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Supplementary Table S1: Strains, used in this work.

Species Strain Characteristics Reference
B. anthracis Sterne pXO1*, pXO2; host of [16]
Gamma phage-
B. anthracis ATCC4229 pXO1, pXO2* host of American Type Culture
(Pasteur) Gamma phage Collection
B. cereus ATCC10987 Not a host of Gamma phage American Type Culture
Collection
B. cereus ATCC4342 Host of Gamma phage American Type Culture
Collection
B. cereus CDC2000032805 Host of Gamma phage Centers of Disease Control and
Prevention
B. cereus IMB-4-0-Rott Not a host of Gamma phage;  This work; strain collection of the
weak 3-hemolysis on blood Bundeswehr Institute of
agar Microbiology
B. cereus s.I. IMB-2021-1 Host of Gamma phage, no 3-  This work; strain collection of the

hemolysis on blood agar

Bundeswehr Institute of

Microbiology

Supplementary Table S2: Oligonucleotide primers used for DNA sequencing and cloning in this work.

Oligonucleotide Sequence (5’-3) Reference

27f AGAGTTTGATCMTGGCTCAG [21]

341f CCTACGGGAGGCAGCAG [22]

534r ATTACCGCGGCTGCTGG [22]

1492r TACGGYTACCTTGTTACGACTT [21]
NanoLuc foward AAATGTACAGTCTTCACACTCGAAGATTTCGIT This study
NanoLuc reverse AAACTCGAGCGCCAGAATGCGTTCGCA This study

M= A or C; Y =C or T. Restriction endonuclease recognition sites are underscored.
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Supplementary Figure S1: SDS-PAGE of heterologously produced NanoLuc-RBPaeat120-reporter protein.
Affinity purified fusion protein was subjected to SDS-PAGE and NanoLuc-RBPaosat-120 protein detected using
Imperial™ protein stain (ThermoScientific, Dreieich, Germany). The expected size of the NanoLuc-RBPaosat-120
protein was calculated as 66 kDa. Numbers indicate size-positions of the protein size marker (SeeBlue Plus2
prestained, ThermoFisher Scientific, Darmstadt, Germany).

B. anthracis Sterne B. cereus ATCC4342 B. cereus CDC2000032805 B. cereus s.l. IMB-2021-1

Supplementary Figure S2: Binding of mCherry-RBPaoai120-reporter to cells of cultures of B. anthracis and
cross-reacting B. cereus cells, respectively. Cultures were grown overnight (16 h) at 37°C with shaking. Cells
were labeled (red signals) by adding mCherry-RBPawat120 protein, washed to remove unbound RBP and
subjected to microscopy. Representative micrographs for labeling of the indicated, B. cereus cells are depicted
as merged images from light- and fluorescence (excitation: 587 nm, emission: 610 nm) microscopy. Scale bar: 5
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