Figure S1. Pericarpium Citri Reticulatae ‘Chachiensis’ (PCR-Chachiensis, in Chinese Guang Chen Pi), is the aged
pericarps of Citri Reticulatae Blanco cv. Chachiensis.
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Figure S2. Partial amino acid sequence alignment of the BSHs encoding by bsh genes detected in probiotic
strains and their reference BSHs from NCBIL The protein ID of the reference BSHs in NCBI were
WP_094023840.1 (Bacillus licheniformis), WP_116516373.1 (Bacillus megaterium), WP_029268033.1 (Virgibacillus
alimentarius), WP_025726634.1 (Bacillus ginsengihumi). The identical amino acids are indicated by asterisks;
the conservative and semi conservative amino acids are indicated by two dots and one dot respectively.

Table S1. Detail information of 64 isolated strains.

16S rDNA accession No. Culture . Gastrointestinal Amine pro-

Strains Hit taxon name Identity (%) of hit strain media Hemolytic survival duction
N17-01 Bacillus cereus 97.97% MK389424.1 Elliker + N/A N/A
N17-02 Bacillus licheniformis 99.93% KU877628.1 Elliker - + -
N17-03 Bacillus tequilensis 100% MF077125.1 Elliker + N/A N/A
N17-04 Bacillus aryabhattai 99.93% KR063195.1 Elliker - - N/A
N17-05 Bacillus cereus 100% MG309432.1 Elliker + N/A N/A
N17-06 Bacillus cereus 100% KY316446.1 Elliker + N/A N/A
N16-07 Bacillus pumilus 100% KF158227.1 Elliker + N/A N/A
N17-08 Bacillus licheniformis 99.93% MHO000674.1 Elliker - + +
N16-09  Rummeliibacillus stabekisii 100% MT658588.1 Elliker + N/A N/A
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The plus sign indicates that the strain has this ability, while the minus sign indicates the opposite. N/A indicated that

the strain was not tested in this term.



