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Phylogenetic characteristic of the bacterial populations in the pme
mushroom (Trcholoma matsuiakey habitat soil were analyzed by
direct extracting of DMNA and 165 (DNA-ARDRA. The 115 clones
frorn pine mushroom habitat soil were clustered into 31 different
RFLP phylotypes by ARDRA. Based on the 168 tDNA sequences,
31 ARIDRA groups were classified info 6 phylogenehc groups: a-,
B y-Proweobacteria, Acidobacterio, Actinobacteria and
Firpricuies. Eighty-five percent of the total clones were
Acidobacteria phytum, it was shown to dominant members of
bacterial populations in the pine mushroom habitat soil. The
Aeidobacteium group is a newly recognized bacterial division
with ounly three cultivated representatives: Acidobacterium
capsulatum, Holophaga foetida, and Geothrix fermentans. Three
isolates of deidobacteria were successfully isolated vsing by
improved media. These isolates had a 165 rRNA sequence of
90~92 % identical to Acidobacterivm caps?xlgmmr{}fﬁﬁﬂl). On
the bases of phylogeny and genomic distinctiveness, we propose
to these isolates are represent a new species of the genus
Aciclo Bacterium.
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As thye fungal community is influenced by environmental factor
thangzes, ithas been used as an indicator. In order to generate extensive
fongzl diversity from the soils of three western islands in Korea which
were Located between Korea and China, we have assessed two molecular
approsaches, amplified ribosomal DNA vestriction analysis (ARDRA)
md [ryrosequencing, a rapid and relatively inexpensive sequencing
techinology. Similar fungal structures were obfained from both
approraches; the major group of fungal community was Ascomycota and
Basidiomycota, while Zygomycota, Chitridiomycota and
Glomeromyeota were recovered at rmuch lower frequencies. Many
sequesnces closely matched sequences from mycorrhizal, plant
vathesgenic and saprophytic fungi. Comparing two approaches using
the szvme DNA samples, we showed that a much higher fungal diversity
was observed when pyrosequencing was used. We will use this new
apprCach o monitor the change of fungal community from soils inthree
slan«ls due to global warming and air pollution from the rapid
deveIopment of China,
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Microbes play a significant role in bieremediation of heavy metal
contaminated soil and wastewater. Heavy metal resistant fingi
(Aspergillus niger [CSR - mblil]) and bacteria (Micrococcus
helobius [CSR -Micrococcus varians [CSR - mbl3] y were isolated
from a world third ranking contaminated site Ranipet, India (Black
srith institute, USA). The bicaccurlation of Cr{VI) and Ni(il)
by these isolates were studied to evaluate their applicability for
heavy metal removal from industrial wastewaters. Optimum pll
and temperatire conditions were standardized for the removal
efficiency of the metals. The isolated strains were characterized
for genus and species level using universal 138 and 168 prmer.
Results show that expanded SRTS can be recommended while
using the Crresistant fingal and bacterial isolates for removing
Cr(VI). In the case of Ni-resistant bacterial isolate, a non-expanded
SET was recommended for designing CFCS bioreactor. The
Cr-resistant isolates (Aspergillus niger [CSR- mbl11), was able to
grow upto 10,000mgL " Ce(VI). Results indicate the applicability
of the three isolated strains for the removal of Cr(VI) and Ni(II).
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In recent years, 2-30% mortality of striped beakperch suffered by
2 hacterial infection had broken out in several southern coastal
farms of Korea at spring season. A bacterium isolated from
diseased striped beakperch was identified as Pseudomonas
anguilliseptica by biochemical test and 165 rDNA gene sequence
analysis. To evaluate the susceptibility of striped beakperch
against P anguilliseptica, 439 x 107 and 439 x 10° CFU/fish of
bacteria was infraperitoneally injected info 5.5 g fishat 18£1°C.
Cumulative mortality reached 100% and 45% in the 4.39 % 10’ and
439 % 10° CFU/fish infected group, respectively. Experimentally
infected fish showed cell associated inflammation and bacteria in
he kidney and spleen. These results suggest that P/ anguilliseptico
2s pathogenicity to siriped bealkperch and is the first report of
triped beakperch mortality caused by P anguilliseptica.
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