 Supplementary Table S1. Physiological and biochemical characteristics used for the identification of LAB isolates at the genus level.
	      Tests
Strains
	EPS production
	CO2 production
	Arginine deiminase
	Citrate metabolism
	
Temperature 
(°C)

	NaCl
(%)
	pH
	Identification

	
	
	
	
	
	4
	15
	37
	45
	3.0
	6.5
	4.8
	9.0
	Genus

	F17
	+
	+
	-
	-
	+
	+
	+
	-
	+
	+
	+
	+
	Leuconostoc sp.

	F18
	+
	+
	-
	-
	+
	+
	+
	-
	+
	+
	+
	+
	Leuconostoc sp.






[bookmark: _Hlk175564659]Supplementary Table S2. Carbohydrates fermentation patterns of LAB isolates using API 50 CHL test kit.

	Carbohydrate
	L. mesenteroides
	Carbohydrate
	L. mesenteroides

	
	F17
	F18
	
	F17
	F18

	Control
	+
	+
	Esculine
	+
	+

	Glycerol
	-
	-
	Salicin
	+
	+

	Erythritol
	-
	-
	D-Cellibiose
	+
	+

	D-arabinose
	-
	-
	D-Maltose
	+
	+

	L-arabinose
	+
	+
	D-Lactose
	-
	-

	D-ribose
	+
	+
	D-Melibiose
	+
	+

	D-xylose
	+
	+
	D-Sacharose
	+
	+

	L-xylose
	-
	-
	D-Trehalose
	+
	+

	D-adonitol
	-
	-
	Inulin
	-
	-

	Methyl-βD-xylopyranoside
	-
	-
	D-Melezitose
	-
	-

	D-galactose
	+
	+
	D-Raffinose
	+
	+

	D-glucose
	+
	+
	Amidon
	-
	-

	D-fructose
	+
	+
	Glycogen
	-
	-

	D-mannose
	+
	+
	Xylitol
	-
	-

	L-sorbose
	-
	-
	Gentibiose
	+
	+

	L-rhamnose
	-
	-
	D-Turanose
	+
	+

	Dulcitol
	-
	-
	D-Lyxose
	-
	-

	Inositol
	-
	-
	D-Tagatose
	-
	-

	D-mannitol
	-
	-
	D-Fucose
	-
	-

	D-sorbitol
	-
	-
	L-Fucose
	-
	-

	Methyl-αD-mannopyranoside
	-
	-
	D-arabitol
	-
	-

	Methyl-αD-glucopyranoside
	+
	+
	L-arabitol
	-
	-

	N-acetylglucosamine
	+
	+
	Potassium gluconate
	+
	+

	Amygdaline
	+
	+
	Potassium 2 ketogluconate
	-
	-

	Arbutine
	+
	+
	Potassium 5 ketogluconate
	-
	-


+ indicates the ability of isolates to ferment substrate, - indicates inability of the isolates to ferment substrate


Supplementary Table S3. Analysis of yield and purity of the EPS during purification.
	Strain
	Step of purification
	EPS concentration
(g/L)
	EPS purity
	Contaminants 

	
	
	
	
	DNA
(mg/L)
	RNA
(g/L)
	Proteins
(mg/L)

	F17
	Culture supernatant
	2.5+0.2
	98.4
	0.8
	< 20
	39.2

	
	After ethanol precipitation
	2.0+0.1
	98.6
	0.4
	< 20
	28.2

	
	After dialysis
	1.8+0.1
	98.8
	0.3
	< 20
	21.8

	F18
	Supernatant
	2.7+0.3
	98.5
	0.6
	< 20
	39.4

	
	After ethanol precipitation
	2.4+0.1
	98.8
	0.3
	< 20
	28.6

	
	After dialysis
	2.3+0.1
	98.9
	0.2
	< 20
	24.0


L. mesenteroides F17 and F18 strains were grown in RAMS during 16 h at 30 ºC and EPS present in the culture supernatants were purified. The levels of EPS were determined by the phenol-sulphuric acid method. The levels of the contaminant DNA, RNA and proteins were determined using specific fluorescent staining kits and the Qubit® 2.0 fluorometric detection methods.


