
Figure S9. Visualization of A) cobalamin biosynthesis and B) ethanolamine 

utilization genes on L. monocytogenes RO15 region 543550 bp - 545050 Mbp. 

Nine rows of data, in descending order: 0 min control sample for 200 MPa cap-seq 

reads, 0 min 200 MPa treated samples cap-seq reads, 0 min control sample for 400 

MPa cap-seq reads, 0 min 400 MPa treated samples cap-seq reads, 24 h control 

sample for 400 MPa cap-seq reads, 24 h 400 MPa treated sample cap-seq reads, 24 

h control sample for 400 MPa direct RNA-seq reads, 24 h 400 MPa treated sample 

direct RNA-seq reads, and Illumina short RNA-seq reads. Red lines are forward 

reads, and blue lines are reverse reads. Grey bars are coverage bar plots. 
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