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Supplementary Table 1. Primers and PCR conditions.
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Duodenal ulcer protein

94°C-2 min, 94°C-30 sand 30 cycles of 56°C-30 s and 72°C-1
min, and a final extension 72°C-5 min

94°C-2 min, 94°C-30 s and 30 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C-5 min

94°C-2 min and 94°C-30 s; 30 cycles of 56°C-30 s and 72°C-1
min, and a final extension 72°C-5 min

94°C-2 min and 94°C-30 s; 30 cycles of 53°C-30 s and 72°C-1
min, and a final extension 72°C-5 min

94°C-2 min, 94°C-30 s and 30 cycles of 56°C-30 s and 72°C-1
min, and a final extension 72°C-5 min

95°C-5min and35 cycles of 94°C-1 min 45°C-1 min, and 72°C-1
min and a final extension 72°C-5 min

95°C-5 min and 38 cycles of 94°C-1 min,55°C-1 min and 72°C-2
min, and a final extension 72°C-7 min

35 cycles of 95°C-1 min, 50°C-1 min and 72°C-1 min and a final
extension 72°C-7 min

95°C-5 min, 95°C-30 s and 35 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C- 7min

95°C-5 min, 95°C-30 s and 35 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C- 7min

95°C-5min, 95°C-30 s and 35 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C-7 min

95°C-5 min, 95°C-30 s and 35 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C-7 min

95°C-5 minand 95°C-30 s and 35 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C-7 min

95°C-5 min and 95°C-30 s and 35 cycles of 55°C-30 s and 72°C-1
min, and a final extension 72°C-7 min

95°C-5 min and 35 cycles of 95°C-1 min, 52°C-1 min and 72°C-1
min, and a final extension 72°C-4 min

95°C-5 min and 35 cycles of 95°C-1 min, 52°C-1 min and 72°C-1
min, and a final extension 72°C-4 min

95°C-5 min and 35 cycles of 95°C-1 min, 52°C-1 min and 72°C-1
min, and a final extension 72°C-4 min

95°C-5min; and 35 cycles of 95°C-30 s and 55°C-30 s and 72°C-
30 s, and a final extension 72°C-5 min

F: 5"-GGCAATTTGGATGAGCGAGCTC-3’

R: 5"-CTTCACCTTTTCAAGATACTC-3’

F: 5-CACGCCTATTTTTTTGACTAAAAAC-3’
R: 5-CATTYACCCTCCCAATGATGC-3’

F: 5'-GGACTAGCGTTAAACGCACG-3’

R: 5"-CTTGAAACCGACAAGCCCAC-3’

F: 5-AGGTTATTCGTAAGGTGCG-3"

R: 5-GTTTAAATCCCTTAGATTGCC-3’

F: 5-GTGGTTGTAGYTGGAAACTTTACAC-3’
R: 5'-CTTAAGCGTGTGTYTTTCTAGG-3"

F: 5'-GCCAATGGTAAATTAGTT-3"
R: 5-CTCCTTAATTGTTTTTAC-3"

F: 5"-GATAACAGGCAAGCTTTTGAGG-3"
R: 5"-CTGCAAAAGATTGTTTGCGAGA-3’
F: 5-ACCCTAGTCGGTAATGGGTTA-3’
R: 5-GTAATTGTCTAGTTTCG-3"

F: 5"-TTGAAAACTTCAAGGATAGGATAGAGC-3’

R: 5'-GCCTAGCGAAATATCACCATTACCC-3"
F: 5'-CACAAAATGCCCCTATCTTG-3’
R: 5'-CTACAAGCGTCTGTGAAG-3’
F: 5'-GGGAGCTTAGTGCCATACAA-3’
R: 5"-TCATCTTTC ACGCAGAGC-3’
F: 5-CAATGGCGGCATCAGTCATGCTCAA-3’
R: 5-ACTTATCGTAGATGCGCCTGACC-3"
F: 5-CTTGCGGATCGTTGCTATCT-3’
R: 5'-GAAACAAGCCCTGTCAAACAGG-3’
F: 5-TTCAATGGCAATTCTTTCACAAGC-3’
R: 5'-GCAAAAGGCCCATCAATGACTT-3’
F: 5"-ATGGAAATACAACAAACACAC-3’
R: 5-CTGCTTGAATGCGCCAAAC-3’

