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Figure S1. Representative 1% agarose gel showing PCR amplified products of 16S rRNA gene of 

selected cyanobacteria. Lane 1, Chlorogloea microcystoides SABC011701; Lane 2, Chlorogloea 

microcystoides SABC022904; Lane 3, Kamptonema okenii SABC011902; Lane 4, Tychonema decoloratum 

SABC011901; Lane 5, Leptolyngbya valderiana SABC022801; M, 1 kb DNA ladder (New England 

Biolabs). 

  



 

 

 

Figure S2. Alignment of 16S rRNA gene sequences of Hyella patelloides LEGE 07179 

(Hyella_patelloides) and Hyella gigas SABC011201 (Hyella_gigas). 



 

 

 
Figure S3. Alignment of 16S rRNA gene sequences of Tychonema decoloratum SABC011901 (TycDec) and 

Kamptonema okenii SABC011902 (KamOke). 

  



 

 

 

Figure S4. Native-PAGE gels showing superoxide dismutase (SOD) (A) and malate dehydrogenase 

(MDH) (B) isoenzymes profile of Tychonema decoloratum SABC011901 (lane 1) and Kamptonema okenii 

SABC011902 (lane 2). 

 


