
Selection bias at the heterosexual HIV-1 transmission bottleneck

Science

345, 1254031

DOI: 10.1126/science.1254031

Citation Report



Citation Report

2

# Article IF Citations

1 Preexisting compensatory amino acids compromise fitness costs of a HIV-1Â T cell escape mutation.
Retrovirology, 2014, 11, 101. 0.9 12

2
Immuno-epidemiological Modeling of HIV-1 Predicts High Heritability of the Set-Point Virus Load, while
Selection for CTL Escape Dominates Virulence Evolution. PLoS Computational Biology, 2014, 10,
e1003899.

1.5 26

3 Restriction of Francisella novicida Genetic Diversity during Infection of the Vector Midgut. PLoS
Pathogens, 2014, 10, e1004499. 2.1 15

4 A fitness bottleneck in HIV-1 transmission. Science, 2014, 345, 136-137. 6.0 10

5 Epidemiologic data and pathogen genome sequences: a powerful synergy for public health. Genome
Biology, 2014, 15, 538. 3.8 97

7 Impact of early-stage HIV transmission on treatment as prevention. Proceedings of the National
Academy of Sciences of the United States of America, 2014, 111, 15867-15868. 3.3 20

8
Particle infectivity of HIV-1 full-length genome infectious molecular clones in a subtype C
heterosexual transmission pair following high fidelity amplification and unbiased cloning. Virology,
2014, 468-470, 454-461.

1.1 20

9 Nef-mediated down-regulation of CD4 and HLA class I in HIV-1 subtype C infection: Association with
disease progression and influence of immune pressure. Virology, 2014, 468-470, 214-225. 1.1 20

10
Breakthrough of SIV strain smE660 challenge in SIV strain mac239-vaccinated rhesus macaques despite
potent autologous neutralizing antibody responses. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, 10780-10785.

3.3 36

11 The HIV treatment cascade in acutely infected people. Current Opinion in HIV and AIDS, 2015, 10, 395-402. 1.5 12

12 Disentangling the impact of within-host evolution and transmission dynamics on the tempo of HIV-1
evolution. Aids, 2015, 29, 1549-1556. 1.0 16

13 HIV transmission biology. Aids, 2015, 29, 2219-2227. 1.0 26

14 CD4:CD8 lymphocyte ratio as a quantitative measure of immunologic health in HIV-1 infection: findings
from an African cohort with prospective data. Frontiers in Microbiology, 2015, 6, 670. 1.5 12

15 Discordant Impact of HLA on Viral Replicative Capacity and Disease Progression in Pediatric and Adult
HIV Infection. PLoS Pathogens, 2015, 11, e1004954. 2.1 64

16 Heterosexual Transmission of Subtype C HIV-1 Selects Consensus-Like Variants without Increased
Replicative Capacity or Interferon-Î± Resistance. PLoS Pathogens, 2015, 11, e1005154. 2.1 76

17 Bottlenecks in HIV-1 transmission: insights from the study of founder viruses. Nature Reviews
Microbiology, 2015, 13, 414-425. 13.6 179

18 Primer ID Validates Template Sampling Depth and Greatly Reduces the Error Rate of Next-Generation
Sequencing of HIV-1 Genomic RNA Populations. Journal of Virology, 2015, 89, 8540-8555. 1.5 111

19 HIV-1 adaptation to HLA: a window into virusâ€“host immune interactions. Trends in Microbiology, 2015,
23, 212-224. 3.5 85



3

Citation Report

# Article IF Citations

20 Multiplexed highly-accurate DNA sequencing of closely-related HIV-1 variants using continuous long
reads from single molecule, real-time sequencing. Nucleic Acids Research, 2015, 43, e129-e129. 6.5 41

21 High Heritability Is Compatible with the Broad Distribution of Set Point Viral Load in HIV Carriers.
PLoS Pathogens, 2015, 11, e1004634. 2.1 29

22 Immunogenetic influences on acquisition of HIV-1 infection: consensus findings from two African
cohorts point to an enhancer element in IL19 (1q32.2). Genes and Immunity, 2015, 16, 213-220. 2.2 2

23 Dispelling myths and focusing on notable concepts in HIV pathogenesis. Trends in Molecular Medicine,
2015, 21, 341-353. 3.5 12

24 HIV-1 non-macrophage-tropic R5 envelope glycoproteins are not more tropic for entry into primary
CD4+ T-cells than envelopes highly adapted for macrophages. Retrovirology, 2015, 12, 25. 0.9 13

25 The impact of host genetic variation on infection with HIV-1. Nature Immunology, 2015, 16, 577-583. 7.0 119

26
Replicative fitness of transmitted HIV-1 drives acute immune activation, proviral load in memory CD4
<sup>+</sup> T cells, and disease progression. Proceedings of the National Academy of Sciences of the
United States of America, 2015, 112, E1480-9.

