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Introduction




Background

1. Many microbial species in the biosphere that would otherwise be
“culturable” may fail to grow because of their growth state in
nature, such as dormancy ( Connon SA et al.,2002), which results in
species that are referred to as viable but non-culturable (VBNC)(Xu
HS et al.,1982).
2. Some isolates merely grew with mixed-culture (Lewis K et al.,
2002) , thereby demonstrating mixed-culture dependence for some
a certain isolates ( Stewart EJetal., 2012) .
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Sediment collection and bacterial isolation
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Results and Discussion
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