For more information see:

Lindeberg, M. et al, 2006. Closing the circle on the discovery of genes encoding Hrp regulon members and type III secretion system effectors in the genomes of three model Pseudomonas syringae strains. MPMI 19:1151-1158.

Supplementary Table.  Bioinformatically identified Hrp promoters in P. syringae pv. syringae B728a and their associated downstream targets.  Each row corresponds to a Hrp promoter identified by scanning the complete B728a genome with the HMM2 model (see Materials and Methods in Fereirra et al. (2006)), so genes and/or operons can appear more than once if there are multiple putative promoter hits.  Entries are sorted in descending order according to their HMM scores. 
	Locus tag (Psyr_#) of gene or operona
	Hrp box start
	Hrp box stop
	Strand
	Distanceb
	HMM scorec
	Annotations of encoded protein(s)d

	1889
	2159766
	2159798
	-
	-201
	23.30
	T3SS effector HopH1

	4919
	5833743
	5833775
	-
	-69
	21.60
	T3SS effector AvrPto1

	1216/1215/1214/1213/1212/1211/1210/1209/1208/1207/1206/1205
	1374630
	1374662
	-
	-25
	21.20
	HrpJ/ HrcV/ HrpQ/HrcN/HrpO/HrpP/HrcQa/HrcQb/ HrcR/HrcS/HrcT/HrcU

	1192/1193/1194/1195/1196/1197
	1353212
	1353244
	+
	-76
	20.90
	HrpA2/ HrpZ1/ HrpB/HrcJ/ HrpD/HrpE

	3813
	4533361
	4533393
	+
	-23
	20.50
	T3SS effector HopAF1

	1187
	1342599
	1342631
	+
	-69
	19.90
	T3SS effector chaperone AvrF

	4326
	5179814
	5179846
	-
	-56
	18.30
	T3SS effector HopI1

	4269
	5093818
	5093850
	-
	-73
	18.30
	T3SS effector HopAE1

	3682
	4369446
	4369478
	+
	1104
	18.30
	hypothetical protein

	1184
	1339741
	1339773
	-
	-155
	18.00
	T3SS helper protein HrpW1

	0471/0470
	510838
	510870
	-
	737
	17.80
	coproporphyrinogen III oxidase/hypothetical protein

	0737
	841912
	841944
	-
	-164
	17.40
	hypothetical protein

	1189
	1348643
	1348675
	+
	-57
	17.30
	lytic murein transglycosylase

	1198/1199/1200/1201/1202
	1357080
	1357112
	+
	-62
	16.90
	HrpF/ HrpG/HrcC/HrpT/ HrpV

	1188
	1348549
	1348581
	-
	-102
	16.50
	T3SS effector AvrE1

	1225/1224
	1384305
	1384337
	-
	-156
	16.30
	hypothetical protein/T3SS effector HopZ3

	1218/1219/1220
	1375414
	1375446
	+
	-52
	16.20
	HrpK1/AvrB3/HopX1

	1211/1210/1209/1208/1207/1206/1205
	1368902
	1368934
	-
	120
	15.10
	HrpP/HrcQa/HrcQb/ HrcR/HrcS/HrcT/HrcU

	4155
	4940466
	4940498
	+
	-1316
	14.50
	hypothetical protein

	4036/4037
	4818045
	4818077
	+
	2877
	14.30
	Salmonella virulence plasmid 65kDa B protein/YD repeat

	1183
	1336569
	1336601
	+
	-189
	14.30
	T3SS effector HopAA1

	3925
	4669745
	4669777
	+
	2048
	14.10
	hypothetical protein

	3573
	4255147
	4255179
	+
	-926
	14.10
	hypothetical protein

	0800
	910481
	910513
	-
	-3945
	13.80
	Protein of unknown function DUF1523 superfamily

	2616
	3134412
	3134444
	+
	2684
	13.70
	Amino acid adenylation

	3839
	4574488
	4574520
	+
	-95
	13.60
	T3SS effector HopAK1

	0242
	258107
	258139
	-
	-2426
	13.50
	Protein of unknown function DUF962 superfamily

	1185/1186
	1339834
	1339866
	+
	-88
	13.20
	T3SS effector chaperone ShcM/T3SS effector HopM1

	2130
	2488420
	2488452
	+
	-1070
	13.10
	4-hydroxyphenylpyruvate dioxygenase

	3093/3092/3091
	3709989
	3710021
	-
	-1032
	12.90
	hypothetical protein/PAP2 superfamily protein/Response regulator receiver:Transcriptional regulatory protein, C-terminal

	4381
	5238449
	5238481
	+
	1704
	12.80
	arginine decarboxylase

	0738
	843291
	843323
	-
	-62
	12.80
	T3SS effector AvrRpm1

	3215
	3845877
	3845909
	+
	-1053
	12.60
	6-pyruvoyl tetrahydropterin synthase and hypothetical protein

