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Table S1. Genome attributes of strains VKM Ac-2616" (1), Haloactinopolyspora alba DSM
452117 (2), Jiangella gansuensis DSM 448357 (3), Phytoactinopolyspora endophytica EGI
600097 (4), *data from https://img.jgi.doe.gov

Genome * - *
attributes 1 2 3 4
Genc(’glg‘; SIZ€ | 5635106 | 5535374 6620775 7609351
G+C content
%) 70.2 70.6 718 66.2
Number of
rRNA 1/1/1 3/1/1 3/1/1 0/1/1
(55/165/23S)
No. tRNA 46 48 49 50
Protein coding | 5,g 5166 6103 7317
genes
coession | GCA_05519 GCA_0030 | GCA_0043 | GCA_0041
3195.1 14555.1 49105.1 38495.1



https://img.jgi.doe.gov/

Table S2. The genome relatedness indices between type strains of type species of the genera in
the family Jiangellaceae

Strain 1 Strain 2 0ANI | gANI | dDDH | AAIl | POCP
Haloactinopolyspora | Jiangella gansuensis DSM
alba DSM 452117 448357 782 51 214 65.8 655

Haloactinopolyspora | Phytoactinopolyspora
albaDSM 452117 | endophytica EGI 600097 | /44 | ©98 | 205 | 631 1 533

Jiangella gansuensis | Phytoactinopolyspora
DSM 448357 endophytica EGI 600097 741 | 636 | 205 | 632 | 544




I Aeromicrobium erythreum NRRL B-3381T(AF005021)
ol Nocardioides albus KCTC 9186T(AF004988)
Phytoactinopolyspora mesophila XMNu-373T(MN209902)
73 Phytoactinopolyspora alkaliphila EGI 806297(KU042078)
& Phytoactinopolyspora halophila YIM 96934 (KY979510)
Phytoactinopolyspora halotolerans YIM 964487T(KY979511)
® Phytoactinopolyspora endophytica EGI 60009T(KP271925)
Prauseria antiqua VKM Ac-2616" (PX974659)
Haloactinopolyspora alkaliphila EG| 80088T(KF040422)
Haloactinopolyspora alba YIM 932467(FJ969846)
Jiangella ureilytica KC603"(MG770670)
Jiangella mangrovi 3SM4-07T(AB976540)
Jiangella alkaliphila D8-87"(AM422451)
Jiangella rhizosphaerae NEAU YY265T(MH144586)
“Jiangella aurantiaca 8K307"(MG770802)
Jiangella asiatica 5K138T(MG770727)
Jiangella gansuensis YIM 2T(AY631071)
Jiangella anatolica GTF317T(KU255546)
Jiangella endophytica KE2-3"(LC032128)
Jiangella muralis 15-Je-0177(GU574121)
Jiangella alba YIM 61503"(FJ157186)

0.01

Fig. S1. Maximum-likelihood tree based on partial 16S rRNA gene sequences showing the phy-
logenetic position of strain VKM Ac-2616T among type strains within the family Jiangellaceae.
The numbers at the branch-nodes represent the percentage of 1,000 bootstrap replicates; only
values > 50% are indicated in the tree. GenBank accession numbers for 16S rRNA gene se-
quences are presented in parentheses. Aeromicrobium erythreum NRRL B-33817 (AF005021)
and Nocardioides albus KCTC 9186T (AF004988) were used as outgroup.



Prauseria antiqua VKM Ac-261 6'
Haloactinopolyspora alba DSM 452117
Jiangella alba DSM 452377

AAI (upper triangle) and POCP (lower triangle)
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Phytoactinopolyspora halophila YIM 96934" 53.559.251.951.853.253.355.251.956.052.751.753.854.263.7 56.3
Phytoactinopolyspora halotolerans CCTCC AB 2017055 55.160.158.858.259.358.661.7 58.4 61.158.7 57.360.058.6 9.2.61 6
T 53.054.954.853.953.452.554.253.556.6 53.554.354.554.1 64.4 54.963.361.6
54.857.155.454.855.054.958.055.058.054.854.956.255.669.761.365.468.771.2

Phytoactinopolyspora limicola HAJB-30
Phytoactinopolyspora mesophila XMN u-373"
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Fig. S2. Heatmap of pairwise genome comparisons among type strains of type species of genera
within the family Jiangellaceae. The upper triangle of the matrix shows AAI (average amino ac-
id identity) values with a yellow-to-red gradient, and the lower triangle shows POCP (percentage
of conserved proteins) values with a green-to-blue gradient. Type species of each genus are
shown in bold. As of March 27, 2026, the genome of the type strain of Haloactinopolyspora al-

kaliphila was unavailable and therefore excluded from the analysis.
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Fig. S3. Whole-genome-based tree showing the phylogenetic position of strain VKM Ac-2616T
among type strains within the family Jiangellaceae. The minimum-evolution was inferred using
JolyTree. Branch supports (>50%) were estimated based on the proportion of elementary quar-
tets, as implemented by JolyTree. GenBank accession numbers for genome sequences are pre-
sented in parentheses. The genomes of Nocardioides albus JCM 31857 (GCA_014648255.1) and
Aeromicrobium erythreum AR18T (GCA 001509405.1) were used as outgroups. Bar, 0.02 sub-
stitutions per position. As of March 27, 2026, the genome of the type strain of Haloactinopoly-
spora alkaliphila was unavailable and therefore excluded from the analysis.
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Fig. S4. Maximum-likelihood phylogenomic tree based on the alignment of 120 conserved pro-

teins found in the genome of strain VKM Ac-2616" among type strains Of the type species of the

family Jiangellaceae. The numbers at the branch nodes represent the percentage of 1,000 boot-

strap replicates; only values > 50% are indicated in the tree. GenBank accession numbers for ge-

nome sequences are presented in parentheses. The genomes of Nocardioides albus JCM 31857
(GCA_014648255.1) and Aeromicrobium erythreum AR18T (GCA 001509405.1) were used as
outgroups. Bar, 0.05 substitutions per position. As of March 27, 2026, the genome of the type

strain of Haloactinopolyspora alkaliphila was unavailable and therefore excluded from the anal-

ysis.
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Fig. S5. Polar lipid profile of strain VKM Ac-2616" after separation by two-dimensional thin-
layer chromatography and staining with phosphomolybdic acid. DPG, diphosphatidylglycerol;
PG, phosphatidylglycerol; PI, phosphatidylinositol; AcPG, acylphosphatidylglycerol-like lipid,;
PL, unidentified phospholipid; PGL, unidentified phosphoglycolipid.



