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ABSTRACT

Dermacoccus abyssi isolated from Mariana Trench sediment that belongs to
Actinomycetes, possesses the ability to tolerate salt. To a better understanding of salt response
mechanisms in D. abyssi, proteins responding to salt in D. abyssi were investigated by proteomic
technique. The proteome of bacteria grown in Nutrient broth medium without NaCl was
compared with the proteome from NB medium supplemented with 5% NaCl. The two
dimensional electrophoresis results indicated that 94 protein spots had significantly different
expression at p < 0.05. Of these, 32 were up-regulated, 14 down-regulated and 48 expressed only in
5% NaCl condition. Selected 12 protein spots (7 up-regulated, 1 down-regulated and 4 expressed
only in 5% NaCl condition) were identified by mass spectrometry (MALDI-ToF). After
annotation by comparing with database, it was found that 8 proteins were similar to stress

proteins, transporter proteins, proteins involving in protein synthesis and RNA degradation.
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