Table S3. The information of target six Salmonella enetrica subspecies enterica serovars, their amplified

sequences with encompassing primers, alignments of amplified sequences, and searching SNPs on

the alignment, and design SNP-based primers on the respective align genes.

No Salmonella serovars Catalog No.

Source strains

1 Salmonella enterica subspecies NCCP-14760
enterica serovar Typhimurium
(Salmonella Typhimurium)

National Culture Collection of Pathogens

2 Salmonella Enteritidis NCCP-14545 National Culture Collection of Pathogens
3 Salmonella Agona NCCP-12231 National Culture Collection of Pathogens
4 Salmonella enterica NCCP-15756 National Culture Collection of Pathogens
5 Salmonella Typhi NCCP-14641 National Culture Collection of Pathogens
6 Salmonella Abony BA1800061 Veterinary Culture Collection Center

The PCR amplification of 15t time PCR with the primer sets (01-, 09-, 13-,
14-, 24-Sbon) are as following:

The amplified sequences of six Salmonella serovars (the provided serial no.
was presented in the above table: 1-6; SNP-encompassing primers, gene name)
are presented below: for example, primer name (01-Sbon-2); primer serial-short
form of Salmonella bongori-Salmonella serovar serial no. (1-6)

01. Sbon F/R, Gene Name: Conserved hypothetical protein (SBG) SBG_RS00105

01-Sbon-F: GGGGAAATGTTGGCGGGA
01-Sbon-R: TTATGCCCGGTGCCATGG
>01-Sbon-2 (name of primer-serial no. - short form of Salmonella bongori -Salmonella

serovar serial no in the above table)

CCCACCGTCTCAAGAACTGATTGTCTGTAGTACATCAGCAGGAGACCCTGTTACATCAACTGCTGGAGGGCGACCTGCGA

CAGCGGGTAATGGACGCGATTGTAATCGCTGCCGGAACGCGAGCAACTGGTGTTAACGCTGTATTACCAGGAAGAGCTCA

ACCTCAAAGAGATTGGCGCGGTACTGGAAGTTGGCGAATCGCGGGTCAGCCAGTTGCATAGTCAGGCCATCAAACGATTA

CGCACCAAACTGGGTAAGTTATAGGTCGCGCATGGTCGCACCCGAAAAGTGCCGCACAACGTATAGACTACCAGGAGTTC

TCATGACGGTGCAGCAACCTAAAAGGCGGCCCTTGAGCCGCTATCTTAAAGACTTTAAACACAGCCAGACGCATTGCGCG

CATTGTCACAAACTGCTCGACCGCATTACGCTGGTTCGCCGTGGCAAGATCGTTAATAAAATCGCTATTTCACAGCTGGA



TATGCTACTTGACGACGCTGCCTGGCAGCGGGAGCAGAAGGAGTGGGTGGCGCTGTGTCGCTTTTGCGGCGATTTGCACT

GCAAAAAGCAGAGTGATTTTTTCGATATTATCGGTTTCAAGCAGTATTTGTTTGAACAAACCGAGATGAGCCATGGCACC

GGGGCATAAA

>01-Sbon-4

AAACCGCAAATCGAAACTGAGTGTATGAGACATCAACAGGAGAACCCGTTACATCAACTGCTGGAGGGCGACCTGCGACA

GCGGGTAATGGATGCGATTGAATCGCTGCCGGAACGCGAGCAACTGGTGTTAACGCTGTATTACCAGGAAGAGCTCAATC

TCAAAGAGATTGGCGCGGTACTGGAAGTCGGCGAATCGCGGGTCAGCCAGTTGCATAGTCAGGCCATCAAACGATTACGC

ACCAAACTGGGTAAGTTATAGGTCGCGCATGATCGCACCCGAAAAGTGCCGCACAACGTATAGACTACCAGGAGTTCTCA

TGACGGTGCAGCAACCTAAAAGGCGGCCTTTGAGCCGCTATCTTAAAGACTTTAAACACAGCCAGACGCATTGCGCGCAT

TGTCACAAACTGCTCGACCGCATTACGCTGGTTCGCCGTGGCAAGATCGTTAATAAAATCGCTATTTCACAGCTGGATAT

GCTACTTGACGACGCTGCCTGGCAGCGGGAGCAGAAGGAGTGGGTGGCGCTGTGTCGCTTTTGCGGCGATTTGCACTGCA

AAAAGCAGAGTGATTTTTTCGATATTATCGGTTTCAAGCAGTATTTGTTTGAACAAACCGAGATGAGCCATGGCACCGGG

GCATAAA

>01-Sbon-5

TGTAATACCCGACTGGTGTCTGAGACATCAGCAGGAAACCCGTTACATCAACTGCTGGAGGGCGACCTGCGACAGCGGGT

AATGGATGCGATTGAATCGCTGCCGGAACGCGAGCAACTGGTGTTAACGCTGTATTACCAGGAAGAGCTCAATCTCAAAG

AGATTGGCGCGGTACTGGAAGTCGGCGAATCGCGGGTCAGCCAGTTGCATAGTCAGGCCATCAAACGATTACGCACCAAA

CTGGGTAAGTTATAGGTAGCGCATGATCGCACCCGAAAAGTGCCGCACAACATATAGACTACCAGGAGTTCTCATGACGG

TGCAGCAACCTAAAAGGCGGCCCTTGAGCCGCTATCTTAAAGACTTTAAACACAGCCAGACGCATTGCGCGCATTGTCAC

AAATTGCTCGACCGCATTACGCTGGTTCGCCGTGGCAAGATCGTTAATAAAATCGCTATTTCACAGCTGGATATGCTACT

TGACGACGCTGCCTGGCAGCGGGAGCAGAAGGAGTGGGTGGCGTTGTGTCGCTTTTGCGGCGATTTGCACTGCAAAAAGC

AGAGTGATTTTTTCGATATTATCGGTTTCAAGCAGTATTTGTTTGAACAAACCGAGATGAGCCATGGCACCGGGGCATAA

A

>01-Sbon-6

ACTGTCTTCCTCGAACTTGGTGATGAGACATCAGCAGGAAACCCGTTACATCAACTGCTGGAGGGCGACCTGCGACAGCG

GGTAATGGATGCGATTGAATCGCTGCCGGAACGCGAGCAACTGGTGTTAACGCTGTATTACCAGGAAGAGCTCAATCTCA

AAGAGATTGGCGCGGTACTGGAAGTCGGCGAATCGCGGGTCAGCCAGTTGCATAGTCAGGCCATCAAACGATTACGCACC

AAACTGGGTAAGTTATAGGTAGCGCATGATCGCACCCGAAAAGTGCCGCACAACGTATAGACTACCAGGAGTTCTCATGA

CGGTGCAGCAACCTAAAAGGCGGCCCTTGAGCCGCTATCTTAAAGACTTTAAACACAGCCAGACGCATTGCGCGCATTGT

CACAAACTGCTCGACCGCATTACGCTGGTTCGCCGTGGCAAGATCGTTAATAAAATCGCTATTTCACAGCTGGATATGCT

ACTTGACGACGCAGCCTGGCAGCGGGAGCAGAAGGAGTGGGTGGCGCTGTGTCGCTTTTGCGGCGATTTGCACTGCAAAA

AGCAGAGTGATTTTTTCGATATTATCGGTTTCAAGCAGTATTTGTTTGAACAAACCGAGATGAGCCATGGCACCGGGGGL



ATAAA

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

01-Shon-2 F
01-Shon-4 F
01-Shon-5 F
01-Shon-6_F

10 Z0 30 40 L0 &0 70 a0 30 100

CCCACCGTCTCARGARCTGATTGT CTGTAGTACA TCAGCAGGAGACCC TETTACATCAACTGC TEGAGGECHACCTGC GACAG CGGETAATG GACGC GAT
AR CG.AL.TCG.AACTGA. .G.A.GAG. .. ... A, ... L T.....
T..AAT.CCCGA- - C.G. . G.C.BAG. .. ......... L T.....

LT TCCTCGRACT . G. . GA- L GAG. . . .. ... ... £ T.....

110 10 130 140 1E0 1le0 170 1lz0 130 Z00
T T T T T T T T e
TBETAATCGC TECCEBAACE CRAGCAACT G BTBTTAACEC TRTAT TACCAGGAR GAGCT CAACC TCAAL GAGAT TRGCE CBBTACTGEAAGTT GECEAATC

T T T T T T T
GTATAGACTACCAGBAGTT CTCAT GACGG TBCAG CAACC TAAAA BRCEGCCCT TRABC CRCTATCTTARAGAC TTTAAACACA GCCABACGCATTRC GCE

T T T T T T T
CCTGECAGC GEGAG CAGAA GEART BEETEECECT BTETCGCTTT TRCEECGAT TTECA CTGCARAARG CAGAGTGATT TTTTC GATAT TATCGETTT CAR

&1l0 GED 630 &40 650
T T T T T
GCAGTATTTGTTTGAACAAACCEA GATGA GCCAT GECAC CGGGE  CATAAR

The SNP-based primers were designed based on the above align gene (SBG) sequences (natural SNP

is marked by red color and artificial mutated bases are marked by yellow color)

SBG-2 F:

SBG-2 R:

SBG-2 (2)F

SBG-2 R:

SBG-4 F:

SBG-4 R:

TTACCAGGAAGAGCTCGAC

CGG TGC CAT GGC TCA TCT CG

: GTA AGT TAT AGG TCG CGC ACG G

CGG TGC CAT GGC TCA TCT CG

GTA AGT TAT AGG TCG CGC AGG A

CGG TGC CAT GGC TCA TCT CG



09-Sbon, Gene Name: Penicillin Binding protein gene (mrcB)

