OPS/images/fmars.2024.1462522/table8.jpg
Standard

Number of ASVs

deviation
Alphaproteobacteria 18 ‘ -0.11 -0.18 0.51 0.2645
Gammaproteobacteria 40 ‘ 0.02 -0.14 | 0.77 0.7019
Bacteroidia 60 ‘ 0.11 0.01 0.75 0.4708
Bdellovibrionota 69 ‘ -0.20 -0.16 0.74 0.0856
Desulfobacterota 36 ‘ -0.35 -0.34 0.89 0.0319
Planctomycetota 52 ‘ 0.58 0.36 0.77 0.0011

‘The p-value is the probability calculated by the one-sample Wilcoxon signed-rank test, testing the null hypothesis that the median score equals zero.
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Summary of relative abundance

in SS fraction LogFC Significanee
Subclassification (SK FDR 9 (evel
Mean S“"'_“"f"d Maximum ~ Minimum = VS 2
deviation

Alphaproteobacteria Rhodobacterales; Rhodobacteraceae B_00275 0.05 0.14 0.44 0.00 -1.00 < 0.0001 e
Defluvii les; uncultured;

Alphaproteobacteria e B_01058 = 004 005 018 0.00 J167 | <0.0001 o
unidentified marine

Gatttaproteobactec | GAmmapToteobacteria Incertae Sediy B_01697 = 0.02 003 0.06 0.00 S117 | <0.0001
‘UnknownFamily; uncultured marine
Francisellales; Francisellaceae;

Gammaproteobacteria o c o ¢S Francisefaceae B01753 001 0.02 007 0.00 134 | <00001 e
uncultured bacterium

Bacteroidia Flavobacteriales; B_01280  0.04 0.08 026 0.00 -128 | <0.0001 e
Flavobacteriaceae; uncultured

Bacteroidia Flavobacteriales; ) B_01983 = 003 004 0.10 0.00 -150 | <0.0001 o
Flavobacteriaceae; Tenacibaculum

Bacteroidia Flavobacteriales; Flavobacteriaceae; B_01023  0.02 004 012 0.00 S124 | <0.0001 e
NS2b marine group

Bacteroidia Flavobacteriales; NS9 marine group B_01621 = 0.02 006 022 0.00 098 | <0.0001

Bacteroidia Flavobacteriales; NS9 marine group B_01507 = 0.02 0.03 0.07 0.00 -1.02 | <0.0001 ¥

Bdellovibrionota Bdellovibrionia; Bdellovibrionales; B_00705 = 0.25 0.19 072 0.06 S131 | 00348 -

Bdellovibrionaceae; OM27 clade

s Bdellovibrionia; Bdellovibrionales; %
Bdellovibrionota Bdellovibrionaceae; OM27 clade B_00840 | 0.14 0.15 0.53 0.00 -1.36 0.0218

Bdellovibrionia; Bdellovibrionales;

Bdellovibrionota Bl i ea OV o B_00931 009 012 043 0.00 211 | <0.0001 e
Bdellovibrionota ;gzﬂzz:::ig:‘;‘c‘;:déﬁg‘;::f" B_00888  0.07 014 051 0.00 2190 | <0.0001 o
Bdellovibrionota ij:ﬂi:::iz:ifiegﬁgfﬁﬁs; B_02155  0.05 007 020 0.00 188 | <0.0001
Bdellovibrionota g::ﬂg:zﬁz::j:dé‘;‘g’;‘:’l:;l:" B_02106  0.04 005 0.16 0.00 144 | <0.0001 b
Bdellovibrionota Bdellogibrianta;Bdellovibioniales; B_01593  0.03 005 013 0.00 J158 | <0.0001

Bdellovibrionaceae; OM27 clade

Bdellovibrionia; Bdellovibrionales;
i o ot
Bdellovibrionota Bdellovibrionaceae; OM?27 clade B_01290 | 0.02 0.05 0.19 0.00 114 | <0.0001

