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Whole-genome duplication selection. We selected an appropriate WGD dunlicated famil 4GO t
(Papilionoideae) based on the availability of the duplicated species and up 'ﬁa € taml Ies an erms aton
outgroups, and their genome assembly quality. enrichments
it l —B— Lupinus angustifolius | Genes: 33074| Scaffolds: 1683| N50: 1388| L70: 15 - We classified 66% of all families as :
ApHIonoIeEas & | WGT{ Trifolium pratense | Genes: 39917| Scaffolds: 8593| N50: 1588| L70: 257 singletons, 23% as facultative and ‘
WGD Medicago truncatula | Genes: 50444| Scaffolds: 1033| N50: 6160| L70: 6 11% as Systematic ohnologs_ ——
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Evolutionary categorization of duplicated families. In each gene tree we

looked for gene families, defined as subtrees in a given gene tree with the root

node in Papilionoideae. We then classified the gene families into three CO“CIUSiOnS and perspeCtiveS

categories with respect to their fate after the duplication: - The application of SCORPIOs on the Papilionoideae WGD lead to the
correction of 39% gene families and an increase in ohnologs’ counts,

Paralog 1 | *Al Sp.A ] Al )1( | "Al consistent with the results reported for fish.
WGD Bl Sp.B weD ¥X—B1 wab X—eB1 - Reliable identification of the orthology and paralogy relationships between
— — — 2 genes can provide a new insight into functional (GO) enrichments of the
Paralog 2 oA2 oA2 %—eA2 genes with different evolutionary fates.
y B> “ B2 ° .B) - The correct positioning of the duplication node in the gene trees will allow a

more precise reconstruction of ancestral genomes.

X - gene loss, Aand B - different species - Corrected gene trees allow us to study the gene fate after the duplication

Systematic ohnologs Facultative ohnologs Singletons (the probability of co-occurrence of gene families of the same evolutionary
WGD-originated paralogs retained WGD-originated paralogs genes found on a single cateqorv in one tree. etc )

on two branches after the retained on two branches in at branch in all species; gory ’ '

duplication in all descendant species least one species but not in all 1 & 2 - scenarios of gene loss
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