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MDR(multiple drug registance gene) E{z+4%
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Approved Gene Symbol: ABCB1
Approved Gene Name: ATP-binding cassette, sub-family B (MDR/TAP), member 1

Synonyms

Aliases: P-gp, CD243, GP170, ABC20, HGNC:2030
Previously Approved Symbols: PGY1, MDR1, CLCS
Previous Gene Names: colchicin sensitivity
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Simulation results

HRG (O 10 nM, O1 nM, A0.1 nM) : Experimental results
HRG (Red, 10 nM; green, 1 nM; blue, 0.1 nM) : Simulation results
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