CITATION REPORT
List of articles citing

Source: https://exaly.com/paper-pdf/44422371/citation-report.pdf
Version: 2024-04-23

This report has been generated based on the citations recorded by exaly.com for the above article. For
the latest version of this publication list, visit the link given above.

The third column is the impact factor (IF) of the journal, and the fourth column is the number of

citations of the article.




123

1271

119

117

115

113

111

109

CITATION REPORT

Paper IF Citations

Community analysis of chronic wound bacteria using 16S rRNA gene-based pyrosequencing: impact
of diabetes and antibiotics on chronic wound microbiota. PLoS ONE, 2009, 4, e6462

Majority rules? Tallying the microbial census in an abscess by means of molecular methods. 2009,
48, 1179-81

Computational resources in infectious disease: limitations and challenges. 2009, 5, 1000481

Pyrosequencing of the chaperonin-60 universal target as a tool for determining microbial 3
community composition. 2009, 75, 2889-98 3

Bacterial vaginosis: identifying research gaps proceedings of a workshop sponsored by
DHHS/NIH/NIAID. Sexually Transmitted Diseases, 2010, 37, 732-44

Design of 16S rRNA gene primers for 454 pyrosequencing of the human foregut microbiome. 2010,

16, 4135-44 261

Molecular analysis of the diversity of vaginal microbiota associated with bacterial vaginosis. 2010,
11, 488

Analysis of multitag pyrosequence data from human cervical lavage samples. 2010, 7, 1076-85 8

Network-based modeling of the human gut microbiome. 2010, 7, 1040-50

Deep sequencing of the vaginal microbiota of women with HIV. PLoS ONE, 2010, 5, e12078 3.7 203

Bacterial vaginosis assessed by gram stain and diminished colonization resistance to incident
gonococcal, chlamydial, and trichomonal genital infection. Journal of Infectious Diseases, 2010, 202, 1907415

Identification of rhesus macaque genital microbiota by 16S pyrosequencing shows similarities to
human bacterial vaginosis: implications for use as an animal model for HIV vaginal infection. 2010, 63
26, 193-200

Oral biofilms: emerging concepts in microbial ecology. 2010, 89, 8-18

Quantitative PCR assessments of bacterial species in women with and without bacterial vaginosis. 6
2010, 48, 1812-9 7
Multiplex detection of bacteria in complex clinical and environmental samples using

oligonucleotide-coupled fluorescent microspheres. 2011,

Vaginal microbiome and sexually transmitted infections: an epidemiologic perspective. 2011, 121, 4610-7 149

Group B Streptococcus and HIV infection in pregnant women, Malawi, 2008-2010. 2011, 17, 1932-5




(2013-2011)

The vaginal microbiome: new information about genital tract flora using molecular based

107 techniques. 2011, 118, 533-49

300

The effects of commensal bacteria on innate immune responses in the female genital tract. 2011,
65, 190-5

Microarray-based identification of clinically relevant vaginal bacteria in relation to bacterial

105 vaginosis. 2011, 204, 305.e1-7 39

Molecular definition of vaginal microbiota in East African commercial sex workers. 2011, 77, 4066-74

Pyrosequencing of the genital microbiotas of HIV-seropositive and -seronegative women reveals

103 |actobacillus iners as the predominant Lactobacillus Species. 2011, 77, 378-81

Effect of probiotic bacteria on microbial host defense, growth, and immune function in human
immunodeficiency virus type-1 infection. 2011, 3, 1042-70

Novel vaginal microflora colonization model providing new insight into microbicide mechanism of

10T 5ction. 2011, 2, e00168-11

63

Vaginal microbiota of healthy pregnant Mexican women is constituted by four Lactobacillus species
and several vaginosis-associated bacteria. 2011, 2011, 851485

99  Maternal HIV infection and vertical transmission of pathogenic bacteria. 2012, 130, €581-90 41

Longitudinal assessment of pigtailed macaque lower genital tract microbiota by pyrosequencing
reveals dissimilarity to the genital microbiota of healthy humans. 2012, 28, 1244-9

Increased Likelihood of Bacterial Pathogens in the Coronal Sulcus and Urethra of Uncircumcised
97 Men in a Diverse Group of HIV Infected and Uninfected Patients in India. 2012, 4, 6-9

