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Fig. 1. Genomic DNA extracted from 5 different soils.
M: A DNA/Hind I1I markers, Lane A: Quercus
mongolica soil, Lane B: Pinus densiflora soil, Lane
C: Grass soil, Lane D: Agricultured soil, Lane E:
Naked soil.

Table 1. Purity of genomic DNA extracted from soils

Soils Assorse® Yield (ug/g)®
Quercus mongolica soil 1.79 0.53
Pinus densiflora soil 1.74 0.30
Grass soil 1.80 0.19
Agricultured soil 1.80 0.12
Naked soil 1.72 0.07

a. Calculated based upon UV spectrophotometer (Biochrome
2040, Phamacia-LKB, USA)

b. Calculated based upon fluorometer (DyNa Quant 200,
Hoefer)

el gl 3T Pegeh A
Ecke] wlAFdEokRT 1.6~7.6u|7bA] Eoton), At
Hoz o HAE ZAE AAHH R AF o]&
ol #txe}d 9HA velygTh(Table 1). 3 =9 %o %
5o} g9l H-2)3 (humic compounds)S A8 +=
£ dol=ax FAlo| PCR ZZo)u} hybridization?)
E2&E Holxmul: o] I (Tebbe & Vahjen,
1993), B Al 7|54 BAIA ] DNARL 2
W AT o E4Esl WE BE o 48t W)W 530
] (electro-elution) & 2. 32122 ) 7 8}¢] o}

A&7l cross—hybridization& 3 W target DNA<]
A8} Aol Aol 2 oS n|HoT 2 (data
not shown), ¥49 &8 Hoechst 332585 A}&3)= P
=4Me Fo) DNAS) AusEs AZshch o 24

r[r
S
>

o

o

2 cheda KA 281
A B C D E
NEEE
b 4 il ,g :l %
cﬁ"'--‘[ 1.

a I .J:#[ [ 2
e ai [l @

Fig. 2. Cross-hybridization signal with soil samples as a
probe (big letter) and target (small letter), respec-
tively. Lane A, a: Quercus mongolica soil, Lane B,
b: Pinus densiflora soil, Lane C, c¢: Grass soil,
Lane D, d: Agricultured soil, Lane E, e: Naked
soil.

Table 2. The similarity indices of DNA : DNA cross-

hybridization
Target
A B C D E
Probe A - 40.5 70.0 28.6 27.5
B 246.7 - 181.6 105.8 108.3
C 142.9 55.1 - 404 50.8
D 349.8 94.5 2474 - 158.1

E 314.5 92.4 196.9 63.3 -

Sol%=[target signal /probe signal]l x 100} from reciprocal
hybridization of DNA.

A, Quercus mongolica soil; B, Pinus densiflora soil; C, Grass
soil; D, Agricultured soil; E, Naked soil.
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Fig. 3. Dendrogram of genetic similarity matrix values of
directly extracted DNA from soils by cross-hybri-
dization.

A: Quercus mongolica soil, B: Pinus densiflora soil,
C: Grass soil, D: Agricultured soil, E: Naked soil.
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The Diversity and Similarity of Soil Microbial Communities
by DNA Cross Hybrization
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Abstract - To investigate soil bacterial diversity according to vegetation types, directly extracted
DNA from 5 different soils were cross-hybridized with each other as a probe and target. Pinus
densiflora soil was shown the highest value then agricultured soil>naked soil >grass soil >
Quercus mongolicas soil in the order of diversity. Cluster analysis by similarity showed that soil
microbial communities were categorized into three groups. [Soil bacterial community, DNA: DNA
hybridization, Diversity].