Bdellovibrionia; Bdellovibrionales;

Bdellovibrionots Bdellovibrionaceae; OM27 clade

B_01765 0.02 0.06 0.23 0.00 =111 < 0.0001 o

Bdellovibrionia; Bdellovibrionales;
o 2 onx
Bdellovibrionota Bdellovibrionaceae; OM27 clade B_02150 | 0.02 0.02 0.05 0.00 166 | <0.0001

Bdellovibrionia; Bdellovibrionales;

Bdellovibrionota Bdellovibrionaceae; OM27 clade

B_01738 0.02 0.03 0.13 0.00 -1.26 < 0.0001 o

L Bdellovibrionia; Bdellovibrionales;
Bdellovibrionota Bielloutbrionnccse. OM27 Bae B_02837 001 0.02 0.05 0.00 <106 | <0.0001

Bdellovibrionia; Bdellovibrionales;

ibri B_02904 001 0.02 0.06 0.00 134 | <0.0001
Beloyibionsia Bdellovibrionaceae; OM27 clade H <
Desulfobacterota Desulfuromonadia; PB19 B_00411 | 040 0.30 0.99 0.06 123 00483 *
Desulfu dia; PB19;
Desulfobacterota SR B_00332 030 012 048 0.06 139 00242 *
uncultured marine
‘ Sesalftbacterol Desulfuromonadia; PB19;

X *
uncultured delta B_00745 = 0.14 0.10 0.38 0.04 135 0.0171 ‘

Desulfu dia; PB19;
Desulfobacterota couuromonadia B_00647 | 0.09 0.06 0.19 0.00 2126 | 00340 *
uncultured marine

Desulfobacterota Desulfuromonadia; PB15; B_02186 002 005 0.18 0.00 2090 | <0.0001 o
uncultured marine

Desulfobacterota Desulfuromonadia; PB19 B_02215 0.02 0.05 0.20 0.00 -1.06 < 0.0001 g
Desulfobacterota Desulfuromonadia; PB19; B_02216 = 0.02 003 0.10 0.00 118 | <0.0001 e
uncultured marine
Pla3 lineage;
Planctomycetota B_02793 002 0.04 0.12 0.00 149 <0.0001

uncultured Planctomycetaceae

The top 30 ASVs with the highest means of relative abundance, covering over 80% of total reads in the SS fraction, are listed. ASVs are arranged according to taxa and in descending order of the
mean value of relative abundance in the SS fraction. LogFC (SK vs. SS) represents the log fold changes between the SK and SS fractions, and negative values denote an enrichment in the SS
fraction. The significance level of the log fold changes: *** (FDR < 0.001), ** (FDR < 0.01), * (EDR < 0.05) (EDR is the p-value adjusted for the false discovery rate using the Benjamini-Hochberg
procedure). SK, sinking particle fraction; SS, suspended particle fraction.
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Summary of relative abundance

in SK and SS fractions LogFC Signifi
: ; ignificance
Subclassification (SK FDR 9 [y
Standard : e
Mean b Maximum Minimum VS-S
deviation
. Vibrionales;
Gammaproteobacteria g " B_00057 2.68 6.00 24.20 0.00 1.07 0.2810
Vibrionaceae; Vibrio
Alteromonadales;
Gammaproteobacteria ~ Alteromonadaceae; B_00076 171 2.55 11.23 0.00 122 0.4310
Alteromonas
Pseudomonadales;
Gammaproteobacteria =~ Moraxellaceae; B_00224 0.45 0.66 326 0.00 1.36 0.1448
Acinetobacter
Vibrionales;
Gammaproteobacteria ?rfon o - B_00212 0.30 0.64 295 0.00 0.20 0.9262
Vibrionaceae; Vibrio
Alteromonadales;
Gammaproteobacteria ~ Alteromonadaceae; B_00686 0.18 0.25 0.71 0.00 1.87 0.1396
Alteromonas