VAR7-F: 5'-GTAATGGTGGTTTCAACACC-3’
VAR7-R: 5'-TAATGAGATCTTGAGCGCT-3"
VARA4-F: 5'-GGAGCCCCAGGAAACATTG-3’
VAR-4R: 5'-CATAACTAGCGCCTTGCAC-3’
F: 5-ATAAAGAATTGCAAGATAAAGC-3’

R: 5-TTCTAAAACGCGGTGAAAAGC-3’
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Duodenal ulcer protein
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Outer inflammatory protein

Induced by contact with
epithelium factor

95°C-5 min and 35 cycles of 95°C-30 s and 55°C-30 s and 72°C-
30 s, and a final extension 72°C-5 min

95°C-5 min and 35 cycles of 95°C-30 s and 55°C-30 s and 72°C-
30 s, and a final extension 72°C-5 min

95°C-5 min and 35 cycles of 95°C-30 s and 55°C-30 s and 72°C-
30 s, and a final extension 72°C-5 min

95°C-5 min and 35 cycles of 95°C-30 s and 55°C-30 s and 72°C-
30 s, and a final extension 72°C-5 min

95°C-5 min and 35 cycles of 95°C-30 s and 55°C-30 s and 72°C-
40 s, and a final extension 72°C-5 min

95°C-5 min and 35 cycles of 95°C-30 s and 50°C-45s and 72°C-45
s, and a final extension 72°C-5 min

94°C-5 min 4 cycles 6°C-5 min and 72°C-5 min 94°C-1 min,
36°C-1 min and 72°C-2min,30 cycles and a final extension 72°C-
10 min

F: 5"-CAAATGGTTTCTACTGACAG-3’
R: 5"-ATTCTGTCAAGAGCTACCAC-3’

F: 5-ATGATAATTGGTGTAGCACAG-3’

R: 5'-CCCATAAGTTTTTTATCATT-3"

F: 5-GCTTCTCAGTCTATAGATAAG-3’

R:5- CATCAGTATCTTTTGTGGGG-3’

F: 5"-ATTGATGAAACTAAAGACTAC-3’
R: 5"-CTTTCTATGATAAATACGCAG-3’

F: 5'-GTTTTTGATGCATGGGATTT-3"
R: 5"-GTGCATCTCTTATGGCTT-3"
F: 5"-GTTGGGTATATCACAATTTAT-3’

R: 5"-TTRCCCTATTTTCTAGTAGGT -3’

1254 F:5- CCGCAGCCAA -3’
1281 F:5 - AACGCGCAAC -3’
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1 10 20 30 40 50 60 70 80 30 100

I I
TTTTTGATGCATGGGATTTCCTARARTTTTRARARATARCTARAGACTARCATGTTTTTARTTTARTATTCATTARGCGGTGGTTTTGTGGCTATTTCATTT
TTTTTGATGCATGGGATTTCCTAAATTTTARARATAARCTARAGACTARCATGTTTTTARTTTAATATTCATTAAGCGGTGGTTTTGTGGCTATTTCATTT
TTTTTGATGCATGGGATTTCCTAARTTTTARARATAACTARAGACTAACATGTTTTTAATTTARTATTCATTARGCGGTGGTTTTGTGGCTATTTCATTT

101 110 120 130 140 150 160 170 180 190 200
I I
TARTTGTGTTTTTCATTARAARCCCARTCACTARARTCTTATTTTTATGATARRATACCTARTCATAARTATCARATCT TRARACCARAGARRARTARAGARRA
TAATTGTGTTTTTCATTARRACCCARTCACTARARTCTTATTTTTATGATARARARTACCTARTCATARTATCAARATCT TRRAACCARAGARRARTARRGAARRA
TAATTGTGTTTTTCATTARRARCCCARTCACTARARTCTTATTTTTATGATARARATACCTARTCATARTATCARATCTTARACCARAGARAAATARAGAAR

201 210 220 230 240 250 260 270 280 290 300
I 1
ARCCATGARARRRAGCCCTCTTACTCTCTCTCTCTCTCTCTCGTTCTGGCTCCACGCTGAARGGARTGGGTTTTATTTAGGT TTARATTTTGCAGAAGGAR

