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Figure legends
Fig. S1. Cloning of the junction regions of the isertion / deletion in the ygjD,,, mutant

sup

genome. (a) The original ygjD,,, mutant has disruptions of the recA (ArecA:Tc) and

sup
the ygjD genes (A ygjD:Sm) and the plasmid (mini-F-ygjD"'(Ap)). (b) To obtain the
strains, in which the plasmids pSG76A2-A or -B were integrated into the ygjD,,,
chromosome by homologous recombination, two plasmids, pACYC184-ygjD" and
mini-F-recA™ (Km), were introduced into the ygjD,,, mutant. (c) Then the plasmids
pSG76A2-A or —B and a helper plasmid, pPIR-K, were introduced into the resultant
strain.  (d) And the strains with the integrated plasmids were obtained at 42°C. The
chromosomal DNA was prepared, digested with the restriction enzymes, ligated, and
introduced into DH1 together with pPIR-K. The plasmids carrying the junction

regions were obtained and sequenced. The arrows on the cloned plasmids indicate the

primers for sequencing.

Fig.S2. The PFGE patterns predicted from the genome sequences. Because Tn/0

has an Xbal site, a 206,624 base pair fragment was split to ca. 171 KB and ca. 45 kb



bands. In the presence of Dam methylase, two Xbal sites (3,861,916 and 4,308,586)

are not digested by Xbal.

Fig. S3. Growth of the ygjD, , mutant with the dinG, rep, and rnhA multi-copy

sup

plasmids. The ygjD,,, mutant and the isogenic ygjD * strain were transformed with

sup

pACYC184 and its derivatives carrying the dinG, rep, and rnhA genes. The

transformants were incubated on Antibiotic Medium 3 containing Cm and streptomycin

at 30,37, or 42°C.

Fig. S4. Junction sequences of the insertion / deletion in the ygjD,, mutant genome.

sup
Sequences of the three junctions are shown: insB - yjgJ (4,517,262 - 4,472.,838); yjhG -

insA (4,520,435 — insA); insB — ubiD (insB - 4,023,119). The putative junctions are

indicated by arrows.
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CACTATCAATAAGTTGGAGTCATTACCGACCATGTTTATTTCATACATT
CACTATCAGTAAGTTGGAGTCATTACCCGAAAAGATAATCAATTCCGCT
AAACAACGTTTCATTTCTATCGTTATACGAAAAGATAATCAATTCCGCT

t

CCGGAGGCCCCATCGGTAAATTACGCACCGGGGATTTAATTGAAATTAA
CCGGAGGCCCCATCGGTAAATTAGGTGATGCTGCCAACTTACTGATTTA
CTGCCCTAAAGGATGGGGATTTCGGTAATGCTGCCAACTTACTGATTTA

T

CGGCACGCAAAGTGCGGTCAGCAATTTCAGTGATTTCCAGATGCGGATC
CGGCACGCAAAGTGCGGTCAGCAATTTCGGTAATGACTCCAACTTATTG
ACCCACAATGTATGAAATAAACATGGTCGGTAATGACTCCAACTTATTG
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Table S1 Primer sequences

Primer name [Sequence

182-34 5'-CCGGATCCTTTTCCCGTCAACCTTGATG-3'

182-35 5'-CCGGATCCTGCGATAGTCCATTTACGAC-3'

454-59 5'-CCGGATCCACTGACTTGTTGTACCAGGTC-3'

454-60 5'-CCGGATCCTTGCTCAGGAAAGCCAGTGG-3'

495-1 5'-CACCGAGGATGAGAACTGTC-3'

500-9 5-CATTTCCCCGGTTTAATACAGGTATACAAAAGTGGATAGACTGGTGTCCCTGTTGATACC-3'
500-10 5'-CCATATCTACATGGGGCAGTTGTTCATTCTTTTAGTGTGGCACTTATTCAGGCGTAGCAC-3'
500-11 5'ATGGGTCGCTACCCTGTTATGAGAGGACGTTATGCCACTACTGGTGTCCCTGTTGATACC-3'
500-12 5'-ACAACAGGTTGGCTCACTGGCAAGAACCCGATTATAAAACCACTTATTCAGGCGTAGCAC-3'
500-13 5-CAGGGCATTTTACCAGTCTGAGGAGAAACTCATGTCTGTTCTGGTGTCCCTGTTGATACC-3'
500-14 5-TTCAGGTGTCTGGATGTTTTTATTTATGCTTTCAGTTTTTCACTTATTCAGGCGTAGCAC-3'
500-29 5-CCCTGCAGCGCCAAGCTGGTTGCGCAGGTTTTC-3'

