[ Downloaded from mg.genetics.ir on 2026-06-10 ]

[ DOR: 20.1001.1.20084439.1400.16.3.5.7 ]

(o G 1P (29w 3939 P T T Aol ) S Jamily (i
3 " & P & Qﬂ” é(g’bj
S0 g (LS 3T 9 b 550 JBg g3 w2 201 81 p ST Acii> Voo o sl o oslad oL 099
&3 5l For oYY dmio

Identification of biological potentials of Ghotoursooyi hot spring
as the most acidic hot spring of Iran: profiling of bacterial and
archaeal communities and adaptation mechanisms
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