09-Sbon-F GGCGTTGAAGAAGCAGCG
09-Sbon-R ACGGCCTACCCAGGTGAT
>09-Sbon-1

CCTTGAACTGCACGCGAGGTGGTAGTGGACGCTTTAGCGGCGAGGTGCGCGCGATGGTTGGCGGGGCGGAGCCGCAGTAT

GCCGGCTATAACCGTGCCATGCAGGCGCGCCGTTCCATCGGGTCGCTGGCGAAACCGGCGACCTATCTGACCGCGTTAAG

TCAGCCGAACTTATACCGTCTGAACACCTGGATTGCCGATGCGCCGATTTCTCTGCGCCAGCCGAATGGTCAGGTCTGGT

CGCCGCAGAACGACGATCGTCGCTACAGCGAAAGCGGGAAAGTGATGCTGGTGGATGCGTTAACTCGCTCAATGAACGTA

CCGACGGTCAATCTGGGGATGGCGTTAGGTCTACCGGCAGTAACCGATACCTGGACGAAGCTCGGCGTGCCGAAAGATCA

GCTCAATCCGGTTCCGGCGATGCTGTTAGGGGCGCTGAACCTGACGCCGATCGAAGTGGCGCAGGCGTTCCAGACTATCG

CCAGCGGCGGAAATCGCGCGCCGTTATCAGCGCTGCGTTCGGTTATTGCGGAAGATGGTAAAGTGCTGTACCAAAGTTAT

CCGCAAGCTGAACGCGCTGTACCGGCACAGGCGGCTTACCTGACGCTCTGGACAATGCAGCAGGTCGTCCAGCGTGGTAC

GGGGCGTCAGCTTGGCGCGAAATATCCGGGTCTGCATCTGGCCGGTAAAACCGGGACGACAAACAACAATGTCGATACCT

GGTTTGCCGGTATCGACGGCAGCCAGGTGACTATCACCTGGGTAGGCCGTAGAT

>09-Sbon-2

GCTGAAATGGCACGCGAGGTGGTGGTGGACGCTTTAGCGGCGAGGTGCGCGCGATGGTTGGCGGGGCGGAGCCGCAGTAT

GCCGGCTATAACCGTGCCATGCAGGCGCGCCGTTCCATCGGGTCGCTGGCGAAACCGGCGACCTATCTGACCGCGTTAAG

TCAGCCGAACTTATACCGTCTGAACACCTGGATTGCCGATGCGCCGATTTCTCTGCGCCAGCCGAATGGTCAGGTCTGGT

CGCCGCAGAACGACGATCGTCGCTACAGCGAAAGCGGGAAAGTGATGCTGGTGGATGCGTTAACTCGCTCAATGAACGTA

CCGACGGTCAATCTGGGGATGGCGTTAGGTTTACCGGCGGTAACCGATACCTGGACGAAGCTCGGCGTGCCGAAAGATCA

GCTCAATCCGGTTCCGGCTATGCTGTTAGGGGCGCTGAACCTGACGCCGATCGAAGTGGCGCAGGCGTTCCAGACTATCG

CCAGCGGCGGAAATCGCGCGCCGTTATCAGCGCTGCGTTCAGTTATTGCGGAAGATGGTAAAGTGCTGTACCAAAGTTAT

CCGCAAGCTGAACGCGCTGTACCGGCACAGGCGGCTTACCTGACGCTCTGGACAATGCAGCAGGTCGTCCAGCGTGGTAC

GGGGCGTCAGCTTGGCGCGAAATATCCGGGTCTGCATCTGGCGGGTAAAACCGGGACGACAAACAACAATGTCGATACCT

GGTTTGCCGGTATCGACGGCAGCCAGGTGACTATCACCTGGGGTAGGCCGTA

>09-Sbon-3

GCGTGACCTGGACGCGAGGTGGTAGTGGACGCTTTAGCGGCGAGGTGCGCGCGATGGTTGGCGGGGCGGAGCCGCAGTAT

GCCGGCTATAACCGTGCCATGCAGGCGCGCCGTTCCATCGGGTCGCTGGCGAAACCGGCGACCTATCTGACCGCGTTAAG

TCAGCCGAACTTATACCGTCTGAACACCTGGATTGCCGATGCGCCGATTTCGCTGCGCCAGCCGAATGGTCAGGTCTGGT



CGCCGCAGAACGACGATCGTCGCTACAGCGAAAGCGGGAAAGTGATGCTGGTGGATGCGTTAACTCGCTCAATGAACGTA

CCsGACGGTCAATCTGGGGATGGCGTTAGGTTTACCGGCGGTAACCGATACCTGGACGAAGCTCGGCGTGCCGAAAGATCA

GCTCAATCCGGTTCCGGCTATGCTGTTAGGGGCGCTGAACCTGACGCCGATCGAAGTGGCGCAAGCGTTCCAGACTATCG

CCAGCGGCGGAAATCGCGCGCCGTTATCAGCGCTGCGTTCGGTTATTGCGGAAGATGGTAAGGTGCTGTACCAAAGTTAT

CCGCAAGCTGAACGCGCCGTACCGGCACAGGCGGCTTACCTGACGCTCTGGACAATGCAGCAGGTCGTCCAGCGTGGTAC

GGGGCGTCAGCTTGGCGCGAAATATCCGGGTCTGCATCTGGCGGGTAAAACCGGGACGACAAACAACAATGTCGATACCT

GGTTTGCCGGTATCGACGGCAGCCAGGTGACTATCACCTGGGTAGGCCGTAGA

>09-Sbon-4

CCTCCACTGGTACGCGAGGTGGTGGTGGACGCTTTAGCGGCGAGGTGCGCGCGATGGTTGGCGGGGCGGAGCCGCAGTAT

GCCGGCTATAACCGTGCCATGCAGGCGCGCCGTTCCATCGGGTCGCTGGCGAAACCGGCGACCTATCTGACCGCGTTAAG

TCAGCCGAACTTATACCGTCTGAACACCTGGATTGCCGATGCGCCGATTTCTCTGCGCCAGCCGAATGGTCAGGTCTGGT

CGCCGCAGAACGACGATCGTCGCTACAGCGAAAGCGGGAAAGTGATGCTGGTGGATGCGTTAACTCGCTCAATGAACGTA

CCGACGGTCAATCTGGGGATGGCGTTAGGTTTACCGGCGGTAACCGATACCTGGACGAAGCTCGGCGTGCCGAAAGATCA

GCTCAATCCGGTTCCGGCTATGCTGTTAGGAGCGCTGAACCTGACGCCGATCGAAGTGGCGCAGGCGTTCCAGACTATCG

CCAGCGGCGGAAATCGCGCGCCGTTATCAGCGCTGCGTTCAGTTATTGCGGAAGATGGTAAAGTGCTGTACCAAAGTTAT

CCGCAAGCTGAACGCGCCGTACCGGCACAGGCGGCTTACCTGACGCTCTGGACAATGCAGCAGGTCGTCCAGCGTGGTAC

GGGGCGTCAGCTTGGCGCGAAATATCCGGGTCTGCATCTGGCCGGTAAAACCGGGACGACAAACAACAATGTCGATACCT

GGTTTTGCCGGTATCGACGGCAGCCAGGTGACTATCACTCTGGGGTAGGCCGTAG

>09-Sbon-5

GCTTCACTGCACTGCGAGGTGGTAGTGGACGCTTTAGCGGCGAGGTACGCGCGATGGTTGGCGGGGCGGAGCCGCAGTAT

GCTGGCTATAACCGTGCCATGCAGGCACGCCGTTCCATCGGGTCGCTGGCGAAACCGGCGACCTATCTGACCGCGTTAAG

TCAGCCGAACTTATACCGTCTGAACACCTGGATTGCCGATGCGCCGATTTCTCTGCGCCAGCCGAATGGTCAGGTCTGGT

CGCCGGAGAACGACGATCGTCGCTACAGCGAAAGCGGGAAAGTGATGCTGGTGGATGCGTTAACTCGTTCAATGAACGTA

CCGACGGTCAATCTGGGGATGGCGTTAGGTTTACCGGCGGTAACCGATACCTGGACGAAGCTCGGCGTGCCGAAAGATCA

GCTCAATCCGGTTCCGGCGATGCTGTTAGGGGCGCTGAACCTGACGCCGATCGAAGTGGCGCAAGCGTTCCAGACTATCG

CCAGCGGCGGAAATCGCGCGCCGTTATCAGCGCTGCGTTCGGTTATTGCGGAAGATGGTAAAGTGCTGTACCAAAGTTAT

CCGCAAGCTGAACGCGCCGTACCGGCACAGGCGGCTTACCTGACGCTCTGGACAATGCAGCAGGTCGTCCAGCGTGGTAC

GGGGCGTCAGCTTGGCGCGAAATATCCGGGTCTGCATCTGGTGGGTAAAACCGGGACGACAAACAACAATGTCGATACCT

GGTTTGCCGGTATCGACGGCAGCCAGGTGACTATCACCTGGGTTAGGCCGTA

>09-Sbon-6

GCTGCACTGACTGCGAGGTGGTAGTGGACGCTTTAGCGGCGAGGTACGCGCGATGGTTGGCGGGGCGGAGCCGCAGTATG

CCGGCTATAACCGTGCCATGCAGGCGCGCCGTTCCATCGGGTCGCTGGCGAAACCGGCGACCTATCTGACCGCGTTAAGT



CAGCCGAACTTATACCGTCTGAACACCTGGATTGCCGATGCGCCGATTTCTCTGCGCCAGCCGAATGGTCAGGTCTGGTC
GCCGCAGAACGACGATCGTCGCTACAGCGAAAGCGGGAAAGTGATGCTGGTGGATGCGTTAACTCGCTCAATGAACGTAC
CGACGGTCAATCTGGGGATGGCGTTAGGTTTACCGGCGGTAACCGATACCTGGACGAAGCTCGGCGTGCCGAAAGATCAG
CTCAATCCGGTTCCGGCGATGCTGTTAGGGGCTCTGAACCTGACGCCGATCGAAGTGGCGCAAGCGTTCCAGACTATCGC
CAGCGGCGGAAATCGCGCTCCGTTATCAGCGCTGCGTTCGGTTATTGCGGAAGATGGTAAAGTGCTGTACCAAAGTTATC
CGCAAGCTGAACGCGCCGTACCGGCACAGGCGGCTTACCTGACGCTCTGGACAATGCAGCAGGTCGTCCAGCGTGGTACG
GGGCGTCAGCTTGGCGCGAAATATCCGGGTCTGCATCTGGCGGGTAAAACCGGGACGACAAACAACAATGTCGATACCTG

GTTTGCCGGTATCGACGGCAGCCAGGTGACTATCACCTGGGTTAGGCCGTAG

" L
- I I R |
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08 -shon-6_F
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The SNP-based primers were designed based on the above align gene (mrcB) sequences (natural
SNP is marked by red color and artificial mutated bases are marked by yellow shaded)

mrcB-1-F: TGGCGTTAGGTCTACCGTCA
mrcB-1-R: TTG TCG TCC CGG TTT TAT CG
mrcB-3-F : TTG CCG ATG CGC CGA TTG CG

mrcB-3-R : GGA TAA CTT TGG TAC AGC CCC



mrcB-4-F : GTT CCG GCT ATG CTG TTA AGA
mrcB-4-R :TTG TCG TCC CGG TTT TAT CG
mrcB-5-F : GGC GGA GCC GCA GTA TAC T
mrcB-5-R : TGT CGT CCC GGT TTT ACT CA
mrcB-6-F : ACGCTTTAGCGGCGAGATA

mrcB-6-R : TGT CGT CCC GGT TTT ACT CA

13-Sbon, Gene Name: Pyrimidine-specific ribonucleoside hydrolase (rihB)

013-Sbon-F: GCTGTACCTGCCGACTGG
13-Sbon-R: GTTCCCCACGGGCTATGG
>13-Sbon-1

CAAAGCTTTTTTTAGTTTCTTGCAAGTAAATGCAATTGCAGCATTAACGAAGAAGGAAGTGATCTGGTTAACACTGTAAT

GTAAAAAATGGGTAACGATACGGTTTTATCATGTTGTTGTGTTGTTAATTACGGTAAAGGTGTTATAGAAACAAAATGTA

ACATCTCTCTGGAACACCCAAACGGACAACAACTATGAATAAATCAGGGAAATACCTCGTCTGGACAGCGCTCTCAGTAT

TGGGTGCGTTTGCCCTGGGCTATATTGCGTTAAATCGTGGGGAACAGATCAACGCGCTATGGATCGCACTGGGCGTCGGT

CTGTGTCTATCTTATTGCGTATCGTTTTTATGGGCTCTATATCGCCAAAAAAGTGCTGGCGGTTGACCCAACGCGTATGA

CGCCCGCGGTACGTCATAATGATGGTCTGGATTATGTCCCGACCGATAAGAAAGTGCTTTTTGGTCACCATTTTGCGGCC

ATTGCTGGCGCAGGTCCGCTGGCCTGGCCGGTACTGGCGGCGCAGATGGGCTATCTGCCGGGGATGATCTGTTTGCT

>13-Sbon-4

TTCACACCATAGTATTCTGGCAATAAATTGCATTGCAGCATTAACGAAGAAAGGAAGTGTTCTGGTTAGACTGTAATGAA

AAATGGGAAATTTTCGAATAATTTGTGTGGTGTTAATTACGGTAAGGCTCCTTGAAACAAAATGAACATCTCTCTGGAAC

ACCCAAACGTACAACTACTATGAATAAATCACGCAAAT

>13-Sbon-6

CACCGGGTAGGTAATTCTGGCAAGTAAATGCATTGCAGCATTAACGAAGAAAGGAAGTGATCTGGTTAACACTGTAATGT

AAAAAATGGGTAAAATTCGGATGTATCATGTTGTTGTGTTGTTAATTACGGTAAAGGTGTTATAGAAACAAAATGTAACA

TCTCTCTGGAACACCCAAACGGACAACAGCTATGAATAAATCAGGGAAATACCTCGTCTGGACAGCGCTCTCAGTATTGG

GTGCGTTTGCCCTGGGCTATATTGCGTTAAATCGTGGGGAACAGATCAACGCGCTATGGATCGTGGTGTCTTTTTTTCTG

TGTTTATCTTATTGCGTATCGTTTTTATGGGCTCTATATCGCCAATAAAGTGCTGGCGGTTGACCCTACGCGTATTA



13 ) 113 an H) 13 1) 1} L1 180
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13-zhan-1 F CAAAGCTTTTTTTAG TTTCTTGCAAG TAAATGCAATTGCAGCATTAACGARGAR GGRAG TGATCTGG TTAACAC TGTAATG TRARAARTGEG TAACGAT
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13-zhan-1 F ACGGTTTTATCATETTGTTE TGTTGTTAATTACGE TRARGGTG TTATAGARAC RARATE TANCATCTC TC TGGARCACCCAMRC GGACAACARCTATGAR
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13-zhan-1 F TARATCAGGGAMRTACCTCG TCTEGRCAGCGL TCTCAGTATTGEE TECE TT TG CCCTGAG CTATATTGCE TTAAATCG TEGGGAACAGATCAACGLECTR

13-shon-¢ F .......C.0....

13-shan-6_F

o 1zo i o iso Ei1] o a0 o qo0
N I O T I R B I R I R N N R R
13-shon-1 F TGEGATCECACTEGECETCAE TCTE TG TCTATC TTATTGCE TATCE TTTTTATG G GC TCTATATCGOCARRAARGTGCTEGCAGTTGACCCARCGCETATE
1l3-chan-¢ F
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e i m ™ 150 15 i ta 1 s
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13-shon-1 F  ACGCCCGCEGTACGTCATARTGATGE TCTGGATTATE TCCCGACCGATARGARRGTE CTTTTTG G TCACCATTTTGCG G CCATTGE TE6C ECAGGTCCEL

13-shan-4_F

13-shan-6_F

sin sz 510 sin 550

13-shon-1 F TGEGCCTEGCCEETACTGGCEGCECAGATEGECTATCTGCCGEGEATEATCTGTTTECT
13-shan-4_F
13-shan-6_F

The above align gene (rihB)did not produce the good quality gene sequences
of all target Salmonella, where we did not find any suitable SNPs. Second
PCR was conducted, and the sequence was showed it latter

14-Sbon, Gene Name: Pyrimidine-specific ribonucleoside hydrolase(rihA)

14-Sbon-F TCCCCTGTGTTTCGACGC
14-Sbon-R ACGCCGGATAAGACGCTG
>14-sbon-5

TGGGCTTGCCTTGGTTGAAATCTCAGGGTTTCAGCAGCCAGGCGATAGTGCAAGGGTCGTGCAGCGGCGCGCCGACAAAT

CCCCATTTTTCGTCTTTGTGGTATTCAAAGAAGAAGTCGAGTAGTTCAGCCACGATCGTCGAAATTGGATTGCCGATGTC

GCGGAAACGCTCGATATCGGCGGCGTGAATCTGCGCCTTATGGGTGACGTCCAGCCCGGCCATCACCACCGGAATGCCTG

ACTGGAAGACAATTTCTGCCGCTTCCGGATCGACGTAAATATTAAATTCCGCAGCGGGCGTCCAGTTACCCAGCGCCATC

GCGCCGCCCATGATCACAATGCGGGCGATTTTCGTATGCAGTTCCGGATGGCTATTCAGCAGCAGCGCCACGTTGGTCTG

TGGGCCAGTGGAGACGATGGTGACCGGCTGTGCGCTCTCGCGCAGTGTTTTTGCCATCAGCTCAACGGCAGTGCCGCTTT

GCGGGGCGAATGACGGCTCGGGCAGCGCCGGGCCGTCAAGACCGCTTTCGCCGTGAACGTTATCAGCGATAATCAGTTCG

CGCATGAGCGGTTTCACCGCGCCGCCCGCCACAGGAATATCCGGGCGTTTGAGCAGTGTCATCATCCCGCAGCACGTT

>14-sbon-6

TTCTTCCGATAGGCAGCTTGTAATCTCAAAGTTCAGCAGCCAGGCGATAGTGCAAGGGTCGTGCAGCGGCGCGCCGACAA

ATCCCCATTTTTCGTCTTTGTGGACAATATAAAGAATCCAGCAGCTCGGGGACGATGGTGGAAATGTTTTTGCCAATGGC



GCGAAAGCGTTCGATGTCGGCGGCGTGAATCTTCTCCTTATGGATGACATCCCCCCCGGCCATCACCAACGGAATGCCTG
ACTGGAAGACGATTTTCCCCTCTTTTGGTTTGATTGAATTTTTAACTCCGCCGCGATCGTCCTTTTGTTTATCTTCATTT

TTTCCGCATTTTTTATTTTCTTTTATTTTTTTTTCTTTTCTATTTTCTATTTTTTTGTATTCCTTTG

11 21 1 4a L1 (1] kel aa a1 laa
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1%-zbon-5_F TGGGECTTGCCTIGGETIGARRTC TCAGGGT TTCAGCAGCCAGGCGATRAGTGCARGGG TCGTGCAGCGECGCGCCGACARRTCCCCATTTITCGTCTT
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12-zbon-5 F TGTGGETATTCARAGRRGARGTCGAGTAGTTCAGCCACGATCGTCGARATTGGATIGCCGATGTCGCGGRRACGCTCGRTRTCGECGGCGTGARTCTGCGE
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14-shon-5 F CTTATGERTGACGTCCAGCCCGECCATCACCACCEGARTACCTGRACTRGRRGACARTTTC TRCCEC TTCCGGATCAACGTRRATATTARATTCCGCAGEG
l%-zbon-6_F ..... .. R....R..CC.............. 2 G....TCC..T. ..TT..T.T..T-.G...T..T..C..... c...

LET) LH) 1 140 150 160 1 LT LET 100

L T e L e I B I T e O O B O I N B |

12-sbon-5_F GGCGTCCAGTTRCCCRAGCGCCATCGCGCCECCCATGATCACARTECGGGCGATTTICGTATGCAGTTCCGGATGGCTATTCAGCAGCRAGCGCCACGTTES
1l%-zbon-6_F AT..... TT. . eTTT.T.TT.. TTTTT.-.G...T- .TTT.T.TTCTITITT.... IT.T.CT--. . T.TRT.TT..... TTTIIT.T.TIC.TIT.

110 FH 111 140 450 160 410 440 410 504

T T B L N B N I B B B N T I I I IR
lt-zhon-5 F TCTGTGGECCAGTGGRAGACGATGGTRACCGECTGTGCGCTCICGCGCAGTRTITTTGCCATCAGCTCARCGECAGTGCCRCTTTRCEGEGCGRATGRCGE
li-sbon-6 F

511 520 511 540 550 7] 510 san T 604

T T B L N B N I B B B N T I I I IR
1#-zbon-5_F CTCGGGCAGCGCCEGGCCGTCARGACCGCTTICGCCGTGRACGTTATCAGCGATRATCAGTICGCECATGRGCGGTTICACCGCGCCGCCCGCCACAGER
li-sbon-6 F

10 £24 [21] &40
| N N I I I IR |

lt-zhon-5 F ATATCCGEECGTITGRGCAGTETCATCATCCCGCAGCACGTT
l2-zbon-6_F

The above alignment of gene, Pyrimidine-specific ribonucleoside hydrolase (rihA) did not produce the all target sequences of
Salmonella, where we did not find any suitable SNPs.

24-Sbon, Gene Name: Candidate type three secretion system effector protein (sopA)

