112 2,117 24 43

papers citations h-index g-index

129 2,613 3 5.05

ext. papers ext. citations avg, IF L-index



111

109

107

105

103

101

KONSTANTIN KRUTOVSKY

Paper IF Citations

Association genetics of coastal Douglas fir (Pseudotsuga menziesii var. menziesii, Pinaceae). I.
Cold-hardiness related traits. Genetics, 2009, 182, 1289-302

Forest-tree population genomics and adaptive evolution. New Phytologist, 2006, 170, 227-38 9.8 168

Nucleotide diversity and linkage disequilibrium in cold-hardiness- and wood quality-related
candidate genes in Douglas fir. Genetics, 2005, 171, 2029-41

Comparative mapping in the Pinaceae. Genetics, 2004, 168, 447-61 4 103

Mixed-species versus monocultures in plantation forestry: Development, benefits, ecosystem
services and perspectives for the future. Global Ecology and Conservation, 2018, 15, 00419

RAPDs and allozymes exhibit similar levels of diversity and differentiation among populations and 6
races of Douglas-fir. Heredity, 1998, 81, 69-78 3 93

Multilocus patterns of nucleotide diversity and divergence reveal positive selection at candidate
genes related to cold hardiness in coastal Douglas Fir (Pseudotsuga menziesii var. menziesii).
Genetics, 2009, 183, 289-98

Introgressive hybridization and phylogenetic relationships between Norway, Picea abies (L.) Karst.,

and Siberian, P. obovata Ledeb., spruce species studied by isozyme loci. Heredity, 1995, 74, 464-480 36 66

Structure and expression of duplicate AGAMOUS orthologues in poplar. Plant Molecular Biology,
2000, 44, 619-34

Nuclear DNA diversity, population differentiation, and phylogenetic relationships in the California 5
closed-cone pines based on RAPD and allozyme markers. Genome, 1999, 42, 893-908 4

A DEFICIENS homolog from the dioecious tree black cottonwood is expressed in female and male
floral meristems of the two-whorled, unisexual flowers. Plant Physiology, 2000, 124, 627-40

An annotated genetic map of loblolly pine based on microsatellite and cDNA markers. BMC Genetics

,2011,12,17 26 50

Evolution of exon-intron structure and alternative splicing. PLoS ONE, 2011, 6, e18055

Mapping of quantitative trait loci controlling adaptive traits in coastal Douglas-fir. IV. 6
Cold-hardiness QTL verification and candidate gene mapping. Molecular Breeding, 2005, 15, 145-156 34 4

Highly variable SSR markers in Douglas-fir: Mendelian inheritance and map locations. Theoretical
and Applied Genetics, 2004, 108, 873-80

Genetic structure and association mapping of adaptive and selective traits in the east Texas loblolly

pine (Pinus taeda L.) breeding populations. Tree Genetics and Genomes, 2013,9, 1161-1178 21 36

Self-citation can inflate h-index. Scientometrics, 2008, 77, 373-375




(2019-2016)

Exome genotyping, linkage disequilibrium and population structure in loblolly pine (Pinus taeda L.).
95 BMC Genomics, 2016, 17, 730 45 35

RAPD Genome maps of Douglas-fir 1998, 89, 197-205

Estimation of population structure in coastal Douglas-fir [Pseudotsuga menziesii (Mirb.) Franco var. L
93 menziesii] using allozyme and microsatellite markers. Tree Genetics and Genomes, 2009, 5, 641-658 2 34

Relationships among the Spruces (Picea, Pinaceae) of Southwestern North America. Systematic
Botany, 2004, 29, 275-295

. A Reference Genome Sequence for the European Silver Fir ( Mill.): A Community-Generated 5 s
9 Genomic Resource. G3: Genes, Genomes, Genetics, 2019, 9, 2039-2049 3 9

RAPD markers of mitochondrial origin exhibit lower population diversity and higher differentiation
than RAPDs of nuclear origin in Douglas fir. Molecular Ecology, 1998, 7, 801-812

3 Mobile genetic elements explain size variation in the mitochondrial genomes of four 5
9 closely-related Armillaria species. BMC Genomics, 2019, 20, 351 4-5 4

Stepwise large genome assembly approach: a case of Siberian larch (Larix sibirica Ledeb). BMC
Bioinformatics, 2019, 20, 37

3 Development of genetic markers in Eucalyptus species by target enrichment and exome
7 sequencing. PLoS ONE, 2015, 10, e0116528 37 24

Landscape Genomics: Understanding Relationships Between Environmental Heterogeneity and
Genomic Characteristics of Populations. Population Genomics, 2017, 261-322

Association genetics of growth and adaptive traits in loblolly pine (Pinus taeda L.) using