ARCCATGARRRRAGCCCTCTTACTCTCTCTCTCTCTCTCTCGTTCTGGCTCCACGCTGARRGGARTGGGTTTTATTTAGGT TTARATTTTGCAGARGGAR
ARCCATGARARARGCCCTCTTACTCTCTCTCTCTCTCTCTCGTTCTGGCTCCACGCTGARAGGARTGGGTTTTATTTAGGTTTARATTTTGCAGARGGAR

301 310 320 330 340 350 360 370 380 330 400
I I
GCTATATTCARGGACARGGTRGCATCGGCARARARGCT TCAGCAGARARCGCCTTARATGAAGCGATCARTARCGCARARARTTCATTATTCCCTARCAC
GCTATATTCARGGACARGGTAGCATCGGCARARARGCT TCAGCAGARARCGCCTTARARTGAAGCGATCARTARCGCARRRARTTCATTATTCCCTARCAC
GCTATATTCARGGACARGGTAGCATCGGCARARRARGCTTCAGCAGARARCGCCTTAARTGARGCGATCARTARCGCARARARTTCATTATTCCCTAARCAC

ARARGCCATAGGAGATGCA
ARARGCCATAGGAGATGCA
ARARGCCATAGGAGATGCA

1 10 20 30 40 50 60 70 80 90 95
I I
AYGTYNLSGLINF TGGDLDYNHOKATLRLGQFHGNSF TSFKDGANRT TRYNFDAKNILIDNFVEINNRYGSGAGRKASSTYLTLKSSEKITSREN
AYGTYKLSGLRNF TGGDLDYNHOKATLRLGOFNGNSF TSYKDSADRTTRYNFNAKNISIDNFVEINNRYGSGAGRKASSTYLTLOASEGITSSKN
AYGTYKLSGLRNF TGGDLDYNHOKATLRLGAFNGNSF TSYKDSADRT TRYNFNAKNISIDNFYEINNRYGSGAGRKASSTYLTLAASEGITSSKN
AYGTYKLSGLrNFTGGDLDYNHOKATLRLGOFNGNSF TSZKDsA#RTTRVNF #AKNISIDNFVEINNRVGSGAGRKASSTYLTLqaSEgITSskN

96 105 115 125 135 145 155 165 175 185 190
1

I

AEISLYDGATLNLYSSSNQSYDLYGKYHHGRLAYYGAYLAPSYSTIDTSKYOGENNFRHLAVGDONAROAGIIANKKTNIGTLDLHASAGLSIIT
REISLYDGATLNLASNS---YKLNGNYHHGRLOYYGAYLAPSYSTINTSKVQGEYDFNHLTYGDONRRQAGIIASNKTHIGTLOLHOSAGLNIIA
AEISLYDGATLNLASNS---YKLNGNYHHGRLOYYGAYLAPSYSTINTSKYQGEYDFNHLTYGDONRROAGIIASNKTHIGTLOLHOSAGLNIIA
REISLYDGATLNLaSNS. , . VkLnGnVHHGRLAYVGAYLAPSYSTI#TSKVOGEY #FnHLELYGDONARRQAGIIAsnKThIGTLDLHQSAGLnITa

}91 200 210 220 230 240 250 260 270 28028?

PPEGGYESK: TKDNPQN NPKNDAQKTEIQPTQYIDGPFAGGKDTYYNIFHLNTKADGTLRAGGFKASLSTHAR
PPEGGYKDKPNSTTSQSGTKNDKQEISQNNNSNTEVINPPNNTOKTETEPTQVIDGPFAGGKDTYYNIDRINTKADGTIKYGGFKASLTTNAAR
PPEGGYKDKPNSTTSQSGTKNDKOEISQNNNSNTEVINPPNNTAKTETEPTQYIDGPFAGGKDTYYNIDRINTKADGTIKYGGFKASLTTNAR
PPEGGYkdKpnsttsqsgTK##kO#isqnnnsnteviNPpN#tOKTEL #PTAYIDGPFAGGKDTYYNIdriNTKADGT ikvGGFKASLETHAR

Supplementary Figure 1. Identical sequences of oipA gene with 9 repeated CT located
between 223 and 240 position (a) and amino acids sequences of VacA i (113 to 117 position)
and d (200 to 227 position) regions (b) of the two isolates, 1034-14 and 1034-6, that are

vacAil/dl.

In (b) the sequences of the isolates were compared with those of the collection strain

TX30A that is vacA i2/d2.
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