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Isolate Novel Dehalococcoides mccartyi

Interpret its Mechanism of Reductive Dechlorination
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Figure |, Metagenome analysis for two enrichment colture CWS and DMS,

Figure X Dehalococcoides mecartyd CWV2 colony with agar shake after dilution-
to-cxtinction from carichment culture D34S,
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Figure X, Dehalococcoides mecartyl CWV'2 dechlorination profile for (A) TCE and
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Figure 4. (A) Reductive dehalogenase genes (rdliAy) list and (B) their locus on Dehalococcoides
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Figure 8 Phylogenetic analysis of Dekale i
rRNA gene sequences and rdld genes

Conclusion & Discussions

Trichlorocthene (TCE) enrich dechlorinated consortia, D345, which
can degrade TCE into ethene within 25 days. (Figure 1)

After conducting the dilution-to-extinction method and the agar shake
method for the D345 consortia, a single colony of Dhc strain CWV2
was successfully obtained. (Figure 2)

Dhe CWV2 can do degradation from TCE and 1,2-dichloroethane to
Ethene completely. (Figure 3)

After whole genome sequencing, we confirmed that this strain
contains 17 recognized RDases, including PceA and VerA. (Figure 4)
Dhe CWV2 phylogenetically clusters into the Victoria sub-group of
Dihe. Additionally, CWV2 and UCHO007 shares identical 16S rRNA
gene sequence but different ndliA genes. (Figure 4)
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