Table S1 List of resistance genes, primer sequences, and PCR parameters

	Gene
	Forward and reverse primer sequences (5′–3′)
	PCR Condition
	Cycles
	Product size
	Reference

	cepA
	TTTCTGCTATGTCCTGCCT
ATCTTTCACGAAGACGGC
	95 °C 15 s, 56 °C 30 s, 72 °C 60 s
	35
	780 bp
	1

	cfxA
	GCTCAAACAGATAGTTTTAT
GGCAACATTGTGAGCTG
	98 °C 10 s, 60 °C 30 s, 68 °C 60 s
	30
	333 bp
	2

	cfiA
	AATCGAAGGATGGGGTATGG
CGGTCAGTGAATCGGTGAAT
	94 °C 15 s, 59 °C 60 s, 72 °C 30 s
	40
	302 bp
	1

	tetQ
	GGCTTCTACGACATCTATTA
CATCAACATTTATCTCTCTG
	98 °C 10 s, 54 °C 60 s, 72 °C 120 s
	35
	758 bp
	3

	tetX
	TTAGCCTTACCAATGGGTGT
CAAATCTGCTGTTTCACTCG
	94 °C 15 s, 55 °C 30 s, 72 °C 30 s
	35
	243 bp
	3

	tetX1
	TCAGGACAAGAAGCAATGAA
TATTTCGGGGTTGTCAAACT
	94 °C 10 s, 63 °C 30 s, 72 °C 30 s
	35
	150 bp
	3

	tet36
	TTTCTGGCAGAGGTAGAACG
TTAATTCCTTGCCTTCAACG
	95 °C 15 s, 57 °C 30 s, 72 °C 30 s
	35
	250 bp
	4

	tetM
	GTGGACAAAGGTACAACGAG 
CGGTAAAGTTCGTCACACAC
	94 °C 60 s, 55 °C 60 s, 72 °C 90 s
	35
	406 bp
	5

	ermB
	GAAAAGGTACTCAACCAATA
AGTAACGGTACTTAAATTGTTTAC
	98 °C 10 s, 49 °C 60 s, 72 °C 120 s
	35
	639 bp
	6

	ermF
	CGGGTCAGCACTTTACTATTG
GGACCTACCTCATAGACA AG
	98 °C 10 s, 50 °C 30 s, 68 °C 60 s
	35
	466 bp
	7

	ermG
	ATAGGTGCAGGGAAAGGTCA
TGGATTGTGGCTAGGAAATGT
	95 °C 15 s, 59 °C 30 s, 72 °C 30 s
	35
	177 bp
	4

	mefA
	AGTATCATTAATCACTAGTGC
TTCTTCTGGTACTAAAAGTGG
	98 °C 10 s, 53 °C 60 s, 72 °C 120 s
	35
	348 bp
	6

	bexA
	TAGTGGTTGCTGCGATTCTG
TCAGCGTCTTGGTCTGTGTC
	95 °C 15 s, 60 °C 30 s, 72 °C 30 s
	35
	195 bp
	4

	linA
	CTGGGGAGTGGATGTCTTGT
AGTTGGCTTGTTTGGAAGTG
	95 °C 15 s, 60 °C 30 s, 72 °C 30 s
	35
	230 bp
	4

	msrSA
	GGGAACTGAAAGATGGCAAA
TACGAGCCTGTTTTCGCTTT
	95 °C 15 s, 60 °C 30 s, 72 °C 30 s
	35
	165 bp
	4

	nim
	ATGTTCAGAGAAATGCGGCGTAACG
GCTTCCTTGCCTGTCATGTGCTC
	94 °C 30 s, 62 °C 60 s, 72 °C 60 s
	35
	458 bp
	8

	qnrA
	TCAGCAAGAGGATTTCTCA
GGCAGCACTATTACTCCCA
	94 °C 45 s, 53 °C 45 s, 72 °C 60 s
	32
	627 bp
	9

	qnrB
	GGMATHGAAATTCGCCACTG
TTTGCYGYYCGCCAGTCGAA
	94 °C 60 s, 54 °C 60 s, 72 °C 60 s
	35
	264 bp
	10

	qnrS
	GCAAGTTCATTGAACAGGGT
TCTAAACCGTCGAGTTCGGCG
	94 °C 45 s, 54 °C 45 s, 72 °C 60 s
	35
	428 bp
	11

	catA
	AAGTTGGCAGCATTCACCCG
TCGTGGTATTCACTCCAGAGCG
	94 °C 60 s, 61 °C 30 s, 72 °C 60 s
	35
	573 bp
	12

	IS1186
	GAGAATCAAGCTTCTCGCC
	94 °C 30 s, 48 °C 60 s, 72 °C 60 s
	35
	1.3 kb
	13

	
	CCCCGAATTCGCCTTTGCCCGTA
	
	
	
	

	IS1187
	CGTATTGCAGAATGGTAAGTGC
	94 °C 30 s, 48 °C 60 s, 72 °C 60 s
	35
	725 bp
	14

	
	GTTCCACGTCGTGGTCCTGTTC
	
	
	
	

	IS942
	TCTGAGAAACTCACTCCTTTTGGAGGA
	94 °C 30 s, 48 °C 60 s, 72 °C 60 s
	35
	1.3 kb
	15

	
	AGAAAAGCATGGTCTTTAACCAAAGTC
	
	
	