Flavobacteriales; NS9
Bacteroidia marine group; B_00195 0.35 0.27 1.05 0.00 0.34 0.8042
uncultured marine

Flavobacteriales; NS9

Bacteroidia marine group; B_00407 0.28 0.35 173 0.00 -0.21 0.9220
uncultured marine

Flavobacteriales; NS9
Bacteroidia marine group; B_00359 0.27 0.36 1.54 0.00 -0.82 0.2277
hydrothermal vent

Flavobacteriales; NS9
Bacteroidia marine group; B_00523 0.22 0.23 0.93 0.00 -0.36 0.8474
uncultured marine

Flavobacteriales; NS9
Bacteroidia marine group; B_01031 0.19 0.30 125 0.00 -0.49 0.7956
uncultured marine

Bdellovibrionia;

. Bdellovibrionales;
Bdellovibrionota i B_00171 0.33 0.29 125 0.00 -0.14 0.9262
Bdellovibrionaceae;

OM27 clade

Bdellovibrionota Bdelovibionts: B00532 0.6 0.16 068 0.00 069 | 0.1861
Bdellovibrionales;

Bdellovibrionaceae;
OM27 clade

Bdellovibrionia;
P
Bdellovibrionota Bdellovibrionales; B_00425 016 0.15 0.50 0.00 007 | 09665
Bdellovibrionaceae;

OM27 clade

Bdellovibrionia;
Bdellovibrionota Baelovbrionles: B_00755 0.3 0.16 0.62 0.00 006 | 09710
Bdellovibrionaceae;

OM27 clade

Desulfuromonadia; PB19;
Desulfobacterota : B_00227 = 025 0.25 0.96 0.00 -0.88 | 0.0985
uncultured marine

Desulfobacterota Desulfuromonadia; PB19 | B_00446 0.14 0.18 073 0.00 -1.01 02119

Planctomycetes;
Pirellulales; Pirellulaceae;
Rhodopirellula;

marine metagenome

Planctomycetota B_00119 121 171 571 0.00 -0.45 0.7062

Planctomycetes;
Planctomycetota Pirellulales; B_00068 0.86 0.97 3.65 0.00 -0.26 0.8604
Pirellulaceae; Pirellula

Phycisphaerae;
Planctomycetota Phycisphaerales; B_00107 0.56 0.52 2,09 0.04 -0.60 0.1536
Phycisphaeraceae

Planctomycetes;
Pirellulales;
Pirellulaceae;
Rubripirellula

Planctomycetota B_00286 0.34 0.35 157 0.00 -0.29 0.8819

Planctomycetes;

Pirellulales;
Planctomycetota " B_00281 0.33 0.56 2.02 0.00 0.04 0.9761

Pirellulaceae;

Blastopirellula

Phycisphaerae;
Phycisphaerales;
Phycisphaeraceae; CL500-
3; uncultured marine

Planctomycetota B_00604 0.31 0.71 290 0.00 -0.22 0.9220

OM190;
Planctomycetota 2 B_00517 0.18 0.20 0.84 0.00 -0.37 0.5928
marine metagenome

Planctomycetota OM190 B_00361 0.17 0.35 167 0.00 0.16 0.9262

Phycisphaerae;
Phycisphaerales;
Phycisphaeraceae; FS140-
16B-02 marine group

Planctomycetota B_00462 0.17 0.34 131 0.00 0.29 0.9015

Planctomycetes;

Pirellulales; Pirellulaceae;
Planctomycetota iretluidies: PICIUACEAS g 00337 0.16 0.20 0.90 0.00 042 06438

Blastopirellula;

uncultured Pirellula

Phycisphaerae;
Phycisphaerales;
Phycisphaeraceae; CL500-
3

uncultured
Phycisphaeraceae

Planctomycetota B_00566 0.14 0.14 0.55 0.00 -0.68 0.3059

Planctomycetes;
Pirellulales;

