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Figure S1. Single base mass distribution chart.

p7 SRR — p9

Qualy scare disi b over a sequenses

e Avmrage Oualéy o read P ——
1287
easano|
1087
zaonnn)
2000000
aseccee —
4000000
E
2600000
o °
1314 16 10 17 10 1R 20 21 &2 20 20 2 20 &7 2 9 0 31 32 3 M W W T NP A F 1011 12 13 14 16 18 17 10 17 20 21 22 23 24 25 20 27 30 28 30 31 32 30 M 3% M T 0 W 40
Meaes Secguercs Qually Phrect Seore) Mese, Sacqatrce Qualty (Phosd eove)

Figure S2. Reads average mass distribution (partial).

"

PSS

g k)

Togl0 FPKM |

sample

Figure S3. FPKM density distribution and density distribution statistics: (a)
FPKM density distribution, (b) FPKM density distribution statistical.
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Figure S4. Regulatory mechanism of the two-component system.
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Figure S5. The growth curves of P. agarivorans Hao 2018 under different initial
fermentation pH conditions.

Table S1. Culture conditions of P. agarivorans Hao 2018

Environmental Factors Level
7
Fermentation initial pH 8
9




Table S2. Results of GO enrichment analysis

GO : ID Term Category DEG
GO:0060089 molecular transducer activity MF 118
GO:0004872 receptor activity MF 84
GO:0004871 signal transducer activity MF 88
GO:0007165 signal transduction BP 91
GO:0023052 signaling BP 91
GO:0007154 cell communication BP 95
GO:0007049 cell cycle BP 25
GO:1901293 nucleoside phosphate biosynthetic process BP 72
GO:0009165 nucleotide biosynthetic process BP 71
GO:0000156 phosphorelay response regulator activity MF 62
GO:0090407 organophosphate biosynthetic process BP 91
GO:0016881 acid-amino acid ligase activity MF 11
GO:0000160 phosphorelay signal transduction system BP 72
GO:0018130 heterocycle biosynthetic process BP 203
GO:0035556 intracellular signal transduction BP 77

nucleobase-containing compound biosynthetic
GO:0034654 BP 168
process
GO:0019438 aromatic compound biosynthetic process BP 195
GO:0038023 signaling receptor activity MF 54
GO:0040011 locomotion BP 29
GO:0009279 cell outer membrane CcC 46
Table S3. Expression of EPS transporter-related genes
Annotation Gene ID p7_FPKM p9_FPKM
glucose/galactose MFS transporter chrl_1825 5.12 124.45
glucose/galactose MFS transporter chr2_538 14.25 245.99
Glucose transport protein chrl_1082 21.33 143.80




Table S4. Expression of genes related to nucleotide sugar synthesis

Annotation Gene ID p7_FPKM p9_FPKM
glucokinase chrl_1425 34.80 30.35
phosphoglucomutase chrl_1667 405.09 99.66
dTDP-glucose 4,6-dehydratase chrl_421 101.41 68.63
dTDP-4-dehydrorhamnose 3,5-epimerase chrl_419 203.74 114.49
dTDP-4-dehydrorhamnose reductase chrl_420 154.70 108.52
UTP--glucose-1-phosphate
chrl_1334 194.17 82.68
uridylyltransferase
UTP--glucose-1-phosphate
. chrl_2358 217.13 112.20
uridylyltransferase
UTP--glucose-1-phosphate
. chrl_459 2972.63 1595.51
uridylyltransferase
UDP-glucose 6-dehydrogenase chrl_460 146.31 53.86
UDP-glucuronate-epimerase chr1_409 31.66 16.85
phosphomannomutase chrl_423 54.86 170.44
mannose-1-phosphate guanylyltransferase chrl_422 59.74 145.72




Table S5. Expression of genes related to glycosyltransferase synthesis

Annotation Gene ID p7_FPKM p9_FPKM
glucosyl transferase family 2 chrl_1341 9.34 17.94
Alpha-1,4-glucan:maltose-1-phosphate chrl 1421 11.56 16.50
maltosyltransferase (Fragment)
glycosyltransferase chrl_309 839.02 251.11
glucosyl transferase family 2 chrl_3148 6527.51 8377.47
glycosyl transferase family 2 chrl_406 14.28 4.33
glycosyl transferase family 1 chrl_440 36.24 40.54
glycosyl transferase family 1 chrl_444 44.36 33.16
gycosyl transferase family 2 chrl_446 27.69 20.22
glycosyl transferase chrl_449 51.19 23.85
glycosyl transferase chr1_450 46.22 35.30
rhamnosyltransferase chrl_451 11.13 15.61
glycosyl transferase chrl_659 935.43 1295.93
glycosyl hydrolase family 16 chr2_178 43.92 230.86
glycosyl transferase chr2_200 18.73 22.60
glycosyl transferase chr2_415 17.07 15.70
glycosyl transferase family 25 chr2_502 1981.20 209.22

Table S6. Effect of different initial fermentation pH on the yield of crude EPS

Environmental Conditions EPS crude product yield
Factors (gL
7 16.6240.21
Initial pH 8 19.3440.16
9 18.3440.02