	



cepA, cfxA, cfiA: β-lactamase resistance genes
ermB, ermF, ermG, limA, mefA, msrSA: macrolide–lincomycin–streptogramin (MLS) resistance genes
tetM, tetQ, tetX, tetX1, tet36: tetracycline resistance genes
bexA, qnrA, qnrB, qnrS are quinolone resistance genes
nim: metronidazole resistance genes
catA:chloramphenicol resistance gene
IS1186, IS1187, IS942: Insert sequences
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Table S2 Recent publications on Bacteroides fragilis group isolations from human samples
	[bookmark: _Hlk80649378]Country
	Number of isolations (n)
	B. fragilis
n (%)
	Non-fragilis Bacteroides
n (%)
	Source of samples
	Type of samples
	Published year
	Reference

	European countries
	824
	600 (72.8)
	224 (27.2)
	Clinical
	Various, except faeces
	2010
	1

	Japan
	64
	21 (32.8)
	43 (67.2)
	Clinical
	Intra-abdominal infection
	2013
	2

	Japan
	69
	32 (46.4)
	37 (53.6)
	Clinical
	Intra-abdominal infection
	2018
	3

	Dutch
	101
	38 (37.6)
	63 (62.4)
	Clinical
	Various
	2019
	4

	China
	115
	80 (69.6)
	35 (30.4)
	Clinical
	Various, except faeces
	2020
	5

	Germany
	71
	40 (56.3)
	31 (43.7)
	Clinical
	N/A
	2021
	6

	Brazil
	64
	39 (60.9)
	25(39.1)
	Clinical, children with diarrhea
	Fecal samples
	2004
	7

	
	50
	27 (54)
	23 (46)
	Healthy children
	Fecal samples
	
	

	Brazil
	25
	25 (100)
	0
	Clinical
	N/A
	2010
	8

	
	35
	26 (74.3)
	9 (25.7)
	Healthy people
	Human intestinal microﬂora
	
	

	Iran
	177
	53 (29.9)
	124 (70.1)
	Healthy people
	Human intestinal microﬂora
	2016
	9

	Poland
	33
	20 (60.6)
	13 (39.4)
	Healthy people
	Human intestinal microﬂora
	2019
	10

	Vietnama
	76
	3 (3.9)
	73 (96.1)
	Healthy people
	Human intestinal microﬂora
	2021
	Present study

	Japanb
	63
	9 (14.3)
	54 (85.7)
	
	
	
	


The different in percentage of B. fragilis and non-fragilis Bacteroides in a and b had P - value of 0.0307.
NA, not applicable
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Table S3A Distribution of MLS-resistance genes in clindamycin-resistant and non-resistant BFG

	Resistant genes 
	Resistant (a)
	Non-resistant (b)
	P- value (a and b)

	ermF  
            
	Vietnam
	30
	2
	0.007

	
	Japan
	20
	8
	0.47

	ermG
	Vietnam
	3
	2
	0.28

	
	Japan
	14
	19
	0.44

	linA    
          
	Vietnam
	16
	12
	< 0.001

	
	Japan
	7
	3
	0.81

	mefA
	Vietnam
	2
	0
	0.46

	
	Japan
	7
	2
	0.45

	msrSA
	Vietnam
	0
	0
	-

	
	Japan
	3
	1
	0.72



BFG, Bacteroides fragilis group; MLS, macrolide–lincomycin–streptogramin

Table S3B Number of strains with resistance genes and their combinations among Bacteroides strains with different clindamycin MICs 
	MIC (μg/mL) of clindamycin 
	None
	ermF
	ermG
	linA
	mefA
	ermF, ermG
	ermF, linA
	ermF, mefA
	ermG, linA
	ermG,
mefA
	ermG, msrSA
	mefA, msrSA
	ermF, ermG, linA
	ermF, ermG, mefA
	ermF, linA, mefA
	ermG, linA, mefA
	ermG, mefA, msrSA
	linA, mefA, msrSA

	
	Va
	Jb
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
	V
	J
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	128
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	>128
	20
	2
	20
	13
	1
	3
	4
	
	
	1
	
	
	7
	2
	1
	
	2
	2
	
	1
	
	1
	
	
	1
	
	
	1
	1
	
	
	1
	
	1
	
	1

	Total
	24
	16
	21
	18
	2
	8
	16
	2
	
	1
	
	4
	8
	3
	1
	1
	3
	2
	
	1
	
	1
	
	1
	1
	
	
	1
	1
	
	
	1
	
	1
	
	1


a: Vietnam
b: Japan
MIC, minimum inhibitory concentration; J, Japan; V, Vietnam



Table S4 Examples of diversity in susceptibility distribution of BFG isolations to clindamycin, clarithromycin, and erythromycin
	Code
	Species
	Source
	Clindamycin
MIC (µg/mL)
	Clarithromycin
MIC (µg/mL)
	Erythromycin
MIC (µg/mL)

	GAI17240
	B. stercoris
	Vietnam
	4
	1
	16

	GAI17258
	B. stercoris
	Vietnam
	2
	1
	32

	GAI17268
	B. stercoris
	Vietnam
	2
	1
	32

	GAI17273
	P. distasonis
	Vietnam
	4
	1
	32

	GAI17280
	B. stercoris
	Vietnam
	4
	1
	64

	GAI17301
	P. distasonis
	Vietnam
	>128
	>128
	32

	GAI20062
	P. distasonis
	Japan
	0.03
	2
	32

	GAI20078
	B. ovatus
	Japan
	1
	128
	16

	GAI20103
	B. ovatus
	Japan
	2
	32
	128

	GAI20125
	B. vulgatus
	Japan
	32
	0.5
	>128

	GAI20154
	P. merdae
	Japan
	>128
	>128
	16













Figure S1: The distribution of fluoroquinolone-resistance genes (bexA, qnrB, qnrS) found in Bacteroides strains in Vietnam and Japan based on levofloxacin and ciprofloxacin MIC values.
MIC, minimum inhibitory concentration; VN, Vietnam; JP, Japan
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