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Strain Parental cyanobacteria Gene product Locus tag Protein ID Mutation Nucleotide Nucleotide Amino acid
type change position change
Syn-E4 Synechococcus - - - SNV G—-C 114,287 -
elongatus PCC 7942 Ftn2 Synpcc7942_1943 ABB57973.1 SNV A—-C 2,016,660 Val460Gly
Syn-E5 S. elongatus PCC 7942 Conserved hypothetical Synpcc7942_0087 ABB56119.1 SNV G—-A 86,103 GIn125*
protein
Fructokinase Synpcc7942_0116 ABB56148.1 SNV T—-G 114,836 Trp180Gly
Group2 RNA polymerase Synpcc7942_1849 ABB57879.1 Insertion TA 1,917,205* Glu197fs
sigma factor SigC 1,917,206
FtsZ Synpcc7942_2378 ABB58408.1 SNV T—C 2,446,344 Phe320Leu
RH714-E16 S. elongatus RH714 Ftn2 Synpcc7942_1943 ABB57973.1 SNV C—-G 2,016,228 Arg604Pro

SNV, single-nucleotide variant.

~ indicates the space of nucleotide position. * indicates the stop codon.

Toda et al., J Biosci Bioeng. 2024
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