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Figure S1 Observation of sporulation by optical microscopy at each time point. Red arrows indicate endospores and blue arrows indicate free

spores.
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Figure S2 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 1. Networks were generated by Cytoscape BiNGO.
All significantly enriched GO terms in a biological process, b molecular function, and ¢ cellular component are presented. Node size represents

proportional to the number of targets in GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow correlated with

higher significance. Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.



Figure S3 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 2. Networks were generated by Cytoscape BiNGO.
All significantly enriched GO terms in a biological process, b molecular function, and c cellular component are presented. Node size represents
proportional to the number of targets in GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow correlated with

higher significance. Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.
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Figure S4 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 3. Networks were generated by Cytoscape BINGO.
All significantly enriched GO terms in a biological process, b molecular function, and c¢ cellular component are presented. Node size represents
proportional to the number of targets in GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow correlated

with higher significance. Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.



Figure S5 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 4. Networks were generated by Cytoscape
BiNGO. All significantly enriched GO terms in a biological process, b cellular component, and ¢ molecular function are presented. Node size
represents proportional to the number of targets in GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow

correlated with higher significance. Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.
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Figure S6 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 5. Networks were generated by Cytoscape
BiNGO. All significantly enriched GO terms in a cellular component and b biological process are presented. Node size represents proportional
to the number of targets in GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow correlated with

higher significance. Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.



ucleobase, nufleoside \nucleotide and
nucleic acid metabolic process
nucleobase, nugleosidé, nucleotide and
nucleic acid biosyntietic process
nucleobase, nugfeosidg and nucleotide
biosynifetic pfocess

Synthetic process

Phate metabolic
isoprenoid bip

anatomical stry . .\ nucleobase, nug
; cell differentiajion metabo
inmo

] D

purine ribonutiéosid
guanosine

7-melhylguanolabohc process
7-methylguanosil ymhelu: process

queuosine blic process

plic process

3.00E-2 < 3.00E-7

e I:-

queuosine b

Figure S7 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 6. Networks were generated by Cytoscape BiNGO.
All significantly enriched GO terms in biological process is presented. Node size represents proportional to the number of targets in GO. Nodes
represented in white were not significantly enriched, while a deeper shade of yellow correlated with higher significance. Threshold of hypergeometric

distribution of the functional annotation was set at a corrected p-value < 0.03.
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Figure S8 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 7. Networks were generated by Cytoscape
BiNGO. All significantly enriched GO terms in a biological process, b cellular component, and ¢ molecular function are presented. Node size
represents proportional to the number of targets in GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow

correlated with higher significance. Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.
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Figure S9 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 8. Networks were generated by Cytoscape
BiNGO. All significantly enriched GO terms in biological process are presented. Node size represents proportional to the number of targets in
GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow correlated with higher significance.

Threshold of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.
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Figure S10 Gene ontology (GO) term networks of differentially expressed genes involved in cluster 10. Networks were generated by Cytoscape
BiNGO. All significantly enriched GO terms in biological process is presented. Node size represents proportional to the number of targets in
GO. Nodes represented in white were not significantly enriched, while a deeper shade of yellow correlated with higher significance. Threshold

of hypergeometric distribution of the functional annotation was set at a corrected p-value < 0.03.
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Figure S11 Expression patterns of gene included in a Sigl regulon, b SigY regulon, ¢ SigM regulon, d SigX
regulon, and e YlaA regulon. Gene expression is visualized as the Z-score. The red and green color represents
the up-regulated and down-regulated gene, respectively.
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