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High-throughput single microbe sequencing methods
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Droplet microfluidics

- 100M reactions

- Single molecules, cells
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EASi-Seq

Easily Accessible Single microbe genomic DNA Sequencing
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Molecular biology in droplets

a 1% reaction droplet: tagmentation
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EASi-seq validation with synthetic community

a b c d
10°F | 14 |
X RS o | s —p B 103
< S. cerevisiae 105L | 12t ! 1200 |-
o @ C. neoformans ! - ! 2
4 asaocd | x 10 | 1 10
® P. aeruginosa €107 ¢ = ! > .
e ® S. enterica 8 03l ! 3 8 . s 800 10'
S ® E. coli 5 | o o
& g " g 02l hreshold : 8 6 : @ L 100
- fermentum o 1 = Cell reads ) 3 H w 02 06 10
E. faecalis 10! Non-cell reads | 5 4+ 1 400 |+ ? g "
L. monocytogenes B ! @ 5| ! |
S. aureus 100 | 1 |
° B_ subti”s 1 0 1 1 1 2 1 3 1 .4 1 5 1 6 0 1 0 1 1 i 1 1 1
107 10" 10° 10¥ 10™ 10” 10 0 50 100 02 04 06 08 10
Barcode group Percentage of aligned reads (%) Purity fraction
e f 8 g h
10
. N=1118 A
12} & o ® .
10} . E
3 o| B B
é 8 3 107 ® Nl \*ﬁ 2 o~
o o !
o & o o ? % o
o 6 o § H g %
5 @ S 3| S|4
> 4 4 .
8 ; :
2 & 108 -
4
0 1 1 1 1
00 02 04 06 08 1.0 108 107 108
Read count (x106) Metagenomic read count UMAP_1 UMAP_1
i i
= iw]
- :— = (@ EASI. ]
o : L - Meta _I\ | ==}
L — 3 i1 =
om —
— s— ] T ]
= — |
== L = —— - === — |
0 500 1000 012 3 0 50 100 0 1 2
Barcode counts Reads (x107) Genome fraction (%) Relative Length

7 Presentation Title



8

EASi-seq has strain level resolution
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EASi-Seq analysis of
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EASi-Seq analysis of costal sea water micro
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