Altered vaginal microbiota are associated with perinatal mother-to-child transmission of HIV in
African women from Burkina Faso. 2012, 60, 299-306

95 The microbiota of the vagina and its influence on women[$ health and disease. 2012, 343, 2-9 154

Microbial diversity of genital ulcer disease in men enrolled in a randomized trial of male
circumcision in Kisumu, Kenya. PLoS ONE, 2012, 7, e38991

Comparative analysis of microbiome measurement platforms using latent variable structural
93 equation modeling. 2013, 14, 79

Vaginal microbiota and its role in HIV transmission and infection. 2013, 37, 762-92

Vaginal microbiome in women from Greenland assessed by microscopy and quantitative PCR. 2013,
9T 13,480 42

Our second genome-human metagenome: how next-generation sequencer changes our life

through microbiology. 2013, 62, 119-44




CITATION REPORT

3 The villain team-up or how Trichomonas vaginalis and bacterial vaginosis alter innate immunity in
9 concert. 2013, 89, 460-6 73

Ultradeep pyrosequencing of hepatitis C virus hypervariable region 1 in quasispecies analysis. 2013,
2013, 626083

Association of the vaginal microbiota with human papillomavirus infection in a Korean twin cohort.

87 PLoS ONE 2013, 8, 63514 163

Composition of the vaginal microbiota in women of reproductive age--sensitive and specific
molecular diagnosis of bacterial vaginosis is possible?. PLoS ONE, 2013, 8, e60670

3 Comparison of lower genital tract microbiota in HIV-infected and uninfected women from Rwanda L
5 andthe US. PLoS ONE, 2014, 9, e96844 37 15

The vaginal microbiota: what have we learned after a decade of molecular characterization?. PLoS
ONE, 2014, 9, e105998

3 Characterisation of the vaginal microflora of human immunodeficiency virus (HIV) positive and
3 negative women in a sub-urban population of Kenya. 2014, 13, 1075-1085

Oral mycobiome analysis of HIV-infected patients: identification of Pichia as an antagonist of
opportunistic fungi. 2014, 10, e1003996

A compositional look at the human gastrointestinal microbiome and immune activation parameters

81 in HIV infected subjects. 2014, 10, e1003829 259

Anal microbiota profiles in HIV-positive and HIV-negative MSM. 2014, 28, 753-60

79  Mucosal correlates of protection in HIV-1-exposed sero-negative persons. 2014, 72, 219-27 14

Microbiota and pelvic inflammatory disease. 2014, 32, 43-9

77 Microbiome in human immunodeficiency virus infection. 2014, 34, 733-45 25

Lactobacillus-dominated cervicovaginal microbiota associated with reduced HIV/STI prevalence and
genital HIV viral load in African women. 2014, 8, 1781-93

Deep sequencing of hepatitis C virus hypervariable region 1 reveals no correlation between genetic
75 heterogeneity and antiviral treatment outcome. 2014, 14, 389 7

HIV infection and microbial diversity in saliva. 2014, 52, 1400-11

Illumina-based analysis of endophytic bacterial diversity and space-time dynamics in sugar beet on 3
73 the north slope of Tianshan mountain. 2014, 98, 6375-85 3

The vaginal microbiota over an 8- to 10-year period in a cohort of HIV-infected and HIV-uninfected

women. PLoS ONE, 2015, 10, e0116894




(2017-2015)

Cleavage/alteration of interleukin-8 by matrix metalloproteinase-9 in the female lower genital
7T tract. PLoS ONE, 2015, 10, 0116911 37 9

Lactobacillus species as biomarkers and agents that can promote various aspects of vaginal health.
2015, 6, 81

Relationship Between Genital Drug Concentrations and Cervical Cellular Immune Activation and
69 Reconstitution in HIV-1-Infected Women on a Raltegravir Versus a Boosted Atazanavir Regimen. 1
2015, 31, 1015-22

Endogenous Microbiota of the Genitourinary Tract. 2015, 95-107

67 Simian Immunodeficiency Virus Infection and Mucosal Immunity. 2015, 1493-1520 2

A multiplex real-time PCR assay for routine diagnosis of bacterial vaginosis. 2015, 34, 1779-85