24-Sbon-F GTAGTGTGGCGGGCTGAG
24-Sbon-R CTGGTAAGCGTGCTGGCC
>24-sbon-1

TGAGGTAGGGTCAAAATGGTGGCAGACGCGACACTGAGGCATCATCAATCAACTTCACGGTGGAATGTTTCTGGTTCGTG

GCGGCAATAAACTGCTGGTTCAGCTCCCCGTGCTCTTCAGTGCTGAGGATGATATCAATCAGCTCCCCAAAGCGTCGCTG

CGTGGCCTGCTGATTAAATGCGGCGAGAAACACCGGAAAGTCATGACGGAATAACTCTACCGGAGAGATTTGCGCGGTGG

AAACGTTCTCTCCGGCTCGCAGCAGGTAAAAGTTGTCCCATGCAGTGTCAGGAGTAGGGTTTAGCATTGTTAACAGCGTG

TCAGTGGAGAGCATCATCGCCGTGTCTGAATCCTGGGAGGAAAGCAGCAGGAAATTATCTGCAGCGCGGGTTGTCCAGTC

CGGGATGCCGTCATAATTGCCGAAGAGCCCATTATGGATGTGGGGAGACACCGCCGGGTGAGCAAGATACTGTTCATAAA

GCGCTGCAGCTTTCTGGCGGGTGCCATCAGTGCAGTCCACGCCTGTCATACAGTGTAAAATCACCTGATTAAAGAGTCCG

CTGTGAGTGGTCATGGCGGCGCTGTTCCTGTCAAACGAATCCAGCAACACAGGCAGTATGCGCTGCTGATAATATGTGTC



AGGAGTCGGCAGGGGAACGTCATTATAGGTCTGGCACTGGTGGGCAAAAAAACGTTCCTGAACAGGCCCGAGCCACTCGC

GGATAAGCGCACTTTTGCGTATAGGGGAGGGTGGGCCAGCACGCCTCACTCAGACAAATTACTATTTCGCCTGTTGTCCC

TTGTTCGATTCCTGGCCTCTTATTATCTGTCTGGTATATCGTCTTTTGTTCTTTTTTTCTTTCTTTATAGGCATAATTCC

TCCCCCCCTCACCTGACAATGTTTTT

>24-sbon-2

GACGGTAGGAGCAATGGTGGCAGACGCGACACTGAGGCATCATCAATCAACTTCACGGTGGAATGTTTCTGGTTCGTGGC

GGCAATAAACTGCTGGTTCAGCTCCCCGTGCTCTTCAGTGCTGAGGATGATATCAATCAGCTCCCCAAAGCGTCGCTGCG

TGGCCTGCTGATTAAATGCGGCGAGAAACACCGGAAAGTCATGACGGAATAACTCTACCGGAGAGATTTGCGCGGTGGAA

ACGTTCTCTCCGGCTCGCAGCAGGTAAAAGTTGTCCCATGCAGTGTCAGGAGTAGGGTTTAGCATTGTTAACAGCGTGTC

AGTGGAGAGCATCATCGCCGTGTCTGAATCTTGGGAGGAAAGCAGCAGGAAATTATCTGCAGCGCGGGTTGTCCAGTCCG

GGCTGCCGTCATAATTGCCGAAGAGCCCATTATGGATGTGGGGAGACACCGCCGGGTGAGCAAGATACTGTTCATAAAGC

GCTGCAGCTTTCTGGCGGGTGCCATCAGTGCAGTCCACGCCTGTCATACAGTGTAAAATCACCTGATTAAAGAGTCCGCT

GTGAGTGGTCATGGCGGCGCTGTTCCTGTCAAACGAATCCAGCAACACAGGCAGTATGCGCTGCTGATAATATGTGTCAG

GAGTCGGCAGGGGAACGTCATTATAGGTCTGGCACTGGTGGGCAAAAAAACGTTCCTGAACAGGCCCGAGCCACTCGCGG

ATAAGCGCACTTTGCGTATAGGGAGGGTGGGCCAGCACGCTTTACCCAGAAAAAACCTATATTGACGTTGCCCCTTGCCT

CGACTTCTGACCCAAATAATCAGCAGAGCAAAACGGTCGGGTTGTTGTGTATTATCTTTCATAGAGAAACACCTCTCTTT

CTTACTTCAAGCTTTTCTATGTATTGTATTCTCTTCATCGAGGAGGGCTGAG

>24-sbon-3

CTAAGTCTGGGTCAAATGGTGGCAGACGCGACACTGAGGCATCATCAATCAACTTCACGGTGGAATGTTTCTGGTTCGTG

GCGGCAATAAACTGCTGGTTCAGCTCCCCGTGCTCTTCAGTGCTGAGGATGATATCAATCAGCTCCCCAAAGCGTCGCTG

CGTGGCCTGCTGATTAAATGCGGCGAGAAACACCGGAAAGTCATGACGGAATAACTCTACCGGAGAGATTTGCGCGGTGG

AAACGTTCTCTCCGGCTCGCAGCAGGTAAAAGTTGTCCCATGCAGTGTCAGGAGTAGGGTTTAGCATTGTTAACAGCGTG

TCAGTGGAGAGCATCATCGCCGTGTCTGAATCCTGGGAGGAAAGCAGCAGGAAATTATCTGCAGCGCGGGTTGTCCAGTC

CGGGCTGCCGTCATAATTGCCGAAGAGCCCATTATGGATGTGGGGAGACACCGCCGGGTGAGCAAGATACTGTTCATAAA

GCGCTGCAGCTTTCTGGCGGGTGCCATCAGTGCAGTCCACGCCTGTCATACAGTGTAAAATCACCTGATTAAAGAGTCCG

CTGTGATTAGTCATGGCGGCGCTGTTCCTGTCAAACGAATCCAGCAACACAGGCAGTATGCGCTGCTGATAATATGTGTC

AGGAGCCGGCAGGGGAACGTCATTATAGTTTTTGGCACTGGTGGGCAATAAAACGTTTCCTGATCAGGTCCGTTCCTCTT

CGCTGATAAGTGTACTTTGTTGTATAC

>24-sbon-4

CCCAAATGGGTCAAAATGGTGGCAGACGCGACACTGAGGCATCATCAATCAACTTCACGGTGGAATGTTTCTGGTTCGTG

GCGGCAAGAAACTGCTGGTTCAGCTCCCCGTGCTCTTCAGTGCTGAGGATGATATCAATCAGCTCCCCAAAGCGTCGCTG

CGTGGCCTGCTGATTAAATGCGGCGAGAAACACCGGAAAGTCATGACGGAATAACTCTACCGGAGAGATTTGCGCGGTGG



AAACGTTCTCTCCGGCTCGCAGCAGGTAAAAGTTGTCCCATGCAGTGTCAGGAGTAGGGTTTAGCATTGTTAACAGCGTG

TCAGTGGAGAGCATCATCGCCGTGTCTGAATCTTGGGAGGAAAGCAGCAGGAAATTATCTGCAGCGCGGGTTGTCCAGTC

CGGGCTGCCATCATAATTGCCGAAGAGCCCATTATGGATGTGGGGAGACACCGCCGGGTGAGCAAGATACTGTTCATAAA

GCGCTGCAGCTTTCTGGCGGGTGCCATCAGTGCAGTCCACGCCTGTCATACAGTGTAAAATCACCTGATTAAAGAGTCCG

CTGTGAGTGGTCATGGCGGCGCTGTTCCTGTCAAACGAATCCAGCAACACAGGCAGTATGCGCTGCTGATAATATGTGTC

AGGAGCCGGCAGGGGAACGTCATTATAGGTCTGGCACTGGTGGGCAAAAAAAACGTTCCCTGAACAGGCCCGAGCCACTC

GCTGATTAAGCGCACTTTGCGTATAGGGGGGGGTGTGCCAGCACGCTTACCAGATTACAACCATTCTGCCGTGTACCTTG

CTGGTTCCTTGTCCCAATTGTAACGCCTGGACACCGTTTGTTTACTCCTTTGCTCCCTGAAGTACAACCCCCCCCGCCCT

CTCCTTTCTAATTCTTTTTCTCT

>24-sbon-5

AATGTCTTTAGTCAAATGGTGTTCAGACGCGACACTGAGGCATCATCAATCAACTTCACGGTGGAATGTTTCTGGGTCGT

GGCGGCAATAAACTGCTGGTTCAGCTCCCCGTGCTCTTCAGCGCTGAGGATGATATCAATCAGTTCCCCAAAGCGTCGCT

GCACGGCCTGCTGATTAAATGCGGCGAGAAACACCGGAAAGTCATGACGGAATAACTCTACCGGAGAGATTTGCGCGGTG

GAAACGTTCTCTCCGGCTCGCAGCAGGTAAAAGTTGTCCCATGCAGTGTCAGGAGTAGGGTTTAGCATTGTTAACAGCGT

GTCAGTGGAGAGCATCATCGCCGTGTCTGAATCCTGGGAGGAAAGCAGCAGGAAATTATCTGCAGCGCGGGTTGTCCAGT

CCGGGCTGCCGTCATAATTGCCGAAGAGCCCATTATGGATGTGGGGAGACACCGTTGGGTGAGCAAGATATCGTTCATAA

AGCGCTGCAGCTTTCTGGCGGGTGCCATCAGTGCAGCCCACGCCTGTCATACAGTGTAAAATCACCTGATTAAAGAGTCC

GTTGTGAGTGGTCATGGCGGCGTTGTTCCTGTCAAACGAATCCAGCAACACAGGCCGTATGCGCTGCTGATAATATGTGT

CAGGAGCCGGCAGGGGAACGTCATTATAGGTCTGGCACTGGTGGGCAAAAAAAAACGTTCCCTGAACAGGCCCGAACCAC

TCGCTGATAAAGCGTACTTCTGCGGTATAGGGGGGGGTTCAGCACCGCTTACCCAGAAAAAAACTATTAATGGAGGGTTC

CCCCTTGCCGGTTTTCTGACCTATTTTAACCACATTCAATTACCGTTCTCTTTCTGTGTGATTCTTTATAGAACACAC

>24-sbon-6

GAACTGGTATTCGTTCAAATGGTGGCAGACGCGACACTGAGGCATCATCAATCAACTTCACGGTGGAATGTTTCTGGTTC

GTGGCGGCAATAAACTGCTGGTTCAGCTCCCCGTTATCTTCAGTGCTGAGGATGATATCAATCAGCTCCCCAAAGCGTCG

CTGCGTGGCCTGCTGATTAAATGCGGCGAGAAACACCGGAAAGTCATGACGGAATAACTCTACTGGAGAGATTTGCGCGG

TAGAAACGTTCTCTCCGGCTCGCAGCAGGTAAAAGTTGTCCCATGCAGTGTCAGGAGTAGGGTTTAGCATTGTTAACAGC

GTGTCAGTGGAGAGCATCATCGCCGTGTCTGAATCCTGGGAGGAAAGCAGCAGGAAATTATCTGCGGCGCGGGTTGTCCA

GTCCGGGCTGCCGTCATAATTGCCGAAGAGCCCATTATGGATGTGGGGAGACACCGCCGGGTGAGCAATATACTGTTTAT

AATGCGCTGCAGCTTTCTGGGGGGTGCCATCAATGCAATACCACACCTGTTATTTTTTTTTTTTTTTTTTTTTTATTA



24 -zbon-1 F
4 -skhon-2_F
4 -shon-31 F
24 -shon-4_F
24 -zhon-5_F
24 -skon-4_F

24 -skhon-1_F
24 -shon-2_F
24 -zhon-3_F
24 -zshon-4_F
M -shon-i F
24 -shon-6_F

24 -shon-1 F
24 -zhon-1_F
24 -skon-1_F
24 -shon-4_F
24 -shon-5 F
24 -shon-6_F

24 -zbon-1 F
4 -skhon-2_F
24 -sheon-3_F
24 -zhon-4_F
24 -zshon-5_F
24 -skon-4_F

M -skhon-1F
24 -sbon-21 F
24 -shon-3_F
24 -skhon-4_F
4 -shon-5 F
24 -shon-§_F

24 -zheon-1 1
24 -zhon-12 1]
24 -shomn-13_]
4 -shon-4

24 -shon-5 ]
4 -shon-h

HHEH

H

24 -skhon-1_F
4 -shon-1 F
24 -shon-31_F
24 -zhon-4_F
24 -skon-5_F
24 -shon-6_F

SBG(2) 1F
SBG(2) 1R
SBG(2) 2F
SBG(2) 2R
SBG(2) 4F
SBG(2) 4R
SBG(2) 5F
SBG(2) 5R
SBG(2) 6F

SBG(2) 6R
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: TTT CTG GTT CGT GGC GGC AAT

: TCT TCG GCA ATT ATG ACG GTA T
: TTT CTG GTT CGT GGC GGC GAT

: TTC CTG CTG CTT TCC TCC TAA

: TTC TGG TTC GTG GCG GCG AG

: ATG GGC TCT TCG GCA ATT ATA AT
: TTC CCC AAA GCG TCG CTG TAC

: GCT GCA GCG CTT TAT GAG CGA

: GCT GGT TCA GCT CCC CAT TA

: CGG ACT GGA CAA CCC GCT cCC



The PCR amplification of 2nd time with the primer sets (11-, 12-, 13-, 14-, 15-, 16-, 18-, 19-, 21-Sbon) are

as following:
11-Sbon, Gene Name: tRNA (Ile)-lysidine synthase (mes]
11-Sbon-F TTCTGGCCAGCGACCTTG
11-Sbon-R TGCCAGTTTCAGCCACCC
>11-Sbon-3

GGTGACGAGGATTGCGGCTTTTTCCTTTATTGTCCGATGAAGCGATGTACGGCGGGCGGCGATTTGCGTCGCTGGCTGGC

GATGCGTAATGCGCCGATGCTCTCTCGCGACGCGCTGGAACGTATCTGGCAGGAGGTGGCGCTGGCGCGCGACGATGCCT

CTCCCTGTTTACGTTTTGGCGATCGCGAGATTCGCCGTTATCAGTCGCAACTGTGGTGGATTAAATCCGTGGCCGGACAA

CACGAAACGACGGTCGCCTGGCCCGTCTGGCAAACACCGCTGGCGCTGCCTGCCGGCTTAGGGACGGTACAGCTCGTTCC

TGGCGGCGAACTGCGCCGACCGCGAGAGGAAGAATCCGTCAGCATTCGGTTTAAGGCGCCAGGGTTGCTACACATTGTGG

GACGTCACGGCGGACGTAAATTAAAGAAAATCTGGCAGGAGCAGGGGATCCCGCCCTGGCGACGAGACACCACGCCGLTG

TTGTTTTACGGCGAAACGCTGATTGCGGCTGCGGGTGTTTTTGTGACGCGTGAGGGAGCAGCAGAAGATAAAGAAGGGGT

GAGTCTGGTTTGGCATGCCTGATGGCGCTGCGCTTATCAGGCCTACGTATCGCATGGAACGTAGGCCGGATAAGGTGCTT

GCACCACCATCCGGCAACAAAATACTCAGGATTCGCTAACTACCACGGTACCAATTTCCGGGTGGTGAAAAACTGGGCAA

>11-Sbon-4

GGCTTTCGGAAGGATTGCGGCTCTCTCCTTTATGTCGATGAAGCGATGTACGGCGGGCGGCGATTTTGCGTCGCTTGGCT

TGGCGATGCGTAATGCGCCGATGCCCTCTCGCGACGCGCTGGAACGTATCTGGCAGGAGGTGGCGCTGGCGCGCGACGAT

GCCTCTCCCTGTTTACGCTTTGGCGATCACGAGATTCGCCGTTACCAGTCGCAACTGTGGTGGATTAAATCCGTGGCCGG

ACAACACGAAACGACGGTCGCCTGGCCCGTCTGGCAAACACCGCTGGCGCTGCCTGCCGGCTTAGGGACGGTACAGCTCG

TTCCTGGTGGCGAACTGCGCCGACCGCGAGAGGAAGAATCCGTCAGCATTCGTTTTAAAGCGCCAGGCGTGTTACATATT

GTCGGGCGTAACGGTGGACGTAAATTAAAGAAAATCTGGCAGGAGCAGGGGATCCCGCCCTGGCGACGAGATACCALCGCC

GCTGTTGTTTTACGGCGAAACGCTGATTGCGGCTGCGGGTGTTTTTGTGACGCGTGAGGGAGCAGCAGAAGATAAAGAAG

GGGTGAGTCTGGTTTGGCATGCCTGATGGCGCTGCGCTTATCAGGCCTACGTATCGCATGGAACGTAGGCCGGATAAGGT

GCTTGCACCACCATCCGGCAACAAAATACTCAGGATTCGCTAACTACCACGGTACCAATTTCCGGGTGCGAAAAACCTGG

CCACGGCCGGATGTCCGGCATCCGATCCCATGCCCACTTCGCCGCATCACCGAACAGCATTCCATGCTCTTCCATCCATG

CCTCATATTGTCGTGTACGTCCCCCATCCGCTTATTGCATTTTCTTACGATTACGTGGTACATGGCTATTTCTCTGCTGA

CGATCAGTCTA

>11-Sbon-5

CTTTACGAGTAATTGCGGCATTACTTATGTCGACAGCGAGTGCGGCGGCGGCGACTTGCGCGCTGGTTGGCGAGCGAAAG

CGTCATCTTATCGCGAGCGCTGGAACGTACTGGCAGGAGGTGGCGCTGGCGCGCGAGATCCCTCTTGTTTACGTTTGGCG

AGCACGAGAGTCGCGTTATCAGTCGCAATGTGGTGGATAAAACCGTACCGGACAACACGAAACGACGGTCGCCTGGLCCG



TCTGGCAAACACCGCTGGCGCTGCTGCCGGTTAGGGACGGTACAGCTCGTTCCTGGCGGCGAATGCGCCGACCGCGAGAG

GAAGATCCGTCAGCATTCGGTTTAAAGCGCCGGGTTGCTACACATTGTGGGACGTCACGGCGGACGTAAATTAAAGAAAA

TCTGGCAGGAGCAGGGGATCCCGCCCTGGCGACGAGACACCACGCCGCTGTTGTTTTACGGCGAACGCTGATTGCGGCTG

CGGGTGTTTTTGTGACGCGTGAGGGAGCAGCAGAAGATAAAGAAGGGTGAGTCTGGTTTGGCATGCCTGATGGCGCTGCG

CTTATCAGGCCTACGTATCGCATGGAACGTAGCCGGATAAGGTGCTTGCACCACCATCCCGGCAACAAAATACTCAGGAT

TCGCTAACTACCACGGTACCATTTCCGGTGGAAAAATGGGAAA

>11-Sbon-6

CCGGATACGAGTAAGTGCGGCATTACTCAATGTCGATGAAGCGATGACGGCGGGCGCGTTTTGCGTCGTTGGTTGGCGAT

GCGTAATGCGTCGACCTTACTCGCGACGCGCTGGAACGTATCTGGCAGGAGGTGGCGCTGGCGCGCGACGATCTTCTCTT

GTTTACGTTTTGGCGATCGCGAGAGTCGCCGTATCAGTCGAACTGTGGTGGATTAAATCCGTGGCCGGACAACACGAAAC

GACGGTCGCCTGGCCCGTCTGGCAAACACCGCTGGCGCTGCTGCCGGCTTAGGGACGGTACAGCTCGTCCTGGCGGCGAA

CTGCGCCGACCGCGAGAGGAAAATCCTCAGCATTCGGTTAAAGCGCCGGCGTATTACATATTGTCGGGCGTAACGGGGAC

GTAATTAAGAAATCTGGCAGGACAGGGGATCCCGCCCTGGCACAGTACCACGCCCTTTGTTTACGGCAACGCTATTGCGG

CTGCGGTGTTTTGTGACGCGTGAGGGACACAAAATAGAAGGGTGATCTGGTTGCATGCCTGATGGCGCTGCGCTTATCAG

CCTACTATCGCTGGACGAGCGGAAAGGTTGCCCCCTCCGGCACAATACTCAGATCCTACTACCACGTCCTTTCCGTGAA

aa 2a 3a an =a =a Ta aa =a
e e e L e T e
11 -Sbon-3 TECEECTTTTTCCT TTAT TETCCEATEAAGCEATETACEECEEEC EECEATTT BCETCECTEE  CT GECEATECETARAT GCECCEATE

11 -Sbon-—4 .. ... .. c.Cc.... .. BT o e T. ... T.BCT . . ..
11 -Shbon-5 EY AC & T c -3 [ . T EY T. A
11-Sbon-% ... ... A, B CR. .6~ T. ... . i T. ..~ ... T. T e T c

11 -Shbon-—4 .c [ EY
A1 —-Sbom—F TOT . B . .. ..ottt e e e e c... .. G.R
11 -Sbon-& CLTRL . e e e e e e T T e

a=a 3aa 310 =230 330 340 ELT 2ea 37a
C - el - I -

| | | | ] [ | [ B I I | | | | [
11-Sbon-3 ATTCECCGTTATCAGTCGCARCT GTGETHEAT TARRTCCET G6CC FEACARCACGARACGACGFFTCHCCTGECCCEFT CTHFCARRCACCE

AA—SBom—F .. ..o e e e e e T e e T

AA—BBOm—TF . . ... e e e e e e e e e

AA—SBOm—F . ... .o e e e e e e a T.C. .
ava 3za asa «aa axa aza a3a asa azma

11 -Sbom—% .. ... B [ T L - e

11 —Shon-5 kY 5. . T

11 -Sbhon-6 F CE.AT. T. .. .. c..& B T BB .
asa a7a aza asa saa 514 =2a E=E] saq

LEE] LIS =70 EEL LEY] saa =10 =20 =30
B R T e L e B B IR L I B LTI el E e e I IR |
11 —-Sbhbon—3 ARRGARAEGEGETERAGTCT GG T TTGGCAT GCCTHATGEGECGCTGCGCT TATCA GGCCTACETATCGCATGGARCETAGECCEGATARGETGCT

=a0 sn0 s=0 =70 =80 s=0
T T e T e |

11-Sbon-3 THCACCACCATCC GECARACAARATACTCAGEATTCGHCTAACTAC CACGETACCAATTT CCGEET

The above alignment of gene, tRNA(lle)-lysidine synthase (mes]) did not produce all target sequences of
Salmonella, where we did not find any suitable SNPs.



