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Supplemental Data: Differentially Expressed Genes
	Functional Category/Gene
	Protein
	Entry#, R6 genomic data base
	Change

in 1X bolus*

	Change

in 3P pulsatile*

	
	
	
	
	

	Amino acid metabolism
	
	
	
	

	
	
	
	
	

	-
	Hypothetical
	Spr0155
	↓
	

	
	
	
	
	

	-
	Hypothetical
	Spr0158
	
	↑

	
	
	
	
	

	CbpG-trunc.
	Choline binding protein
	Spr0349
	
	↓

	
	
	
	
	

	lysC
	Aspartate kinase
	Spr0374
	↓
	

	
	
	
	
	

	pepV
	Dipeptidase
	Spr0547
	
	↑

	
	
	
	
	

	pabB
	Para amino benzoate synth.
	Spr0582
	↓
	

	
	
	
	
	

	ABC-SBP trunc.
	ABC transp. Unkn. substrate
	Spr0621
	↓
	↓

	
	
	
	
	

	livF
	ABC transp. ATP binding
	Spr0663
	↓
	

	
	
	
	
	

	cad
	Lysine carboxylate
	Spr0816
	
	↑

	
	
	
	
	

	dapA
	Dihydropicolinate synth.
	Spr0919
	↓
	

	
	
	
	
	

	leuA-trunc.
	Isopropyl malate synth.
	Spr1136
	↑
	

	
	
	
	
	

	hom
	Homoserine dehydrogenase
	Spr1219
	↓
	

	
	
	
	
	

	araK
	Shikimate kinase
	Spr 1228
	↑
	

	
	
	
	
	

	tyrA
	Prephenate dehydrogenase
	Spr1231
	
	↓

	
	
	
	
	

	-
	Hypothetical
	Spr1242
	
	↑

	
	
	
	
	

	glnP
	ABC transp, glu’mine transp.
	Spr1355
	↓
	

	
	
	
	
	

	trpD
	Anthranilate P-ribosyl transferase
	Spr1635
	↓
	

	
	
	
	
	

	adhB
	Alcohol dehydrogenase
	Spr1670
	↓
	

	
	
	
	
	

	dnaA
	Pyridoxal-P dep. transferase
	Spr1001
	
	↓

	
	
	
	
	

	-
	Hypothetical
	Spr1302
	↑(e)
	↑

	
	
	
	
	

	-
	Hypothetical
	Spr1305
	↑(e)
	↑(e)

	
	
	
	
	

	Transcription/Translation
	
	
	
	

	
	
	
	
	

	trmU
	tRNA methyl transferase, thiouridylate
	Spr0122
	↑
	

	
	
	
	
	

	rpsJ

	50S ribosomal protein L3
	Spr0188
	↓
	

	
	
	
	
	

	rplB
	50S ribosomal protein L2
	Spr0191
	↓
	

	
	
	
	
	

	rpsN
	30S ribosomal protein S14
	Spr0202
	
	↑

	
	
	
	
	

	rplF
	50S ribosomal protein L6
	Spr0204
	↓
	

	
	
	
	
	

	rpsL
	30S ribosomal protein S12
	Spr0248
	
	↑

	
	
	
	
	

	-
	Hypothetical
	Spr0440
	↓
	

	
	
	
	
	

	valS
	Valyl tRNA synthase
	Spr0492
	↑
	

	
	
	
	
	

	rplK
	50S ribosomal protein L11
	Spr0555
	↓
	

	
	
	
	
	

	rpmI
	50S ribosomal protein L35
	Spr0862
	↑
	↑

	
	
	
	
	

	prfA
	peptide chain release factorI
	Spr0924
	↑
	

	
	
	
	
	

	rluD
	23S ribosomal pseudouridine synthase
	Spr1006
	↓
	

	
	
	
	
	

	-
	Conserved hypothetical
	Spr1013
	
	↑

	
	
	
	
	

	rpsO
	30S ribosomal protein S15
	Spr1467
	↓
	

	
	
	
	
	

	tyrS
	Tyrosyl tRNA synthetase I
	Spr1910
	↑
	

	
	
	
	
	

	regR
	Transcription regulator
	Spr0198
	
	↑

	
	
	
	
	

	rpoE
	tRNA polymerase  
	Spr0437
	↓
	

	
	(delta)
	
	
	

