6

papers

7

all docs

1478505

385 6
citations h-index
7 7
docs citations times ranked

1872680

g-index

658

citing authors



*

# ARTICLE IF CITATIONS

Single-nucleus chromatin accessibility profiling highlights regulatory mechanisms of coronary

artery disease risk. Nature Genetics, 2022, 54, 804-816.

Single-cell epigenomic analyses implicate candidate causal variants at inherited risk loci for 914 217
Alzheimera€™s and Parkinsona€™s diseases. Nature Genetics, 2020, 52, 1158-1168. :

Assessing the accuracy of phylogenetic rooting methods on prokaryotic gene families. PLoS ONE, 2020,
15, e0232950.

4 SaGePhy: an improved phylogenetic simulation framework for gene and subgene evolution. a1 17
Bioinformatics, 2019, 35, 3496-3498. :

RANGER-DTL 2.0: rigorous reconstruction of gene-family evolution by duplication, transfer and loss.

Bioinformatics, 2018, 34, 3214-3216.

On the impact of uncertain gene tree rooting on duplication-transfer-loss reconciliation. BMC 06 13
Bioinformatics, 2018, 19, 290. :