85 whole-exome-discovered polymorphisms. Tree Genetics and Genomes, 2017, 13, 1 2121

Seed dispersal at alpine treeline: an assessment of seed movement within the alpine treeline
ecotone. Ecosphere, 2017, 8, e01649

Landscape genomic insights into the historic migration of mountain hemlock in response to

83 Holocene climate change. American Journal of Botany, 2017, 104, 439-450 27 20

Isolation of a full-length CCNIBSLRR resistance gene analog candidate from sugar pine showing
low nucleotide diversity. Tree Genetics and Genomes, 2006, 2, 76-85

Genetic variation and signatures of natural selection in populations of European beech (Fagus

81 sylvatica L.) along precipitation gradients. Tree Genetics and Genomes, 2018, 14, 1

2.1 20

Conserved ortholog sets in forest trees. Tree Genetics and Genomes, 2006, 3, 61-70

Response of Four Tree Species to Changing Climate in a Moisture-Limited Area of South Siberia. 58 1
79 Forests, 2019, 10, 999 : 5

Integrating DNA Barcoding and Traditional Taxonomy for the Identification of Dipterocarps in

Remnant Lowland Forests of Sumatra. Plants, 2019, 8,




KONSTANTIN KRUTOVSKY

Detecting the genetic basis of local adaptation in loblolly pine ( L.) using whole exome-wide
77 genotyping and an integrative landscape genomics analysis approach. Ecology and Evolution, 2019, 2.8 12
9, 6798-6809

Gene Flow, Spatial Structure, Local Adaptation, and Assisted Migration in Trees 2012, 71-116

Transferability and Polymorphism of SSR Markers Located in Flavonoid Pathway Genes in and

75 Species. Genes, 2019, 11, 4.2 12

Population Epigenomics: Advancing Understanding of Phenotypic Plasticity, Acclimation,
Adaptation and Diseases. Population Genomics, 2018, 179-260

Colonization history of Scots pine in Eastern Europe and North Asia based on mitochondrial DNA

73 variation. Tree Genetics and Genomes, 2018, 14, 1 2110

The effect of individual genetic heterozygosity on general homeostasis, heterosis and resilience in
Siberian larch (Larix sibirica Ledeb.) using dendrochronology and microsatellite loci genotyping.
Dendrochronologia, 2016, 38, 26-37

Somaclonal variation of haploid in vitro tissue culture obtained from Siberian larch (Larix sibirica
71 Ledeb.) megagametophytes for whole genome de novo sequencing. /n Vitro Cellular and 23 10
Developmental Biology - Plant, 2014, 50, 655-664

Saving the world'’s ash forests calls for international cooperation now. Nature Ecology and Evolution
,2019, 3, 141-144

6 Predicting Adaptive Genetic Variation of Loblolly Pine (Pinus taeda L.) Populations Under Projected
9 Future Climates Based on Multivariate Models. Journal of Heredity, 2019, 110, 857-865 49

De novo assembling and primary analysis of genome and transcriptome of gray whale Eschrichtius
robustus. BMC Evolutionary Biology, 2017, 17, 258

Development of new mitochondrial DNA markers in Scots pine (Pinus sylvestris L.) for population

and phylogeographic studies. Russian Journal of Genetics, 2015, 51, 1199-1203 06 9

Genetic diversity and differentiation of introduced red oak (Quercus rubra) in Germany in
comparison with reference native North American populations. European Journal of Forest Research
, 2019, 138, 275-285

From population genetics to population genomics of forest trees: Integrated population genomics

65 approach. Russian Journal of Genetics, 2006, 42, 1088-1100 o6 8

Exploring the genetic basis of gene transcript abundance and metabolite levels in loblolly pine
(Pinus taeda L.) using association mapping and network construction. BMC Genetics, 2018, 19, 100

Siberian larch (Larix sibirica Ledeb.) chloroplast genome and development of polymorphic 6
chloroplast markers. BMC Bioinformatics, 2019, 20, 38 3 7

Morphological and genetic diversity of shea tree (Vitellaria paradoxa) in the savannah regions of
Ghana. Genetic Resources and Crop Evolution, 2017, 64, 1253-1268

Growth and Its Relationship to Individual Genetic Diversity of Mountain Hemlock (Tsuga
61 mertensiana) at Alpine Treeline in Alaska: Combining Dendrochronology and Genomics. Forests, 28 7
2017, 8,418

Allozyme evidence for polyzygotic polyembryony in Siberian stone pine (Pinus sibirica Du Tour).

Theoretical and Applied Genetics, 1995, 90, 811-8




(2018-2020)

Genetic structure of coast redwood (Sequoia sempervirens [D. Don] Endl.) populations in and
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