3.3 87

27 HIV-1 replication capacity: Setting the pace of disease. Proceedings of the National Academy of Sciences
of the United States of America, 2015, 112, 3591-3592. 3.3 0

28 Blocking HIVâ€•1 transmission in the female reproductive tract: from microbicide development to
exploring local antiviral responses. Clinical and Translational Immunology, 2015, 4, e43. 1.7 8

29 Characterizing the multiplicity of HIV founder variants during sexual transmission among MSM. Virus
Evolution, 2016, 2, vew012. 2.2 14

30 Role of HLA Adaptation in HIV Evolution. Frontiers in Immunology, 2015, 6, 665. 2.2 52

31 Within Host Evolution Selects for a Dominant Genotype of Mycobacterium tuberculosis while T Cells
Increase Pathogen Genetic Diversity. PLoS Pathogens, 2016, 12, e1006111. 2.1 35

32 A strong association of human leukocyte antigen-associated Pol and Gag mutations with clinical
parameters in HIV-1 subtype A/E infection. Aids, 2016, 30, 681-689. 1.0 18

33 Immune activation and paediatric HIV-1 disease outcome. Current Opinion in HIV and AIDS, 2016, 11,
146-155. 1.5 39

34 Wide variation in susceptibility of transmitted/founder HIV-1 subtype C Isolates to protease inhibitors
and association with in vitro replication efficiency. Scientific Reports, 2016, 6, 38153. 1.6 10

35 Relative rate and location of intra-host HIV evolution to evade cellular immunity are predictable.
Nature Communications, 2016, 7, 11660. 5.8 103

36 Impact of pre-adapted HIV transmission. Nature Medicine, 2016, 22, 606-613. 15.2 87

37 The V1 region of gp120 is preferentially selected during SIV/HIV transmission and is indispensable for
envelope function and virus infection. Virologica Sinica, 2016, 31, 207-218. 1.2 4



4

Citation Report

# Article IF Citations

38
Transmitted/Founder HIV-1 Subtype C Viruses Show Distinctive Signature Patterns in Vif, Vpr, and Vpu
That Are Under Subsequent Immune Pressure During Early Infection. AIDS Research and Human
Retroviruses, 2016, 32, 1031-1045.

0.5 5

39 Balance between transmitted HLA preadapted and nonassociated polymorphisms is a major determinant
of HIV-1 disease progression. Journal of Experimental Medicine, 2016, 213, 2049-2063. 4.2 30

40 Dynamics and Correlates of CD8 T-Cell Counts in Africans with Primary Human Immunodeficiency
Virus Type 1 Infection. Journal of Virology, 2016, 90, 10423-10430. 1.5 2

41
Derivation and Characterization of Pathogenic Transmitted/Founder Molecular Clones from Simian
Immunodeficiency Virus SIVsmE660 and SIVmac251 following Mucosal Infection. Journal of Virology,
2016, 90, 8435-8453.

1.5 19

42 Viral Evolution and Cytotoxic T Cell Restricted Selection in Acute Infant HIV-1 Infection. Scientific
Reports, 2016, 6, 29536. 1.6 13

43 Broad HIV-1 inhibition in vitro by vaccine-elicited CD8+ T cells in African adults. Molecular Therapy -
Methods and Clinical Development, 2016, 3, 16061. 1.8 39

44 Tracing HIV-1 transmission: envelope traits of HIV-1 transmitter and recipient pairs. Retrovirology,
2016, 13, 62. 0.9 45

45 Paediatric non-progression following grandmother-to-child HIV transmission. Retrovirology, 2016, 13,
65. 0.9 8

46 Lessons from acute HIV infection. Current Opinion in HIV and AIDS, 2016, 11, 555-560. 1.5 47

47 The first 24â€Šh. Current Opinion in HIV and AIDS, 2016, 11, 561-568. 1.5 10

48 International Congress of Drug Therapy in HIV Infection 23-26 October 2016, Glasgow, UK. Journal of
the International AIDS Society, 2016, 19, 21487. 1.2 17

49 Cell Surface Downregulation of NK Cell Ligands by Patient-Derived HIV-1 Vpu and Nef Alleles. Journal
of Acquired Immune Deficiency Syndromes (1999), 2016, 72, 1-10. 0.9 26

50 Deep sequencing increases hepatitis C virus phylogenetic cluster detection compared to Sanger
sequencing. Infection, Genetics and Evolution, 2016, 43, 329-337. 1.0 14

51 Novel Conserved-region T-cell Mosaic Vaccine With High Global HIV-1 Coverage Is Recognized by
Protective Responses in Untreated Infection. Molecular Therapy, 2016, 24, 832-842. 3.7 107

52 Cyanovirin-N produced in rice endosperm offers effective pre-exposure prophylaxis against HIV-1BaL
infection in vitro. Plant Cell Reports, 2016, 35, 1309-1319. 2.8 21

53 HIV-Host Interactions: Implications for Vaccine Design. Cell Host and Microbe, 2016, 19, 292-303. 5.1 143

54 Control of HIV-1 replication in vitro by vaccine-induced human CD8+ T cells through conserved
subdominant Pol epitopes. Vaccine, 2016, 34, 1215-1224. 1.7 35

55
Signatures in Simian Immunodeficiency Virus SIVsmE660 Envelope gp120 Are Associated with Mucosal
Transmission but Not Vaccination Breakthrough in Rhesus Macaques. Journal of Virology, 2016, 90,
1880-1887.