Planctomycetota I B_00200 0.4 0.17 0.68 0.00 018 09262
Pirellulaceae;

Rubripirellula

Planctomycetes;
Planctomycetota Pirellulales; Pirellulaceacs | o000 13 027 104 0.00 092 | 04031
Blastopirellula; bacterium

SH1-10

Phycisphaerae;
Phycisphaerales;
Phycisphaeraceae; CL500-
3; uncultured marine

Planctomycetota B_00292 0.13 0.35 1.30 0.00 112 02810

‘The top 30 ASVs with the highest means of relative abundance, covering over 60% of total reads in the SK and $§ fractions, are listed. ASVs are arranged according to taxa and in descending order
of the mean value of relative abundance in the SK and SS fractions. LogFC (SK vs. SS) represents the log fold changes between the SK and SS fractions. The significance level of the log fold
changes: *** (EDR < 0.001), ** (FDR < 0.01), * (EDR < 0.05) (EDR is the p-value adjusted for the false discovery rate using the Benjamini-Hochberg procedure). FDR values above 0.05 mean an
equal presence in SK and SS fractions. SK, sinking particle fraction; SS, suspended particle fraction.
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Standard

Number of ASVs

deviation
Alphaproteobacteria 18 0.78 0.60 0.95 0.0237
Gammaproteobacteria 40 0.41 042 047 < 0.0001
Bacteroidia 60 0.54 0.39 0.81 0.0007
Bdellovibrionota 69 -0.41 -0.35 0.59 < 0.0001
Desulfobacterota 36 -0.73 -0.65 058 < 0.0001
Planctomycetota 52 -0.10 0.06 0.78 0.9

‘The p-value is the probability calculated by the one-sample Wilcoxon signed-rank test, testing the null hypothesis that the median score equals zero.
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TEP: POC ratio CSP: POC ratio : PON ratio CSP: TEP ratio

ML Z1% ML 71% ML 71%

Minimum 022 0.16 0.03 002 550 587 0.13 0.10

Sinking Maximum 135 1.97 032 041 29.77 2275 093 039
particles Mean 068 1.07 020 022 16.56 1293 034 021
Standard deviation 036 055 0.09 013 9.20 590 025 0.10

Minimum 138 1.32 021 0.18 7.03 682 0.14 0.12

Suspended Maximum ‘ 323 4.60 092 125 13.60 1441 042 038
particles Mean 230 275 | 057 061 10.57 9.71 026 022
Standard deviation 0.68 1.01 0.21 0.34 1.92 253 0.10 0.08

‘TEP, transparent exopolymer particles; CSP, Coomassie Brilliant Blue-stainable particles; POC, particulate organic carbon; PON, particulate organic nitrogen. ML, mixed layer; Z1%, layer at
which PAR is 1% of the sea-surface value.
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Summary of relative abundance