65 Correlates of the molecular vaginal microbiota composition of African women. 2015, 15, 86 36

Biodiversity and Microbial Ecosystems Functioning. 2015, 261-291

Illumina-based analysis of bacterial diversity related to halophytes Salicornia europaea and Sueada
aralocaspica. 2015, 53, 678-85 30

Gynecologic health and disease in relation to the microbiome of the female reproductive tract.
2015, 104, 1351-7

61 Perspectives on Microbiome Manipulation in People of Developing Countries. 2016, 31-43

Cervical Microbiome and Cytokine Profile at Various Stages of Cervical Cancer: A Pilot Study. PLoS
ONE, 2016, 11, 0153274

59  Prevalent high-risk HPV infection and vaginal microbiota in Nigerian women. 2016, 144, 123-37 79

The Vaginal Microbiome: Current Understanding and Future Directions. Journal of Infectious
Diseases, 2016, 214 Suppl 1, S36-41

Improving the microbial community reconstruction at the genus level by multiple 16S rRNA regions.
57 2016,398,1-8

Role of HIV exposure and infection in relation to neonatal GBS disease and rectovaginal GBS
carriage: a systematic review and meta-analysis. 2017, 7, 13820

55 Bioinformatics in Microbiome Analysis. 2017, 44, 1-18 3

Bacterial Vaginosis and Sexually Transmitted Diseases: Relationship and Management. 2017,




CITATION REPORT

53 Vaginal Inhibits HIV-1 Replication in Human Tissues. 2017, 8, 906 37

Quantification of Human Microbiome Stability Over 6 Months: Implications for Epidemiologic
Studies. 2018, 187, 1282-1290

Endophytic bacterial diversity decrease in amaranth mutant lines after radiation mutagenesis. 2018
5T 95,109-116 3

Vaginal microbiota and susceptibility to HIV. 2018, 32, 687-698

49 Hormonal Contraception and HIV-1 Acquisition: Biological Mechanisms. 2018, 39, 36-78 74

Intersections Between Neuroimmune and Microbiota. 2018, 1781, 21-35

Evaluation of different 16S rRNA gene V regions for exploring bacterial diversity in a eutrophic °
47 freshwater lake. 2018, 618, 1254-1267 5

Single-dose versus 7-day-dose metronidazole for the treatment of trichomoniasis in women: an
open-label, randomised controlled trial. 2018, 18, 1251-1259

Rectal and Naris Swabs: Practical and Informative Samples for Analyzing the Microbiota of Critically
45 |ll Patients. 2018, 3,

Disbiome database: linking the microbiome to disease. 2018, 18, 50

Rumen bacterial community responses to DPA, EPA and DHA in cattle and sheep: A comparative in L
43 vitro study. 2019, 9, 11857 3

Modulation of Saliva Microbiota through Prebiotic Intervention in HIV-Infected Individuals. 2019,
11,

. Cultivated Human Vaginal Microbiome Communities Impact Zika and Herpes Simplex Virus
4 Replication in Vaginal Mucosal Cultures. 2018, 9, 3340 5

Relationship between the Cervical Microbiome, HIV Status, and Precancerous Lesions. 2019, 10,

Comparative study of lactobacilli and bifidobacteria in vaginal tract of individual with bacterial
39 vaginosis and healthy control by quantitative PCR. 2019, 30, 148-154

In Silico and Experimental Evaluation of Primer Sets for Species-Level Resolution of the Vaginal
Microbiota Using 16S Ribosomal RNA Gene Sequencing. Journal of Infectious Diseases, 2019, 219, 305-314

Understanding and interpreting community sequencing measurements of the vaginal microbiome.
37 2020, 127, 139-146 3

Characterization of the Vaginal Microbiome in Women with Infertility and Its Potential Correlation

with Hormone Stimulation during Fertilization Surgery. 2020, 5,




(2015-2021)

35 Microbiome diversity predicts surgical success in patients with rectovaginal fistula. 2021, 32, 2491-2501

How the Cervical Microbiota Contributes to Cervical Cancer Risk in Sub-Saharan Africa. Frontiers in
Cellular and Infection Microbiology, 2020, 10, 23

Diversity and space-time dynamics of the bacterial communities in cotton () rhizosphere soil. 2020,
3 66,228-242