	
	
	
	
	

	hrcA
	Heat inducible
	Spr0453
	↓
	

	
	Transcription
	
	
	

	
	Repressor
	
	
	

	
	
	
	
	

	-
	Conserved hypothetical
	Spr1250
	
	↓

	
	
	
	
	

	rro1
	Response regulator
	Spr1474
	
	↑

	
	
	
	
	

	rrl1
	Response regulator
	Spr1814
	↑
	

	
	
	
	
	

	-
	Conserved hypothetical
	Spr1940
	
	↓

	
	
	
	
	

	-
	Hypothetical
	Spr0007
	↓
	

	
	
	
	
	

	rpsH
	30S ribosomal
	Spr0203
	
	↑(e)

	
	
	
	
	

	rpoA
	RNA polymerase
	Spr0215
	
	↑

	
	
	
	
	

	
	
	
	
	

	-
	Hypothetical
	Spr0440
	↓
	

	
	
	
	
	

	-
	Hypothetical
	Spr1103
	↑
	

	
	
	
	
	

	-


	Hypothetical
	Spr1392
	↓
	↓

	-
	Hypothetical 
	Spr1477
	
	↑

	CHO Metabolism 
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	-
	Hypothetical
	Spr0155
	↓
	

	
	
	
	
	

	-
	Hypothetical
	Spr0158
	
	↑

	
	
	
	
	

	PTS-EII
	Phosphotransferase system, sugars
	Spr0505
	↓
	↓

	
	
	
	
	

	fba
	Fructose-bisphosphate
	Spr0530
	↓
	

	
	
	
	
	

	manL
	Phosphotransferase, mannose aldolase
	Spr0261
	↑
	↑

	
	
	
	
	

	-
	Hypothetical
	Spr0440
	↓
	

	
	
	
	
	

	eno
	enolase
	Spr1036
	
	↑

	
	
	
	
	

	ABC-MSP
	ABC transporter, sugar
	Spr1526
	
	↓

	
	
	
	
	

	gtfA
	Sucrose 6-glycosyl transferase
	Spr1709
	
	↓

	
	
	
	
	

	galT
	Gal-1-phosphouridyl transfer.
	Spr1648
	
	↑



	ptcB
	Phosphotransfer., cellobiose
	Spr1835
	
	↑



	-
	Conserved hypothetical
	Spr1940
	
	↓

	
	
	
	
	

	glpF
	Glycerol uptake facilit. protein
	Spr1988
	
	↓

	
	
	
	
	

	kdgA
	Phosphogluco. aldol
	Spr0287
	
	 ↑            

	
	
	
	
	

	mtlD
	Mann.P dehydrog 
	Spr0359
	↓
	

	
	
	
	
	

	-
	Hypothetical
	Spr1302
	↑(e)
	

	
	
	
	
	

	gapA
	Gl-3-P dehydrog.
	Spr1834
	
	↑



	Cell Wall/ Membrane Biogenesis
	
	
	
	

	-
	Conserved hypoth
	Spr0091
	↓
	↓

	
	
	
	
	

	epsG
	Glycosyltransfer.
	Spr0135
	↓
	↓

	
	
	
	
	

	hysA
	Hyalur. lyase precursor
	Spr0286
	
	↑

	
	
	
	
	

	-
	Trunc. Hypothetical
	Spr0467
	↑(e)
	↑

	
	
	
	
	

	murD
	L-ala-D-glu lyase
	Spr0603
	↓
	

	
	
	
	
	

	dgkA
	Diacyl-glyc. kinase
	Spr0870
	↓
	

	
	
	
	
	

	dapA
	Dihydropicolinate synthase
	Spr0919
	↓
	

	
	
	
	
	

	ddl
	D-ala-D-ala ligase
	Spr1515
	↓
	

	
	
	
	
	

	pbp2
	Penicillin binding protein
	Spr1517
	↑


	

	-
	Conserved hypoth.
	Spr1655
	↓
	

	
	
	
	
	

	Transferase
	Glycosyl transfer.
	Spr0136
	
	↑

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	Replication/Recombination/
	
	
	
	

	Repair


	
	
	
	

	dnaA
	DNA biosyn.
	Spr0001
	↓
	↓

	
	
	
	
	

	transposase C
	Degen. transpos.
	Spr0644
	↑
	

	
	
