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Rarefaction curve for sample richness estimation

100 -

7]
@ L~

c g

= (/ habitat

14 Captivity
g = e
8 ‘| Ranging
Q 50-

w

0 20000 40 [ll 00 60000

Sequence Sample Size
Supplementary Figure S1 The rarefaction curves of the sequences from Saltator similis.
The lines represent each one of the sequenced libraries. The turquoise lines represent de
libraries from free-ranging S. similis, and the pink lines represent libraries from captivity

S. similis.
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Supplementary Figure S2 The rarefaction curves of the sequences from Saltator similis,

per group. Comparison of the identified ASVs with the number of sequenced reads in

each group.
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Supplementary Figure S3 Relative abundance of the principal bacterial families

identified in the feces of all studied Saltator similis. The points represent the ASVs. Blue

color: Free-ranging songbirds. Yellow color: captivity songbirds
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Supplementary Figure S4 The most predominant phyla, family, and genera identified
in the feces from captivity and free-ranging Saltator similis. Bold *: Indicates family or

genus identified in libraries from a single habitat. Results from RStudio using packages

Vegan and the function Adonis and Adonis2.



