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Abstract: Eleven cores from DK—2 gas hydrate borehole in Qilian Mountain permafrost, located in the north of the Tibetan Plateau,
were investigated to find out the difference between gas hydrate samples and non—gas hydrate samples by microbial community analy -
sis. Of all the genes often found in marine gas hydrate samples, i.e., bacterial and archaeal 16S tDNA, merA( , ), pmoA, mmoX and
mxak, bacterial 16S rDNA could be observed in all of the eleven samples, resulting in the detection of a great quantity of bacterial se-
quences belonging to 5 phylums, i.e., Proteobacteria, Actinobacteria, Bactemides, Firmicutes, and Deinococcus—Thermus. The bacteria
diversity decreases with the increasing depth. A study of gas hydrate sample DK2—19 and non—gas hydrate sample DK2-25 selected
for phylogenetie analysis and diversity comparison shows that the two samples are remarkably different from each other. A comparison
between gas hydrate samples and non—gas hydrate samples show that the percentage of y—Proteobacteria in gas hydrate samples is
lower than that in non—gas hydrate samples, and Arthrobacter could be found mainly in non—gas hydrate samples.
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Table 1 Oligonucleotide sequences of PCR primers used in this study
 HARAE S48 319751
e Bac349f 5-AGGCAGCAGTDRGGAAT-3"
ARILGS TR Uni806r 5-GGACTACYVGGGTATCTAAT-3"
Arc349f 5-GYGCASCAGKCGMGAAW-3"
FIN IOSA Arc806r  5-GGACTACVSGGGTATCTAAT-3’
MEIf 5" -CGMATGCARATHGGWATGTC-3"
o R RNy E2r _ 5 ICATKGC R rj\m‘m(}(‘ 5RT:A(‘J-T-3
AOM39f  5-GCTGTGTAGCAGGAGAGTCA-3
AOM40r 5-GATTATCAGGTCACGCTCAC-3"
R0 5 B (oA A189f 5 i-GG,\"Gr\CT(TrGGA(."ITr(‘TI(]‘G:3 "
A682r 5-GAASGCNGAGAAGAASGC-3
mmo882f  5-GGCTCCAAGTTCAAGGTCGAGC-3~
5
5
5

A 22U B (mxa F)
7 41 i mva mxalS61r

~GGGCAGCATGAAGGGCTCCC-37

H.D=ATHKG, H=ATH C; K=TH G; N

ATCH G; M=CH A; R =A & G;

S=GH C;V=ACH G;W=A T;Y =CaT
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