1.5 15



5

Citation Report

# Article IF Citations

56 SPMM: estimating infection duration of multivariant HIV-1 infections. Bioinformatics, 2016, 32,
1308-1315. 1.8 13

57 Evolutionary interplay between structure, energy and epistasis in the coat protein of the <i>Ï•X</i> 174
phage family. Journal of the Royal Society Interface, 2017, 14, 20160139. 1.5 2

58 Resistance to type 1 interferons is a major determinant of HIV-1 transmission fitness. Proceedings of
the National Academy of Sciences of the United States of America, 2017, 114, E590-E599. 3.3 137

59 HIV-1 Conserved Mosaics Delivered by Regimens with Integration-Deficient DC-Targeting Lentiviral
Vector Induce Robust T Cells. Molecular Therapy, 2017, 25, 494-503. 3.7 19

60 Replication Capacity of Viruses from Acute Infection Drives HIV-1 Disease Progression. Journal of
Virology, 2017, 91, . 1.5 13

61 Next-generation sequencing as a tool for the study of Porcine reproductive and respiratory syndrome
virus (PRRSV) macro- and micro- molecular epidemiology. Veterinary Microbiology, 2017, 209, 5-12. 0.8 6

62 Quasispecies characteristics in mother-to-child transmission of hepatitisÂ BÂ virus by next-generation
sequencing. Journal of Infection, 2017, 75, 48-58. 1.7 12

63 Mother-to-Child HIV Transmission Bottleneck Selects for Consensus Virus with Lower
Gag-Protease-Driven Replication Capacity. Journal of Virology, 2017, 91, . 1.5 13

64 Constraints, Drivers, and Implications of Influenza A Virus Reassortment. Annual Review of Virology,
2017, 4, 105-121. 3.0 112

65 Transmitted drug resistance in patients with acute/recent HIV infection in Brazil. Brazilian Journal of
Infectious Diseases, 2017, 21, 396-401. 0.3 20

66 Brief Report: Selection of HIV-1 Variants With Higher Transmission Potential by 1% Tenofovir Gel
Microbicide. Journal of Acquired Immune Deficiency Syndromes (1999), 2017, 76, 43-47. 0.9 5

67 Short-Sighted Virus Evolution and a Germline Hypothesis for Chronic Viral Infections. Trends in
Microbiology, 2017, 25, 336-348. 3.5 50

68 Interferon-I: The PiÃ¨ce de RÃ©sistance of HIV-1 Transmission?. Trends in Microbiology, 2017, 25, 332-334. 3.5 0

69 Characterization of founder viruses in very early SIV rectal transmission. Virology, 2017, 502, 97-105. 1.1 18

70 Role of HIV-specific CD8+ T cells in pediatric HIV cure strategies after widespread early viral escape.
Journal of Experimental Medicine, 2017, 214, 3239-3261. 4.2 31

71 Differences in acute retroviral syndrome by HIV-1 subtype in a multicentre cohort study in Africa. Aids,
2017, 31, 2541-2546. 1.0 13

72 Clinical and public health implications of acute and early HIV detection and treatment: a scoping
review. Journal of the International AIDS Society, 2017, 20, 21579. 1.2 107

73 HLA-B*14:02-Restricted Env-Specific CD8 + T-Cell Activity Has Highly Potent Antiviral Efficacy
Associated with Immune Control of HIV Infection. Journal of Virology, 2017, 91, . 1.5 14



6

Citation Report

# Article IF Citations

74
Risk of heterosexual HIV transmission attributable to sexually transmitted infections and non-specific
genital inflammation in Zambian discordant couples, 1994â€“2012. International Journal of Epidemiology,
2017, 46, 1593-1606.

