92

papers

95

all docs

147801

4,844 31
citations h-index
95 95
docs citations times ranked

102487
66

g-index

4208

citing authors



10

12

14

16

18

A K Q RDAAADN

ARTICLE IF CITATIONS

Attenuation of ethylene signaling increases cotton resistance to a defoliating strain of Verticillium

dahliae. Crop Journal, 2023, 11, 89-98.

Crustacean Meal Elicits Expression of Growth and Defense-Related Genes in Roots of Lettuce and 16 5
Tomato. PhytoFrontiers, 2022, 2, 10-20. :

Composition of the Microbiomes from Spinach Seeds Infested or Noninfested with <i>Peronospora
effusa</i> or <i>Verticillium dahliae</i>. Phytobiomes Journal, 2022, 6, 169-180.

miR398b negatively regulates cotton immune responses to Verticillium dahliae via multiple targets. 5.9 6
Crop Journal, 2022, 10, 1026-1036. :

Identification of long non-coding RNAs in Verticillium dahliae following inoculation of cotton.
Microbiological Research, 2022, 257, 126962.

The Verticillium dahliae Spt-Ada-Gen5 Acetyltransferase Complex Subunit Adal Is Essential for Conidia
and Microsclerotia Production and Contributes to Virulence. Frontiers in Microbiology, 2022, 13, 3.5 5
852571.

Verticillium dahliae CFEM proteins manipulate host immunity and differentially contribute to
virulence. BMC Biology, 2022, 20, 55.

A secreted ribonuclease effector from <i>Verticillium dahliae</i> localizes in the plant nucleus to

modulate host immunity. Molecular Plant Pathology, 2022, 23, 1122-1140. 4.2 15

The bZip Transcription Factor VAMRTF1 is a Negative Regulator of Melanin Biosynthesis and Virulence
in Verticillium dahliae. Microbiology Spectrum, 2022, 10, e0258121.

The secretome of <i>Verticillium dahliae</i> in collusion with plant defence responses modulates

<scp>Verticillium</scp> wilt symptoms. Biological Reviews, 2022, 97, 1810-1822. 10.4 15

A polyketide synthase from Verticillium dahliae modulates melanin biosynthesis and hyphal growth to
promote virulence. BMC Biology, 2022, 20, .

Welcoming PhytoFrontiersa,,¢ into Our APS Family of Journals. PhytoFrontiers, 2021, 1, 2-3. 1.6 0

GhMYB4 downregulates lignin biosynthesis and enhances cotton resistance to Verticillium dahliae.
Plant Cell Reports, 2021, 40, 735-751.

A Singlea€Nucleotide Mutation in a GLUTAMATE RECEPTOR&€LIKE Gene Confers Resistance to Fusarium Wilt

in <i>Gossypium hirsutum</i>. Advanced Science, 2021, 8, 2002723. 11.2 37

Genome Sequence Data of MAT1-1 and MAT1-2 Idiomorphs from Verticillium dahliae. Phytopathology,
2021, , PHYTO01210012A.

<i>Verticillium klebahnii</i> and <i>V. isaacii</i> Isolates Exhibit Host-Dependent Biological Control 16 9
of Verticillium Wilt Caused by <i>V. dahliae</i>. PhytoFrontiers, 2021, 1, 276-290. )

Cytotoxic function of xylanase VdXyn4 in the plant vascular wilt pathogen <i>Verticillium

dahliae</i>. Plant Physiology, 2021, 187, 409-429.

Dynamics of Verticillium dahliae race 1 population under managed agricultural ecosystems. BMC 3.8
Biology, 2021, 19, 131. .



20

22

24

26

28

30

32

34

36

STEVEN ) KLOSTERMAN

ARTICLE IF CITATIONS

Transcriptome Variations in Verticillium dahliae in Response to Two Different Inorganic Nitrogen

Sources. Frontiers in Microbiology, 2021, 12, 712701.

Biological Characteristics of Verticillium dahliae MAT1-1 and MAT1-2 Strains. International Journal of a1 5
Molecular Sciences, 2021, 22, 7148. :

Ke?g Insights and Research Prospects at the Dawn of the Population Genomics Era for Verticillium
danliae. Annual Review of Phytopathology, 2021, 59, 31-51.

Functional Genomics and Comparative Lineage-Specific Region Analyses Reveal Novel Insights into Race

Divergence in Verticillium dahliae. Microbiology Spectrum, 2021, 9, e0111821. 3.0 4

Measurements of Aerial Spore Load by qPCR Facilitates Lettuce Downy Mildew Risk Advisement. Plant
Disease, 2020, 104, 82-93.

Genome Sequence of <i>Verticillium dahliae</i> Race 1 Isolate VdLs.16 From Lettuce. Molecular 06 4
Plant-Microbe Interactions, 2020, 33, 1265-1269. :

Convergent and distinctive functions of transcription factors VdYap1, VdAtfl, and VdSkn7 in the
re%ulation of nitrosative stress resistance, microsclerotia formation, and virulence in Verticillium
dahliae. Molecular Plant Pathology, 2020, 21, 1451-1466.

