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Supplementary Table S1. Human ABCB4 transcript variant A mutagenesis primers

Primer name  Primer location Primer sequence 5'— 3’ Mutated nucleotide Mutant amino-acid
Mut 403F Exon 11 GGAGTTCAATGATGTTCACTTTTCTCACCCTTCTCGAGC ¢. 1207 T>C Y403H
Mut 403R Exon 11 GCTCGAGAAGGGTGAGAAAAGTGAACATCATTGAACTCC c. 1207 T>C Y403H
Mut 435F Exon 12 TAGTGGCTGTGGGATGAGCACAACGGTCC c. 1304 A>T K435M
Mut 435R Exon 12 GGACCGTTGTGCTCATCCCACAGCCACTA c. 1304 A>T K435M
Mut 558F Exon 14 CCCAAGATCCTTCTGCTGGATAAGGCCACGTCA c. 1672 GA E558K
Mut 558R Exon 14 TGACGTGGCCTTATCCAGCAGAAGGATCTTGGG c. 1672 G>A E558K
Mut 564F Exon 14 GCCACGTCAGCATTGGGCACAGAAAGTGAAGCT c. 1691 A>G D564G
Mut 564R Exon 14 AGCTTCACTTTCTGTGCCCAATGCTGACGTGGC c. 1691 A>G D564G
Mut 589F Exon 15 CGGACCACCATTGTGATAGCATACCGACTGTCT c. 1765 CGT H589Y
Mut 589R Exon 15 AGACAGTCGGTATGCTATCACAATGGTGGTCCG ¢. 1765 CT H589Y
Mut 1043F Exon 25 ATGAAGTCGTGTTCAACCATCCCACCCGAGCAAAC c. 3127 T>C Y1043H
Mut 1043R Exon 25 GTTTGCTCGGGTGGGATGGTTGAACACGACTTCAT c. 3127 T>C Y1043H
Mut 1075F Exon 25 AGTGGCTGTGGGATGAGCACGGTGGTC c. 3224 A>T K1075M
Mut 1075R Exon 25 GACCACCGTGCTCATCCCACAGCCACT c. 3224 AST K1075M
Mut 1200F Exon 27 AATCCTCCTGTTGGATGCAGCTACATCAGCTCTGG c. 3599 A>C E1200A
Mut 1200R Exon 27 CCAGAGCTGATGTAGCTGCATCCAACAGGAGGATT c. 3599 A>C E1200A
Mut 1206F Exon 27 GAAGCTACATCAGCTCTGGGTACTGAAAGTGAAAAGGTTG ¢ 3617 A>G D1206G
Mut 1206R Exon 27 CAACCTTTTCACTTTCAGTACCCAGAGCTGATGTAGCTTC c. 3617 A>G. D1206G
Mut 1231F Exon 28 CGCACCTGCATTGTGATTGCTTACCGCCTGTCC c. 3691 CGT H1231Y
Mut 1231R Exon 28 GGACAGGCGGTAAGCAATCACAATGCAGGTGCG . 3691 CT H1231Y

The underlined nucleotide in the sequence of primers is the mutated base. F represents forward; R, reverse. Mutated nucleotide
corresponds to the cDNA of the NM_000443.3 (ABCB4, transcript variant A, mRNA).
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Figure S1. Alignment of the sequences of the nucleotide-binding domains NBD1 and NBD2 of ABCB4
(MDRS3 - isoform 2, UniprotP21439-2), ABCB1 (MDR1 - isoform 1, UniprotP08183-1), ABCB11 (BSEP-
isoform 1, UniprotP095342) and CFTR (ABCC7- isoform 1, UniprotP13569). The positions of the ten
ABCB4 mutants studied here are shown in blue for NBD1 and orange for NBD2. Note that ABCB4 and
ABCBI1 have two canonical ATP-binding sites, whereas ABCB11 and CFTR have one degenerated ATP-
binding site. The figure was prepared using ESPript (Robert, X. and Gouet, P. 2014)
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Figure S2. Full immunoblots related to Figure 4A. These immunoblots are representative of three independent
experiments. Results shown in Figure 4A are delineated by dotted rectangles. MW (in kDa) are indicated.





