Supplementary Material
 High abundance of Candidatus Arthromitus in intestinal microbiota of Seriolella violacea (palm ruff) under reared conditions 

Supplementary Table S1. Biometric data (mean ± SD) of fish in different groups of age.
	 
	7 MO
	8 MO
	9 MO

	Standard length (cm)
	9.50 ± 1.10
	14.0 ±  1.21
	15.6    ±1.35

	Body weight (g)
	24.8 ± 6.56
	36.4 ±  8.79
	  49.3 ± 12.02



Supplementary Table S2. Permanova (Adonis) results for comparison between groups of age based on unweighted and weighted UniFrac distance. 
	
	Permanova
	Betadisper

	
	Weighted
	Unweighted
	Weighted
	Unweighted

	
	R2
	P value
	R2
	P value
	P value
	P value

	Overall
	0.605
	0.001
	0.230
	0.016
	0.001
	0.925

	7 MO vs 8 MO
	0.331
	0.005
	0.226
	0.002
	0.997
	0.857

	8 MO vs 9 MO
	0.533
	0.005
	0.066
	0.581
	0.012
	0.862

	7 MO vs 9 MO
	0.548
	0.002
	0.257
	0.002
	0.011
	0.618
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Supplementary Figure S1. Rarefaction curves for sequence depth in different groups of age. 

[image: ]
Supplementary Figure S2. Alpha diversity indexes during time, 7MO; 8MO and 9 MO.
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Supplementary Figure S3. Principal coordinate analysis unweighted (A) and weighted (B) UniFrac distance. 
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Supplementary Figure S4. Phylogenetic tree comparing Candidatus Arthromitus sequences. Blue diamonds indicates ASV from palm ruff assigned to Candidatus Arthromitus, branches without diamonds indicates sequences of Candidatus Arthromitus retrieved from the RDPII database. There were a total of 274 positions in the dataset. Analyses were conducted in MEGA X. https://www.megasoftware.net/.
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Supplementary Figure S5. Relative abundance of taxa at Family taxonomic level. 
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Supplementary Figure S6. Relative proportion of the 20 most abundant KEGG pathways associated with intestinal microbiota of Seriolella violacea in different sampling time, inferred with Piphillin (A) and Tax4Fun (B). 
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Supplementary Figure S7. Presence of SFB in human fecal samples. Data adapted from Yin et al 2012.
image5.png
Relative abundance (%)

100

75

50

25

7

MO

8 MO

i

9 MO

Family

B Clostridiaceae_1

[ Fusobacteriaceae
Mycoplasmataceae
Streptococcaceae
Vibrionaceae




image6.png
k000520: Amino sugar and nucleotide sugar metabolism
ko00630: Glyoxylate and dicarboxylate metabolism
ko05111: Biofilm formation - Vibrio cholera

ko000620: Pyruvate metabolism:

ko002030: Bacterial chemotaxis:

k000190: Oxidative phosphorylation:

k002040: Flagellar assembly

ko000240: Pyrimidine metabolism-

k002024: Quorum sensing:

ko003010: Ribosome-

k000230: Purine metabolism:

ko01230: Biosynthesis of amino acids

ko01200: Carbon metabolism:

k002020: Two-component system:

k002010: ABC transporters

k000970: Aminoacyl-tRNA biosynthesis

ko01130: Biosynthesis of antibiotics:

ko01120: Microbial metabolism in diverse environments
ko01110: Biosynthesis of secondary metabolites
ko01100: Metabolic pathways

0

k000190: Oxidative phosphorylation
ko003010: Ribosome

k000620: Pyruvate metabolism:

k000550: Peptidoglycan biosynthesis
ko00051: Fructose and mannose metabolism:
Kk002030: Bacterial chemotaxis-

k000260: Glycine, serine and threonine metabolism-

Gou gon o= ou o= on §7= oe

= 7m0 ko05133; Pertussis:
J 8MO
= om0 K002040: Flagellar assembly

ko00860: Porphyrin and chlorophyll metabolism-
k000500 Starch and sucrose metabolism

k000330: Arginine and proline metabolism

k000520: Amino sugar and nucleotide sugar metabolism-
k000910: Nitrogen metabolism

k000240: Pyrimidine metabolism-

k000970: Aminoacyl-tRNA biosynthesis:

ko003070: Bacterial secretion system-

erhwh%r

k000230: Purine metabolism-

k002020: Two-component system

| k002010: ABC transporters:

—

2 4 6 814 15 16 0
Relative Proportion (%)

3 7M0
3 8MO
=3 9MO

FMFMLrMhWhFr

LFFLL

2.
&
=
=5
14

=
46 8101214

Relative Proportion (%)

1 2 3




image7.jpeg
—

(sieak ‘sujuow ‘skep) eby

H
H

o

% SFB positive samples

» @ N
] 8 3

ook

(152=v) so|duies |20} uewny ul B3 J0 UORNGLISIA




image1.png
90-
{
5 60~ Emc
-4
] 8MO
g 9M0
&

30-

o-

5000 10600 15000 20000
Sample Size




image2.png
110

©
=]

~
=]

Alpha Diversity Measure

%]
=]

Chao1

7MO 8MO 9MO

38

36

34

32

Shannon

7MO 8MO 9MO

0.975

0.970

0.965

0.9860

0.955

Simpson

7MO 8MO 9MO




image3.png
A  Unweighted UniFrac B Weighted UniFrac

o
[e¢

0.10

c% 04 Time g 0.05 Time
o Y :

O
L -0- 7 MO 2. .00 -0~ 7MO
o - 8MO o -0~ 8MO
» 0.0 o -0.05
i~ - 9MO X -~ 9MO
< -0.10

0.4
-1.0 -05 0.0 0.5 1.0 -04 0.0 0.4 0.8

Axis.1 [50%] Axis.1 [93%]




image4.png
o5

Candidatus Arthromitus sp. AP012208
Candidatus Arthromitus sp. AP012202
Candidatus Arthromitus sp. CPOOBT1S.
segmented filamentous bacterium X77814
Candidatus Arthromitus sp. D86305

Candidatus Arthromitus sp. D86302

Candidatus Arthromitus sp. APOT2210
Candidatus Arthromitus sp. KC135882
@ Candidatus Arthromitus ASV 2

7

Candidaus Arthromius ASV 1
~{ [ Candidatus Atomitus ASV 3
L  Conditaus Artomitus ASV'S
58 ——————— @ Candidatus Arthromitus ASV 4

002

Clostridium sp. X78074




