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2.4 16S rRNA PCR ¥ %

FLX amplicon A|87dS #1ste] PCR &S =A
Yotk 238 thg template DNAS 1 uL® Y z AHo|== = 3 & 30x7F & &
statdth &3 % PCR 7]7]ol Wi 94TColA 587 Z718F 3 94T (30%)00 A
denaturation, 607 (45%)°1 A annealing & 72ClA(1£30%) extentions 103 F~3J3}S]
t} o] TRA] 94T (30%)° A denaturation, 55°C(45%)°l 4] annealing, 72°C ol A(1¥%-30%)
extentions 203 FEZIAAES AAH 4TCoAA WS T STk PCRFZHS Al 16S
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Fig. 1. Rarefaction curves indicating the observed number of operational taxonomic units (OTUs)

at a genetic distance of 3% in four different soils.
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Ace, Chaol, Shannon & A9 FETH= FAX} g A4

Z+7}F 8,081, 5,521, 7.2 2 7} ETH(Table 1).

Table 1. Bacterial richness estimators and diversity indices at four different soils according to the sea level in

halla mountain.

Sampling sites Total reads OTUs Ace Chaol Shannon
200 m 7,115 2,426 8,081 5,521 7.2
500 m 3,840 891 2,026 1,578 5.9
800 m 5,100 965 2,058 1,702 5.8
1,100 m 6,136 1,629 3,897 3,085 6.6

stebal e B 59 3 AldI1FS Proteobacteria,  Acidobacteria,
Actinobacteria, Chloroflexi7} A A2l 70.4-87.2%E =A% o™ 3|2 500 m, 800 m
A7de] 200 m AHREG - TF HEo] A YEFSTHFig. 2). & T Pseudolabrys,
Bradyrhizobium, Edaphobacter, Conexibacter?7} A A2 11.8 -34.9%5 A3} o1
3 200 m A4 o] 800 m A|HETE Al 1Eo vhFAdol F}a AEHE AolE H
%A th(Fig. 3).
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Fig. 2. Relative abundances of dominant bacterial phyla level in four different sites soil of halla
mountain.
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Fig. 3. Relative abundances of dominant bacterial genera level in four different sites soil

of halla mountain.
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