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Figure S1: MS-MS fragmentation of AHLs extracted from supernatants of Gluconacetobacter sp.
strain SX-1. (A) C2-HSL; (B) C4-HSL; (C) C6-HSL; (D) 3-oxo-C8-HSL; (E) C10-HSL; (F)

C12-HSL; (G) C14-HSL
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Figure S2. MS-MS fragmentation of AHLs extracted from supernatants of G. xylinus CGMCC
no. 2955. (A) C2-HSL; (B) C4-HSL; (C) C6-HSL; (D) 3-oxo-C10-HSL; (E) C12-HSL; (F) C14-HSL.
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Figure S3: MS-MS fragmentation of AHLs extracted from supernatants of Pseudomonas
aeruginosa PAK. (A) C2-HSL; (B) C4-HSL; (C) C6-HSL; (D) C10-HSL; (E) C12-HSL; (F)
3-ox0-C12-HSL.
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Figure S4. Multiple-amino-acid alignment of LuxR proteins from G. xylinus CGMCC no. 2955
and other bacterias. (ATU74371.1: G. xylinus CGMCC no. 2955; SAY48253.1: Komagataeibacter

rhaeticus

iGEM; WP_014104176.1:

Komagataeibacter — medellinensis; ~ WP_039734006.1:

Komagataeibacter intermedius; WP_129551332.1: Komagataeibacter xylinus; WP_003616525.1:
Komagataeibacter hansenii; WP_012227016.1: Gluconacetobacter diazotrophicus; BAKS82671.1:
Komagataeibacter medellinensis NBRC 3288; NC_006841.2: Vibrio fischeri ES114; WP_096765104.1:

Rhizobium

sophoriradicis;

NP_250121.1: Pseudomonas aeruginosa PAO1; ATU72277.1:

Gluconacetobacter xylinus CGMCC no. 2955) Red asterisks indicate the nine conserved amino

acids.



