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Abstract Results

Improved genome coverage by droplet MDA MDA Barcode primer synthesis and comparison of droplet
MDA and tube MDA on mixed bacteria population
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right panels show zoomed-in plots of the dotted-line box region of the genome for close-
up visualization.
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Initially, we used Ecoli K-12 MG1655 to perform droplet MDA and compare
the evenness of sequencing coverage to that of conventional tube MDA. E.coli
genomic DNA was denatured and fragmented after heat lysis of cells and each
fragmented DNA was partitioned 1n an emulsion droplet containing MDA
reaction mixture and hexamer primer. MDA DNA was pulled together and
sequenced. The coverage of genomic DNA was determined by mapping contigs
to the reference sequence after de novo assembly. For microbial aggregate
study, hexamer primer with specific barcode was assigned to each aggregate to
handle many aggregates 1n parallel and whole genome assemblies of members
of each microbial aggregate and network analysis of microbial aggregates were
performed from the multiflexed sequence reads. For a sample containing 0.1
pg/ul of E. coli DNA (equivalent of ~3/1000 of an E. coli genome per droplet),
droplet MDA achieved a 65-fold increase 1in coverage in de novo assembly
compared to conventional tube MDA.

ACKNOWL GEMENTS

-Indexmg of eaeh mleroblal aggregate together w1th unblased amplitication

his material by ENIGM

works IMegrat®d with @enes and Molecular Assemblies
&ggra ﬂlp 2 .0 S Wl% rqgram alig Ce)*l_\lational Laboratory is based
W artvok PRoRedb U. a erg\il Oficq oiSCierkce Ice of Biological &
lrop search under contract number DE-AC02-05C 1

gmental Re rc



http://www.google.com/url?q=http://enigma.lbl.gov/&sa=D&sntz=1&usg=AFrqEzdpzl4MO8stmoA1AfmmmMP_Sskutw
http://enigma.lbl.gov/

