
Figure 1. Genome assembly and annotation 
pipeline



Comparative genomics approach

Table 4. Cry genes found with CryProcessor
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Qualitative/quantitative proteomics approach

Differentially
produced 
protein, No

Strain

109/25 800/15 800/3 800/3-15

Promoted 16 24 24 55

Repressed 25 50 55 80

Differentially
produced 
protein, No

Strain

109/25 vs 800/15 109/25 vs 
800/3

800/15 vs 
800/3

800/3 vs 800/3-15

Promoted 24 0 21 3

Repressed 16 0 24 8

Quantitative proteomics assays were performed using a non-labeled protocol for HPLC/ESI-Orbitrap 
mass-spectrometry. Annotated and quantified spectra underwent MLE/MinDet imputation and 
quantile-dependent normalization with MSnBase. Differential production was assessed with MSqRob 
and limma packages at protein level with q-value threshold equal 0.01.