	
	
	

	transposase E
	transp. 
	Spr0719
	↑
	↑

	
	
	
	
	

	IS861, trunc.
	Degen. transp,Orf2
	Spr0753
	↓
	

	
	
	
	
	

	radC
	DNA repair
	Spr0996
	
	↑

	
	
	
	
	

	IS1167
	Transposase, orf1
	Spr1009
	↓
	

	
	
	
	
	

	ung
	DNA-uracil glycosylase
	Spr1055
	
	↑

	
	
	
	
	

	-
	Cons. hypothetical
	Spr1115
	↑(e)
	↑



	IS861 trunc.
	Degen. hypoth. Orf2
	Sprl447
	
	↓



	
	
	
	
	

	priY
	Primisomal replication factor
	Spr1581
	↑
	↑(e)

	
	
	
	
	

	IS1167
	Transposase, orf1
	Spr0042
	↑
	

	
	
	
	
	

	Transposase B
	Transposase
	Spr0724
	
	↑

	
	
	
	
	

	IS1167, trunc.
	Degen. transp. Orf2
	Spr1008
	↓
	

	
	
	
	
	

	
	
	
	
	

	Defense Mechanisms
	
	
	
	

	
	
	
	
	

	ABC-NP
	ATP transport
	Spr0137
	↓
	↓

	
	
	
	
	

	hsdM
	EcoE type1, restr. mod. Enzyme
	Spr0449
	
	↓

	
	
	
	
	

	ABC-NP
	ATP transport
	Spr1215
	↑(e)
	↑

	
	
	
	
	

	cylM
	cylM protein cytolytic toxin
	Spr1767
	↑(e)
	↑

	
	
	
	
	

	clyB
	ABC transp.
	Sprl770
	↓
	↓

	
	
	
	
	

	ABC-NBD
	ABC transp/MDE
	Spr1281
	↑
	↑(e)

	
	
	
	
	

	
	
	
	
	

	Nucleotide metabolism
	
	
	
	

	
	
	
	
	

	guaA
	Gl’m amido transf
	Spr1300
	
	↓

	
	
	
	
	

	cmk
	Cytidylate kinase
	Spr1456
	↓
	↓(e)

	
	
	
	
	

	pdp
	Pyrim. Nucleos. Phosphoryl.
	Spr0744
	↓
	

	
	
	
	
	

	nrdE
	Ribonucleos. DiP reductase
	Spr1065
	↑(e)
	

	
	
	
	
	

	-
	Transcr. atten. pyrim.operon
	Spr1156
	↑
	↓

	
	
	
	
	

	Energy
	
	
	
	

	
	
	
	
	

	gldA
	Glycerol dehydrogenase
	Spr0234
	↓
	

	
	
	
	
	

	acoA
	TTP dep acetoin dehydrogenase
	Spr1051
	↓
	↓

	
	
	
	
	

	atpB
	Proton transloc. ATPase
	Spr1365
	
	↓

	
	
	
	
	

	Inorganic ion metabolism
	
	
	
	

	
	
	
	
	

	-
	Hypothetical
	Spr0439
	↑(e)
	↑

	
	
	
	
	

	-
	Hypothetical
	Spr0550
	
	↓

	
	
	
	
	

	-
	Hypothetical
	Spr1045
	↑(e)
	

	
	
	
	
	

	-
	Heavy metal transport
	Spr1179
	
	↓

	
	
	
	
	

	czcD
	Cation diffusion
	Sprl672
	↑
	

	
	
	
	
	

	Other
	
	
	
	

	
	
	
	
	

	Tn5252
	Relaxase trunc.
	Spr0957
	↓
	

	
	
	
	
	

	ftsX
	Cell div. protein
	Spt0667
	↑
	

	
	
	
	
	

	ftsA
	Cell div. protein
	Spr1511
	
	↑

	
	
	
	
	

	-
	Hypothetical
	Sprl586
	
	↑

	
	
	
	
	

	Pcp
	Pyrrolidone carboxyl peptid.
	Spr0762
	
	↓

	
	
	
	
	

	Shtra
	Serine protease
	Spr2045
	↓
	

	
	
	
	
	

	comD
	His protein kinase
	Spr2042
	↓
	


(e) Genes with changes observed at early sample periods (15m, 2h15m).


* Changes relative to the untreated bacterial control.

