A pangenome for the expanded BXD family of mice
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1. Genomic vs. pangenomic 2. Build a pangenome with the PanGenome Graph Builder (PGGB)
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3. A pangenome for the BXD family
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A graphical representation of the pangenome of 148 family members (all isogenic inbred)

PHASE 1 BUILD PANGENOME Chromosome 19 made of 5.2M nodes and 7.9M edges (total Iength 233, 852 ,367 bp with 82,695 paths)
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PHASE 3: VG vs TRUTH SETS
vg F-measure Precision Sensitivity
(V)]
_PacBi 3 ‘ Technolo
GATK-PacBio '% @ Unmasked '— — | — ¥
GATK-10x -:g)’ IH HEEE | | || | IH | . 10x
o Masked J— — — PACBIO
(@]
o 1 1 1 1 I 1 1 1 1 1 I 1 1 | ] 1
- 3 05 06 07 08 09 05 06 07 08 09 05 06 07 08 09
)
F-measure Precision Sensitivity
0.00 0.25 0.50 0.75 1.00 @ Technolo
NP | IS | EEEE— =
- § . 10x
. INDEL/CLUMPED . INDELs . MNP/CLUMPED . MNP/INDEL MNPs - SNP/INDEL SNPs -(>% |NDEL5_ — P | S—

o
&)
o
o
uo-
\l
o
o
o
©

0,5 0,6 0,7 0,8 0,9 0,5 0,6 0,7 0,8 0,9
In DBA/2J we called from the pangenome with vg 218,139 simple microvariants (SNPs,
MNPs, and INDELs), that is 45,208 and 39,937 more variants compared to GATK applied * ldentification of complex variants.
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