Figure S1

cjRecO
ecRecO
drRecO

cjRecO
ecRecO
drRecO

cjRecO
ecRecO
drRecO

cjRecO
ecRecO
drRecO

cjRecO
ecRecO
drRecO

49
59
59

108
116
119

164
176
175

223
232

1 B2 B3 p4
——————— MOGFILHTQKVKDEDLIVYILSSK-MLIKAYRFYGLR-----HSSILSGYKIDEF
——-MEGWQRAFVLHSRPWSETSLMLDVEFTEESGRVRLVAKGARSKRSTLKGALQPFTPLLL
MRSRTANRSGIVIRRRVTPAGDIIVTLLTPQ-GKLKAIARGGVK--GPLSSSLNLEFHHVGV

B4 B5 af a2
ALEENPS-FLPRLKDVLHLGFLWIM-QRDKMLIWQEFIRLLYRHLKDVEELDSFYFDLLDE
RF-GGRG-EVKTLRSAEAVSLALPL-SGITLYSGLYINELLSRVL-EYETRFSELFFDYLH
OVYQGPHNDLASVKQAVLEGALPTLAEPERYAFAHLMAEFADALF-QEGEFSEQAFDLFAA

a2 a3 B6 B7

MA— AN ) »—
CVKRFEK--QNPKRVIVDAYLKILEFEGRLHKDFFCFACDEKIQ--NSITLLRAFLPSHS
CIQSLAGVTGTPEPALRRFELALLGHLGYGVNFTHCAGSGEPVDDTMTYRYREEKGFIAS

SLRGVAHQ-PDPEWVALVMSYKLLGLAGVIPQTARCARCGAPDP---EHPDPLGGQLLCS
B8 o4 as

———— ) S —

QC-ALGFEFEEKKLKQFY---SSK---NC-AIF--D-DEEIENLYHLIKEG--L------

VV-IDNKTFTGRQLKALN----AR---EF-PDA--DTLRAAKRFTRMALKPY-LGGKPLK

KCAAL-PPYPPAVLDFLRHAVRRTVRASFEQPVPSADRPALWRALEKFVTVQVGGVHSWR

SRELFRQFMPKRTVKTHYE 242
QLVPSGVPVLS———————— 244

48
58
58

107
115
118

163
175
174

204
223
233

Figure S1. Structure-based sequence alignment of cjRecO, ecRecO, and drRecO. The Zn?*-coordinating
residues of cjRecO and drRecO are colored red. The secondary structures of cjRecO (a-helices, waves; [-
strands, arrows) are shown above the cjRecO sequence in domain-specific colors (NTD, green; CTD, magenta;
ZnD, orange). Structure-based sequence alignment was performed using the PROMALS3D program [33].
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Figure S2. Residue type-based sequence alignment of cjRecO, H. pylori RecO (hpRecO), Rhizobium leguminosarum
RecO (rIRecO), Bacillus subtilis RecO (bsRecO), Burkholderia pseudomallei RecO (bpRecO), ecRecO, Vibrio
parahaemolyticus RecO (vpRecO), drRecO, and Bdellovibrio bacteriovorus RecO (bbRecO). The Zn**-coordinating
residues of cjRecO and drRecO are colored red. The residues of RecO orthologs that are identical to those of cjRecO are
highlighted by a cyan background. Residue type-based sequence alignment was performed using the Clustal Omega
program [34].
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Figure S3. Thermal shift assay of the control protein xcFliD in the absence and presence of EDTA.
EDTA did not change the protein stability of xcFliD, which does not have a metal-binding capacity.
The data in the figure are representative of three independent experiments that yielded similar results.
T,, values are shown as means + S.D. from the three independent experiments.



Figure S4

Figure S4. Sequence conservation of RecO proteins on the cjRecO structure in the backside view of
Figure 5B. The cjRecO structure is shown as surfaces that represent the sequence conservation of
cjRecO orthologs (high sequence conservation, magenta; low sequence conservation, white). The
drRecR structure from the drRecO-drRecR complex (PDB ID 4JCV) is depicted as cyan Ca traces
with the cjRecO structure. The RecR-binding region of RecO exhibits high sequence conservation.
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