UniprotKB Entry name organism [full name |oglcnacscore oglcnac p.h osphorylation PMIDS |sequence intracellular extracellular [cytosol nucleus mitochndrion enc‘loplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane region
P06795 MDR1B_MOUSE Mus ATP- 24.474581 NaN T641;S659 33300544 MEFEENLKGRADKNFSKMGKKSKK (True True 2.352 [2.739 4.492 2.138 4.344 4.829 2.536
musculus |dependent EKKEKKPAVGVFGMFRYADWLDKL
translocase CMILGTLAAITHGTLLPLLMLVFGNM
ABCB1 TDSFTKAEASILPSITNQSGPNSTLII

SNSSLEEEMAIYAYYYTGIGAGVLIVA
IYIQVSLWCLAAGRQIHKIRQKFFHAI
MNQEIGWFDVHDVGELNTRLTDDV
SKINDGIGDKIGMFFQSITTFLAGFII
GFISGWKLTLVILAVSPLIGLSSALWA
KVLTSFTNKELQAYAKAGAVAEEVL
AAIRTVIAFGGQQKELERYNKNLEEA
KNVGIKKAITASISIGIAYLLVYASYAL
AFWYGTSLVLSNEYSIGEVLTVFFSI
LLGTFSIGHLAPNIEAFANARGAAFE
IFKIIDNEPSIDSFSTKGYKPDSIMGN
LEFKNVHFNYPSRSEVQILKGLNLK
VKSGQTVALVGNSGCGKSTTVQLM
QRLYDPLEGVVSIDGQDIRTINVRYL
REIIGVVSQEPVLFATTIAENIRYGRE
DVTMDEIEKAVKEANAYDFIMKLPH
QFDTLVGERGAQLSGGQKQRIAIAR
ALVRNPKILLLDEATSALDTESEAVV
QAALDKAREGRTTIVIAHRLSTVRNA
DVIAGFDGGVIVEQGNHDELMREKG
IYFKLVMTQTRGNEIEPGNNAYGSQ
SDTDASELTSEESKSPLIRRSIYRSVH
RKQDQERRLSMKEAVDEDVPLVSF
'WRILNLNLSEWPYLLVGVLCAVING
CIQPVFAIVFSRIVGVFSRDDDHETK
RQNCNLFSLFFLVMGLISFVTYFFQ
GFTFGKAGEILTKRVRYMVFKSMLR
QDISWFDDHKNSTGSLTTRLASDAS
SVKGAMGARLAVVTQNVANLGTGVI
LSLVYGWQLTLLLVVIIPLIVLGGIIE
MKLLSGQALKDKKQLEISGKIATEAI
ENFRTIVSLTREQKFETMYAQSLQV
PYRNAMKKAHVFGITFSFTQAMMYF
SYAACFRFGAYLVAQQLMTFENVML
VFSAVVFGAMAAGNTSSFAPDYAKA
KVSASHIIRIIEKTPEIDSYSTEGLKPT
LLEGNVKFNGVQFNYPTRPNIPVLQ
GLSLEVKKGQTLALVGSSGCGKSTV
IVQLLERFYDPMAGSVFLDGKEIKQL
NVQWLRAHLGIVSQEPILFDCSIAEN
IAYGDNSRAVSHEEIVRAAKEANIHQ
FIDSLPDKYNTRVGDKGTQLSGGQK
QRIATARALVRQPHILLLDEATSALDT
ESEKVVQEALDKAREGRTCIVIAHRL
STIQNADLIVVIENGKVKEHGTHQQL
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