12-Sbon, Gene Name: methionine import ATP-binding protein (metN)

12-Sbon-F ATTGGCACGCTGTCAGCT
12-Sbon-R TGCCGGTAAAAGCACGCT
>12-Sbon-1

GATGCCTATAGCGCCTGGTATCTTCCGGATGTCCAGGTGCAGAGTGGACTGAATAAACTTCTGCGCCAGCGGCGTTTTAG

GGTGCGAGAAGACTTCGCTGACCGTATCCTGCTCAATAAGCTCGCCATTACTGATGACGGCAACGCAGTCGCAGATACGT

TTTACGACATCCATTTCATGAGTGATAAGCAGAATCGTCAACCCCAGACGACGGTTGATATCTTTCAGCAATTCCAGAAT

CGAACGGGTCGTTGCGGGATCAAGCGCGCTGGTGGCTTCATCGCACAGCAACACTTTTGGATTACTGGCTAACGCGCGGG

CAATCGCGACACGCTGTTTCTGACCGCCGGAAAGATTTGCCGGATAGCTGTCGTGCTTGTCGCCAAGACCGACTAAATCC

AGCAGCTCTGTGACACGGCGTTTGATCTCTTCCTTTGGTGTGTTATCCAGTTCCAGCGGCAACGCGACGTTGCCAAACAC

GGTACGGGAAGAGAGCAGGTTAAAATGTTGGAAAATCATGCCGATTTGACGGCGAGCTTTGGTCAACTCAGACTCTGAAA

GCGTTGTCAGCTCCTGACCGCCGACCTGAACGCTACCTTCGGTTGGGCGTTCAAGTAAGTTAACGCAGCGGATAAGCGTG

TTTTTTACCCGCAAAAAATTTCCGGGGGTCAAGAACTCGCTCTGCTCCCCGCTTGGCCCGTTTTCGTGGGATATAGTACC

CAAAATGTCTTTGAGCAATGAAACACCTAACGCTAGATCCCGATTCGACGTGTTGCATACTTGTACTTGCAGAGGTGGTC

AACCGTCTCCTGGGGTGACTATCCTACTATTATTCATGCAGTGGAATGCCGTAGTTACTTACCTG

>12-Sbon-2

GAGGCTTACCGCGCTGGTATCTTCCGGATGTCCAGGTGCAGAGTGGACTGAATAAACTTCTGCGCCAGCGGCGTTTTAGG

GTGCGAGAAGACTTCGCTGACCGTATCTTGCTCAATAAGCTCGCCATTACTGATAACGGCAACGCAGTCGCAGATACGTT

TTACGACATCCATTTCATGAGTGATAAGCAGAATCGTCAACCCCAGACGACGGTTGATATCTTTCAGCAATTCCAGAATC

GAACGGGTCGTCGCGGGATCAAGCGCGCTGGTGGCTTCATCGCACAGCAACACTTTTGGATTACTGGCTAACGCGCGGGC

AATCGCGACACGCTGTTTCTGACCGCCGGAAAGATTTGCCGGATAGCTGTCGTGCTTGTCGCCAAGACCGACTAAATCCA

GCAGCTCTGTGACACGGCGTTTGATCTCTTCCTTTGGTGTGTTATCCAGTTCCAGCGGCAACGCGACGTTGCCAAACACG

GTACGGGAAGAGAGCAGGTTAAAATGTTGGAAAATCATGCCGATTTGACGGCGAGCTTTGGTCAACTCAGACTCTGAAAG

CGTTGTCAGCTCCTGACCGCCGACCTGAACGCTACCTTCGGTTGGACGTTCAAGTAAGTTAACGCAGCGGATAAGCGTGT

TTTTACCCGGCA

>12-Sbon-3

GTGGCTTACGGCGCTGGTATCTTCCGGATGTCCAGATGCAGAGTGGACTGAATAAACTTCTGCGCCAGCGGCGTTTTAGG

GTGCGAGAAGACTTCGCTGACCGTATCTTGCTCAATAAGCTCACCATTACTGATGACGGCAACGCAGTCGCAGATACGTT

TTACGACATCCATTTCATGAGTGATAAGCAGAATCGTCAACCCCAGACGACGGTTGATATCTTTCAGCAATTCCAGAATC

GAACGGGTCGTCGCGGGATCAAGCGCGCTGGTGGCTTCATCGCACAGCAACACTTTTGGATTACTGGCTAACGCGCGGGC

AATCGCGACACGCTGTTTCTGACCGCCGGAAAGATTTGCCGGATAGCTGTCGTGCTTGTCGCCAAGACCGACTAAATCCA



GCAGCTCTGTGACACGGCGTTTGATCTCTTCCTTTGGTGTGTTATCCAGTTCCAGCGGCAACGCGACGTTGCCAAACACG

GTACGGGAAGAGAGCAGGTTAAAATGTTGGAAAATCATGCCGATTTGACGGCGAGCTTTGGTCAACTCAGACTCTGAAAG

CGTTGTCAGCTCCTGACCGCCGACCTGAACGCTACCTTCGGTTGGGCGTTCAAGTAAGTTAACGCAGCGGATAAGCGTGC

TTTTACCGGCAA

>12-Sbon-4

TATGCGCTACCGCGCTGGTATCTTCCGGATGTCCAGATGCAGAGTGGACTGAATAAACTTCTGCGCCAGCGGCGTTTTAG

GATGCGAGAAGACTTCGCTGACCGTATCCTGCTCAATAAGCTCGCCATTACTGATAACGGCAACGCAGTCGCAGATACGT

TTCACGACATCCATTTCATGAGTGATAAGCAGAATCGTCAACCCCAGACGACGGTTGATATCTTTCAGCAATTCCAAAAT

CGAACGGGTCGTTGCGGGATCAAGCGCGCTGGTGGCTTCATCGCACAGCAACACTTTTGGATTACTGGCTAACGCGCGGG

CAATCGCGACACGCTGTTTCTGACCGCCGGAAAGATTTGCCGGATAGCTGTCGTGCTTGTCGCCAAGACCGACTAAATCC

AGCAGCTCTGTGACACGGCGTTTGATCTCTTCCTTTGGTGTGTTATCCAGTTCCAGCGGCAACGCGACGTTGCCAAACAC

GGTACGGGAAGAGAGCAGGTTAAAATGTTGGAAAATCATGCCGATTTGACGGCGAGCTTTGGTCAACTCAGACTCTGAAA

GCGTTGTTAGCTCCTGACCGCCGACCTGAACGCTACCTTCGGTTGGGCGTTCAAGTAAGTTAACGCAGCGGATAAGCGTG

TTTTTTACCGGCAAATATTTCCGGGCGGTTATAATCTGCCGGTTCCCGTTGCCCGGTTTGGTGGCCGTTTTTTCTTCTAG

TTTTTCTGTTGCGATGAAAACCCCCTTGC

>12-Sbon-5

GAAGCATTCCGCGCTGGTATCTTCCGGATGTCCAGATGCAGAGTGGACTGAATAAACTTCTGCGCCAGCGGCGTTTTAGG

ATGCGAGAAGACTTCGCTGACCGTATCCTGCTCAATAAGCTCGCCATTACTGATGACGGCAACGCAGTCGCAGATACGTT

TTACGACATCCATTTCATGAGTGATAAGCAGAATCGTCAACCCCAGACGACGGTTGATATCTTTCAGCAATTCCAGAATC

GAACGGGTCGTCGCGGGATCAAGCGCGCTGGTGGCTTCATCGCACAGCAACACTTTTGGATTACTGGCTAACGCGCGGGC

AATCGCGACACGCTGTTTCTGACCGCCGGAAAGATTTGCCGGATAGCTGTCGTGCTTGTCGCCAAGACCGACTAAATCCA

GCAGCTCTGTGACACGGCGTTTGATCTCTTCCTTTGGTGTGTTATCCAGTTCCAGCGGCAACGCGACGTTGCCAAACACG

GTACGGGAAGAGAGCAGGTTAAAATGTTGGAAAATCATGCCGATTTGACGGCGAGCTTTGGTCAACCCGGACTCTGAAAG

CGTTGTCAGCTCCTGACCGCCTACCATTACGCTTCCTTCAGTAGGACGTTCAAGTAAGTTTACGCAGCGAATGAGCGTGC

TTTTTACCGGCAA

>12-Sbon-6

GAGGCTTTCACGCGCCTGGTATCTTCGGATGTCCAGGTGCAGAGTGGACTGAATAAACTTCTGCGCCAGCGGCGTTTTAG

GATGCGAGAAGACTTCGCTGACCGTATCCTGCTCAATAAGCTCGCCATTACTGATAACGGCAACGCAGTCGCAGATACGT

TTCACGACATCCATTTCATGAGTGATAAGCAGAATCGTCAACCCCAGACGACGGTTGATATCTTTCAGCAATTCCAGAAT

CGAACGGGTCGTCGCGGGATCAAGCGCGCTGGTGGCTTCATCGCACAGCAATACTTTTGGATTGCTGGCTAACGCGCGGG

CAATCGCGACACGCTGTTTCTGACCGCCGGAAAGATTTGCCGGATAGCTGTCGTGCTTGTCGCCAAGACCGACTAAATCC

AGCAGTTCTGTGACACGGCGTTTGATCTCTTCCTTTGGTGTGTTATCCAGTTCCAGCGGCAACGCGACGTTGCCAAACAC

GGTACGGGAAGAGAGCAGGTTAAAATGTTGGAAAATCATGCCGATTTGACGGCGAGCTTTGGTCAACCCGGACTCTGAAA



GCGTTGTCAGCTCCTGACCGCCTACCATTACGCTTCCTTCAGTAGGACGTTCAAGTAAGTTTACGCAGCGAATGAGCGTG

TTTTTACCGGCAAA
10 a0 EL EY 50 1] L1 an a0
FR O [Pt N N P IR (P [P R PSR IR (PR [PTEPRE R I T A |
12-5hon-1 CHCCTEETATCT TCCEEATETCCAGGTEC AGAGTEFEACT GAATAAACTT CTRC HCC ARCEFCGETTT TAMGGETECEAGAAGACTT CHEC TEA
B e T 1 | B
12-Sbhon-3 ... O
I B 1 1 e | e |
B e T 1 | B e
12-5hOH-6 . ... uctunn e snsannnsasaasnsnasasannasaasnsansn sannnsnssnnnnnassnansHannaanannaaan e

R e e e e e S e 1 O [ [ (e I I R [P |
12-5bhon-1 COGTATCCTECTCAATAAGCTCGCC ATTACTEATGACGECAACGCAGTCGCAGATACGTT TTACGACATC CAT TTCATGAGTEAT ARG
12-Sbhon-2 ....... T i ettt i s e e

12-5hon-3 ....... e Bt it s e e as a s nma s mas aaEa s aEaaE s EsE aaE s E s aE s m s s
12-Shom-4 ... .. i i e ia e e e G e e e e
I B 1 1
12-ShOMH-8 ... iis it sas s s e A i ittt s s s s L
140 200 210 220 20 240 250 260 270
1 1 e e [ e e [ e e I I I |
12-Shon-1 GAATCGTCAACCCCAGACGACGLGTT GATATCT TTCAGCAATT CCAGAAT CHAR CEEGTCE T TECEEEATC ANGCECECTEETEYCTT CAT
12-5hom-2 .. ...ttt s n s a s aar s s a s a e sE s s aaaaas sE s aEaE s mE s Eae s it it s s
i 1 1 1 L G i i e e s
12-5bon-4 . ....... .t sncnesnannsnsnnan snasnnannnsnansns e snas s amaa e s a e s e e sa e e
12-5hom-5 . ...ttt i a s aar s a s sE s s E s aas sE s EaE s mE s e it it s s
i 1 1T 1 L G i i e e s
220 710 140 250 260
- - - - - [P I [P [ PTRPE I [ IS R |
12-5bhon-1 CHECACAGCAACACTT TTGEATT ACT GECT ARCFCECHAFCAATCOGCHFAC ACHEC TET TTCT GAC CHC CEEAAMGATTT GCCHFAT ARC TET
B e T 1 | B
B e 1T 1 | R
B 1 1T 1
I T 1
12-Shon-68 .......... B Dre it t e o n wma s mas maa e e w e s s EaaE s EE o aE s s aE s s s
70 a0 40 400 210 220 270 240 250

1 e o [ e [ T T e e T e I Y
12-Shon-1 CGETGCTTGTCGCCARGACCEAC TARATCC AGC AGCT CTH THEACACHEGCGTTTEATC TCTT COT TTEGTGT GTT ATCC AGT TCCAGCE A
B 1 1T 1 L

B e 1 1 | L
B e T 1 | B
B e 1T 1
12-5hoH-8 . .. .. i it a i s e e e mae Tt i i ie e i it e es mee e esaaan saaaan s aan e e
60 70 EET 440 500 510 520 530 540
e 1 e [ e e e e e T I e I T I T D e |
12-5hon-1 ACGCGACGTTGCCARACACHELGT ACGEEAAGAG AGCAGHT TAAAATGTTEGAAAATC AT CEGATTT GACE GO AGCT TTHGETCAACT CRk
12 -Shon-2
12-5bon-13
12 -5bhon-4
12 -5hon-%5
12-Sbhon-4
550 560 570 540 540 £00 £10 £20 870
I - l- I - - I - l- I- I | | B | | -1 -1 I- |

12-5hon-1 ACTCTGAAAGCETTGTCAGCTCCTGACCGCCEACCT GARCGC TACC TTCGGTT GG CATT CAAGTAAGTT ARC GCAGCHEATARGCE TGT
12 -5hon-2
12 -Shon-3
12 -Shon-4
12 -Sbon-5
12 -5bon-46

12-5bon-1 TTITTACCCED

12-5bon-2 . ...AC. . G...

