
Table S1: Summary of BLASTN Analysis for selected bacterial strains' Sequences, depicting alignment 

identity and Gap percentage post-Stratospheric Exposure. 

(Query: control strain, Sbjct: 

microgravity exposed strain). Bacterial 

Strain 

Gene/Seqence  Identity Gap 

Escherichia coli recA gene 381/391(97%) 4/391(1%) 

 

 

Staphylococcus aureus  Dnak gene 108/108(100%) 0/108(0%) 

 

 

Bacillus subtillis  16S rRNA gene. 173/173(100%) 0/173(0%) 
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Bacillus subtillis  16S rRNA gene. 171/172(99%) 1/172(0%) 

 

 

 

 

Escherichia coli 16S rRNA gene 175/176(99%) 1/176(0%) 
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Staphylococcus aureus  16S rRNA gene 169/170(99%) 1/170(0%) 

 

 

 

 

Staphylococcus aureus  16S rRNA gene 168/173(97%) 2/173(1%) 
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Salmonella typhimurium  16S rRNA gene 135/143(94%) 2/143(1%) 

 

 

 

 

Salmonella typhimurium  16S rRNA gene 108/134(81%) 108/134(81%) 
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Bacillus subtillis  16S rRNA gene 96/96(100%) 0/96(0%) 

 

 

Bacillus subtillis  16S rRNA gene 91/103(88%) 4/103(3%) 
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Escherichia coli 16S rRNA gene 96/100(96%) 0/100(0%) 

 

 

 

 

 

Staphylococcus aureus  16S rRNA gene 92/94(98%) 1/94(1%) 



Table S1: Summary of BLASTN Analysis for selected bacterial strains' Sequences, depicting alignment 

identity and Gap percentage post-Stratospheric Exposure. 

 

 

 

Salmonella typhimurium  16S rRNA gene 87/89(98%) 1/89(1%) 

 

Salmonella typhimurium  16S rRNA gene 95/98(97%) 2/98(2%) 

 

Bacillus subtillis  Dnakgene 106/111(95%) 2/111(1%) 
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Escherichia coli Dnakgene 122/124(98%) 2/124(1%) 

 

Staphylococcus aureus  Dnakgene 136/136(100%) 0/136(0%) 

 

 

Salmonella typhimurium  Dnakgene 121/123(98%) 2/123(1%) 
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