Supplementary Table S4. Stress-related genes of L. mesenteroides F17 and F18 strains.
	[bookmark: _Hlk194957340]NCBI RefSeq
	CDS in F17 genome
	CDS in F18 genome
	Annotation

	Universal stress protein (5)

	WP_004164776.1
	293315..293782
	291225..291692
	Universal stress protein

	WP_004900325.1
	593927..594367
	591835..592275
	Universal stress protein

	WP_011679591.1
	794174..794605
	792051..792482
	Universal stress protein

	WP_010290893.1
	1280492..1280923
	1223086..1223517
	Universal stress protein

	WP_011680419.1
	1831675..1832118
	1764891..1765334
	Universal stress protein

	Proteases and chaperones (12)

	WP_004909195.1
	156919..159399
	157044..159524
	ATP-dependent Clp protease ATP-binding subunit

	WP_004900057.1
	350968..351570
	348881..349483
	ATP-dependent Clp protease proteolytic subunit

	WP_014324419.1
	538190..540244
	536098..538152
	ATP-dependent Clp protease ATP-binding subunit

	WP_002815237.1
	1521326..1522576
	1460693..1461943
	ATP-dependent Clp protease ATP-binding subunit ClpX

	WP_011679262.1
	359186..361288
	357099..359201
	ATP-dependent zinc metalloprotease FtsH

	WP_011679485.1
	651256..652509
	649137..650390
	RIP metalloprotease RseP

	WP_011680248.1
	1597253..1598344
	1539753..1540844
	SepM family pheromone-processing serine protease

	WP_014324301.1
	361397..362290
	359310..360203
	Hsp33 family molecular chaperone HslO

	WP_011680038.1
	1327787..1328305
	1270700..1271218
	molecular chaperone

	WP_004910910.1
	1338581..1340428
	1281492..1283339
	molecular chaperone DnaK

	WP_010389292.1
	1746188..1746472
	1676957..1677241
	co-chaperone GroES

	WP_002834470.1
	1744540..1746159
	1675309..1676928
	chaperonin GroEL

	Heat shock stress (1)

	WP_014324886.1
	1341101..1342126
	1284012..1285037
	heat-inducible transcriptional repressor HrcA

	Cold shock stress (2)

	WP_004164295.1
	673560..673784
	671441..671665
	cold-shock protein

	WP_002815634.1
	1861493..1861693
	1790420..1790620
	cold-shock protein

	Acid stress (22)

	WP_014324365.1
	452080..454167
	449993..452080
	cation: proton antiporter

	WP_004164529.1
	508844..509800
	506754..507710
	cation: proton antiporter

	WP_011680230.1
	1573441..1575537
	1515941..1518037
	Na+/H+ antiporter

	WP_014325056.1
	1602922..1604277
	1545421..1546776
	MATE family efflux transporter

	WP_014325235.1
	/
	1917507..1918859
	Na+/H+ antiporter NhaC family protein

	WP_011680527.1
	1981858..1983213
	/
	Na+/H+ antiporter NhaC family protein

	WP_013103407.1
	1852230..1852676
	1781157..1781603
	F0F1 ATP synthase subunit epsilon

	WP_010381874.1
	1852691..1854091
	1781618..1783018
	F0F1 ATP synthase subunit beta

	WP_014973658.1
	1854254..1855162
	1783181..1784089
	F0F1 ATP synthase subunit gamma

	WP_014325140.1
	1855177..1856694
	1784104..1785621
	F0F1 ATP synthase subunit alpha

	WP_004905001.1
	1856707..1857249
	1785634..1786176
	ATP synthase F1 subunit delta

	WP_004902062.1
	1857261..1857764
	1786188..1786691
	F0F1 ATP synthase subunit B

	WP_010016495.1
	1857791..1858018
	1786718..1786945
	F0F1 ATP synthase subunit C

	WP_002815631.1
	1858191..1858916
	1787118..1787843
	F0F1 ATP synthase subunit A

	WP_011679058.1
	63718..64632
	63511..64425
	lactate/malate family dehydrogenase

	WP_014324959.1
	1455588..1456970
	1394955..1396337
	argininosuccinate lyase

	WP_011680142.1
	1457026..1458252
	1396393..1397619
	argininosuccinate synthase

	WP_014324142.1
	50332..51372
	50331..51371
	N-acetyl-gamma-glutamyl-phosphate reductase

	WP_002817353.1
	633620..634321
	631501..632202
	2,3,4,5-tetrahydropyridine-2,6-dicarboxylate N-acetyltransferase

	WP_011679472.1
	635478..636344
	633359..634225
	4-hydroxy-tetrahydrodipicolinate synthase

	WP_014324471.1
	636344..637066
	634225..634947
	4-hydroxy-tetrahydrodipicolinate reductase

	WP_014324958.1
	1454572..1455588
	1393939..1394955
	ornithine carbamoyltransferase

	WP_002815906.1
	245738..246526
	243694..244482
	glutamate 5-kinase

	Alkaline stress (1)

	WP_002827662.1
	848696..849250
	844891..845445
	alkaline shock response membrane anchor protein AmaP

	Bile salt stress (10)

	WP_004164474.1
	556218..557099
	554125..555006
	phosphate ABC transporter substrate-binding protein PstS family protein