12 -5bon-3 =
12-5bon-4 ........ 1)
12-Shon-5 ........ o
12-Sbhon-6 ........ o

The designed SNP-based primers are based on the above align gene (metN) sequences (natural
SNP is marked by red color and artificial mutated bases are marked by yellow shaded)

metN F1: GACTTCGCTGACCGTACCC

metN R1: GCT GCG TTA ACT TAC TTG AAT GC



metN F3: CCG TAT CTT GCT CAA TAA GCC CA
metN R3: GCC CAA CCG AAG GTA GCG T

metN F4: GGT TGA TAT CTT TCA GCA ATT CTA A
metN R4: GGT CGG CGG TCA GGA GTT A

metN F5: CGC ACA GCA ACA CTT TTG GAT TA
metN R5: CCT ACT GAA GGA AGC GTA ATG ATA
metN F6: CGC ACA GCA ATA CTT TTG GAC TG

metN R6: CCT ACT GAA GGA AGC GTA ATG ATA

13-Sbon, Gene Name: Pyrimidine-specific ribonucleoside hydrolase (rihB)

13-Sbon-F GCTGTACCTGCCGACTGG
13-Sbon-R GTTCCCCACGGGCTATGG
>13-Sbon-1

GAGCGATAGTGTCTGGCAAGTAAATGCATTGCAGCATTAACGAAGAAAGGAAGTGATCTGGTTAACACTGTAATGTAAAA

AATGGGTAACGATACGGTTTTATCATGTTGTTGTGTTGTTAATTACGGTAAAGGTGTTATAGAAACAAAATGTAACATCT

CTCTGGAACACCCAAACGGACAACAACTATGAATAAATCAGGGAAATACCTCGTCTGGACAGCGCTCTCAGTATTGGGTG

CGTTTGCCCTGGGCTATATTGCGTTAAATCGTGGGGAACAGATCAACGCGCTATGGATCGTGGTGGCGTCGGTCTGTGTC

TATCTTATTGCGTATCGTTTTTATGGGCTCTATATCGCCAAAAAAGTGCTGGCGGTTGACCCAACGCGTATGACGCCCGC

GGTACGTCATAATGATGGTCTGGATTATGTCCCGACCGATAAGAAAGTGCTTTTTGGTCACCATTTTGCGGCCATTGCTG

GCGCAGGTCCGCTGGTCGGGCCGGTACTGGCGGCGCAGATGGGCTATCTGCCGGGGATGATCTGGCTGCTGGCGGGCGTC

GTGCTGGCGGGAGCGGTGCAGGACTTTATGGTGCTGTTCGTCTCGACCCGGCGCGATGGGCGTTCGCTTGGCGAGCTGGT

TAAAGAGGAGATGGGCGCGACGGCAGGGGTGATCGCGCTGGTGGCCTGCTTTATGATCATGGTGATCATTCTGGCCGTCC

TGGCGATGATCGTGGTGAAAGCGCTGACCCATAGCCGGGGGGGGGAAACAAACAGCACCATAAAGTCCTGCACCGGCTGT

CTTTCCCGCACGAAAAACACCCCGCCCCCGGGCACATATAATAAATTAATGGCGCAAGATGCCACTTTCCTCTCCGGGTC

CGGTCCGGACAGGAGGATATTTCTCCCCCATTGGGCCCGCAAAAATGGTTAACAAAAAGAGCTATTTTTCTTTAGTCGGG

GGAGGTATATTCATCACACTACCATTCTATATTTAACGGTAGCGCGGCGCGTCAATACGGCGGTTTGGGCGTCCACCCCG

TCTTGCTGTTTTTTTGGGCGATTTACAGCTCAATGAATACCGATCGCAATTATAAATGAACACAGCACCGACCTCCGCGA

CGATTCTTAGTCGGCTGTTGGATTTGTTCCTCACGATTTACGGCATATAGTCTATGGGCTGATACGCCATCGAACGATGG

CGCTTTTCCGAACCTAGGCTATTTCGCCTGTGAACTGTATGATCA

>13-Sbon-2

AACCCTTGGGTTATTTCTGGCAGTAAATGCAATTGCAGCATTAACGAAGAAAGGAAGTGATCTGGTTAACACTGTAATGT

AAAAAATGGGTAACAATCCGGTTTTATCATGTTGTTGTGTTGTTAATTACGGTAAAGGTGTTATAGAAACAAAATGTAAC

ATCTCTCTGGAACACCCAAACGGACAACAACTATGAATAAATCAGGGAAATACCTCGTCTGGACAGCGCTCTCAGTATTG



GGTGCGTTTGCCCTGGGCTATATTGCGTTAAATCGTGGGGAACAGATCAACGCGCTATGGATCGTGGTGGCGTCGGTCTG

TGTCTATCTTATTGCGTATCGTTTTTATGGGCTCTATATCGCCAAAAAAGTGCTGGCGGTTGACCCAACGCGTATGACGC

CCGCGGTACGTCATAATGATGGTCTGGATTATGTCCCGACCGATAAAAAAGTGCTGTTCGGTCACCATTTTGCGGCCATT

GCTGGCGCAGGTCCGCTGGTCGGGCCGGTACTGGCGGCGCAGATGGGCTATCTGCCGGGGATGATCTGGCTGCTGGCGGG

CGTCGTGCTGGCGGGAGCGGTGCAGGACTTTATGGTGCTGTTCGTCTCGACCCGGCGCGATGGGCGTTCGCTTGGCGAGC

TGGTTAAAGAGGAGATGGGCGCGACGGCAGGGGTGATCGCGCTGGTGGCCTGCTTTATGATCATGGTGATCATTCTGGCC

GTCCTGGCGATGATCGTGGTGAAAGCGCTGACCCATAGCCGTGGGGGAACAAACAGCACCATAAAGTCCCTGCACCGGCT

TCTCTCTCCACTGTCTT

>13-Sbon-6

GAGCCTTATTATTGTTCTGGCAAGTAAATGCAATTGCAGCATTAACGAAGAAAGGAAGTGATCTGGTTAACACTGTAATG

TAAAAAATGGGTAACAATCCGGTTTTATCATGTTGTTGTGTTGTTAATTACGGTAAAGGTGTTATAGAAACAAAATGTAA

CATCTCTCTGGAACACCCAAACGGACAACAACTATGAATAAATCAGGGAAATACCTCGTCTGGACAGCGCTCTCAGTATT

GGGTGCGTTTGCCCTGGGCTATATTGCGTTAAATCGTGGGGAACAGATCAACGCGCTATGGATCGTGGTGGCGTCGGTCT

GTGTCTATCTTATTGCGTATCGTTTTTATGGGCTCTATATCGCCAAAAAAGTGCTGGCGGTTGACCCAACGCGTATGACG

CCCGCGGTACGTCATAATGATGGTCTGGATTATGTCCCGACCGATAAGAAAGTGCTTTTTGGTCACCATTTTGCGGCCAT

TGCTGGCGCAGGTCCGCTGGTCGGGCCGGTACTGGCGGCGCAGATGGGCTATCTGCCGGGGATGATCTGGCTGCTGGCGG

GCGTTGTGCTGGCGGGAGCGGTGCAGGACTTTATGGTGCTGTTCGTCTCGACCCGACGCGATGGGCGTTCGCTTGGCGAG

CTGGTTAAAGAGGAGATGGGCGCGACGGCAGGGGTGATCGCCCTGGTGGCCTGCTTTATGATCATGGTGATCATTCTGGC

CGTCCTGGCGATGATCGTGGTGAAAGCGCTGACCCATAGCCCGTGGGGGAAACACACAGCACCATAAAAGTCCTGCACCG

CTTCTTCCCTCTAATATTATTCTTGCTTCTGTACCTTAAAATATCTAACACGGTGTATGCTAATTCCCTCTCCCGTACGT

CCAACCATATGAATTTTCCTCCCATTGGCCCCCAAATGGTTAACAAAAGCTCTTTTTTTTTTGTGGGGTGGTAAATCAAC

CCAATCTATTAAATATTTACCGTAGCCGTGGTGACTCATAAGTCGGTGGGGTCCTCCTGCTTTTATTTTTTATGGTCTAA

TTTGCATCCCCTTTTGTACTGAC



io 20 o 40 2o L1 70 ao a0
N e B R e B I e e I e I I I I I IO ISR IR |
13-5bon-1 CTEEIAAGTAAATGECA TTECAGCATTARG GAREARA GEARET GATCT FGTTAACALCT GTAAT GTARARRAT FEETAACGRTACFETTIT

L3-Bhon-2 B e e R
L13-Fhon=8 . . B e e B
100 118 1z0 130 140 130 180 170 1an

e T o T L TR T e L L AT Py S A T R
13-Fben-1 ATCATGETTETT GTEITGTTARTTACGETARAGET G TATAGRAACKRARAT FTARCAT CTCTCT GEARCACCCARRL GEACRRCARCTAT &
13-5bon-2
13-5bon-8

130 200 210 220 230 240 230 ze0 270
T T T T T T T T T T T T 1 e T

13-5bon-1 AATAARTCAGEGRAEATACCTCETICTGEACAGIGLTCTCAGTATTGEET GUGTTT FOCCTEEFITATATT GOGT TARAT CGT FEEERALCEE

13-5bon-2

13-5bon-8

20 230 100 310 320 110 140 310 340
P T T T [ e I TP B L T I B e EE R EE TR R |

13-Fben-1 ATCAACE GCTATGEATCET 6T FECETCFETCT 6T GTCTATCTTATT GCGTATC GTTTTTAT GEFCICTATATC GCCARRRRAR FTECT &

13-Fben-2

13-5bon-8

37 120 130 400 alg 430 as0 440 a3m

B B B B IR I e I I I e I IR I e I (R I
13-Fben-1 GCGEETTGRCOCARC GOGTAT GRC GOCC 6L GGTAC 6T CATRAAT GAT GETCT G EAT TAT GTCCOERALC GATARGRAR T GCTTITT GGT CAC
L3-FBom=2 R B
13-Fben-§

asg 470 LE a0 00 10 120 a1 240

L e e e L e T e e I |
13-Fben-1 CATTTT R GRCCATT BOT GEC GLAGETCC FOT GETC GRELCERTACT FECFELFLARRAT G TAT CIFLCEEFERT BATCT GRCT T &
LI-BRam=2 e e e
13-5bon-8

10 LLL] 170 2z 1m0 LLL] a1n 520 &3n
e T o T L TR T e L L AT Py S A T R
13-Fben-1 GLEEECETCET GOT FE0 GEERGE GET GLAFGRCTITAT GET PO T ETTC TCT CERACCC FEFE B GAT GEEL GTTCECTT GE0 BRECT BETT
13-5bon-2
13-Fhoen=8 ... ... T B
&40 LET ss0 570 sao LET] 700 710 720
B B B B IR I e I I I e I IR I e I (R I
13-5bon-1 AARGAGEREAT GEEC G0 GRACFELAGEEET BAT CECECTGFT FEC0T GLTTTAT RATCAT T EATCATTCT 00 ETOCT R0 EAT GATC
13-Fben-2 e
13-5bon-8 e N
30 740 730 750 LaL] LT
S L T [ L B T L LTI IR
13-Fben-1 T GET GARRG GLT GACCCATAGICEGEEGGEGEARACARRACE GLACCATARARGTOC - TECACC G5
13-8ben-2 T .. B
13-Bben-6 P A ...6 ... .BET.C..

The above alignment of gene(rihB) did not produce the all target sequences

of

Salmonella, where we did not find any suitable SNPs.

14-Sbon, Pyrimidine-specific ribonucleoside hydrolase (rihA)

