Supplementary Material

Metataxonomic of the rectal samples of synanthropic bats from Montes Claros, Brazil

Figures


[image: C:\Users\User\OneDrive\Documentos\Metagenomica\Nova\Figuras prontas\filumazul.tif]Figure S1: Relative abundance of bacterial Kindom of bats captured in Montes Claros, Minas Gerais Brazil. Stacked bar plots depict the percentage (%) composition of the most abundant Kindom in each sample.
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Figure S2: Relative abundance of bacterial Phylum of bats captured in Montes Claros, Minas Gerais Brazil. Stacked bar plots depict the percentage (%) composition of the most abundant Phylum in each sample.
[image: ] Figure S3: Relative abundance of bacterial Class of bats captured in Montes Claros, Minas Gerais Brazil. Stacked bar plots depict the percentage (%) composition of the most abundant Class in each sample.
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Figure S4: Relative abundance of bacterial Order of bats captured in Montes Claros, Minas Gerais Brazil. Stacked bar plots depict the percentage (%) composition of the most abundant Order in each sample.
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Figure S5: Relative abundance of bacterial Family of bats captured in Montes Claros, Minas Gerais Brazil. Stacked bar plots depict the percentage (%) composition of the most abundant Family in each sample.
[image: ]
Figure S6: Relative abundance of bacterial Genus of bats captured in Montes Claros, Minas Gerais Brazil. Stacked bar plots depict the percentage (%) composition of the most abundant Genus in each sample.

Tables

Table S1: Absolute (ASVs) and relative abundance of potentially pathogenic bacterial genera identified in bat samples from Montes Claros, Minas Gerais.
	Pathogenic Genus
	Absolute abundance (ASVs)
	Relative abundance (%)*

	Staphylococcus
	317332
	10.2158

	Enterococcus
	207734
	6.6875

	Bacillus
	111408
	3.5865

	Enterobacter
	90608
	2.9169

	Clostridium sensu stricto 1
	60492
	1.9474

	Mycobacterium
	47736
	1.5368

	Escherichia–Shigella
	40395
	1.3004

	Pseudomonas
	39364
	1.2672

	Streptococcus
	36445
	1.1733

	Serratia
	31283
	1.0071

	Salmonella
	25608
	0.8244

	Actinobacillus
	11859
	0.3818

	Rhodococcus
	10256
	0.3302

	Haemophilus
	2594
	0.0835

	Burkholderia 
	1753
	0.0564

	Acinetobacter
	1589
	0.0512

	Moraxella
	1589
	0.0512

	Kingella
	1439
	0.0463

	Nocardia
	1427
	0.0459

	Klebsiella
	1404
	0.0452

	Mycoplasma
	1038
	0.0334

	Fusobacterium
	718
	0.0231

	Citrobacter
	571
	0.0184

	Ureaplasma
	520
	0.0167

	Clostridioides
	489
	0.0157

	Campylobacter
	99
	0.0032

	Bartonella
	63
	0.0020

	Proteus
	44
	0.0014

	Vibrio
	27
	0.0009

	Rickettsiella
	27
	0.0009

	Helicobacter
	18
	0.0006

	Porphyromonas
	16
	0.0005

	Aeromonas
	12
	0.0004

	Bordetella
	7
	0.0002

	Brucella
	7
	0.0002

	Total
	1.045.971
	33.6726


*Calculated in relation to the 3.106.291 ASVs generated by all samples.
[bookmark: _GoBack]Table S2: Absolute abundance (ASVs) of potentially pathogenic bacterial genera identified by bat specie, of the eigth bats species from Montes Claros, Minas Gerais.
	Patogenic Genus
	A. lituratus
	A. planirostris
	C. perspicillata
	Carollia sp.
	P. lineatus
	S. lilium
	M. nigricans
	A. geoffroyi
	G. soricina

	Staphylococcus
	157
	153844
	1866
	3644
	14315
	45
	90945
	66
	14

	Enterococcus
	77200
	70510
	0
	29773
	407
	0
	27999
	10
	0

	Bacillus
	83
	80745
	177
	103
	0
	0
	79475
	0
	0

	Enterobacter
	66602
	20508
	793
	234
	0
	0
	0
	0
	1368

	Clostridium sensu stricto 1
	29707
	21384
	0
	0
	1008
	0
	0
	0
	0

	Mycobacterium
	0
	13720
	0
	646
	0
	0
	33370
	0
	0

	Escherichia–Shigella
	5870
	7712
	2151
	3336
	1536
	573
	2205
	211
	437

	Pseudomonas
	45
	34045
	0
	177
	10
	12
	82
	0
	0

	Streptococcus
	7351
	25625
	1346
	138
	410
	238
	0
	6
	0

	Serratia
	5297
	25178
	808
	0
	0
	0
	0
	0
	0

	Salmonella
	0
	102
	0
	0
	0
	0
	0
	0
	0

	Actinobacillus
	19
	11838
	0
	0
	2
	0
	0
	0
	0

	Rhodococcus
	0
	6152
	0
	1224
	32
	1870
	27
	946
	0

	Haemophilus
	0
	2592
	0
	2
	0
	0
	0
	0
	0

	Burkholderia 
	169
	1268
	56
	0
	185
	19
	9
	0
	47

	Acinetobacter
	92
	1396
	0
	48
	15
	0
	9
	24
	0

	Moraxella
	19
	807
	0
	0
	0
	0
	0
	0
	0

	Kingella
	0
	1424
	0
	0
	6
	0
	0
	0
	0

	Nocardia
	0
	2
	0
	4
	0
	0
	10
	0
	0

	Klebsiella
	5
	0
	456
	0
	939
	0
	0
	0
	0

	Mycoplasma
	62
	955
	0
	0
	0
	0
	0
	9
	12

	Fusobacterium
	0
	712
	0
	0
	0
	0
	6
	0
	0

	Citrobacter
	0
	571
	0
	0
	0
	0
	0
	0
	0

	Ureaplasma
	308
	196
	0
	0
	0
	0
	0
	0
	0

	Clostridioides
	0
	489
	0
	0
	0
	0
	0
	0
	0

	Campylobacter
	0
	99
	0
	18
	0
	0
	0
	0
	0

	Bartonella
	0
	0
	0
	0
	0
	0
	63
	0
	0

	Proteus
	0
	0
	44
	0
	0
	0
	0
	0
	0

	Vibrio
	27
	0
	0
	0
	0
	0
	0
	0
	0

	Rickettsiella
	0
	0
	0
	0
	0
	0
	27
	0
	0

	Helicobacter
	0
	0
	0
	18
	0
	0
	0
	0
	0

	Porphyromonas
	0
	0
	16
	0
	0
	0
	0
	0
	0

	Aeromonas
	0
	12
	0
	0
	0
	0
	0
	0
	0

	Bordetella
	0
	7
	0
	0
	0
	0
	0
	0
	0

	Brucella
	0
	7
	0
	0
	0
	0
	0
	0
	0
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