	WP_010016924.1
	558967..559809
	556874..557716
	phosphate ABC transporter ATP-binding protein PstB

	WP_014324428.1
	559806..560576
	557713..558483
	phosphate ABC transporter ATP-binding protein PstB

	WP_011680555.1
	2016945..2017907
	1952595..1953557
	bile acid:sodium symporter family protein

	WP_014324205.1
	163578..164771
	163703..164896
	CynX/NimT family MFS transporter

	WP_002815044.1
	1361506..1362714
	1304417..1305625
	Multidrug efflux MFS transporter

	WP_011680415.1
	1828292..1829521
	1761509..1762738
	MDR family MFS transporter

	WP_011680429.1
	1847495..1848892
	1776423..1777820
	MDR family MFS transporter

	WP_011680440.1
	1862546..1864057
	1791473..1792984
	MDR family MFS transporter

	WP_014325242.1
	1989431..1990663
	1925072..1926304
	MDR family MFS transporter

	Adhesion ability (6)

	WP_002814802.1
	1294147..1294923
	1237058..1237834
	segregation and condensation protein A

	WP_004899110.1
	1784670..1785146
	1717887..1718363
	S-ribosylhomocysteine lyase

	WP_002818499.1
	1903332..1904549
	1832022..1833239
	phosphoglycerate kinase

	WP_004906121.1
	1223830..1224705
	1122089..1122964
	translation elongation factor Ts

	WP_014974446.1
	1289351..1290541
	/
	30S ribosomal protein S1

	WP_011680008.1
	/
	1232262..1233452
	30S ribosomal protein S1

	WP_004901157.1
	257134..258153
	255089..256108
	type I glyceraldehyde-3-phosphate dehydrogenase

	Oxidative stress (17)

	WP_002815174.1
	1473482..1473997
	1412849..1413364
	peptide-methionine (S)-S-oxide reductase MsrA

	WP_002815233.1
	1520194..1520637
	1459561..1460004
	peptide-methionine (R)-S-oxide reductase MsrB

	WP_010291094.1
	97115..97429
	97185..97499
	thioredoxin

	WP_004164461.1
	566217..567170
	564124..565077
	thioredoxin-disulfide reductase

	WP_010291954.1
	1507489..1507803
	1446856..1447170
	thioredoxin

	WP_002815705.1
	1938587..1939084
	1867287..1867784
	thiol peroxidase

	WP_002815174.1
	1473482..1473997
	1412849..1413364
	peptide-methionine (S)-S-oxide reductase MsrA

	WP_002815233.1
	1520194..1520637
	1459561..1460004
	peptide-methionine (R)-S-oxide reductase MsrB

	WP_004903153.1
	512683..513591
	510592..511500
	phosphogluconate dehydrogenase (NAD(+)-dependent, decarboxylating

	WP_013103193.1
	263512..264243
	261467..262198
	3-oxoacyl-ACP reductase FabG

	WP_011680483.1
	1924188..1925282
	1852878..1853972
	aspartate-semialdehyde dehydrogenase

	WP_002815265.1
	1540963..1541544
	1480330..1480911
	anaerobic ribonucleoside-triphosphate reductase activating protein

	WP_002815267.1
	1541480..1543690
	1480847..1483057
	anaerobic ribonucleoside-triphosphate reductase

	WP_009999798.1
	210218..212389
	208174..210345
	class 1b ribonucleoside-diphosphate reductase subunit alpha

	WP_010290839.1
	212869..213846
	210825..211802
	class 1b ribonucleoside-diphosphate reductase subunit beta

	WP_002816095.1
	9288..9761
	9289..9762
	glutathione peroxidase

	WP_004903232.1
	713326..714735
	711200..712609
	dihydrolipoyl dehydrogenase

	Others (6)

	WP_013103969.1
	1333974..1335815
	1276885..1278726
	translational GTPase TypA response to stress

	WP_010001715.1
	848426..848671
	844621..844866
	GlsB/YeaQ/YmgE family stress response membrane protein

	WP_014324609.1
	849496..850023
	845691..846218
	Asp23/Gls24 family envelope stress response protein

	WP_004909507.1
	850876..851124
	847069..847317
	GlsB/YeaQ/YmgE family stress response membrane protein

	WP_004900502.1
	1506630..1506989
	1445997..1446356
	"Asp23/Gls24 family envelope stress response protein

	WP_002815384.1
	1620259..1620711
	1562758..1563210
	Asp23/Gls24 family envelope stress response protein




[bookmark: _GoBack]Suppementary Figure S1. Degree of identity (%) of the rrn genes (A), rib operons (B) and dsrD genes of the filogenetic trees presented in Figure 4. Comparision of the genes of the Leuconostoc mesenteroides F17 and F18 strains and closed homologs present in the GenBank database. [image: ]
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