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B Exercise < scriptR - Light Mode

What's the most common color? i )
join(inventorie

Now let's join an additional table, colars , which will tell us the color of inCin

each part in each set, so that we can answer the question, “what is the

most commeon color of a LEGO piece?”
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Bioaugmentation application of Dehalcoccoides culture to bioremediate a
dichloroethene-polluted aquifer

Introduction

#cis-dichiorsathane (cis-DCE) and winyl chlonide (WC)
are common groundwater poliutants classified as
fomic and carcinoganic to humans.!

+ Dehalococcoides mecarty (DHC) are key anaarchic
bactaria for the bicremediation of chiorathanes-
contaminated sdes, DHC BAVT is the first bactaria
which can make compleie dechlorinabion of wvinyl
chlaride with navel reductive dechlorinasa, Bvca,®
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& Qwr previous reseanch demanstrabed that immobdized
€. butyricim in sdica gel showed a great patential to
promate the frichloroethena dechlorination efficiency
In comeminated groundwater.  Howewer,  the
compediion of mathanogens with OHC for H, and
DHE abundence were low resulted in sialling ar
Incompiata  dechlorination. these problams  were
salved in this shudy?

In this study, we diecdly increase the OHC
abundanca i sty with DHC BAVY pure culiure
becaugmentation, may remove cis-DGE and vingl
chioride contaminalion in Taman kocal sile.
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+OHC BAVY could reduca cis-DCE fo ethena complataly within B days in 1L bottlas.
[Flguere 1832 )

< Aftar amanding of OHC BAVY in the contaminated site, all chlorcathanes wera complete
gachlorination to athers in 26 days, Tha vinyl chiorida kaep low concentration bedow to
the groundwater pollution controd standard (0.02ppm). (Figure 38&4)

At high contaminated walls (YW-1 and YW-2), reductive dechlorinase gena bucd of DHC
BAV1 werg increasing day by day; bowever, there weme no difference in low
contaminated walls{YW-3 and Y'W-4). (Figure §)

+ In the metagenome data, Bacleroides, Clastridium, Prevolela and Macefibacleroides
are inoreasing and  dominant after bioaugmentation. Most of gena ame fermentation
bacteria. (Figure &)
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