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Supplementary Figure 1. Alpha diversity characterized by Shannon index and observed CAZymes
index in different environments for each order. The violin plot showed the distribution of Shannon
index of CAZymes among species from Flavobacteriales (A), Cytophagales (C), observed CAZymes
index of CAZymes among species from Flavobacteriales (B) and Cytophagales (D). Two-sided T-
Test was used to analyze the significance of difference between different groups. Inner box plots

showed median and quartiles.
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Supplementary Figure 2. Relative abundance of the top 20 CAZyme families across different orders,
families, sources, and environment conditions.
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Flavobacteriales vs Cytophagales
total = 212 variables
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Supplementary Figure 3. Differences in CAZyme family composition between Flavobacteriales and
Cytophagales.
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Supplementary Figure 4. Number of GHO per genome (A) and per Mb genome (B)
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Supplementary Figure 5. Abundance differences of susC (A, C) and susD (B, D) between
Flavobacteriales and Cytophagales.



Land vs Marine Land vs Tidal flat
total = 221 variables total = 228 variables
Not Sig Log2FC Pvalue Pvaluc and Log2FC Not Sig Log2FC Pvaluc Pvaluc and Log2FC
1 | ! | GH25
. I I J | I
20 : : GH2S 20 : : "anh chM20
§ | I | I
G ! anfs | :
| | | |
| | | |
i | i i
151 ! g 154 ! :
| I | !
i I | I
i I 5 | I
[ ! I M2 a, ! t
= ! GH = pLIT | |
°h GH15S Ty, = PL17
%0 10 4 'I I(ﬁnzs %D 10 1 I I
— drao ) e — O ! ogm
GHI17 114 ;
I Tle : : v I i .: G”» GT32 GH142
Q@ || 1 G613 GIs GH1dsa ¢ a
PL17 I GH3s. ¥ | T GH19
a | R Y 1 I GH35 4
LG | il | | GIHI38
5 1 By — 1
| | | |
i I ] I
| I | i
| ] I I
----------------- A28 Sae e, _______ A SR R Moo R P S, X7 05 5. A A
i I A I |
01 : ! 01 ! ‘
T L] . L] L L] L] L] T . L] L ] 1
-6 =3 0 3 6 -6 =3 0 3 6
Log; fold change Log;, fold change
C D
Marine vs Tidal flat
total = 224 variables
Not Sig Log2FC Pyalue Pvalue and Log2FC
1 I
20 - ! ! CAZyme Class
! : CBM tidal flat
1 ]
i i ° CE
i i GH
15 = : : e GT
1 ]
| | PL
R, i i
s L
& 104 i |
— | 1
i i
L 1 1
1 ]
I i
i i
59 i i
1 ]
I ]
i | aH
1 || €
________________ I N I ol G S IR A
PL2Y | | S S S S S
0 = : { land w ¥ < L S marine
L] L] L T L L] T
—6 -3 0 ] 6
Log; fold change

Supplementary Figure 6. Differences in CAZyme family (A-C) and class (D) composition across
different sources.