Detached leaf inoculation assay for evaluating resistance to the spinach downy mildew pathogen. 17 13
European Journal of Plant Pathology, 2020, 158, 511-520. :

Sporangiospore Viability and Oospore Production in the Spinach Downy Mildew Pathogen,
<i>Peronospora effusa</i>. Plant Disease, 2020, 104, 2634-2641.

Hormone Signaling and Its Interplay With Development and Defense Responses in Verticillium-Plant

Interactions. Frontiers in Plant Science, 2020, 11, 584997. 3.6 27

Functional analyses of small secreted cysteinea€rich proteins identified candidate effectors in
<i>Verticillium dahliae</i>. Molecular Plant Pathology, 2020, 21, 667-685.

The Arabidopsis SENESCENCE-ASSOCIATED GENE 13 Regulates Dark-Induced Senescence and Plays
Contrasting Roles in Defense Against Bacterial and Fungal Pathogens. Molecular Plant-Microbe 2.6 26
Interactions, 2020, 33, 754-766.

The bZIP transcription factor VdAtf1 regulates virulence by mediating nitrogen metabolism in
<i>Verticillium dahliae</i>. New Phytologist, 2020, 226, 1461-1479.

Genome Sequences of <i>Verticillium dahliae</i> Defoliating Strain X)592 and Nondefoliating Strain 06 5
XJ511. Molecular Plant-Microbe Interactions, 2020, 33, 565-568. :

Transcriptional analyses of differential cultivars during resistant and susceptible interactions with
Peronospora effusa, the causal agent of spinach downy mildew. Scientific Reports, 2020, 10, 6719.

Two Verticillium dahliae MAPKKKs, VdSsk2 and VdStel1, Have Distinct Roles in Pathogenicity,

Microsclerotial Formation, and Stress Adaptation. MSphere, 2019, 4, . 2.9 31

Proteome and metabolome analyses reveal differential responses in tomato -Verticillium

dahliae-interactions. Journal of Proteomics, 2019, 207, 103449.

The <i>Verticillium dahliae</i> Sho14€MAPK pathway regulates melanin biosynthesis and is required for

cotton infection. Environmental Microbiology, 2019, 21, 4852-4874. 3.8 36



38

40

42

44

46

48

50

52

54

STEVEN ) KLOSTERMAN

ARTICLE IF CITATIONS

Insights into VdCmrla€mediated protection against high temperature stress and UV irradiation in

<i>Verticillium dahliae</i>. Environmental Microbiology, 2019, 21, 2977-2996.

Arabidopsis defense mutant ndrl-1 displays accelerated development and early flowering mediated by

the hormone gibberellic acid. Plant Science, 2019, 285, 200-213. 3.6 9

The <i>Gossypium hirsutumc</i> TIRAENBSE€LRR gene <i>ChDSC1 <[i>mediates resistance against Verticillium
wilt. Molecular Plant Pathology, 2019, 20, 857-876.

Spinach Downy Mildew: Advances in Our Understanding of the Disease Cycle and Prospects for

Disease Management. Plant Disease, 2019, 103, 791-803. L4 38

Population genomics demystifies the defoliation phenotype in the plant pathogen <i>Verticillium
dahliae</i>. New Phytologist, 2019, 222, 1012-1029.

Genomewide Transcriptome Profiles Reveal How Bacillus subtilis Lipopeptides Inhibit Microsclerotia

Formation in Verticillium dahliae. Molecular Plant-Microbe Interactions, 2019, 32, 622-634. 2.6 19

Detection of Latent <i>Peronospora effusa</i> Infections in Spinach. Plant Disease, 2018, 102, 1766-1771.

SNARE-Encoding Genes VdSec22 and VdSsol Mediate Protein Secretion Required for Full Virulence in

Verticillium dahliae. Molecular Plant-Microbe Interactions, 2018, 31, 651-664. 2.6 39

Characterization of two homeodomain transcription factors with critical but distinct roles in
virulence in the vascular pathogen <i>Verticillium dahliae</i>. Molecular Plant Pathology, 2018, 19,
986-1004.

Comparative genomics of downy mildews reveals potential adaptations to biotrophy. BMC Genomics, 0.8 59
2018, 19, 851. ’

Genome-Wide Identification and Functional Analyses of the CRK Gene Family in Cotton Reveals GbCRK18
Confers Verticillium Wilt Resistance in Gossypium barbadense. Frontiers in Plant Science, 2018, 9, 1266.

The Transcription Factor VdHapX Controls Iron Homeostasis and Is Crucial for Virulence in the

Vascular Pathogen Verticillium dahliae. MSphere, 2018, 3, . 2.9 28

Heterologous Expression of the Cotton NBS-LRR Gene GbaNA1 Enhances Verticillium Wilt Resistance in
Arabidopsis. Frontiers in Plant Science, 2018, 9, 119.

Transcription factor VdCmr1 is required for pigment production, protection from UV irradiation, and
regulates expression of melanin biosynthetic genes in Verticillium dahliae. Microbiology (United) Tj ETQQO 0 O rgBTy®verlocks¥0 Tf 50 2
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