKEEL
DEDFEQLCEEIQESRKKRGCSSSKY
IAPSYYHVMPKQNSTLVGDKRSDPEQ
NEKLKTPSTPVACSTPAQLKRKIRKK
SNWYLGTIKKRRKISQAKDDSQNAI
DHKIESDTEETQDTSVDHNETGNTG
ESSVEENEKQQNASESKLELRNNS
NTCNIENELEDSRKTTACTELRDKIA
CNGDASSSQIIHISDENEGKEMCVL
RMTRARRSQVEQQQLITVEKALAILS
QPTPSLVVDHERLKNLLKTVVKKSQ
NYNIFQLENLYAVISQCIYRHRKDHD
KTSLIQKMEQEVENFSCSR