500-30 5'-CCGAGCTCAATCAGTAAGTTGGCAGCATTACCG-3'

500-32 5'-CCGCATGCATCGCATTCTCTATCGCTTTATCGG-3'

500-34 5'-CCGAATTCGCTTACCACCGATTCTTGAAGCATC-3'

500-35 5-AAAGGTGTGGCGAAGGTTTATCTGTCCGAG-3'

500-36 5'-TAACCTCGCGCATACAACCGGGCAGTGATG-3'

tatD-CmN 5-ACAGTGTGAAGAATACCGAGTTCCGCAAACTCTAAAACGCCTGGTGTCCCTGTTGATACC-3'
tatD-CmC 5'-CCGTCAGGGCGGTTGTCATATGGAGTACAGGATGTTTGATCACTTATTCAGGCGTAGCAC-3'
fadA-CmN 5'-CGCATCCGGCAAGTGGTTAAACCCGCTCAAACACCGTCGCCTGGTGTCCCTGTTGATACC-3'
fadA-CmC 5'-GAAAACGGCTTAAGGAGTCACAATGGAACAGGTTGTCATTCACTTATTCAGGCGTAGCAC-3'
ppc-CmN 5-GGTTTGCAGAAGAGGAAGATTAGCCGGTATTACGCATACCCTGGTGTCCCTGTTGATACC-3'
ppc-CmC 5-TCAAACGATAAGATGGGGTGTCTGGGGTAATATGAACGAACACTTATTCAGGCGTAGCAC-3'
malK-CmN 5-AGGCTTTGTGTGTTTTGTGGGGTGCTTAAACGCCCGGCTCCTGGTGTCCCTGTTGATACC-3'
malK-CmC 5'-CGATGACAGGTTGTTACAAAGGGAGAAGGGCATGGCGAGCCACTTATTCAGGCGTAGCAC-3'
mgtA-CmN 5-ATCGTGCCCAGTTTATTCTTTATTGCCAGCCGTAACGACGCTGGTGTCCCTGTTGATACC-3'
mgtA-CmC 5-GGGACTCCTTATGTTTAAAGAAATTTTTACCCGGCTCATTCACTTATTCAGGCGTAGCAC-3'
idnT-CmN 5'-CCCCGAAACTACATCACAATATTTTATTCTTTCAGTGCAACTGGTGTCCCTGTTGATACC-3'
idnT-CmC 5-GCACTAATAAGAGATAAAGACTATGCCATTAATCATTATTCACTTATTCAGGCGTAGCAC-3'
groES-CmN  [5'-AGATACGGACTTTCTCAAAGGAGAGTTATCAATGAATATT cTggTgTeccTgTTgATAcc-3'
groEL-CmC  |5-GGTTTGTTTATTTCTGCGAGGTGCAGGGCAATTACATCAT cACTTATTcAggcgTAgcAc-3'
lacl-CmN 5'-GAGTCAATTCAGGGTGGTGAATGTGAAACCAGTAACGTTA ¢TggTgTeccTgTTgATAcC-3'
lacA-CmC 5'-gcgcagcgtatcaggceaatttttataatttaaactgacgacAcT TAT TcAggcg TAgeAC-3'




Table S2 Transcription of collision-related genes in the ygjD" mutant.

Gene ygjD(Ts) signal  Wild-type signal  Ratio
intensity intensity

| 326.0 284.9 1.1443
dinG 453.4 515.6 0.8794
909.1 1272.0 0.7147
rep 652.9 463.9 1.2074
1664.8 1649.3 1.0094
uvrD 1457.2 1352.6 1.0773
1217.4 1045.9 1.1640
mid 1054.5 707.3 1.4909
1823.9 1327.2 1.3742
mhA 1659.4 1881.8 0.8818

The data are derived from the microarray experiments (Hashimoto et al., 2011).

Upper, cells grown at 37°C; lower, cells grown at 30°C



