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ST From 3D genome topology to SNPs:
Omni-C™ provides a multi-resolution

view of the genome in a single library
prep

Cory Padilla, Ph.D.
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Omni-C™ an sequence-independent approach to Hi-

C that provides uniform coverage

§150
Exhibits shotgun-like Omni-c  £100
genomic coverage & s
S 0
Reduces sequence burden to g
cover genome H-C 3
Multi - RE ='%
2 50
_ : £
Exhibits no sequence bias S0
%150
Analyses are no longer Wic 100
limited to RE sites RE ¢

Genomic Coverage
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Coverage at GANTC
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Improved SNP detection combined with long-
range information leads to superior
chromosome phasing

An EdenRoc Sciences Company

SNPs identified in GM12878 by GATK Phasing results with HapCUT?2
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Capture Structural Variants
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Examples of validated SVs in the cancer cell line HCC1187

Interchromosomal Translocation

Inversion Deletion
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