14-Sbon-F TCCCCTGTGTTTCGACGC
14-Sbon-R ACGCCGGATAAGACGCTG
>14-Sbon-1

CGGATGGAAAGGGTGCAATCTCGGGCTGGAGCAGCCAGGCGATGGTGCACGGGTCGTGCAGCGGTGCGCCGACGAATCCC

CATTTTTCGTCTTTGTGGTACTCCATAAAGAAGTCCAGCAGTTCGGCGACGATGGTGGAAATCGGGTTACCGATGGCGCG

AAAGCGTTCGATATCGGCGGCGTGAATCTGTGCCTTATGAGTGACGTCCAGCCCGGCCATCACCACCGGAATGCCTGACT

GGAAGACAATTTCTGCCGCTTCCGGGTCGACGTAAATATTAAATTCCGCAGCGGGCGTCCAGTTACCCAGCGCCATCGCG

CCGCCCATGATCACAATACGGGCGATTTTCGTATGCAGTTCCGGATGGCTATTCAGCAGCAGCGCCACGTTGGTCTGTGG

GCCAGTGGAGACGATGGTGACCGGCTGTGAGCTCTCGCGCAGTGTTTTTGCCATCAGCTCAACGGCAGTGCCGCTTTGCG



GGGCGAATGACGGCTCGGGCAGCGCCGGGCCGTCGAGGCCGCTTTCGCCGTGAACGTTATCGGCGATAATCAGTTCGCGC

ATGAGAGGTTTCACCGCGCCGCCCGCCACCGGAATATCCGGGCGTTTGAGCAGTGTCAGCATCCGCAGCACGTTGCGCAG

CGTCTTATCCGGCGTATGGGGAATTTTTCTTGATTCGCTTACTTTTCTCTGTTTCTTACTTTTCGTGTAATTTTTTTTTG

TGATTTGATTTTTCGATTTATTATGGAGGATCGCCTG

>14-Sbon-3

TTGGGCTTGCGGGGGTTAATCTCGGGTTTCAGCAGCCAGGCGATGGTGCACGGGTCGTGCAGCGGCGCGCCGACAAATCC

CCATTTTTCGTCTTTGTGATACTCCATAAAGAAGTCCAGCAGTTCGGCGACGATGGTGGAAATCGGGTTACCGATGGCGC

GGAAACGCTCGATATCGGCGGCGTGAATCTGCGCCTTATGGGTGACGTCCAGCCCGGCCATCACCACCGGAATGCCTGAC

TGGAAGACAATTTCTGCCGCTTCCGGGTCGACGTAAATATTAATTGTTAATTCCGCAGCGGGCGTCCAGTTCCCCAATCC

CATTGCGCCGCCCATGATCACAATGCGCGCATTTTCGCTGCAGTCCGGTGGTATCGGTATCACACACGACACGCCACGTG

GGCTGGGGCAGGAGGAGAGACGATGGTGACTTGGCTGTGAGCTCTCACGCAGTGTTTTTGCCATCAGCTCAACGGCAGTG

CCGCTTTGCGGGGCGAATGACGGCTCGGGCAGCGCCGGGCCGTCGAGGCCGCTTTCGCCGTGAACGTTATCGGCGATAAT

CAGTTCGCGCATGAGAGGTTTCACCGCACCGCCCGCCACCGGAATATCCGGGCGTTTGAGCAGCGTCAGCATCCGCAGCA

CGTTGCGCAGCGTCTATCCGGCGT

>14-Sbon-4

GGGGTATTTGAGCTGAAATCTCGGGCTTGAGCAGCCAGGCGATGGTGCACGGGTCGTGCAGCGGTGCGCCGACAAATCCC

CATTTTTCGTCTTTGTGGTACTCCATAAAGAAGTCCAGCAGTTCGGCGACGATGGTGGAAATCGGGTTACCGATGGCGCG

AAAGCGTTCGATATCGGCGGCGTGAATCTGTGCCTTATGAGTGACGTCCAGCCCGGCCATCACCACCGGAATGCCTGACT

GGAAGACAATTTCTGCCGCTTCCGGGTCGACGTAAATATTAAATTCCGCAGCGGGCGTCCAGTTACCCAGCGCCATCGCG

CCGCCCATGATCACAATGCGGGCGATTTTCGTATGCAGTTCCGGATGGCTATTCAGCAGCAGCGCCACGTTGGTCTGTGG

GCCAGTGGAGACGATGGTGACCGGTTGTGCGCTCTCGCGCAGCGTTTTTGCCATCAGCTCAACGGCAGTGCCGCTTTGCG

GGGCGAATGACGGCTCGGGCAGCGCCGGGCCGTCGAGGCCGCTTTCGCCGTGAACGTTATCGGCGATAATCAGTTCGCGC

ATGAGAGGTTTCACCGCGCCGCCCGCCACCGGAATATCCAGGCGTTTGAGCAGTGTCAGCATCCGCAGCACGTTGCGCAG

CGTCTTTAATCACGGCGTA

>14-Sbon-6

GGCTTCGACGTGGTGAATCTCAGGTTTCAGCAGCCAGGCGATAGTGCAAGGGTCGTGCAGCGGCGCGCCGACAATCCCCA

TTTTTCGTCTTTGTGGTACTCCATAAAGAAGTCCAGCAGCTCGGCGACGATGGTGGAAATGGGGTTGCCAATGGCGCGAA

AGCGTTCGATGTCGGCGGCGTGAATCTGCGCCTTATGGGTGACGTCCAGCCCGGCCATCACCACCGGAATGCCTGACTGG

AAGACGATTTCCGCCGCTTCGGGGTCGACGAAATGTTGAACTCGGCCGCGGGCGTCCAGTTGCCGAGCGTCATGGCGCCG

CCCATGATCACGATGCGGGCGATTTTTGTATGCAGTTCCGGATGGCTATTCATCAGCAGCGCCCGTTGGTCTGTGGGCCA

GTGGAGACGATGGTGACCGGCTGTGCGCTCTCGCGCAGGGTTTTTGCCATCAGCTCACGGCGTGCCGCTTTGCGGGGCGA

ATGACGGCTCGGGCAGCGCTGGGCCGTCGAGGCCGCTTTCGCCGTGAACGTTATCAGCGATGATCAGTTCGCGCATGAGA



GGTTTCACCGCGCCGCCCGCCACCGGAATATCCGGGCGTTTGAGCAGCGTCAGCATCCGCAGCACGTTGCGCAGCGTCTT

AAACCAAGCGTA
1 20 EL] qa 54 a a L 20
T T e e e T e T I L |
14¢-Fhon-1 GECTEGAGCAGCCAGEC GAT GETECACGGETCGT GCAGCGETGCGCCERACREAT CCCCAT TTITCRT CTTTGTGGTACTCCATARAGARG
14-Sbon-3 . .T.TC. .. e, c..... B R
14-Sbon-4¢ . ...T.. .. e . e
1¢-Fbon-6 . .T.TC............ A, .. ..B....... ....... C........
1aq 11a 1za 13a 141 1350 1=0 i 1z2a
| 1 1 | 1 1 1 1 [EEEE | 1 BRIy [
14-Sbon-1 TCCAGCAGTTCGECGACGAT GETEERAATC GEGT TAC CEBATGEC GCGAARGCET TCEATATCEECEECET GRAT CTGTGCCTTATGAETE
TE-8BOn=3 ... B A .G ... B g ..
14¢-Sbon-4¢ . ... ... .. e . .. e .
14-Sbon-6 ........C...... ... ... ... . .&... L T & ..
130 200 210 220 230 240 210 280 am
E TR T T B T T T T T T L B R e E T Ry |
14-Shon-1 ACGTCCABCCCEECCAT CAC CACT BEAATECCTRACT BEAAGACAAT TTCTECE GCT TCC BEET CBA CETALATATTAL ATTCC
TE2-8BOn-3 ... . TTGTTA. .
Id-Fhon-4 . ... .. e e
AhoFhon-f . ... [ & G . c.6
220 230 3gqa 31a 3z kD] 34a 3sa 3&a
B T T T e T T B L T T B R e |
14-Sbon-1 GCAGCGGGCGTCCAGTTACCCAGCGCCATCECECCGCCCATGAT CACAATACGEGCEATT TTCGTAT GCAGTTCCH ATGGECTATTC
14¢-Fbon-3 .................C L ATC.. .. .T.......... ... ... .. &.C.... ..., c... ..CGTGGT..C.&G.. CA
14-Sbon-4 . .... .. .. e B : B e mm——
14-Sbon-6 . .C.... P T B e 5.6 .. LT N R
ER] 3za EED) 4aa 410 420 q3a 44a 450
T T S T T e e T e T [T [y R |
14¢-Fbhon-1 AGCAGCA GCGCCACETTEGETCTGTGEGCCAGTEGAGACGATGETEACC BECTGTGAGCTCTICGCGCAGTGTTTTT GCCATCAGCT CAR
14-5bon-3 CA..C&.CA...... .G CT& G.CAGG. .GA.............. TT. B
14-Sbon-4+ . ... ... F . e . T. LCoL L
14¢-5bon-6 . T..... e . e . .. LCo LB
qed 470 qgq LED] 500 510 520 530 Iqa
e L T e e LT [ B L o LTl [y |
14-Sbon-1 C&GCAGTGCCGCTTTECGEEGCEAATEACEGCTCGEECAGCGCCGEGCCETCEAGECCACTTTCGCL GTGAACETTATCGGCEATALT CA
14-Sbon-3 . ... . .. .. e . .. e
14-Sbon-4¢ . .... .. .. e . .. e ..
L4-Fbon-6 . ... T B & ...
301 550 570 LEL] 0] £a0 £10 £20 €30
| 1 1 | 1 1 1 1 EEE | 1 BRIy [
14-Sbon-1 GTTCGCGCAT GAGRGET TTCACCGCGCCGCCCGCCACCGGARTATCCEEGCETT TRAGCAGTET CAGCAT CCGCAGCACGTTGC GCAGCE
14-Sbon-3 . ... ... P . . .. . FEE e
LE-FBOn—% . ... e B e
14-Sbon-6 . ...... . e .. . FE S e

14-5bon-1 TC
14-Sbon-3
14-Fbon-4
14-Sbon-4

The above alignment of gene (rihA) did not produce the all target sequences

of

Salmonella, where we did not find any suitable SNPs.

15-Sbon, Gene Name: Molybdate-binding periplasmic protein (modA)

15-Sbon-F GCGGGAAACTCCTGTGCT
15-Sbon-R CAACACCCGGCAGCAAAC
>15-Sbon-1

AAACTGTAAGCGTCGTATCATACCGGTACGCGTTCGCCGCAGTGGCAGCCCCGTCTGGTGTGGAGTTGCCTGGCATTATA

TGTCGTTTTTCTTACCGCGCTGGAGCTCAGGCAAGAGTTATGGGGACTGGTGTTGGTGGCGGCTGGGTTTATTGTGCTGG



CGCGCAGGGTGATAGTCAGCGTGGACTGGACGCTGCTGCTGGTATTTATGGCGATGTTTATTGATGTCCATCTGCTAACG

CAATTGCCGGCGTTGCAGGGCGTTTTCAACCAGGTTGGCGCACTGTCTCACCTGGGGCTTTGGCTAACCGCTATCGGCCT

GTCGCAGGTTATCAGTAATGTGCCCAGTACCATTCTCCTGCTGAACTATGTACCGGCCTCGACGTTGCTGGCGTGGGCGG

TGAATATCGGCGGGTTTGGTTTGCTGCCGGGTGTT

>15-Sbon-2

ATCAAATGTAGGGCGTTCGTATCATACCGGTACGCGTTCGCCGCAGTGGCAGCCCCGTCTGGTGTGGAGTTGCCTGGCAT

TATATGTCGTTTTTCTTACCGCGCTGGAGCTCAGGCAAGAGTTATGGGGACTGGTGTTGGTGGCGGCTGGGTTTATTGTG

CTGGCGCGCAGGGTGATAGTCAGCGTGGACTGGACGCTGCTGCTGGTATTTATGGCGATGTTTATTGATGTCCATCTGCT

AACGCAATTGCCGGCGTTGCAGGGCGTTTTCAACCAGGTTGGCGCACTGTCTCACCTGGGGCTTTGGCTAACCGCTATCG

GCCTGTCGCAGGTTATCAGTAATGTGCCCAGTACCATTCTCCTGCTGAACTATGTACCGGCCTCGACGTTGCTGGCGTGG

GCGGTGAATATCGGCGGGTTTGGTTTGCTGCCGGATGTTGAAGACTACTGAACATCATCGCAATGCTTTTAGCTGCCGGG

TGTTTTGTTTTTTTTTTTTACTGTTAATACGGTGTGGGGGGGGTGTGTTCAAATTCCCCCCCCCCCCCACATATAAAAAC

TTTT

>15-Sbon-3

ATAGCATAGTAGGCGTTAGTATCATACCGGTACGCGTTCGCCGCAGTGGCAGCCCCGTCTGGTGTGGAGTTGCCTGGCAT

TATATGTCGTTTTTCTTACCGCGCTGGAACTCAGGCAAGAGTTATGGGGATTGGTGTTGGTGGCGGCTGGGTTTATTGTG

CTGGCGCGCAGGGTGATAGTCAGCGTGGACTGGACGCTGCTGCTGGTATTTATGGCGATGTTTATTGATGTCCATCTGCT

AACGCAATTGCCGGCGTTGCAGGGCGTTTTCAACCAGGTTGGCGCACTGTCTCACCTGGGACTTTGGCTAACCGCTATCG

GCCTGTCGCAGGTTATCAGTAATGTGCCCAGTACCATTCTCCTGCTGAACTATGTACCGGCCTCGACGCTGCTGGCGTGG

GCGGTGAATATCGGCGGGTTTGGTTTGCTCCCGGTGTTGAAGAAATCGGATGTGGTTGAATTCAGTCAATTTGGTGTATT

TTTTTTTTTTTTTTTTTTTCCCGGTATTAGTTGTGGGGGTGTGTTGTTTATCTCCCCCCCTCCTAGAGTTTTTTTTT

>15-Sbon-4

GGTCTCCCTAGGGCGTTCAGTATCATACCGGTACGCGTTCGCCGCAGTGGCAGCCCCGTCTGGTGTGGAGTTGCCTGGCA

TTATATGTCGTTTTTCTTACCGCGCTGGAGCTCAGGCAAGAGTTATGGGGACTGGTGTTGGTGGCGGCTGGGTTTATTGT

GCTGGCGCGCAGGGTGATAGTCAGCGTGGACTGGACGCTGCTGCTGGTATTTATGGCGATGTTTATTGATGTCCATCTGC

TAACGCAATTGCCGGCGTTGCAGGGCGTTTTCAACCAGGTTGGCGCACTGTCTCACCTGGGGCTTTGGCTAACCGCTATC

GGCCTGTCGCAGATTATCAGTAATGTGCCCAGTACCATTCTCCTGCTGAACTATGTACCGGCCTCGACGCTGCTGGCGTG

GGCGGTGAATATCGGCGGGTTTGGTTTGCTGCCGGGGTGTTGAAGAACTCCCGCACGACGTCTGATTGCCACAATTTGTG

AGTTTTTTTGTTTTTTTTTTTTTTAAATCTTTTGAATGGTTGGGGGGGGGTTGTTTCTCCCCCCCCCCTGTATACTTTTT

TTTT

>15-Sbon-5

GAAGCGGCTAAGGCGTTCGTATCATACCGGTACGCGTTCGCCGCAGTGGCAGCCCCGTCTGGTGTGGAGTTGCCTGGCAT



TATATGTCGTTTTTCTTACCGCGCTGGAGCTCAGGCAAGAGTTATGGGGACTGGTGTTGGTGGCGGCTGGGTTTATTGTG

CTGGCGCGCAGGGTGATAGTCAGCGTGGACTGGACGCTGCTGCTGGTATTTATGGCGATGTTTATTGATGTCCATCTGCT

AACGCAATTGCCGGCGTTGCAGGGCGTTTTCAACCAAGTTGGCGCACTGTCTCACCTGGGACTTTGGCTAACCGCTATCG

GCCTGTCGCAGGTTATCAGTAATGTGCCCAGTACCATTCTCCTGCTGAACTATGTACCGGCCTCGACGTTGCTGGCGTGG

GCGGTGAATATCGGCGGGTTTGGTTTGCTCCCGGGGTGTTGA

>15-Sbon-6

GTGCTGGTTAGGCGTTCGTATCATACCGGTACGCGTTCGCCGCAGTGGCAGCCCCGTCTGGTGTGGAGTTGCCTGGCATT

ATATGTCGTTTTTCTTACCGCGCTGGAGCTCAGGCAAGAGTTATGGGGACTGGTGTTGGTGGCGGCTGGGTTTATTGTGC

TGGCGCGCAGGGTGATAGTCAGCGTGGACTGGACGCTGCTGCTGGTATTTATGGCGATGTTTATTGATGTCCATCTGCTA

ACGCAATTGCCGGCGTTGCAGGGCGTTTTCAACCAGGTTGGCGCACTGTCTCACCTGGGGCTTTGGCTAACCGCTATCGG

CCTGTCGCAGGTTATCAGTAATGTGCCCAGTACCATTCTCCTGCTGAACTATGTACCGGCCTCGACGTTGCTGGCGTGGG

CGGTGAATATCGGCGGGTTTGGTTTGCTGCCGGGTGTTGA

15 -Fhonn-1
15 -Fhon-2
15 -Shon-3
15 -Fhon-4
15 -Fbonn -5
15 -Fbon-&

15 -Fhonn-1
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15 -Fbhonn-1
15 -Fbhonn-2
15 -Fhon-3
15 -Shon-4
15 -Fbon -5
15 -Fhonn-6

15 -Sbhon -1
15 -Fbhonn-2
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The above alignment of gene (modA) did not produce the all target sequences of Salmonella,
where we did not find any suitable SNPs.

16-Sbon, Gene Name: Molybdate-binding periplasmic protein (modA)



