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Figure S1. Dry biomass (A), Chlorophyll a (B) and total carotenoids (C) content of PCC6912 and 

PCC6803 after 48 h of exposure to the different environmental conditions. A statistical analysis of the 

results is provided in Table S2. SOL, Solar light; M7, M-dwarf light; FR, Far-red light; ATM TER, 

oxic atmosphere; ATM MOD, anoxic atmosphere.  
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Figure S2. cultures of PCC6803 and PCC6912 at 0 and 48 h in the tested conditions. SOL, Solar light; 

M7, M-dwarf light; FR, Far-red light; ATM TER, oxic atmosphere; ATM MOD, anoxic atmosphere. 

 

 

Figure S3. A) example of In vivo absorption spectra of PCC6912 grown for 48 h in the three light 

conditions tested under ATM MOD. Spectra are normalized at 680 nm; B) example HPLC 

chromatograms at 705 nm of PCC6912 after 48 h of exposure to the different light conditions under 

ATM MOD. Retention times for chlorophylls a, d, and f are highlighted with a red band.  SOL, Solar 

light; M7, M-dwarf light; FR, Far-red light; ATM MOD: anoxic atmosphere. 
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Figure S4. Mauve alignment of the PCC6912 de novo assembly (top) with the reference genome 

GCA_003990575.1 (bottom). Red lines delimit contigs, while homologous regions are displayed with 

corresponding color blocks and linked by a line. Regions with the same orientation as the de novo 

assembled genome are visualized on top of the GCA_003990575.1 track, while inverted regions are 

displayed at the bottom. 

 

 
Figure S5. Gene structure of the locus coding for one CRISPR/Cas system and the neighbouring 

FaRLiP gene cluster. For each gene, the average VST-normalised expression in the six conditions is 

shown in the Y axis. Operon structure is displayed at the bottom, with sense operons in green and 

antisense operons in red. 
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Table S1. Experimental design of the study. For each experiment, 3 biological replicates were 

obtained. 

 

Table S2. statistical analyses for Figure S1. (one-way ANOVA, p-value< 0,05). Significant p-values 

are highlighted. 
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Table S3. Genome statistics of the assembly of PCC6912 used in this study, accession number 

JAWJEG000000000. The main metrics to assess genome quality are reported, along with completeness 

and contamination assessed via CheckM2, and number of detected genes. 

 

 
 

Table S4. Calculation of the Average Nucleotide Identity (ANI) with dREP. 

 

 
 

 

Number of contigs 23

Length 7.89 Mb

N50 640 kbp

GC% 41.53

Median depth of coverage 123

CheckM2 completeness 100

CheckM2 contamination 0.74

Total genes 6823

Liftoff genes from GCA_003990575.1 6760

De novo genes 63


