Table 1. Genes showing more than 2-fold expression difference at 3 h growth
Only genes with p-value <0.05 are shown, and RNAs with unknown functions have not been included in the table. The fold-change (FC) is shown using a linear scale and not as log2. FC of the 6 h sample are also listed. Genes in an operon are clustered. In these cases the maximum and minimum FC are indicated. In the operon column the number of genes of the operon is listed between brackets. The regulon column suggests the possible regulator. The percentage shows the probability of regulation indicated by the arrow (up is activation and down is repression). A gene can be part of different regulons, however, only the regulon with the largest percentage of significantly expressed genes is shown. For some regulons the regulation directionality is not present in the Subtiwiki database. This is indicated by 0% for probability of regulation direction and the absence of an arrow.

	FC 3 h
	FC 6 h
	gene(s)
	operon
	regulon
	function

	2800
	3400
	xynA
	
	
	endo-1,4-beta-xylanase

	5.6/3
	1.4/-1.0
	yxeK,N,M,O,Q,snaB, sndB
	yxeK (7)
	CymR 100%↓
	uptake, utilization, detoxification S-(2-succino) cysteine

	5.2
	1.1
	yvdE
	yvdE (9)
	
	unknown

	3.9
	1.4
	sndA
	snaA (12)
	CymR 100%↓
	utilization of S-methyl-cysteine

	3.9/3
	1.4/-1.1
	cysH,P,C,sat,ylnD
	cysH (7)
	CymR 100%↓
	sulfate uptake & reduction

	3.1/2.3
	1.2/-1.4
	pyrAA,AB,D,E,F,K
	pyrR (10)
	PyrR 0%-80%
	pyrimidine biosynthesis

	3.0
	1.5
	yeeG
	
	
	unknown

	3.0
	1.1
	tcyP
	
	CymR 100%↓
	cystine (cysteine dimer) uptake

	2.7
	1.4
	spoVID
	spoVID (2)
	SigE 96%↑
	spore coat assembly

	2.6
	1.8
	dppB
	dppA (5)
	CodY 91%↓
	dipeptide transporter subunit

	3
	1.3
	nupO
	nupN (4)
	CodY 91%↓
	uptake of guanosine

	3
	-1.1
	putB
	putB (3)
	PutR 100%↑
	proline dehydrogenase

	2.1
	1.1
	rhiL
	rhiL (4)
	
	uptake of rhamnose oligosaccharides

	2.0
	2.1
	leuB
	ilvB (7)
	CcpA 87%↑
	biosynthesis of leucine

	-4.4
	-8.2
	melR
	melR (5)
	MelR 100%↑
	repressor melibiose utilization operon

	-3.9
	-13.4
	clpE
	
	CtsR 100%↑
	AAA unfoldase

	-3.0
	-2.0
	iseA
	
	WalR 100%↑
	inhibitor of autolysins

	-3.0/-3
	-1.7/-1.2
	rbsA,B,C,D,K,R
	rbsR (6)
	CcpA 87%↑
	ribose uptake

	-3.0/-2.4
	-1.4
	yyzE,bglA
	bglA (2)
	
	beta-glucoside utilization

	-3.0/-2.3
	-1.7/-1.4
	licA,B,C,H
	licB (4)
	LicR 100%↓
	lichenan uptake and phosphorylation

	-2.8/-2.1
	-1.4/-1.2
	araA,B,D,L,M,N,abfA
	araA (9)
	AraR 100%↑
	arabinose utilization

	-2.8
	-1.1
	glpD
	
	GlpP 100%↓
	glycerol-3-phosphate dehydrogenase

	-3
	-1.6
	ywsB
	
	SigB 100%↓
	general stress protein

	-2.4/-2.1
	1.5/1.3
	khtT,U,S
	khtS (3)
	
	potassium ion efflux

	-2.3/-2.1
	-1.5/-1.3
	gntK,R
	gntR (4)
	GntR 100%↑
	gluconate utilization

	-2.3
	1.4
	mrgA
	yusZ (2)
	PerR 100%↑
	protecting against oxidative killing

	-2.3
	-1.2
	ylbP
	
	
	unknown

	-2.3
	-2.7
	yerA
	yerA (3)
	CcpA 87%↑
	similar to adenine desaminase

	-2.2/-2.0
	-2.6/-2.0
	ctsR, mcsA,B,clpC
	ctsR (6)
	CtsR 100%↑
	class III heat shock proteins