in SK fraction LogFC -
Subclassification (SK FDR Slgnllfzvca‘nce
Standard . - vs. SS) e
e Maximum = Minimum
deviation
Cyanobacteria SyneCho_coccaleS; i B_00181 0.71 0.70 2.51 0.17 L6l < 0.0001 b
Cyanobiaceae; Cyanobium
Cyanobacteria Synechococcales; Cyanobiaceae B_02296 0.10 0.16 0.50 0.00 1.53 < 0.0001 e
Alphaproteobacteria Rhodobacterales; Rhodobacteraceae B_00823 020 0.17 0.48 0.00 3.31 < 0.0001 i
. Sphingomonadales;
Alphaproteobacteria 6 B_00857  0.12 0.15 0.54 0.00 292 < 0.0001 s
Sphingomonadaceae; Erythrobacter
. Rhodobacterales; -
Alphaproteobacteria Rhodobacteraceae; HIMBL1 B_00495 0.11 0.24 0.65 0.00 1.03 < 0.0001
Alphaproteobacteria Rhodobacterales; Rhodobacteraceae B_00097 0.08 0.05 0.17 0.00 3.40 < 0.0001 ek
) Sphingomonadales;
Alphaproteobacteria 3 B_01077  0.07 0.07 0.19 0.00 223 0.0007 fd
Sphingomonadaceae; Erythrobacter
Gammaproteobacteria Oceanospirillales; B_00033  2.63 445 13.65 001 275 | 00020 -
Halomonadaceae; Halomonas
Alteromonadales;
Gammaproteobacteria =~ Pseudoalteromonadaceae; B_00153 037 0.37 135 0.01 2.37 0.0002 e
Pseudoalteromonas
Gammaproteobacteria | U orionales; Vibrionaceae; uncultured; | p o301 | g3 027 0.94 0.00 186 | 00021 *
Paraphotobacterium marinum
Gammaproteobacteria Clibrionales; Sponglibacteracese; B_01008  0.15 0.16 045 0.00 299 | <0000
BD1-7 clade;uncultured bacterium
Alteromonadales;
Gammaproteobacteria ~ Pseudoalteromonadaceae; B_00863 0.06 0.08 0.25 0.00 2.37 0.0012 b
Pseudoalteromonas
Vibrionales;
Gammaproteobacteria | o < ) BL0101l  0.06 0.13 0.39 0.00 136 00283 *
Vibrionaceae; Photobacterium
Gammaproteobacteria  Cellvibrionales; Halieaceae; Halioglobus B_01882  0.06 0.11 0.38 0.00 118 < 0.0001 i
Gammaproteobacteria  Cellvibrionales; Halieaceae B_01324 0.06 0.08 0.26 0.00 1.96 < 0.0001 o
Gammaproteobacteria | Criviorionales; Halieaceae; BL01236  0.06 0.09 0.29 0.00 254 | <0.0001 o
Halioglobus; Halioglobusjaponicus
Gammaproteobacteria Ot:e:.mOSplﬂllales; B_01933 0.06 0.07 0.20 0.00 2.68 < 0.0001 wex
Nitrincolaceae; uncultured
irillales;
Gammaprotecbacteria | Occnospirilales ) B_00782  0.05 0.06 0.18 0.00 213 00007 r
Alcanivoracaceael; Alcanivorax
Bacteroidia Flavobacteriales; Flavobacteriaceae B_00789 0.23 0.56 1.98 0.00 1.60 < 0.0001 Pk
Bacteroidia Cytophagales; Cyclobacteriaceae; B00771 = 0.15 0.19 0.66 0.00 350 | <0.0001 ex
uncultured marine
Bacteroidia Flavobacteriales; B.00741 0.3 018 0.69 0.00 258 | 00017 -

Flavobacteriaceae; Tenacibaculum

Flavobacteriales; Flavobacteriaceae;
Bacteroidia Winogradskyella; B_01238 0.13 0.07 0.26 0.00 2.76 < 0.0001 mex
uncultured Flavobacteriales

Chitinophagales; Saprospiraceae;

Bacteroidia Lewinella; Cladosiphonokamuranus

B_01199 0.11 0.31 L12 0.00 153 0.0318 ¥

Bacteroidia Havobacteriales; Flavobacteriacese; B0I600  0.10 021 072 0.00 232 | 00006
Gilvibacter; Gilvibactersediminis

Bacteroidia Flavobacteriales; Flavobacteriaceae B_01028  0.08 0.17 0.61 0.00 1.89 < 0.0001 e

- Flavobacteriales; Flavobacteriaceac;
Bacteroidia Kordiss uncultured Flavobacteriales B_01033 008 0.11 0.38 0.00 206 | <0.0001

Chitinophagales;

Bacteroidia :
Saprospiraceae; uncultured

B_01046 0.07 0.07 0.25 0.00 215 0.0002 nex

Bacteroidia Flavobactetiales; Flavobactetiacede; BO1454 007 0.16 0.60 0.00 184 | 00043 *
Aquibacter; uncultured bacterium

