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Figure S1. Colibactin related genes (pks genomic island) found in the metagenome data of cultured
bacteria isolated from the bile juice. (A). pks genomic island and corresponding primers region.
Alphabet above the reference genes indicate cIbA to cIbQ. Two direction arrow indicates primer region
to detect the pks island as previously reported by Nougayrede, J.P. et al. [21]. (B). BLAST identity
against the query (%) *Percentage in which located in the contigs of CK54 metagenome.
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Figure S2. The alpha diversity based on the Shannon, observed_otus, Chaol and faith_pd indices in
each group.
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Figure S3. Weighted and unweighted UniFrac PCoA of the bile microbiota in patients with BBD and
BTC after the amplification of 16S rRNA genes in four of eight patients with BTC and in three of ten
patients with BBD.
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Figure S4. (A) Weighted and (B) unweighted UniFrac PCoA of the bile and fecal microbiotas in
patients with BBD and BTC. (C) Composition of the bile and fecal microbiota at the phylum level.



