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T 38 5% Rl (\PCT) Fi — JUL 2 - W R 5 13 (DIPPS) A1
SERIEN BT, X BRI B RO 5 B
P ——E IR —HLEEDIP) Y& X, %55
PR30 ARG 2E 1V 22 R g $AH TR A0 B rp & BT

AN, FEZIENAL S il kB T 17 T LI B R
IR S LA A Tl R R R0 AL IR 1 UL e -1- PRk R
(IMPA) 5 PR B0 e S — Fofr o FH 1998 3 (47 551
DIP MR, AR AR BN S v R I TR T
g — AN ML T, FEERIE AOA % R vh R LI
AR 2% R Gt vl BEE B & 1 R R AR,

I H. 2 B H 2088 1 R sOR) AT R 78 TR A 1A
G R AEAE DL BT BB R RSN, FRA
R AT LU B B (SR &, JFTE S oK
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SUU/bRERERUR , M AOA FEREIREE = | A%
PET ARG, TR B ATZEECA 0 45 0 I 1]
DR AR HAETRER AR W L b ) LA
3.2 BB (Bathyarchaeota)

TR ER NI, DIAT# Ry
Miscellaneous Crenarchaeotal Group 7 # ™, |
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Research progresses and prospects of archaea in deep biosphere
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Abstract: As a common prokaryote in the deep subsurface biosphere, archaea are widely distributed in various
marine sedimentary habitats and play important roles in the biogeochemical cycles. Due to the differences in
physiological adaptabilities of different archaeal groups to environmental conditions, they constitute anaerobic
microbial ecosystem and aerobic microbial ecosystem in coastal and open ocean sediments, respectively. In this
paper, we compare the archaeal community structure in two different dimensions: nearshore and ocean, sediment
and overlying water, and discuss the distribution, metabolism and environmental adaptation mechanism of common
archaea (Thaumarchaeota, Bathyarchaeota, Thermoprofundales, Asgard, Woesearchaeota) in deep subsurface
biosphere. We summary the research progresses of archaea in the deep subsurface biosphere. We also put forward
several future research directions and key points of archaea for references.
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