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4136-2-24(2) L77117 97 Methanocaldococcus jannaschii DSM 2661
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Methanopyrales
4136-2-8(1) AE010358 95 Methanopyrus kandleri AV19
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4148-B1-59(1) NC_007681 43 Methanosphaera stadtmanae DSM 3091
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Tab. 2 Measurement of mcrA clone library from JDF vent
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Abstract: The chimney sulfides (named 4136-2 and 4148-B1) obtained from Juan de Fuca Ridge were used as
samples, aiming at mcrA gene amplification, clone library construction and phylogenetic tree analysis. The results
showed that there were only CH,4 production microbes but no CH, oxidation microbes in the samples and the species
in the two sulfides were different. The methanogen from 4136-2 sulfide rock were linked to a high temperature en-
vironment. These methanogen belong to Methanocaldococcus and Methanopyrus kandleri. The similarities of pro-
tein sequences between 4136-2 clones and isolated Methanocaldococcus and Methanopyrus kandleri strains were
from 89% to 97%, and The similarities of mucleotide sequences between 4136-2 clones and isolated Methanocal-
dococcus and Methanopyrus kandleri strains were from 92% to 100%. The mcrA sequences from 4148-B1 sulfide
rock had low identities with sequences deposited in GenBank. The similarities of mucleotide sequences identities of
4148-B1 clones and published mcrA sequences were form 69% to 72%, and the similarities of protein sequences
were form 43% to 37%. This also linked to its super high temperature environment and may suggest there were

un-discovered methanogen living in the vent.
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