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nm' "7 100 1000 200 Table 1 Physicochemical property of the
pl PYGV el 4°C 25 investigated soil samples
C , 3 /% /% /% pH
’ - 4°C 30d 2007 0.025 0.243 20. 09 7.69
1 25°C 7d ’ 2006 0.038 0.222 14.13 8.03
’ ’ 2005 0.058 0.247 15.72 7.50
’ 15% — 80 2003 0. 036 0.153 24.59 6.83
C 1999 0.041 0.187 7.08 7.74
1.4 1995 0.043 0. 200 4.22 8.18
165 rRNA 8F 1990 0.039 0.189 2.80 8.41
1492R L 1986 0.040 0.149 11.47 7.28
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163 rRNA 1962 0.033 0.212 6.17 7.98
e 1911 0.045 0.224 4.71 7.77
’ 38 165 rRNA ’ 1760 0. 022 0.179 6. 42 8.28
(chimera) - 1675 0.141 0.552 6. 22 7.76
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61) Brevundimonas sp. strain FWC04 (AJ227793) 2007

7” Brevundimonas sp. strain FWC0S (AT227794)
1

2006 2005 2003 1999

RL RL RL RL
NA NA NA NA
NA NA NA NA

RL L
NA RL

RL RL
NA NA

RL NA NA NA
RL NA L R
NA NA NA NA
NA NA NA NA
RL NA NA R
NA R NA RL

R NA NA NA
NA RL NA R

NA NA NA NA

NA NA NA NA

NA RL NA NA

NA NA NA NA L
NA NA NA NA NA

L NA NA NA

C1401 RL
w4 J* C3101 NA
C3602 L
8 Brevundimonas alba strain CB88 (AJ227785)
C3301 L
- C1403 NA
100 " B variabilis ATCC 15255 (AJ227783)
0 ) CO806 NA
5 Brevundimonas sp. DR12 (FJ447545)
1 = | 3502 R
98 b Brevundimonas sp. Tibet-IK53 (DQ177483)
100 — C3102 RL
1o ! Methylobacterium aminovorans strain NS16 (AB298395)
100 § C0301 RL
Rhodobacteraceae bacterium BF A20 (DQ628964)
100 3305 R.L
10 ° Paracoccus marcusii SCHO403 (AY881236)
& f C1409 NA
LR Janthincbacterium sp. $22229 (D84590)
100 €0306 RL
0 C1804 NA
7 = Massilta sp. MKO02 (GQ339887)
‘ C3005 NA
100 % Pariovorax sp. RKST7-5 (EU934231)
100 | C3002 NA
Leclercia adecarboxylata strain LMG 2803 (GQB856082)
“ 94 C1802 NA
Lysobacter capsici strain 55 (FN357198)
100 Pseudoxanthomonas ginsengisoll Gsoil 186 (AB245361)
. o0 ) Eseudoxantiomonas sp. Tibet-IB54 (DQ177466)
757 C2603
100 y C3001
100 Bacillus pumilus strain CTSP16 (EU855197)
C3007 NA
100 ° Bacilius psychrodurans strain KOPRI124934 (EF101552)
NA

100 l C1205

Cryobacterium sp. PIC-C9 (DQ227776)

100 f= C1805
100 [

Fnoellia sp. 0-008 (DQB12538)

o] 100 § CO803 RL
Arthrobacter sp. Antarctic IS03 (DQ341415)
100 C3505 NA

100 " Arthrobacter tumbae KOPRI_22204 (EU090710)

2007 2006 2005 2003 1999 1995 1990

C1313 NA
FHymenobacter sp. 01WB02.1-58 (FM161368)
C1008 NA
Hymenabacter soli (AB251884)
100 y C0203 L
= 100 Pedobacter cryoconitis (AM237384)
C0503 NA
100 Sphingomonas sp. BACB4 (EU131006)
100 E 3004 NA
| Chryseobacterium sp. BBCT14 (DQ337556)
1405 NA
100 Flavobacterium sp. BF63 (AM934678)
C1206 NA
Flavobacterium omnivorum AS 1.2747 (NR 025202)
0206 RL
Flavobacterium sp. RUGLS-2 (GQ477169)
0704 RL
C1314 NA
Flavobacterium sp. WB3.4-81 (AM934665)
Flavobacterium succinicans (AM230493)
Flavobacterium sp. KOPRI 25152 (F1544919)
COBO8 R
C0208 L
COB09 NA
0105 RL
- . C1009 RL
0.05
4
“R”, “L” (25 °C) . 4

Fig. 4 Phylogenetic diversity and occurrence of culturable bacteria (The tree created by the
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Abstract: Glacier foreland, possessing a chronose-
quence of exposure, is an ideal area to study micro-
bial community dynamics across space and time.
Traditional microbial study in the foreland of the
east branch of the Glacier No. 1 showed the num-
ber of culturable bacteria at 25 ‘C increasing from
5.5X 10" CFUs « g ' at the edge of glacier termi-
nus to 3. 3 X 10° CFUs + g ! at the moraine of
1675. In contrast, there is no significant correla-

tion between the number of culturable bacteria or

the

There were two stages of major change in bacterial

total microorganisms and chronosequence.
population: 1) at the beginning of exposure and 2)
at the stage of distinctly increasing vegetation cov-
erage. Consequently, these two stages reflected
the change in environmental temperature and the
enhancement in soil nutrient level. The results in-
dicate that the change in environment drives the
change in microbial community spatially and tem-

porally.

Key words: glacier foreland; microorganism; microbial community succession; environmental factors



