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FigureS1 (a)Electrophoretic analysis of polymerase chain reaction(PCR)-amplified DNA from R.
solanacearum strains RsM and RsH using primer pairs(Nmult21F/Nmult21RR and 759/760)(Fegan and Prior,
2005). LanesM. DNA Marker DL2000; line 1.a representive phylotype I in R. solanacearum strain RsM ;
line2. a representive phylotype I in R. solanacearum strain RsH I; line3. R. solanacearum-specific band in
RsM; lined. R. solanacearum-specific band in RsH, the arrow represent the Phylotype I specific band (166bp);
(b) PCR products of different phylotypes.

NW Score Identities Gaps Str
1332 666/606(100%) 0/e66(0%) Plu:
Query 1 ACCGACACCACGACCCTGAAGAD TCGATCTCGCOGTTGTGH

. IIII||||||IIII||||||IIII||||||III|||||||III|||||||III|||||||
Sbjet 1 ACCGACACCACGACCCTGAAGACGGCCGCCACCACCTCGATCTCGCCGTTGTGRCTCACC 60

Huery 61  GTCGCCAAGGACAGCGOGGCGTTCACGGT GAGCGGCACGCGCACGGTGLGLTATGECGCC 120

Shjct &1 GTCGCCAAGGACAGCGCGGCGTTCACGET GAGCGECACGOGCACGETGOGCTATGGOGOC 120
Query 121 ACCGCOGCCT 180

Shiet 121 180

Huery 181 GGLAMGGATCOGGLGGCCGETGTCGOC AAGETGTGOCARGTGGIGCAGGGCACGGGTACT 240

Shict 181 GGLAAGGATCCGGCGECCGGTGTCGCCAMGETETGOCAAGTGECGCAGGGCACGGGCACT 240

Guery 241 CTGCTGTGGCGCHGCGTCAGCCTGOCCGOCGCCAGTTCOGGGAGGECAGCCTECCR66C 300
. ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Shjet 241 300
Huery 301 ACGGGAGC AN TACATCTATCCGTCCOOEGACAGCGUGACCTACTACAAGRACAAG 360
i ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Shjet 301 TCCGTCCGECG: 360

Query 361 GECATGRACCTGGTGOGCCT GOCGTTCCGC TGGEAGCGEL TGCAGCCCACGCTCAMCCAG 420

Shjct 361 GHCATGAACCTGGTGLGLCTGLCGTTCCGLTGGGAGCGGLTGLAGCCCACGCTCAMCCAG 420
Guery 421 GCGCTCGACGCGAACGAGCTGICGCGCCTGACCEGGTTCOTCAACGECGTGACGECG6CC 480
) IIII||||||IIII||||||IIII||||||III|||||||III|||||||III|||||||
Shict 421 GCGCTCGACGLGAACGAGCTGTCGCGCCTGACCGGETTCGICAMGCCGTGACGGLGRLC 480
uery 451 GGCCAGACGGTGCTGCTCGATCCGCACAACTACGCGLGCTACTACGGCAACGTGATCGEC 540
) IIII||||||IIII||||||IIII||||||III|||||||III|||||||III|||||||
Shict 481 GHLCAGACGGTGCTGCTCGATCCGCACAACTACGCGCGCTACTACGGCAALGTGATCGGC 540

Huery 541  TOGAGCGCGGTGLCCAMC AGDGCGTACGCCGATTTCT GG GEUGCGTGGCCACCCAGTTIC 600

Shict 541  TOGAGCGCGGTGCCCARCAGCGOGTACGCCGATTTCTGGCGE0GCGTGECCACCORGTTC G600
Query 601 TTCEATGLCGAC T, G660

Shict 601 AWGGGCAATGCCCGCGTCATCTTCGGGCT GATGAMC GAGCCCARTTOGATGCOGACCAS 6RO
Huery  G61 EliﬁlkGTGG GG

11
Shbjet 661 CAGTGH 666

Figure S2 Comparison of egl gene between and R. solanacearum strains RsM(upper sequence) and



RsH(lower sequence).
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Figure S3 Experimental system of proteomic workflow.
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Figure S4 a brief layout of the comparison based on the protein abundance in different samples. Red box
represent the protein abundance increased compared with those in blue box samples.