	2725/2724
	3306893
	3306925
	-
	1045
	12.60
	Thiolase/hypothetical protein

	1057/1056
	1196013
	1196045
	-
	1336
	12.40
	hypothetical protein/poly(beta-D-mannuronate) lyase

	1838
	2118826
	2118858
	+
	374
	12.10
	Peptidase U61, LD-carboxypeptidase A

	3557
	4239722
	4239754
	-
	-879
	11.80
	Threonine aldolase

	0800
	909537
	909569
	-
	-3001
	11.70
	Protein of unknown function DUF1523 superfamily

	4983/4984/4985/4986/4987
	5909516
	5909548
	+
	1215
	11.50
	Rhs element Vgr protein/hypothetical protein/hypothetical protein/YD repeat/hypothetical protein

	0469
	507823
	507855
	+
	-315
	11.50
	dihydroxy-acid dehydratase

	0778/0779
	883046
	883078
	+
	-39
	11.40
	T3SS effector HopAG1/HopAH1

	3284
	3931299
	3931331
	+
	196
	11.20
	cell division inhibitor, putative

	1890
	2161292
	2161324
	-
	-144
	11.20
	T3SS effector HopAP1

	2475
	2870137
	2870169
	-
	229
	11.10
	hypothetical protein

	1641
	1848692
	1848724
	+
	741
	11.10
	Peptidase S49, SppA

	2179
	2537580
	2537612
	-
	-3994
	11.00
	General substrate transporter:Major facilitator superfamily

	0751
	849764
	849796
	+
	-5137
	11.00
	ISPs1, transposase OrfB

	3097
	3712986
	3713018
	+
	423
	10.80
	Peptidase U32

	2768
	3354254
	3354286
	-
	161
	10.80
	tail fiber assembly domain protein

	2636
	3204874
	3204906
	-
	-1499
	10.80
	TspO/MBR-related protein

	3376
	4038656
	4038688
	-
	-3002
	10.70
	lyase, putative

	2435/2434
	2820409
	2820441
	-
	8
	10.70
	Xylulokinase/Carbohydrate kinase, PfkB

	0097/0098/0099
	105930
	105962
	+
	-2282
	10.70
	hypothetical protein/Protein of unknown function DUF87 superfamily/hypothetical protein

	3894/3895
	4635598
	4635630
	+
	-265
	10.60
	dihydroorotase/ribonuclease T

	1961
	2269659
	2269691
	-
	1128
	10.60
	hypothetical protein

	2688
	3266057
	3266089
	-
	-2031
	10.50
	hypothetical protein

	2130
	2489933
	2489965
	+
	444
	10.30
	4-hydroxyphenylpyruvate dioxygenase

	1973
	2289376
	2289408
	-
	597
	10.30
	aspartate aminotransferase

	0566
	661166
	661198
	-
	-17033
	10.30
	4Fe-4S cluster binding

	4879
	5787223
	5787255
	+
	-4186
	10.20
	hypothetical protein

	4221
	5027272
	5027304
	+
	190
	10.20
	Protein with EAL:GAF domains 

	3777/3776
	4495895
	4495927
	-
	377
	10.20
	hypothetical protein/Cytosine deaminase

	2387
	2769854
	2769886
	-
	-1500
	10.20
	malate:quinone oxidoreductase

	5044
	5986533
	5986565
	+
	420
	10.10
	Aldose 1-epimerase

	2611/2610
	3173811
	3173843
	-
	-78298
	10.10
	Amino acid adenylation/Chlorinating enzyme

	1705
	1928990
	1929022
	+
	10810
	10.10
	Amino acid adenylation


aGene or operon refers to the predicted downstream target(s) of the promoter.  Putative operons are taken from the predictions of Gabriel Moreno-Hagelsieb and Julio Collado-Vides (2002) A powerful non-homology method for the prediction of operons in prokaryotes. Bioinformatics 18 Suppl. 1 (ISMB02 Special Issue) S329-S336., and the associated operon prediction database at http://www.cifn.unam.mx/moreno/pub/TUpredictions/Predictions/P_syringae_pv_B728a.tus 

bDistance from the start of the Hrp promoter to the start of the predicted operon is calculated on the same strand as the Hrp promoter, even if the next downstream gene is on the opposite strand. Negative distances indicate the start of the Hrp promoter is upstream of the start of the target operon; positive distances indicate the start of the Hrp promoter is downstream of the start of the gene; in this case, the Hrp promoter is embedded

cHMM: score of Hrp promoter within the Hidden Markov Model level 2 model
dGenBank annotations of the protein corresponding to each member of the predicted operon.  Abbreviations in annotations: T3SS = Type III Secretion System
