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GnplS: A Genetic and genomic Information System

https://urgiversailles.inra.fr/gnpis

GRpIS: an information system to integrate
genetic and genomic data from plants
and fungi
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GnplS architecture ) Quercus robur genome in numbers
" @ Physical size: 1.5 Gb (Kremer et al. 2007)
SOLr - @ 12 pairs of chromosomes

URGI format ol @ geneticsize: 933 cM
ta(lg?[)' v 12 linkage groups from 5.5k SNP-based genetic linkage maps (Bodénés et al.
2016)
standards .
(Ex: VCF) & Assembly and annotation
v Diploid version (2N): 8,827 scaffolds covering 1.45 Gb
v Haploid version (1N): 1,409 scaffolds covering 814 Mb
« 871 scaffolds ordered in 12 pseudomolecules and assigned to the 12 linkage groups of the
genetic map
+ 533 unassigned scaffold
Standart .
Pt + 25,808 high-quality protein-coding gene models (4% manually curated/validated)

+ 52% of diverse Transposable Elements

v Plomion et al. under review
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[J Download AA sequence
[J Download nt sequence
4 Link to OakMine_PM1N

[ Download nt sequence

OakMine_PM1N central object: the gene card
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Predicted protein

Genome features

Integrated JBrowse

Functional annotation

QTLs overlapping this gene
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Functional annotation : cross references to external DBs

Gene Qotology |.
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Advanced search using
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Oak assemblies
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7 contains “xylanase” in list
. Blast Description Save results
contains “xylanase’ in list
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Interoperability between
Genomics and Genetics

Marker: s_2F2VF6_2204

== List of QTL
Overlapping this marker

QTL results

Map card

List of markers
overlapped by this QTL
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Marker: s_2F2VF6_2204

QTL card
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Open the Genetic map
with BioMercator
(java webstart)




QTL card
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From JBrowse

Markers (SNPEST-5581

o Summary: 0T v2 eck
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