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Figure S1. Rarefaction curves for 16S rRNA gene from penguin fecal samples. Operational taxonomic units (OTUs) in this
analysis were defined at 97% sequence identity.



EE Adelie
B Gentoo

M ploroptast
ool

o <y as

a4

5~

W 2 g_llumatobacter
{_Acidimicrobiaceae

W 28: o_norank_Cyanobacteria
c_Cyanobacteria

9. X
{_Intrasporangiaceae
Wl e:g_Nakamurella

. 1 f_Nakamurellaceae

W : g_Nocardioides
9_unclassified_Frankineae
f_unclassified_Frankineae

Deinococcaceae
_Deinococcales
_Deinococci
_unclassified_Bacillaceae_2

Bacillaceae_2
)_Bacillales

9_ X

k: f_Porphyromonadaceae
o_Bacteroidales

m: c_Bacteroidia

: g_Persicitalea

o_Spirosoma

1_Cytophagaceae

1_Flavobacteriaceae
v: o_Flavobacteriales
w: ¢_Flavobacteriia

x: g_Ferruginibacter

¥: g_unclassified_Chitinophagaceae
1_Chitinophagaceae

a0: g_Rubrivirga

al: f_Rnodothermaceae

a2: g_Pedobacter

a3: f_Sphingobacteriaceae

a4: 0_Sphingobacteriales

as: ¢_Sphingobacteriia

26: g_unclassified_Cyanobacteria
a7: f_unclassified_Cyanobacteria

_Cateflicoccus

_unclassified_Camobacteriaceae

f_Camobacteriaceae

€1: o_Lactobacillales

€2: ¢__Bacilli

€3: g_Tissierella

c4: g_unclassified_Clostridiales Incertae_Sedis_XI

5: {_Clostridiales_Incertae_Sedis_XI
6: g_unclassified_Lachnospiraceae

f_Lachnospiraceae

<8: g_Desulfonispora

€9: f_Peptococcaceae_1

d0: g_Peptostreptococcus.

_unclassified_Clostridiales

norank_Clostridiales

_unclassified_Clostridiales

unclassified_Clostridiales

_Erysipelothrix
Erysipelotrichaceae

_Erysipelotrichales

_Erysipelotrichia

_unclassified_Firmicutes

unclassified_Firmicutes

o_unclassified_Firmicutes

W e2: c_unclassified_Firmicutes
3: g_Gemmatimonas

: _Gemmatimonadaceae
o_Gemmatimonadales.
W e6: c_Gemmatimonadetes
R e7: g_Lautropia
g_unclassified_Burkholder
f_Burkholderiales_incertae
g__Polaromonas

f1: g_unclassified_Comamona
12: 1_Comamonadaceae

13: g_Sutterella
f_Sutterellaceae

15: g_undlassified_Burkholderi
f6: f_unclassified_Burkholderiz
17: o_Burkholderiales

93: 1_Moraxellaceae
unclassified_Pseudomor

hS: ¢_Mollicutes

Figure S2. Cladogram indicated the phylogenetic distribution of fecal microbiota associated with Adélie and Gentoo pen-
guin groups. Each dot represented a taxonomic entity and the taxonomic levels ranged from phylum to genus from the

inner to outer circles.
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Figure S3. SparCC correlations between gut microbe-microbe at the genus level detected in Adélie (A) and Gentoo (B)
penguin groups. Only correlations of > 0.6 that were statistically significant (p < 0.05) are shown. The blue color indicates
positive correlations, and the red color indicates negative correlations. The color scale on the right indicates the level of
the correlation, with darker colors for the strongest positive or negative correlations. Supplemental data for this article can
be accessed on the publisher’s website.




