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4CZ8_1|Chains A, B|NA+/H+ ANTIPORTER, PUTATIVE|PYROCOCCUS ABYSSI GE5 (272844)

F8AHV6_PYRYC Permease auxin efflux carrier family protein Pyrococcus yayanosii 

I3RCU4_9EURY Putative permease auxin efflux carrier family protein Pyrococcus sp. ST04

I6UZT4_9EURY Uncharacterized protein Pyrococcus furiosus COM1 

Q8U3L6_PYRFU Uncharacterized protein Pyrococcus furiosus
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