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Abstract: Archaeal 16S rDNA clone libraries were constructed from sediments of different depths to elucidate the distribution and diver-
sity of archaea in the Fujian and Zhejiang coastal mud wedge of the inner continental shelf of the East China Sea. We obtained 473 usea-
ble clones and 50 different OTUs (Operational Taxonomic Units). Phylogenetic and statistic analysis of clone libraries show that; ar-
chaeal 16S rDNA sequences are within phylums of Crenarchaeota and Euryarchaeota, respectively. The majority of archaeal phylotypes
are Miscellaneous Crenarchaeotic Group (MCG), whereas few sequences fall into Marine Benthic Group B (MBG-B) , South African
Gold Mine Euryarchaeotic Group (SAGMEG) , Anaerobic Methanotrophs 3 (ANME-3), Marine Crenarchaeotic Group I (MG-I) and
Marine Benthic Group D (MBG-D). There might be anaerobic oxidation of methane carried out by group ANME-3 in the mud wedge.
Homologous sequence analyses show that the distribution of archaea in the mud wedge is related to the surrounding environment. UniF-
rac analysis and sediment environmental parameters indicate that the vertical distribution of archaea closely coincides with the variation
of sediment total organic carbon content and grain size.
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1 16S rDNA

Table 1 Analysis of the archaeal 16S rDNA clone libraries

RFLP OTUs * -

%) (H) > JH
ECSI 101 33 18  92.1 3.4 8.1 0.8
ECS2 98 32 19 9L9 3.4 8.6 0.8
ECS3 98 32 17 90.8 2.9 5.1 0.7
ECS4 94 29 18  94.7 3.4 7.9 0.8
ECS5 87 38 26 86.3 3.9 0.3 0.8
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Fig. 2 Rarefaction curves of archaeal 16S rDNA clones
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Table 2 Phylogenetic affiliations of archaeal 16S rDNA

clone libraries
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Table 3 Environmental parameters of mud wedge sediments

in the inner continental shelf of the East China Sea

(m)  TOC(%) %) %) %)
10.5 0. 56 7.2 7.4 0 64.7  35.3
12 0.58 7.5 7.7 0 59.8  40.2
15 0. 59 7.4 7.6 0 59.8  40.2
18 0. 57 6.8 7.2 0 67.7  32.3
19. 4 0. 34 4.3 4.9 47.7  37.4 14,9

1996; Diaz and Trefry, 2006).

MCG ,
(ANME-3)
MBG-B.MCG.
: IMAGES XIV,MD-155—
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