Bacteroidia Cytophagales; . B_00967  0.07 005 0.14 0.00 252 | <0.0001
Cyclobacteriaceae; Fabibacter
Bdellovibrionota Ohigpfexta; OligoResilcs unealfired; BO01278  0.08 0.11 0.39 0.00 225 | <00001 e

uncultured bacterium

The top 30 ASVs with the highest means of relative abundance, covering over 80% of total reads in the SK fraction, are listed. ASVs are arranged according to taxa and in descending order of the
mean value of relative abundance in the SK fraction. LogFC (SK vs. SS) represents the log fold changes between the SK and SS fractions, and positive values denote an enrichment in the SK
fraction. The significance level of the log fold changes: *** (FDR < 0.001), ** (FDR < 0.01), * (EDR < 0.05) (EDR s the p-value adjusted for the false discovery rate using the Benjamini-Hochberg
procedure). SK, sinking particle fraction; S, suspended particle fraction.
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Number of genes

Marine Freshwater
22 3b 4°

Unique to SAORIC-580"

PF06594 Haemolysin-type calcium binding protein related domain 5 0 0 0
PF09828 ChrB, C-terminal domain 2 0 0 0

Unique to marine strains

PF00043 Glutathione S-transferase, C-terminal domain 3 3 3 0
PF07411 Domain of unknown function (DUF1508) 2 3 2 0
PF00209 Sodium:neurotransmitter symporter family 2 2 2 0
PF02332 Methane/Phenol/Alkene Hydroxylase 2 2 2 0
PF03795 YCll-related domain 2 2 2 0
PF04214 Protein of unknown function (DUF411) 2 2 2 0
PF11804 Protein of unknown function (DUF3325) 2 2 2 0

Unique to freshwater strain

PF13475 Domain of unknown function (DUF4116) 0 0 0 8
PF18914 Domain of unknown function (DUF5666) 0 0 0 6
PF00805 Pentapeptide repeats (8 copies) 0 0 0 4
PF02146 Sir2 family 0 0 0 2
PF06165 Glycosyltransferase family 36 0 0 0 2
PF09722 Antitoxin Xre/MbcA/Par$ C-terminal toxin-binding domain 0 0 0 2
PF13641 Glycosyltransferase like family 2 0 0 0 2
PF14518 Iron-containing redox enzyme 0 0 0 2
PF16197 Ketoacyl-synthetase C-terminal extension 0 0 0 2
PF19570 Family of unknown function (DUF6088) 0 0 0 2

“Data from Duan et al., 2020.

®Data from Pinhassi and Berman, 2003.

“Data from Spring et al., 2001.

Strains: 1, SAORIC-580"; 2, Limnobacter alexandrii LZ-4"; 3, Limnobacter sp. MED105; 4, Limnobacter thiooxidans DSM 13612". Strains were isolated from deep-sea (this study), algae, surface
seawater, and freshwater lake sediment, respectively. Only unique genes with more than two copies are presented.
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E Remove the ASVs occurring
i in<10% of samples

Differential
abundance analysis

Alpha- and beta-
diversity analyses

ASVs present at equal abundances in FL and PA fractions

No differential abundance among SK, SS, and FL fractions
(FDR >=0.05)

| ASVs more enriched in FL than PA fractions
! FL > SK and FL > SS (FDR < 0.05)

—P[ Category FL

ASVs more enriched in PA than FL fractions

SK > FL or SS > FL (FDR < 0.05) ASVs more enriched in

SK than SS fractions
SK >SS (FDR < 0.05)
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Remove the ASVs occurring in < 10% . .
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than SK fractions
SS > SK (FDR < 0.05)
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fractions
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(FDR >= 0.05)
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Fatty acid (%) 1 2 3 4 5

