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Supplementary Fig. S1 The maximum-likelihood phylogenetic tree based on 16S rRNA gene sequences exhibiting the phylogenetic position of strain M17.18T and related species. Rhodospirillum rubrum ATCC 11170T was used as the outgroup (based on 1000 replicates; only values > 50% are shown). Bar, 0.02 substitutions per nucleotide position.
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Supplementary Fig. S2. The maximum-parsimony phylogenetic tree based on the 16S rRNA gene sequence exhibits the phylogenetic position of strain M17.18T and related species. Rhodospirillum rubrum ATCC 11170T was used as the outgroup (based on 1000 replicates; only values > 50% are shown).
[image: ]

Supplementary Fig. S3 The circular genomic map of strain M17.18T. The rings from the outer to the inner were arranged as the contigs, CDS on the forward strand, CDS on the reverse strand, RNA genes, CDS with homology to known antimicrobial resistance genes, CDS with homology to known virulence factors, GC content, and GC skew. The colors of the CDS on the forward and reverse strands indicate the subsystem that these genes belong to.
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Supplementary Fig. S4 The heatmap of ANI values from the OAT software between strain M17.18T and its related species.
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Supplementary Fig. S5 The Venn diagram and bar chart show the number of shared and unique orthologous clusters among strain M17.18T (1), J. mangrovi KSK16Y-1T (2), J. flava CQZ9-1T (3), and J. aquimaris 22II-16-19i (4).
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Supplementary Fig. S6. The visualization of two-dimensional thin-layer chromatography of lipids extracted from strain M17.18T. The first dimension was developed in CHCl3:CH3OH:H2O (64:27:5 by volume) then the second dimension was developed in CHCl3:CH3COOH: CH3OH:H2O (80:18:12:5 by volume). The plates were sprayed with molybdatophosphoric acid reagent (a), molybdenum blue reagent (b), ninhydrin reagent (c), and anisaldehyde reagent (d). 
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DPG: diphosphatidylglycerol, PG: phosphatidylglycerol, PC: phosphatidylcholine, PME: phosphatidylmonomethylethanolamine, PE: phosphatidylethanolamine, L: unknown lipid, PL: unknown phospholipid, AL: unknown aminolipid, APL: unknown aminophospholipid (APL).
image5.png
Jiella_aquimaris_221I-16-19iT_(PRJ

Jiella sonneratiae MOZ13P-4T (PRJ

Heatmap generated with OrthoANI values

calculated from the OAT software.

Please cite Lee et al. 2015.

100

9%
Jiella flava CQZ9-1T (PRINAT0689

9

8
75

Jiella mangrovi KSK16Y-1T (PRINA
706899)

6
55

Jiella pacifica 40Bste34T (PRINASY
9211)

Jiella_avicenniae_CBK1P-4T_(PRIN
A793362)

Jiella pelagia HL-NP1T (PRINABS]
489)

NA196731)

NAT06898)

Jiella_endophytica_CBS5Q-3T_(PRJ
NA528143)

Jiella marina LLJ827 (PRINAB0634
Ll

Jiella semarangensis M17.18T (PRJ
NAT140834)




image6.png
120

Size of each list

3017

19585,

Number of elements: specific (1) or shared by 2, 3, .. lists

97 e e

4 3 2 137




image7.emf
 


image1.png
64

75

o1 Jiella pacifica 40Bstr34T (MN940434)
— Jiella aquimaris LZB041T (KJ620984)
—Jiella pelagia HL-NP1T (OR603131)

—— Jiella avicenniae CBK1P-4T (OP363709)
— Jiella marina LLI827T (MT754548)

[ Jiella mangrovi KSK16Y-1T (MW811459)

Jiella semarangensis M17.18T (PQ037108)

[ Jiella flava CQZ9-1T (MW699790)

[ Jiella sonneratiae MQZ13P-4T (MW699789)
— Jiella endophytica CBS5Q-3T (MK693022)

I Aurantimonas endophytica EGI 65003377 (KM114215)

89

9" Aurantimonas aggregata R14M6T (KY984095)
— Aureimonas frigidaquae JCM 147557 (EF373540)

75

— Aureimonas altamirensis DSM 21988T (DQ372921)

[ Aurantimonas marina SW136T (MT941030)
9" Aurantimonas marianensis LRZ36T (MZ573200)
Aureimonas jatrophae L7-484T (1Q346805)

70 Aureimonas flava M2BS4Y-1T (QYRN01000021)

0.020

Rhodospirillum rubrum ATCC11170T (CP000230)




image2.png
Jiella semarangensis M17.18T (PQ037108)

Jiella mangrovi KSK16Y-1T (MW811459)

Jiella flava CQZ9-1T (MW699790)

Jiella endophytica CBS5Q-3T (MK 693022)

Jiella sonneratiae MQZ13P-4T (MW699789)

Jiella marina LLI827T (MT754548)

Jiella avicenniae CBK1P-4T (OP363709)

— Jiella pelagia HL-NP1T (OR603131)

| — Jiella pacifica 40Bstr34T (MN940434)

— Jiella aquimaris LZB041T (KJ620984)

— Aurantimonas endophytica EGI 65003377 (KM114215)
— Aurantimonas aggregata R14M6T (KY984095)

—— Rhodospirillum rubrum ATCC11170T (CP000230)
| — Aureimonas jatrophae L7-484T (JQ346805)

— Aureimonas flava M2BS4Y-1T (QYRN01000021)

— Aureimonas frigidaquae JCM 147557 (EF373540)
— Aureimonas altamirensis DSM 21988! (DQ372921)
— Aurantimonas marina SW136T (MT941030)

99— Aurantimonas marianensis LRZ36T (MZ573200)





image3.png
..

“\\\\\\\\\.\\\\\n

¥
7
0 I :

Ll

//’Ql’wll/p N ‘
w3
m"‘“ﬁlmlxul‘w'mi'mm\\\\\





image4.png
Subsystem (Subsystems, Genes)

M METABOLISM (99, 735)

M PROTEIN PROCESSING (43, 230)

M ENERGY (30, 265)

M STRESS RESPONSE, DEFENSE, VIRULENCE (28, 138)

M RNA PROCESSING (16, 62)

B MEMBRANE TRANSPORT (16, 121)

1 DNA PROCESSING (16, 66)

M CELLULAR PROCESSES (14, 90)

B CELL ENVELOPE (6, 34)

M REGULATION AND CELL SIGNALING (4, 16)
MISCELLANEOUS (4, 13)