16-Sbon-F ACGGTCTGGGTGAGGTGT

16-Sbon-R CCACCGCATCAGAACCGT

>16-Sbon-1

TCAAAACGGTTCGGGTCAGAGACAGTCCAGACAGAACCGCTGATTTCCCCAAACGCCCGCTCAGTCGGGCGTTTTTGTTA

CTCAAGATCCTGCTTTTCCTGCCGATATTTTCTGTGTTTAATCGTTAATGGGTATGAATAACCGCTGGGAAACCCCTGAG

ATTATCGTTATATTGTCGTTTACATAACGAAACACACAAGGAGTTACAGATGGCGCATTCCTGGTTACGCCTGGTCGCAG

GGGCGACATTATCTTTCGTCATCGCTGGTCATGCGCTGGCGGATGAAGGCAAGATCACCGTATTTGCCGCCGCGTCGCTA

ACGAACGCGATGCAAGACATTGCGGCAGAATATAAAAAAGAGAAAAATGTGGATGTGGTCTCCTCATTCGCCTCCTCTTC

AACGCTGGCGCGCCAGATAGAAGCGGGCGCGCCGGCGGATCTGTTCATCTCTGCTGACCAGAAATGGATGGATTACGCAG

CCGATAAAAAAGCGGTGGATACCACGACGCGCGAAACATTGCTTGGCAATCGCCTGGTGGTGGTGGCGCCGAAAGCCAGC

GAGCAGAAACCGTTTACCATCGACAACAAAACGGACTGGATTCGTCTGCTGAACGGCGGACGTCTGGCAGTGGGCGATCC

GCAACACGTACCGGCGGGAATTTATGCCAAAGAAGCGCTGCAAAAGCTGGGCGCATGGCATACGCTTGAACCGAAACTGG

CGCCGGGCGAGGATGTGCGCGGCGCGTTGTGCTGGTCGAACGTAACGAAGCGTCTTTGGGCAT

>16-Sbon-2

CCATACGGGTCGGTCAGAGACAGTCCAGACAGAACCGCTGATTTCCCCAAACGCCCGCTCAGTCGGGCGTTTTTGTTACT

CAAGATCCTGCTTTTCCTGCCGATATTTTCTGTGTTTAATCGTTAATGGGTATGAATAACCGCTGGGAAACCCCTGAGAT

TATCGTTATATTGTCGCTTACATAACGAAACACACAAGGAGTTACAGATGGCGCATTCCTGGTTACGCCTGGTCGCAGGG

GCAACATTATCTTTCGTCATCGCCGGTCATGCGCTGGCGGATGAAGGCAAGATCACCGTATTTGCCGCCGCGTCGCTAAC

GAACGCGATGCAAGACATTGCGGCAGAATATAAAAAAGAGAAAAATGTGGATGTGGTCTCCTCATTCGCCTCCTCTTCAA

CGCTGGCGCGCCAGATAGAAGCGGGCGCGCCGGCGGACCTGTTCATCTCTGCTGATCAGAAATGGATGGATTACGCAGCC

GATAAAAAAGCGGTGGATACCACGACGCGCGAAACATTGCTTGGCAATAGCCTGGTGGTGGTGGCGCCGAAAGCCAGCGA

GCAGAAACCGTTTACCATCGACAACAAAACGGACTGGATTCGTCTGTTGAACGGCGGGCGTCTGGCAGTGGGCGATCCGC

AACACGTACCGGCGGGAATTTATGCCAAAGAAGCGCTGCAAAAGCTGGGCGCATGGCAAACGCTTGAACCGAAACTGGCG

CCGGGCGAGGATGTGCGCGGCGCGTTGGCGCTGGTCGAACGTAACGAAGCGCCTTTGGGCATTGTATACGGTTCGATAGG

CCGGGTGGGAA

>16-Sbon-3

CAAATTGGTACGGTCAGAAGACCAGTCCAGACAGAACCGCTGATTTCCCCAAACGCCCGCTCAGTCGGGCGTTTTTGTTA

CTCAAGATCCTGCTTTTCCTGCCGATATTTTCTGTGTTTAATCGTTAATGGGTATGAATAACCGCTGGGAAACCCCTGAG

ATTATCGTTATATTATCGTTTACATAACGAAACGCACAAGGAGTTACAGATGGCGCATTCCTGGTTACGCCTGGTCGCAG

GGGCGACATTATCTTTCATCATCGCTGGTCATGCGCTGGCGGATGAAGGCAAGATCACCGTATTCGCCGCCGCGTCGCTA

ACGAACGCGATGCAAGACATTGCGGCAGAATATAAAAAAGAGAAAAATGTGGATGTGGTTTCCTCATTCGCCTCCTCTTC



AACGCTGGCGCGCCAGATAGAAGCGGGCGCGCCGGCGGATCTGTTCATCTCTGCTGACCAGAAATGGATGGATTACGCAG

CCGATAAAAAAGCGGTGGATACCACGACGCGCGAAACATTGCTTGGCAATAGCCTGGTGGTGGTGGCGCCGAAAGCCAGC

GAGCAGAAACCGTTTACCATCGATAACAAAACGGACTGGATTCGTCTGCTGAACGGCGGGCGTCTGGCGGTGGGCGATCC

GCAACACGTACCGGCGGGAATTTATGCCAAAGAAGCGCTGCAAAAGTTGGGCGCATGGCAAACGCTTGAACCGAAACTGG

CGCCGGGCGAGGATGTGCGCGGCGCGTTGGCGCTGGTCGAACGTAACGAAGCGCCTTTGGGCATTGTATACGGTTCGAAA

>16-Sbon-4

CAATTATAGTACGGTCAGAAGACAGTCCAGACAGAACCGCTGATTTCCCCAAACGCCCGCTCAGTCGGGCGTTTTTGTTA

CTCAAGATCCTGCTTTTCCTGCCGATATTTTCTGTGTTTAATCGTTAATGGGTATGAATAACCGCTGGGAAACCCCTGAG

ATTATCGTTATATTATCGTTTACATAACGAAACGCACAAGGAGTTACAGATGGCGCATTCCTGGTTACGCCTGGTCGCAG

GGGCAACATTATCTTTCGTCATCGCCGGTCATGCGCTGGCGGATGAAGGCAAGATCACCGTATTTGCCGCCGCGTCGCTA

ACGAACGCGATGCAAGACATTGCGGCAGAATATAAAAAAGAGAAAAATGTGGATGTGGTCTCCTCATTCGCCTCCTCTTC

AACGCTGGTGCGCCAGATAGAAGCGGGCGCGCCGGCGGATCTCTTCATCTCTGCTGATCAGAAATGGATGGATTACGCAG

CCGATAAAAAAGCGGTGGATACCACGACGCGCGAAACATTGCTTGGCAATAGCCTGGTGGTGGTAGCGCCGAAAGCCAGC

GAGCAGAAACCGTTTACCATCGACAACAAAACGGACTGGATTCGTCTGCTGAACGGCGGACGTCTGGCGGTGGGCGATCC

GCAACACGTACCGGCGGGAATTTATGCCAAAGAAGCGCTGCAAAAGTTGGGCGCATGGCAAACGCTTGAACCGAAACTGG

CGCCGGGCGAGGATGTGCGCGGCGCGTTGGCGCTGGTCGAACGTAACGAAGCGCCTTTGGGGCATTGTATACGGTTCTAA

TAGGCGGGGGGGGAAA

>16-Sbon-5

CCCTTAAAGGGTTCGGGTCAGAGACAGTCCAGACAGAACCGCTGATTTCCCCAAACGCCCGCTCAGTCGGGCGTTTTTGT

TACTCAAGATCCTGCTTTTCCTGCCGATATTTTCTGTGTTTAATCGTTAATGGGTATGAATAACCGCTGGGAAACCCCTG

AGATTATCGTTATATTGTTGTTTACATAACGAAACGCACAAGGAGTTACAGATGGCGCATTCCTGGTTACGCCTGGTCGC

AGGGGCGACATTATCTTTCGTCATCGCTGGTCATGCGCTGGCGGATGAAGGCAAGATCACCGTATTCGCCGCCGCGTCGL

TAACGAACGCGATGCAAGACATTGCGGCAGAATATAAAAAAGAGAAAAATGTGGATGTGGTCTCCTCATTCGCCTCCTCT

TCAACGCTGGCGCGCCAGATAGAAGCGGGCGCGCCGGCGGACCTGTTCATCTCTGCTGATCAGAAATGGATGGATTACGC

AGCCGATAAAAAAGCGGTGGATACCACGACGCGCGAAACATTGCTTGGCAATAGCCTGGTAGTGGTAGCGCCGAAAGCCA

GCGAGCAGAAACCGTTTACCATCGACAACAAAACGGACTGGATTCATCTGCTGAACGGCGGGCGTCTGGCGGTGGGCGAT

CCGCAACACGTACCGGCGGGAATTTATGCCAAAGAAGCGCTGCAAAAGCTGGGCGCATGGCAAACGCTTGAACCGAAACT

GGCGCCGGGCGAGGATGTGCGCGGTGCGTTGGCGTTGGTCGAACGTAACGAAGCGCCTTTAGGCATTGTATACGGTTCGA

AAGGCCGGGTGAG

>16-Sbon-6

CCAAATTAGGGTCGGTCAGAGACAGTCCAGACAGAACCGCTGATTTCCCCAAACGCCCGCTCAGTCGGGCGTTTTTGTTA

CTCAAGATCCTGCTTTTCCTGCCGATATTTTCTGTGTTTAATCGTTAATGGGTATGAATAACCGCTGGGAAACCCCTGAG



ATTATCGTTATATTATCGTTTACATAACGAAACGCACAAGGAGTTACAGATGGCGCATTCCTGGTTACGCCTGGTCGCAG

GGGCGACATTATCTTTCGTCATCGCTGGTCATGCGCTGGCGGATGAAGGCAAGATCACCGTATTTGCCGCCGCGTCGCTA

ACGAACGCGATGCAAGACATTGCGGCAGAATATAAAAAAGAGAAAAATGTGGATGTGGTCTCCTCATTCGCCTCCTCTTC

AACGCTGGCGCGCCAGATAGAAGCGGGCGCGCCGGCGGATCTGTTCATCTCTGCTGACCAGAAATGGATGGATTACGCAG

CCGATAAAAAAGCGGTGGATACCACGACGCGCGAAACATTGCTTGGCAATAGCCTGGTGGTGGTGGCGCCGAAAGCCAGC

GAGCAGAAACCGTTTACCATCGACAACAAAACGGACTGGATTCGTCTGCTGAACGGCGGGCGTCTGGCGGTGGGCGATCC

GCAACACGTACCGGCGGGAATTTATGCCAAAGAAGCGCTGCAAAAGTTGGGCGCATGGCAAACGCTTGAACCGAAACTGG

CGCCGGGCGAGGATGTGCGCGGCGCGTTGGCGCTGGTCGAACGTAACGAAGCGCCTTTGGGCATTGTATACGGTTCTAAA

TGGGCGGGTGAGA

o =0 20 20 s0 £ I co 20
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The designed SNP-based primers are based on the above align gene (modA) sequences (natural
SNP is marked by red color and artificial mutated bases are marked by yellow shaded)

ModA-1-F: ACC CCT GAG ATT ATC GTT ATA CTG

ModA-1-R: ATC GCC CAC TGC CAG ATG T



ModA-2-F: CTG AGA TTA TCG TTA TAT TGT CGC
ModA-2-R: CCA GAC GCC CGC CGT TTA A
ModA-3-F: TCG CAG GGG CGA CAT TAT CTT CCA
ModA-3-R: AGA CGA ATC CAG TCC GTT TTG CTA
ModA-4-F: TTA CGC CTG GTC GCA GGG ACA
ModA-4-R: CAT TTC TGA TCA GCA GAG ATG GAG
ModA-5-F: CCT GAG ATT ATC GTT ATA TTA TT

ModA-5-R: ACG CCC GCC GTT CAG CAA AT

18-Sbon, Gene Name: Formimidoylglutamase (hutG)

18-Sbon-F GCATCTGGATCTGCGCCA
18-Sbon-R TCGGCGACAAAGGTTCCC
>18-Sbon-1

AAAGCGTAACCGAGCTAGCGTGTCGTCACTGCCGCAGCTATGCGACGCGCAGAGCCGCGCGTTACATTATGCCTGGTTCG

GCGTGAGCCGTGCGGCGAATACGCAGGCGTTGTGGCGGGAAGCGCAGTGGCGGAATGTTACCGTGGTGGAGGATCTGGAC

TGCCATGACGCGCTGGCGCAATATGACGCACATTATCGACAAGGTGGATAAAATTTATCTGACTATCGATCTCGACGTAT

TGCCTGTCTGGGAAATGCCGGCCGTCTCCGCTCCCGCAGCGCTGGGCGTGCCGCTGATACAGGTTCTGCGTTTAATTGAG

CCGGTTTGCCGCAGCGGAAAATTACAGGCGGCGGATCTGGTTGAATTTAATCCACGCTTTGATGAAGATGGCGCAGCGGC

GCGCGTGGCGGCGCGGCTTGGCTGGCAAATCGCGCACTGGTGGCGTTAATCTGTCATCCGGAAAACATTATCCGCATAAG

GAAGGCTTCACGCATGTATTCATCCCGCTCCCGTTCTGCACCTGCGCCTTTTTACGAAACGGTGAAACAGGACATCTGTA

AAAAAATAGCCGGCGGCGTCTGGCAGCCGCACGATCGCATTCCGTCGGAAGCAGAACTGGTCGCCCAGTATGGCTTTAGC

CGAATGACCATCAATCGGGCGCTGCGTGAGCTGACGGATGAAGGGTGGCTGGTGCGTTTACAGGGCGTGGGAACTTTTTT

CCCCCGA

>18-Sbon-2

ATGCCCATCGAGCTAGCGACGTCGTCACTGCGCGCACTCTATGCGACGCGCAGAGCGCGCGGCGTTACTTTATGCCTGGT

TCGGCGCGAGCCGTGCGGCGAATACGCAGGCGTTGTGGCGGGAAGCGCAGTGGCGGAATGTTACCGTGGTGGAGGATCTT

GACTGCCATGACGCGCTGGCGCAAATGACATGCATTATCGACAAGGTGGATAAAATTTATCTGACTATCGATCTCGACGT

ATTGCCTGTCTGGGAAATGCCGGCCGTCTCCGCTCCCGCAGCGCTGGGCGTGCCGCTGATACAGGTTCTGCGTTTAATTG

AGCCGGTTTGCCGCAGCGGAAAATTACAGGCGGCGGATCTGGTTGAGTTTAATCCACGCTTTGATGAAGATGGCGCAGCG

GCGCGCGTGGCGGCGCGGCTTGGCTGGCARAATCGCGCACTGGTGGCGTTAATCTGTCATCCGGAAAACACTCTCCGCATA



AGGAAGGCTTCACGCATGTATTCATCCCGCTCCCGTTCTGCACCTGCGCCTTTTTACGAAACGGTGAAACAGGACATCTG

TAAAAAAATAGCCGGCGGCGTCTGGCAGCCGCACGATCGCATTCCGTCGGAAGCTGAACTGGTCGCTCAGTATGGCTTTA

GCCGAATGACCATCAACCGGGCGCTGCGTGAGCTGACGGATGAAGGGTGGCTGGTGCGTTTACAGGGCGTGGGAACCTTT

GGTCGCCGAA

>18-Sbon-3

GTGCCCATCGAGCTAGCGTTTCGTCACTGGCGCAGCTATGCGACGCGCAGAGCCGCGCGTTTCATTATGCCTGTTTCGGC

GTGAGCCGTGCGGCGAATACGCAGGCGTTGTGGCGGGAAGCGCAGTGGCGGAATGTTACCGTGGTGGAGGATCTGGACTG

CCATGACGCGCTGGCGCAAATGGCGCAATTATCGACAAGGTGGATAAAATTTATCTGACTATCGATCTCGACGTATTGCC

TGTCTGGGAAATGCCGGCCGTCTCCGCTCCCGCAGCGCTGGGCGTGCCGCTGATACAGGTTCTGCGTTTAATTGAGCCGG

TTTGCCGCAGCGGAAAATTACAGGCGGCGGATCTGGTTGAGTTTAATCCACGCTTTGATGACGATGGCGCAGCGGCGLCGC

GTGGCGGCGCGGCTTGGCTGGCAAATCGCGCACTGGTGGCGTTAATCTGTCATCCGGAAAACACTATCCGCATAAGGAAG

GCTTCACGCATGTATTCATCCCGCTCCCGTTCTGCGCCTGCGCCTTTTTACGAAACGGTGAAACAGGACATCTGTAAAAA

AATAGCCGGCGGCGTCTGGCAGCCGCACGATCGCATTCCGTCGGAAGCTGAACTGGTCGCCCAGTATGGCTTTAGCCGAA

TGACCATCAACCGGGCGCTGCGTGAGCTGACGGATGAAGGGTGGCTGGTGCGTTTACAGGGCGTGGGAACTTT

>18-Sbon-4

TGCCCATTCGAGCTAGCGTTTCGTCACTGGCGCAGTCTATGCGACGCGCAGAGCCGCGCGTTTCATTATGCCTGTTTCGG

CGTGAGCCGTGCGGCGAATACGCAGGCGTTGTGGCGGGAAGCGCAGTGGCGGAATGTTACCGTGGTGGAGGATCTGGACT

GCCATGACGCGCTGGCGCAAATGGCGCAATTATCGACAAGGTGGATAAAATTTATCTGACTATCGATCTCGACGTATTGC

CTGTCTGGGAAATGCCGGCCGTCTCCGCTCCCGCAGCGCTGGGCGTGCCGCTGATACAGGTTCTGCGTTTAATTGAGCCG

GTTTGCCGCAGCGGAAAATTACAGGCGGCGGATCTGGTTGAGTTTAATCCACGCTTTGATGAAGATGGCGCAGCGGCGCG

CGTGGCGGCGCGGCTTGGCTGGCAAATCGCGCACTGGTGGCGTTAATCTGTCATCCGGAAAACATTATCCGCATAAGGAA

GGCTTCACGCATGTATTCATCCCGCTCCCGTTCTGCACCTGCGCCTTTTTACGAAACGGTGAAACAGGACATCTGTAAAA

AAATAGCCGGCGGCGTCTGGCAGCCGCACGATCGCATTCCGTCGGAAGCAGAACTGGTCGCCCAGTATGGCTTTAGCCGA

ATGACCATCAATCGGGCGCTGCGTGAGCTGACGGATGAAGGGTGGCTGGTGCGTTTACAGGGCGTGGGAACTTTGGGTCG

CCGAAA

>18-Sbon-5

GTGGCTCCTCCGAGCTAGCGACGTCGTCACTGGCGCAGCTATGCGACGCGCAGAGCCGCGGGTTACATTATGCTTGGTTC

GGCGTGAGCCGTGCGGCGAATACGCAGGCGTTGTGGCGGGAAGCGCAGTGGCGGAATGTTACCGTGGTGGAGGATCTGGA

CTGCCATGACGCGCTGGCGCATATGACGCCATTATTGACAAGGTGGATAAAATTTATCTGACTATCGATCTCGACGTATT

GCCTGTCTGGGAAATGCCGGCCGTCTCCGCTCCCGCAGCGCTGGGCGTGCCGCTGATACAGGTTCTGCGTTTAATTGAGC

CGGTTTGCCGCAGCGGAAAATTACAGGCGGCGGATCTGGTTGAATTTAATCCACGCTTTGATGAAGATGGCGCAGCGGCG

CGCGTGGCGGCGCGGCTTGGCTGGCAAATCGCGCACTGGTGGCGTTAATCTGTCATCCGGAAAACATTATCCGCATAAGG



AAGGCTTCACGCATGTATTCATCCCGCTCCCGTTCTGCGCCTGCGCCTTTTTACGAAACGGTGAAACAGGACATCTGTAA

AAAAATAGCCGGCGGCGTCTGGCAGCCGCACGATCGCATTCCGTCGGAAGCTGAACTGGTCGCTCAGTATGGCTTTAGCC

GAATGACCATCAACCGGGCGCTGCGTGAGCTGACGGATGAAGGGTGGCTGGTGCGTTTACAGGGCGTGGGAACCTTTGGT

CGCCGAA

>18-Sbon-6

AAGCCATCGACTAGCCGTCTCGTCACTGCGCGCAGCTATGCTGACGCGCAGAGCCGCGCGTTTCATTATGCCTGTTTCGG

CGTGAGCCGTGCGGCGAATACGCAGGCGTTGTGGCGGGAAGCGCAGTGGCGGAATGTTACCGTGGTGGAAGATCTGGACT

GCCGTGACGCGCTGGCGCAAATGACACACATTATCGACAAGGTGGATAAAATTTATCTGACTATCGATCTCGACGTATTG

CCTGTCTGGGAAATGCCGGCCGTCTCCGCTCCCGCAGCGCTGGGCGTGCCGCTGATACAGGTTCTGCGTTTAATTGAGCC

GGTTTGCCGCAGCGGAAAATTACAGGCGGCGGATCTGGTTGAGTTTAATCCACGCTTTGATGACGATGGCGCAGCGGCGL

GCGTGGCGGCGCGGCTTGGCTGGCAAATCGCGCACTGGTGGCGTTAATCTGTCATCCGGAAAACACTATCCGCATAAGGA

AGGCTTTACGCATGTATTCATCCCGCTCCCGTTCTGCGCCTGCGCCTTTTTACGAAACGGTGAAACAGGACATCTGTAAA

AAAATAGCCGGCGGCGTCTGGCAGCCGCACGATCGCATTCCGTCGGAAGCAGAACTGGTCGCCCAGTATGGCTTTAGCCG

AATGACCATCAACCGGGCGCTGCGTGAGCTGACGGATGAAGGGTGGCTGGTGCGTTTACAGGGCGTGGGAACTTTTGTCG

CCCGAA
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The above alignment of gene, formimidoylglutamase (hutG) did not produce the all target sequences of Salmonella,

where we did not find any suitable SNPs.



