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Figure legends

Supplemental Fig. S1 The correlation between changes in mRNA and protein
abundance

The quantified proteins in each temporal comparison are clustered into seven groups based on the
pattern of changes in mRNA and protein levels: Group I, the mRNA and protein levels have the
same change trends; Group 1l, mRNA is up-regulated but protein is down-regulated; Group IlI,
mMRNA is up-regulated but protein is not significantly changed; Group 1V, mRNA remains almost
unchanged while protein is up-regulated; Group V, mRNA remains almost unchanged but protein
is down-regulated; Group VI, mRNA is down-regulated but protein is not significantly changed,
and Group VII, mRNA is down-regulated but protein is up-regulated. Group | contains three
subgroups: both mMRNA and protein are up-regulated synchronously (red color); both mRNA and
protein are down-regulated synchronously (green color); and both mRNA and protein remain

unchanged

Supplemental Fig. S2 The cannibalism phenomenon in CT-43
Sporulating and nonsporulating cells were obviously discriminated under a phase contrast

microscope. Scale bars represent 10 micrometers.

Supplemental Fig. S3 The carbohydrate metabolism network and metabolic
regulation of CT-43

The metabolic pathways and related genes are obtained mainly according to the annotated
information of the B. thurigiensis strain BMB171 in the KEGG database (http://www.keqgq.jp/

kegg-bin/search pathway text?map=btb&keyword=&mode=1&viewlmage=true). The colors of

the marked genes are: red, up-regulated at 13 h compared to 7 h; purple, specifically induced at
13 h; blue, remaining almost unchanged at each phase; green, down-regulated at 13 h compared

to 7 h at the transcriptional level.


http://www.kegg.jp/%20kegg-bin/search_pathway_text?map=btb&keyword=&mode=1&viewImage=true
http://www.kegg.jp/%20kegg-bin/search_pathway_text?map=btb&keyword=&mode=1&viewImage=true

Figure S1
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Figure S3
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