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Example of POP2 map
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Calculation of start and stop of the QTL projected on the genome

using the nearest markers and R (projection geometry)
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Nitrogen content:

8 QTL, 9.7% - 34.7% of the total PVE
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Example of physical QTL intervals calculation and corresponding number of genes

P. trichocarpa genome sequence v1.1, POP2 genetic maps
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Analysis of gene lists

Annotation use a classification based on Gene Ontology (GO)

Molecular function (ex: oxidoreductase activity, …)

Biological process (ex: photosynthesis light harvesting, …) 

Cellular component (ex: membrane, chloroplast …)
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Analysis of gene lists

5 QTLs explaining 2.8 to 9% of the variation for nb of sylleptic branches

QTL set

2906 genes included 

in the whole confidence intervals

Genome set

45 555 genes in 

the genome sequence

(~60% have GO terms)

� Enrichment in GO terms is tested comparing the QTL set and genome set

ID Name p-Value
p-Value 
(Adj)

Study
Count

Population Count
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ID Name p-Value
(Adj) Count

Population Count

GO:0010422 regulation of brassinosteroid biosynthetic process 0,0000 0,0000 5 6

GO:0010023 proanthocyanidin biosynthetic process 0,0000 0,0000 6 10

GO:0009641 shade avoidance 0,0000 0,0000 6 11

GO:0016595 glutamate binding 0,0001 0,0001 4 5

GO:0009741 response to brassinosteroid stimulus 0,0003 0,0003 10 38

GO:0009788 
negative regulation of abscisic acid mediated signaling 

pathway 
0,0006 0,0006 5 11

GO:0006122 mitochondrial electron transport, ubiquinol to cytochrome c 0,0006 0,0006 5 11

GO:0004406 H3/H4 histone acetyltransferase activity 0,0008 0,0008 4 7

GO:0048830 adventitious root development 0,0008 0,0008 4 7
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