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The workflow is easy to scale up
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QUAST results E. coli MG1655 C. jejuni R. sphaeroides

Total length (>= 1000 bp) 4,725,322 1,674,730 4,951,045 3EQW[J\$%t®de novo assem b|yﬁg1;ﬁ-

Reference length 4,641,652 1,641,464 4,602,977

Largest contig 4,640,256 1,652,047 3,839,617 K Vi 71\ [ T H H \Y
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Genome fraction (%) 99.9 99.99 99.4 ?EL\])?{OD‘BEE§|J%‘;;EE§_5:CD‘_C§$L/EO

# misassemblies 0 0 ils)
# mismatches per 100 kbp 5.4 10.9 10.3
# indels per 100 kbp 0.4 4.0 1.3
# N's per 100 kbp 0.0 0.0 458.8
Reference GC (%) 50.8 30.6 68.8
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A 19Kb homozygous deletion in a 114Kb heterozygous deletion
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Hap 2
HG19: chr3:162512134-162626335 -> HG38: chr3:162794346-162908547

10X: called heterozygous deletion only (Zheng et al. 2016. Nat Biotech. 34: 303)
StLFR: called homozygous deletion only (Wang et al. 2019. Genome Res. 29: 798)
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559-41481 PN100001 TELL-Seg™ WGS Library Reagent Box 1 1y ¥66,000 ¥49,500
556-41371 PN100002 TELL-Seg™ WGS Library Reagent Box 2 1Fwh ¥92,400 ¥69,300
553-41381 PN100003 | TELL-Seq™ Library Multiplex Primer (1-8) Kit | 1Fwh ¥27,500 ¥20,600
550-41391 PN100004 TELL-Seq™ Illumina Sequencing Primer Kit 1Fyh ¥12,100 ¥9,000
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https://www.illumina.com/science/technology/next-generation-
sequencing/long-read-sequencing.html
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Products > Software & Analysis > BaseSpace Apps
\> TELL-Seq Data Analysis Pipeline
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