-Depleted Vaginal Microbiota in Pregnant Women Living With HIV-1 Infection Are Associated With
Increased Local Inflammation and Preterm Birth. Frontiers in Cellular and Infection Microbiology,
2020, 10, 596917

31 Dysbiotic oral and gut viromes in untreated and treated rheumatoid arthritis patients. 1

:an emerging pathogen in female reproductive disease and adverse perinatal outcomes. 2021, 47, 517-542

The Female Vaginal Microbiome in Health and Bacterial Vaginosis. Frontiers in Cellular and Infection

29 Microbiology, 2021, 11, 631972 59 20

Comparative analysis of the vaginal microbiome of Chinese women with Trichomonas vaginalis and
mixed infection. 2021, 154, 104790

27 The Human Vaginal Microbiome. 2011, 91-115 4

Experimental approaches to investigating the vaginal biofilm microbiome. 2014, 1147, 85-103

Pyrosequencing of chaperonin-60 (cpn60) amplicons as a means of determining microbial

25 community composition. 2011, 733, 143-58 22

Caviibacter abscessus gen. nov., sp. nov., a member of the family Leptotrichiaceae isolated from
guinea pigs (Cavia porcellus). International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 1652-1659

A comparison of parallel pyrosequencing and sanger clone-based sequencing and its impact on the
23 characterization of the genetic diversity of HIV-1. PLoS ONE, 2011, 6, e26745 37 32

Identification and characterization of bacterial vaginosis-associated pathogens using a
comprehensive cervical-vaginal epithelial coculture assay. PLoS ONE, 2012, 7, e50106

A Comparison of Single versus Multi-Dose Metronidazole by Select Clinical Factors for the

21 Treatment of Trichomonas vaginalis in Women. Sexually Transmitted Diseases, 2021, 24

Vulvovaginitis and Cervicitis. 2010, 1495-1509

19  The Genital Mucosa, the Front Lines in the Defense Against HIV. 2012, 145-168

Vulvovaginitis and Cervicitis. 2015, 1358-1371.e2




—7

5

L

11

CITATION REPORT

PREVALENCE AND RISK FACTORS OF BACTERIAL VAGINOSIS AMONG WOMEN OF REPRODUCTIVE
AGE ATTENDING RURAL TERTIARY CARE INSTITUTE OF WESTERN UTTAR PRADESH. Journal of 0.1 3
Evolution of Medical and Dental Sciences, 2016, 5, 2695-2701

The Relationship Between the Cervical Microbiome, HIV Status, and Pre-Cancerous Lesions.

The microbiota of the human genitourinary tract: trying to see the forest through the trees.

Transactions of the American Clinical and Climatological Association, 2012, 123, 242-56 o9 28

Associations Between Vaginal Bacteria and Bacterial Vaginosis Signs and Symptoms: A Comparative
Study of Kenyan and American Women.. Frontiers in Cellular and Infection Microbiology, 2022, 12, 801 77009

Image_1.TIF. 2019,

Image_2.TIF. 2019,

Image_3.TIF. 2019,

Image_4.TIF. 2019,

Image_5.TIF. 2019,

Image_6.TIF. 2019,

First reported case of Robinsoniella peoriensis pyometra and bloodstream infection: A case report

and review of the literature.. Anaerobe, 2022, 75, 102581 28 o

Evaluation of a Colombian oregano oil (Lippia origanoides Kunth) and a novel yeast product from
Pichia guilliermondii, alone or in combination, on rumen fermentation, methanogenesis and the
microbiome in the rumen simulation technique. Frontiers in Animal Science, 3,

The Vaginal Microbiota in Early Pregnancy Identifies a Subset of Women at Risk for Early Preterm
Prelabor Rupture of Membranes and Preterm Birth.

Female reproductive tract microbiome and early miscarriages.

The initial interplay between HIV and mucosal innate immunity. 14, 1

EtiologH infecciosa del flujo vaginal en mujeres atendidas en el Laboratorio Cl@ico VID de

MedellB. 2016, 5, 63-68

Impact of testosterone use on the vaginal microbiota of transgender men, including susceptibility
to bacterial vaginosis: study protocol for a prospective, observational study. 2023, 13, e073068