	-2.2
	-1.8
	yuaF
	yuaF (3)
	SigW 100%↓
	involved membrane fluidity control

	-2.1
	1.3
	manR
	
	ManR 100%↓
	regulation of mannose utilization

	-2.1/-2.0
	-1.7/-1.4
	ganA,P,S
	ganS (5)
	GanR 100%↑
	uptake of galactotriose

	-2.1
	-1.1
	trpB
	trpE (6)
	MtrB 0%-13%
	tryptophan synthase subunit

	-2.1
	1.1
	katA
	
	PerR 100%↑
	main catalase

	-2.0
	-1.4
	gmuB
	gmuB (8)
	GmuR 100%↑
	glucomannan utilization

	-2.0
	-1.0
	uxaC
	uxaC (10)
	CcpA 87%↑
	glucuronate isomerase




[bookmark: _Hlk96453683][bookmark: _Hlk84347448]Table 2. Genes showing more than 2-fold upregulation or more than 3-fold down regulation at 6 h growth
[bookmark: _Hlk70930491]Only genes with p-value <0.05 are shown, and RNAs with unknown functions have not been included in the table. Only genes with p-value <0.05 are shown. The fold-change (FC) is shown using a linear scale and not as log2. FC of the 3 h sample are also listed. Genes in an operon are clustered. In these cases the maximum and minimum FC are indicated. In the operon column the number of genes of the operon is listed between brackets. The regulon column suggests the possible regulator. The percentage shows the probability of regulation indicated by the arrow (up is activation and down is repression). A gene can be part of different regulons, however, only the regulon with the largest percentage of significantly expressed genes is shown. For some regulons the regulation directionality is not present in the Subtiwiki database. This is indicated by 0% for probability of regulation direction and the absence of an arrow.

	[bookmark: _Hlk96454095]FC 6 h
	FC 3 h
	name
	operon
	regulon
	description

	3400
	2760
	xynA
	
	
	endo-1,4-beta-xylanase

	3
	1.3
	sr1
	
	CcpN 100%↓
	small RNA regulation arginine metabolism

	2.7
	1
	ydjB
	
	
	prophage 3

	2.6
	2.7
	yuiA
	yuiA (2)
	TnrA 100%↓
	unknown

	2.6
	-1.2
	gapB
	gapB (2)
	CcpN 100%↓
	glyceraldehyde-3-phosphate dehydrogenase

	2.4
	-1
	ribE
	ribD (5)
	FMN 100%↓
	riboflavin biosynthesis

	2.3/2.1
	2.0/1.3
	leuB,C
	ilvB (7)
	CcpA 100%↑
	biosynthesis of leucine

	2.1
	1.2
	natA
	natA (2)
	NatR 100%↑
	sodium exporter subunit

	2.1
	-1.1
	pckA
	
	CcpN 100%↓
	phosphoenolpyruvate carboxykinase

	2
	-1.2
	frlR
	
	
	regulator sugar amines utilization

	-13.4
	-3.9
	clpE
	
	CtsR 100%↑
	AAA unfoldase

	-12.9/-8.2
	-4.4/-1.7
	melA,C,D,E,R
	melR (5)
	MelR 100%↑
	melibiose utilization

	-10.2/-3.0
	-1.6/2.0
	sboA,albB,C,D,E,F,G
	sboA (9)
	ResD 100%↓
	subtilosin (antimicrobial peptide) production

	-7.5/-3.5
	-1.4/-2.0
	iolA,G,H,I,J
	iolA (10)
	IolR 100%↑
	myo-inositol catabolism

	-6.6
	1.1
	iolT
	
	IolR 100%↑
	myo-inositol uptake

	-6.2
	1.7
	yebD
	
	
	unknown

	-5.8
	-1.4
	fnr
	
	ResD 100%↓
	anaerobiosis, overflow metabolism

	-4.8/-3.1
	-2.0/-1.2
	yojA,B
	yojA (2)
	
	unknown

	-4.6
	-1.3
	trnB-Arg
	
	
	transfer RNA-Arg

	-4.6/-4.4
	-1.1/1.0
	ycnI,J,K
	ycnK (3)
	YcnK 100%↑
	regulation of copper uptake

	-4.6
	-1.0
	ctaA
	
	ResD 100%↓
	heme biosynthesis

	-4.6
	-1.0
	ydbL
	
	
	unknown

	-4.6/-3.6
	-1.0/1.0
	qoxA,B,C,D
	qoxA (4)
	CitB 0%-50%
	cytochrome aa3 quinol oxidase

	-4.5
	1.0
	yxaL
	yxaJ (2)
	Rok 100%↑
	unknown

	-4.4
	1.0
	ctaO
	
	AbrB 100%↑
	heme biosynthesis

	-4.4
	-1.0
	yodA
	
	
	unknown

	-4.4
	1.2
	trnB-Leu1
	
	
	transfer RNA-Leucine

	-4.0
	1.3
	scr
	
	
	4.5S RNA of signal recognition particle (SRP)

	-3.8
	1.0
	ydzA
	
	
	unknown

	-3.6
	-1.1
	yozB
	
	
	unknown

	-3.6/-3.1
	-1.3/-1.2
	iolR,S
	iolR (2)
	IolR 100%↑
	regulation of myo-inositol catabolism

	-3.6
	1.2
	yoqM
	
	AbrB 100%↑
	SP-beta prophage

	-3.4
	-1.1
	ywzB
	ywzB (3)
	SigF 75%↓
	unknown

	-3.4
	-1.1
	ytzI
	
	
	unknown

	-3.3
	-1.4
	yxiE
	bglP (3)
	LicT 100%↓
	possible beta-glucan/-glucoside utilization

	-3.3
	1.0
	yfmQ
	
	
	unknown

	-3.2
	-1.7
	yncC
	
	
	unknown

	-3.2/-3.0
	-1.3/-1.1
	hemE,H,Y
	hemE (3)
	
	heme biosynthesis

	-3.1
	-1.2
	gabT
	gabT (2)
	GabR 100%↓
	utilization of gamma-amino butyric acid

	-3.1
	1.2
	sunA
	sunA (5)
	Rok 100%↑
	sublancin (antimicrobial peptide) production

	-3.1
	-1.0
	ytkA
	ytkA (2)
	
	unknown



