Sequence logos of the nearby 10-nt sequences of RNase E cleavage sites in previous studies

Salmonella enterica (Chao et al., 2017) Vibrio cholerae ( Hoyos et al., 2020)  Synechocystis (Hoffmann et al., 2021)
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Figure S1 Sequence logos of the TSSs and PSSs, and key residues in RNase E of
different species
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Figure S2 Examples of peak plots of different SRNA classifications based on the
genomic locations



The detected read peaks and TSSs of pRNA and 6S RNA in dRNA-seq and ssRNA-seq
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Figure S3 Putative pRNAs of 6S RNA in A. dieselolei
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Figure S4 Conserved regions (CR-I to CR-V) and active sites (*) of M1 RNAs in

different Alcanivorax species
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Sequence analyzing of tmRNA upstream gene in Alcanivorax —
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Figure S5 tmRNA upstream gene and MLD features in different Alcanivorax

species
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Primary sequence of crRNAs
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Figure S7 Expression and identificaion of CRISPR-Cas system in A. dieselolei
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Figure S8 Volcano plots showing the differential expression in alkane versus

acetate conditions