19-Sbon, Gene Name: Hypothetical ABC transporter ATP-binding (yehX)

19-Sbon-F TCACGGCGGGTAAGAGGA
19-Sbon-R ATGAGATTCGCCAGGCCG
>19-Sbon-1

CGCGGGCTGGTTCTCATGATAGATATCCGGTTCGTGCATCAGCGAGCAGGCCAGCGCCAGTCGCTGTTTAAAGCCCAGCG

GCAGCGCATCGGTGGGATGCGACGCGATGCTTTTCAGACCAAACGCTTCACTCATGCGCTGAATTTTTTCATTTTGCGCG

CGGCCCCGCAAACCGTAGACGCCGGAGAAAAAACGCAGGTTCTGCTCAACCGTCAGGTTGCCGTAAAGCGAAAATTTTTG

CGCCATATAGCCCAGATGCTGACGGGCTTTGCCGGAGCTGACTTTCAGGTCCATATCCAGCACCAGCGCCTTGCCGGACG

TCGGCACCAGCAGGCCGCACATCATTTTAAAGGTGGTTGATTTACCCGCGCCGTTCGGGCCGAGCAGGCCAAAAATCTCG

CCGCGCTGTACGACGAAATTAACATGGTCCGTAGCCGCGAAATCGCCAAATTTTTTCGTCAGTTCCTGCGCTTCAATCAC

CGTTTCGCCGGCAGTGCCTTCAACCGTATGCAGGATTGAACCCAGCGGAGACTCCGAGGTTCCCGCTCCGCCAAGCAGAT

CGATAAACGCATCTTCGAAGCGCGGCGCGGTCTCATTGAGGGTGATTTCCGGCATCCCTTCGGCCTGGAAAAATTCTCAT

A

>19-Sbon-2

GTCCGGGCATGGTTCTCAAGGCATATATATCCGGTTCGTGCATCAGCGAGCAGGCCAGCGCCAGTCGCTGTTTAAAGCCC

AGCGGCAGCGCATCGGTGGGATGCGACGCGATGCTTTTCAGACCAAACGCTTCACTCATGCGCTGAATTTTTTCATTTTG

CGCGCGGCCCCGCAAACCGTAGACGCCGGAGAAAAAACGCAGGTTCTGCTCAACCGTCAGGTTGCCGTAAAGCGAAAATT

TTTGCGCCATATAGCCCAGATGCTGACGGGCTTTGCCGGAGCTGACTTTCAGGTCCATATCCAGCACCAGCGCCTTGCCG

GACGTCGGCACCAGCAGGCCGCACATCATTTTAAAGGTGGTTGATTTACCCGCGCCGTTCGGGCCGAGCAGGCCAAAAAT

CTCGCCGCGTTGTACGACGAAATTAACATGGTCCGTGGCCGCGAAATCGCCAAATTTTTTCGTCAGTTCCTGCGCTTCAA

TCACCGTTTCGCCGGCAGTGCCTTCAACCGTATGCAGGATTGAACCCAGCGGAGACTCCGAGGTTCCCGCTCCGCCAAGC

AGATCGATAAACGCATCTTCGAAGCGCGGCGCGGTCTCATTGAGGGTGATTTCCGGCATTCCTTCGGCCTGCGAAATCTC

AT

>19-Sbon-4

GAGGGGCATGGTCTCATGATATATATCCGGTTCGTGCATCAGCGAGCAGGCCAGCGCCAGTCGCTGTTTAAAGCCCAGCG

GCAGCGCATCGGTGGGATGCGACGCGATGCTTTTCAGACCAAACGCTTCACTCATGCGCTGAATTTTTTCATTTTGCGCG

CGGCCCCGCAAACCGTAGACGCCGGAGAAAAAACGCAGGTTCTGCTCAACCGTCAGGTTGCCGTAAAGCGAAAATTTTTG

CGCCATATAGCCCAGATGCTGACGGGCTTTGCCGGAGCTGACTTTCAGGTCCATATCCAGCACCAGCGCCTTGCCGGACG

TCGGCACCAGCAGGCCGCACATCATTTTAAAGGTGGTTGATTTACCCGCGCCGTTCGGGCCGAGCAGGCCAAAAATCTCG



CCGCGCTGTACGACGAAATTAACATGGTCCGTAGCCGCGAAATCGCCAAATTTTTTCGTCAGTTCCTGCGCTTCAATCAC
CGTTTCGCCGGCAGTGCCTTCAACCGTATGCAGGATTGAACCCAGCGGAGACTCCGAGGTTCCCGCTCCGCCAAGCAGAT
CGATAAACGCATCTTCGAAGCGCGGCGCGGTCTCATTGAGGGTGATTTCCGGCATCCCTTCGGCCTGCGAAATCTCAT
>19-Sbon-5
GTGGGGCATGGTTATCACGATACATATCCGGTTCGTGCATCAGCGAGCAGGCCAGCGCCAGTCGCTGTTTAAAACCCAGC
GGCAGCGCATCGGTGGGATGCGACGCGATGCTTTTCAGACCAAATGCTTCACTCATGCGCTGAATTTTTTCATTTTGCGC
GCGGCCCCGCAAACCGTAGACGCCGGAGAAAAAACGCAGGTTCTGCTCAACCGTCAGGTTGCCGTAAAGCGAAAATTTTT
GCGCCATATAGCCCAGATGCTGACGGGCTTTGCCGGAGCTGACTTTCAGGTCCATATCCAGCACCAGCGCCTTGCCGGAC
GTCGGCACCAGCAGGCCGCACATCATTTTAAAGGTGGTTGATTTACCCGCGCCGTTCGGGCCGAGCAGGCCAAAAATCTC
GCCGCGTTGTACGACGAAATTAACATGGTCCGTGGCCGCGAAATCGCCAAATTTTTTCGTCAGTTCCTGCGCTTCAATCA
CCGTTTCGCCGGCAGTGCCTTCAACCGTATGCAGGATTGAACCCAGCGGAGACTCCGAGGTTCCCGCTCCGCCAAGCAGA
TCGATAAACGCATCTTCGAAACGCGGCGCGGTCTCATTGAGGGTGATTTCCGGCATCCCTTCGGCCTGGCGAATCTAATG

A

1o 20 EL] 48 a0 =a 28 ao =a

1%-Sbhon-1 ATAGRTATCCGETT COTFCAT CARCRAGCAGECCAGCGCCAGT CGCTETTTARAGCCCAGCEGCAGCGCAT CGOT GERAT GCEGRACHOGR
A8 -Shom=2 . . T . e e e e e e e e e e e e e e e e e e e e e e e
15 -Shon-4 T
1%-Shon-3 e B e e e e

19-Shon-1 TGCT'.I".I'I‘ CAG'A.CCAAACGCTTCALTCRTGCGCT GAATTTTTTCATTTTGCGCGCGGCCCC GCRARCC GTA@.CGC c GG'A.WCG@.
e
o
15-Shon-% . ............... T

1m0 200 210 220 230 240 230 280 270

12-Shon-1 GGTTCTGCTCARCCOETCRGGTT GCCGTMAGCMTTTTTGC GCCATATAGCCCRGAT GCTGACGEGCTTITGCCORRAGETGRCTTTCR
o
e - T o
L. 3. -

e e 1 e L e e e T |
15-8bhon-1 GGTCCATATCCAGCACCAGCGCCTTIGCCGECGTCGGOACCAGOAGGCCGCACAT CATTTTARE GGT GETTRATTTACCCGCGCCGTTCG
e - T o
. 3. -
e

azo aan azn ELT a1 420 a3 ERL] a3n
........ A I T R P R T T I P I I
15-5hon-1 GGCCGRGCBGGCMTCTCGCCGCGCTGTACGRCM’ITMCBTGGTCCE?FB.GCCGCGBMTCGCCBMTTTTFTCGTCBGTTCCI'
15 -5hon-2
15-5hon-4
15-5bon-5

B e B L AT BRI IR B BRI BRI TR BRI BRI IR BT BRI RN BRI BRI |
15-8bon-1 GCGCTTCAATCACCGTTTCGCCGGCAGTGCCTTCARCCGTATGCA GGATTGRACCCAGCGRAGARCTCCGAGGTTCCCRCTCCGCCARGEA
AB-8Dhom—2 . . e e e e e e e e e e e e e e e e e e e
AB-8Dhom—% . . e e e e e e e e e e e e e e e e e e
e - T o

1%-5bon-1 GATCGATARAECGCATCTTCGAAGCGCGGCGCGATCTCATT GAGGGTGATTTCCGGCATCCCTTCEGCCTG
A9-8bhom—2 . . e e e e e e e e e e e e e e e e T. ... ...
AD=8hom=& . . .. e e e e e e e e e e e e e e e e e e e e e
1%-8hon-5 .. ... ... ... ... . e e e e e e e e e e e e e

The above alignment of the gene, hypothetical ABC transporter ATP-binding (yehX) did not produce the all target

sequences of Salmonella, where we did not find any suitable SNPs.



21-Sbon, Gene Name: pyruvate formate-lyase 3-activating enzyme (ybiY)

16-Sbon-F CTGCTTAAACGGCGCGTC
16-Sbon-R TGGTGCGGCATGATCCTG
>21-Sbon-3

CGGGGGTTGCTGTCTGCAGATGTATGGCGGTCTATAACCGGGATGTAGTGAAAGTACCTAAAGGCTACCACCCGAGTTGC

CACCATCGCGGGTTACGATAACTACTATCTGAACGTGATGGCCGGCCCGCTACGAAAATGGCGTTTCACCTGGGAAGAGA

ACCACGCGTGGATTAACTCACCAGACTACCCGCGATAACACTTCGTTGAGTGGTACTTTGCCAGCCGTCCTCTGCGGCTG

GCTTTTTTATTCAACTCTGCGCCACACACGCTCATAAGATCGCTATCCGCCTTCTCTTAAATTATTTCCCTGTTTTGTAT

ATAGCGTATTTACGGCACGGCCTCCACCAGGAATACGCAATAAAATAATGATGCAGAAGAAGACTTACCCTATTTGCCGA

TATTATTATGGATCAAGTAGTTACGTAGAGGTGGTAAACACTGGGGAGGTTTCAACAGGGTATATCCTGTGCGCACTCGT

GGAGGGAGTAAAGGTTGTGTAACCAGCGGAGAATATCTCTGGATATTCTCCGCTAATATTGGAGAGGTATCAGGCTATTA

CATCGCGACGTTTCCCCTGAATTTCACGCAGCTTGTTCTCGGCCAGCCGTTCAATTTCTGTTAGCGGCACCCCTTTTGTT

TCCGGCACATAACGAGAAATAAAGACATAGCAGACCAATTAAAGACGACAAAAATCCACATCGAGAAAGCGCCGCCGAAG

GTCTCCTGCAGCCAGGCGTTATCATTTATGACCGGGAACAACAGTGAGATGAGGAAGTTGGCTATCCACATCAGGCTCAC

CGCCCAGCCCCATTCCCAAAACCTTTTTATCTTTTTTCAGGGAAAACCTTCAGAATCAGTACCCATGCG

>21-Sbon-4

TTGGCAGCATCTGCAGATGTATGGCGGTCTATAACCGGGATGTAGTGAAAGTACCTAAGGGCTACCACCCGGTTGCCACC

ATCGCGGGTTACGATAACTACTATCTGAACGTGATGGCCGGCCCGCTACGAAAATGGCGTTTCACCTGGGAAGAGAACCA

CGCGTGGATTAACTCACCAGACTACCCGCGATAACACTTCGTTGAGTGGTACTTTGCCAGCCGTCCTCTGCGGCTGGCTT

TTTTATTCAACTCTGCGCCACACACGCTCATAAGATCGCTATCCGCCTTCTCTTAAATTATTTCCCTGTTTTGTATATAG

CGTATTTACGGCACGGCCCCCACCAGGAATACGCAATAAAATAATGATGCAGAAGAAGACTTACCCTATTTGCCGATATT

ATTATGGATCAATTAGTTACGTAGAGGTGGTAAACACTGGGGAGGTTTCAACAGGGTATATCCTGTGCGCACTCGCTGGA

GGGAGTAAAGGTTGTGTAACCAGCGGAGAATATCTCTGGATATTCTCCGCTAATATTGGAGAGGTATCAGGCTATTACAT

CGCGACGTTTCCCCTGAATTTCACGCAGCTTGTTCTCGGCCAGCCGTTCAATTTCTGTTAGCGGCACCCCTTTTGTTTCC

GGCACATAACGAGAAATAAAGACATAGCAGACCAAATTAAAGACGACAAAAATCCACATCGAGAAAGCGCCGCCGAAGGT

CTCCTGCAGCCAGGCGTTATCATTTATGACCGGGAACAACAGTGAGATGAGGAAGTTGGCTATCCACATCAGACTCACCG

CCAGCCCCATCCCAAAACCTTTTATCTTTTCAGGGGAAAACCTCAGAAATCAGTACCCATGCGGCCAACGCTCCAGCTGA

CGGCAAACAGCAGCATAAAAAAACAGGGATGCCGAAGATGGGTATTGTAGCCTGTATCGTGGGTCGTACAAAGCCGTAAT

GACGCGATCAACAGGCCAGAGATTGTATCCGATGGTACCGAGTTTTCATAAATGCGGATATAGCGGTCATCAGCGGTGGA



AGATGGGAATCAGTGTCCGACGCCCACAATCTATACAATAGGGAGATAA

21-5bon-3
21-Sbon-4&

21-Sbon-3
21-5bon-%

21-Ebon-3
21-Sbon-4

21-5bon-3
21-Sbon-4&

21-Sbon-3
21-Ebon-4

21-Ebon-3
21-Sbon-4

21-5bon-3
21-Sbon-4&

21-Sbon-3
21-Ebon-4

21-Sbon-3
21-5bon-%

21-5bon-3
21-Sbon-4&

21-Sbon-3
21-Ebon-4

21-Sbon-3
21-5bon-%

The above alignment of the gene, pyruvate formate-lyase 3-activating enzyme (ybiY)did
not produce the all target sequences of Salmonella, where we did not find any suitable

SNPs.

1a 2ad aa dqa ad 1) 74a aa a

B T L T T L e T L T e e e P

CEEERETTECTET CTECARAT GTAT GECGET CTATAACCEBRATETA BT BARASTACCTAAL BECTACCACCCRAGT TRCCACCATCECE
TT. CR. . B oot e B

1q4q 11a 12q 134 144 134q 1eq 17q 12q
T T T T T e
GETTACEATAACTACTATCT GALCET BATGEC CEECCCECTAC GRAR AT GECETT TCAC CT & GEAR GAGALCCA CGC GTEEATTALCTCR

134d 20 21a 224 231 244 254a 2e] 27a
T T T e T T T e
CCABLCTACCCECEATARCACTTCATTGART BETACTTTECCABCCETCCT CTRE BECT BECTTTT TTAT TCAR CTCTRCECCACLCAC R

224 23 3aa 314 32a 33a 34a 33d 3ed
B T D T e T T L L T e N Py |
CTCATARGAT CBCTATCCECCTTCT CTTARAT TATT TCCCTET TTTETATATARC GTAT TTACEECACEECCTCCACCAGRAATA CCAR
e

ama 3z 33a qaqd 411 q24a q34d aqq q54a
T T T T T T e

TALARTARTGATGCAGR L GLE G CT TACCCTATTTGCCRA TAT TATTAT GGATCALGTAGTTACGTAGRGGTGGTARACACT GGG GAGET
N

qed a7 qad 430 520 514d 524d 53a 544a
T T T e T T T e
TTCALCAGEETATATCCTETECECACTC S TEEAGE BAETARL BBTT 6T GTALCCLALCE BAGALTATCTCT GEATAT TCT CCECTALTAT
P

554d 1= 37d 32d I3]0 804a £14d 21 £34d
B T T T T e T L L e L T P |
TEGAEABETATCAGECTATTA CATC BCGACET TTCC CCT BAAT TTCACGCA BCTT BTTCTCEECCA BCCETTCAATTTCT TTAGCEECA

&40 (%] [={=0) £7d (=) &30 Jaa T1a 720
T T T T T e
CCCCTTTTGTTTCCGGCACATRACGAGLRATARE GL CATA GCA GACCAR - TTARE GACGACLARRR TCCLCATC GAGAREGCECCGCCRE
B

734a 741 73d 1=yl T Ja4a 734a 2da 214a
T T T T T T T T e

AGGTCTCCTGCAGCCAGGCET TATCATT TATGACCGGGAM CRA CAGT GAGE TREGEAR GTTGGCTATCCACATCAGGCTCACCEC CCAGD

R
g224a 23 24a 23d 280 a74a g2aa 23] a04a
R e e e Y RN P PRI PR P IR NP PR IR PP PP I
CCCATT CCCARAACCTTTTTATCTTTTT TCAGGRAAALCCTTCAGRATCAGTACCCAT BCE
... CAR-G..........CRGR................ GCCAACECTCCAGCTGACGGCARLCAGCE

s1a 320 a3d 340 =0 Sed 870 =0 830

GCATAARLLL L CL GGEATGCC GRAGE TG GETATTETAGCCTGTATCGTGEETCATACAR L GCCETALTRE CGCEATCALCL GGCCAGRGR

1daq 1d14a 102d 1330 1040

TTETAT CCGATGGTACCEAGT TTTCATARRTGCGEATATA GCGGTCATCAGCEET GER