Saturated
Ci20 Tk - - - -
Cuo 1.1 37 14 Tr 7 5.9
Cigo 30.6 24.1 16.2 24.1 14.0
Ciso 3.1 5.2 14 5.6 43
Branched
Cyo.p is0 Ir - - - -
Cio0 3-OH 5.7 53 8.4 5.1 6.5
C,s,0 anteiso Tr — = = -
Cie0 i50 1.8 - 1.8 3.1 2.8
Ci7,0 cyclo 5.6 - ' 15.9 5.8 -
Cig is0 - - Tr - I
Cyogy is0 Tr - Tr - -
Mono-unsaturated
Ci41 W5¢ - - ‘ Tr ‘ - ‘ -
Cygq @O¢ 43 1.0 3.1 14 -
Summed featuréa 7
3 28.5 31.7 26.5 31.9 40.2
7 = 32 - | - _
8 17.2 25.9 23.7 5.6 25.4

*Summed features represent groups of two fatty acids that could not be separated by GLC with
the MIDI system. Summed feature 3 consisted of Cy6,; @7¢ and/or Cy,; @6¢, Summed feature
7 consisted of Cyg.1 @7¢, Cygq @9t or Cyg,q @12t or any combination of these isomers. Summed
feature 8 consisted of C,g,; @7c and/or Cyq,; @6c.

Strains: 1, SAORIC-580"; 2, Limnobacter thiooxidans KACC 13837"; 3. Limnobacter
alexandrii KCTC 72281%; 4. Limnobacter litoralis NBRC105857%; 5. Limnobacter humi
KACC 185747, All data were obtained in the present study. —, Not detected; Tr, <1%.
Major fatty acids (>10%) are highlighted in bold.
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il 2 3 4 5

Isolation source

Deep seawater Lake sediment’  Marine Algaeb Volcanic deposit® Humus soil®

Cell size (jm) 0.4-0.5 x 1.0-2.1 0.6-15 x 1.5-3.7 0.4-0.6 x 1.1-1.8" 0.4-0.6 x 1.0-3.0° 04-05 x 1.0-1.8
Cell shape Slig}s‘::i;::":i“d Slightly curved rod® Short rod® Slightly curved rod® Straight rod?
Growth range

Temperature (°C) 4-40 4-38" 10-42° 10-44° 15-50*

NaCl (%) 0-40 0-6.0° 0-7.0° 0-8.0° 0-2.5

pH 6.0-9.0 55-10° 55-9.0" 6.5-9.0° 55-9.0¢
Catalase = — % - e
API 20NE

Arginine dihydrolase - - + - -

Urease - - + + -

| APIZYM

Alkaline phosphatase I + i + 1 - | - | +

Naphthol-AS-BI-phosphohydrolase + + - + +
Degradation 7

Tween 20 + - - + +

“Data from Spring et al., 2001.

®Data from Duan et al,, 2020.

“Data from Lu et al,, 2011.

4Data from Nguyen and Kim, 2017.

Strains: 1, SAORIC-580"; 2, Limnobacter thiooxidans KACC 13837%; 3. Limnobacter alexandrii KCTC 722817; 4. Limnobacter litoralis NBRC1058577; 5. Limnobacter humi KACC 18574, Data
are from this study unless otherwise indicated. All strains are positive for: oxidase; esterase (C4), esterase lipase (C8), leucine arylamidase, acid phosphatase, and naphthol-AS-BI-
phosphohydrolase (API ZYM). All strains are negative for: nitrate reduction, indole production, glucose fermentation, esculin hydrolysis, gelatinase and B-galactosidase (PNPG) (API 20NE);
lipase (C14), valine arylamidase, cysteine arylamidase, trypsin, o--chymotrypsin, o-galactosidase, B-galactosidase, B-glucuronidase, a-glucosidase, f-glucosidase, N-acetyl f-glucosaminidase,
o-mannosidase and o-fucosidase (AP ZYM); degradation of DNA, starch, casein, CM-cellulose, Tween 80, and chitin. +, positive; -, negative.
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