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FIGURE. S1. Mass spectra of IAA and IAM produced by B. pyrrocinia JK-SHOQO7. The spectra
were obtained by HPLC-MS/MS. (A) Mass spectrum of the standard sample of IAA. (B) Mass
spectrum of the standard sample of IAM. (C) Mass spectrum of IAA produced by B. pyrrocinia
JK-SHO007. (D) Mass spectrum of IAM produced by B. pyrrocinia JK-SHOO07.
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FIGURE. S2. Mass spectrum of IAA synthesis intermediates produced by B. pyrrocinia JK-
SHOO07. The spectra were obtained by HPLC-MS/MS. (A) Mass spectrum of the standard
sample of IPyA. (B) Mass spectrum of IPyA produced by B. pyrrocinia JK-SH0O07. (C) Mass
spectrum of the standard sample of IAN. (D) Mass spectrum of IAN produced by B. pyrrocinia
JK-SHO0O07. (E) Mass spectrum of the standard sample of TAM. (F) Mass spectrum of TAM
produced by B. pyrrocinia JK-SH007.
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FIGURE. S3. IAA and IAM production in the cell-free extract of B. pyrrocinia JK-SH007. (A)
Mass spectrum of the standard sample of IAA. (B) Mass spectrum of the standard sample of
IAM. (C) Mass spectrum of IAA produced by the cell-free extract of B. pyrrocinia JK-SH007. (D)
Mass spectrum of IAM produced by the cell-free extract of B. pyrrocinia JK-SH007.
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FIGURE. S4. Production of IAA synthesis intermediates in cell-free extract of B. pyrrocinia JK-
SHO007. (A) Mass spectrum of the standard sample of IPyA. (B) Mass spectrum of IPyA. (C)
Mass spectrum of the standard sample of IAN. (D) Mass spectrum of IAN. (E) Mass spectrum

of the standard sample of TAM. (F) Mass spectrum of TAM.
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FIGURE. S5. Putative “KEGG pathway” of trp metabolism and IAA biosynthetic pathways in the
B. pyrrocinia JK-SHO007. Green-labeled putative genes associated with the IAA synthesis
pathways recognized in the B. pyrrocinia JK-SHO07 genome.
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FIGURE. S6. (A) Amplification of the iaaM gene by PCR. (B) Amplification of the iaaH gene by
PCR. (C) PCR identification of iaaM-positive clones. (D) PCR identification of iaaH-positive
clones. (E) Double-digestion validation of the recombinant plasmid pET32a-iaaM. (F) Double-
digestion validation of the recombinant plasmid pET32a-iaaH. (G) Maps of the recombinant
plasmid pET32a-iaaM. (H) Maps of the recombinant plasmid pET32a-iaaH (drawn using

Winplas 2.7).
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FIGURE. S7. |IAA and IAM determination through HPLC-MS/MS. (A) Mass spectrum of 1AM
(standard reference figure S1B). (B) Mass spectrum of IAA (standard reference figure S1A).



