UniprotKB  |[Entry organism (full name oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular extracellular cytosol \nucleus mitochndrion em:loplasmlc golgi plasma extl:acellular
ID name sites sites reticulum apparatus membrane region
IAOA0OG2K1Q8 |ABCA3_RAT Rattus Phospholipid- [23.439218 NaN NaN 38843836 MVVLRQLRLLLWKNYTLKKRKVLVT |False False 1.323 |1.611 1.299 1.848 1.117 4.346 1.621
norvegicus |transporting VLELFLPLLFSGILIWLRLKIQSENVP
ATPase NATVYPDQHIQELPLFFSFPPPGGS
ABCA3 WELAYVPSHSDAARTITEAVRREFMI

KMRVHGFSSEKDFEDYVRYDNHSS
NVLAAVVFEHTFNHSKDPLPLAVRY
HLRFSYTRRNYMWTQTGNLFLKET
EGWHTASLFPLFPSPGPREPSSPDG
GEPGYIREGFLAVQHAVDKAIMHYH
IANASAHQLFQKLTVITKRFPFPPYIS
DPFLIAIQYQLPLLLMLSFTYTSLTIIR
IAVWQEKEKKLKEYMRMMGLSSWLH
\WSAWFLMFLLFSLIVVSFMTLLFCV
KVKKDIAVLSNSDPSLVLAFLLCFAIS
SISFSFMVSTFFSKANMAATVGGFL
YFFTYTPYFFVAPRYNWMTLSQKLL
SCLLSNVAMAMGAQLIGKFEAKGTG
IQWCDLLNPVNVDDDFCFGQVLGM
LLLDSVLYGLVTWYVEAVFPGQFGV
PQPWYFFLMPSYWCGNPRTVVGKE
EEGGDPEKAFRTEYFEAEPEDLAAGI
KIKHLSKVFQVGNKDKMGIRDLTLN
LYEGQITVLLGHNGAGKTTTMSMLT
GLFPPTSGHAYIRGYEISQDMVQIRK
SLGLCPQHDVLFDNLTVAEHLYFYA
QLKGLSVQKCPEEVKQMLHTLGLED
KRDSRSKFLSGGMKRKLAIGIALIAG
SKVLMLDEPTSGMDAVSRRAIWDLL
QQQKSDRTVLLTTHFMDEADLLGD
RIAILAKGELQCCGSSLFLKQKYGAG
YHMTLVKEPHCNPEGISQLVHHHV
PNAMLESHAGAELSFILPKESTHRF
ESLFAKLEKKQKELGIASFGASVTITM
EEVFLRVGKLVDTSMDIQAIQLPALQ
YQHERRASDWALDSNLCGVMDPTN
GIGALIEEEEVLVKLNTGLALHCQQF
WAMFLKKAAYSWREWRMVAAQILV
PVTCLTLALLAINYTSEIFDDPPLKLS
LNEYGTTVVPFSVPGTSRLGQQLSE
HLRDMLQAERQEPREVLGDLEEFLV
FRASVEGGGFNERCLVATSFKDSGE
RTVVTALFNNQAYHSPATALAIVDNL
LFKLLCGPRASIEISNYPQPRSTLQV
IAKDQFNEGRKGFDIALNLLIAMAFL
IASTFSILAVSERAVQAKHVQFVSGV
HVATFWLSALLWDLISFLVPSLLLLV
VFRAFDVHAFTRDGHMADLLLLLM
LYGWAIIPLMYLLSFFFSAASTAYTRL
TIFNILSGIATFIVVTIMRIPAVKLEEL
SRTLDHVFLVLPNHCLGMAVSNFYE
NYETRRYCTSSEVATHYCKKYNIQY
QENFYAWSTPGIGKFVTSMAASGGI
YLTLLFLIETNLLWRLRTFVCAFRRR
WTLAELQNRTSVLPEDQDVADERSR
IVLVPSLDSMLDTPLIINELSKVYDQR
IAPLLAVDRISLAVQKGECFGLLGFN
GAGKTTTFKMLTGEETITSGDAFVG
GYSISSDIGKVRQRMGYCPQFDALL
DHMTGREMLVMYARLRGIPERLIDA
CVENTLRGLLLEPHANKLVKTYSGG
NKRKLSTGIALIGEPAVIFLDEPSTG
MDPVARRLLWDTVARARESGKAIVI
TSHSMEECEALCTRLAIMVQGQFKC
LGSPQHLKSKFGSGYSLQAKVRSEG
KQEVLEEFKAFVDLTFPGSVLEDEH
QDMVHYHLPGCDLSWAKVFGILEK
IAKEKYGVDDYSVSQISLEQVFLSFAH
LQPPTTEDGR