0.9 41

75 Early evolution of human leucocyte antigen-associated escape mutations in variable Gag proteins
predicts CD4+ decline in HIV-1 subtype C-infected women. Aids, 2017, 31, 191-197. 1.0 2

76 The epidemic emergence of HIV: what novel enabling factors were involved?. Future Virology, 2017, 12,
685-707. 0.9 7

77 The HIV-1 transmission bottleneck. Retrovirology, 2017, 14, 22. 0.9 73

78 Virus-Host Gene Interactions Define HIV-1 Disease Progression. Current Topics in Microbiology and
Immunology, 2017, 407, 31-63. 0.7 8

79 Cervicovaginal Inflammation Facilitates Acquisition of Less Infectious HIV Variants. Clinical
Infectious Diseases, 2017, 64, 79-82. 2.9 53

80 Understanding the complex evolution of rapidly mutating viruses with deep sequencing: Beyond the
analysis of viral diversity. Virus Research, 2017, 239, 43-54. 1.1 19

81 Rare HIV-1 transmitted/founder lineages identified by deep viral sequencing contribute to rapid shifts
in dominant quasispecies during acute and early infection. PLoS Pathogens, 2017, 13, e1006510. 2.1 63

82 Adaptive HIV-1 evolutionary trajectories are constrained by protein stability. Virus Evolution, 2017, 3,
vex019. 2.2 10

83 A Universal Approach to Optimize the Folding and Stability of Prefusion-Closed HIV-1 Envelope Trimers.
Cell Reports, 2018, 23, 584-595. 2.9 93

84 The impact of HIV-1 within-host evolution on transmission dynamics. Current Opinion in Virology,
2018, 28, 92-101. 2.6 47

85 HLA Class I Downregulation by HIV-1 Variants from Subtype C Transmission Pairs. Journal of Virology,
2018, 92, . 1.5 8

86 Elevated <i>HLA-A</i> expression impairs HIV control through inhibition of NKG2A-expressing cells.
Science, 2018, 359, 86-90. 6.0 135

87 HIV evolution and diversity in ART-treated patients. Retrovirology, 2018, 15, 14. 0.9 49

88
Resistance of Major Histocompatibility Complex Class B (MHC-B) to Nef-Mediated Downregulation
Relative to that of MHC-A Is Conserved among Primate Lentiviruses and Influences Antiviral T Cell
Responses in HIV-1-Infected Individuals. Journal of Virology, 2018, 92, .

1.5 12

89 Genetic bottlenecks in intraspecies virus transmission. Current Opinion in Virology, 2018, 28, 20-25. 2.6 118

90 Differential Immunodominance Hierarchy of CD8<sup>+</sup>T-Cell Responses in HLA-B*27:05- and
-B*27:02-Mediated Control of HIV-1 Infection. Journal of Virology, 2018, 92, . 1.5 14

91
Bottlenecks in the transmission of porcine reproductive and respiratory syndrome virus (PRRSV1) to
naÃ¯ve pigs and the quasi-species variation of the virus during infection in vaccinated pigs. Veterinary
Research, 2018, 49, 107.

1.1 11



7

Citation Report

# Article IF Citations

92 Extensive host immune adaptation in a concentrated North American HIV epidemic. Aids, 2018, 32,
1927-1938. 1.0 16

93 Fc-gamma receptor IIA and IIIA variants in two African cohorts: Lack of consistent impact on
heterosexual HIV acquisition, viral control, and disease progression. Virology, 2018, 525, 132-142. 1.1 3

94 Dissecting HIV Virulence: Heritability of Setpoint Viral Load, CD4+ T-Cell Decline, and Per-Parasite
Pathogenicity. Molecular Biology and Evolution, 2018, 35, 27-37. 3.5 37

95 Computational comparison of availability in CTL/gag epitopes among patients with acute and chronic
HIV-1 infection. Vaccine, 2018, 36, 4142-4151. 1.7 1

96 Characterization of the Transmitted Virus in an Ongoing HIV-1 Epidemic Driven by Injecting Drug Use.
AIDS Research and Human Retroviruses, 2018, 34, 867-878. 0.5 8

97 Evolution of HIV-1 within untreated individuals and at the population scale in Uganda. PLoS
Pathogens, 2018, 14, e1007167. 2.1 27

98 Characterization of the Plasmacytoid Dendritic Cell Response to Transmitted/Founder and
Nontransmitted Variants of HIV-1. Journal of Virology, 2018, 92, . 1.5 4

99 Pol-Driven Replicative Capacity Impacts Disease Progression in HIV-1 Subtype C Infection. Journal of
Virology, 2018, 92, . 1.5 12

100 Antisense-Derived HIV-1 Cryptic Epitopes Are Not Major Drivers of Viral Evolution during the Acute
Phase of Infection. Journal of Virology, 2018, 92, . 1.5 3

101 Higher sequence diversity in the vaginal tract than in blood at early HIV-1 infection. PLoS Pathogens,
2018, 14, e1006754. 2.1 16

102 Modelling and in vitro testing of the HIV-1 Nef fitness landscape. Virus Evolution, 2019, 5, vez029. 2.2 11

103 HLA-I Associated Adaptation Dampens CD8 T-Cell Responses in HIV Ad5-Vectored Vaccine Recipients.
Journal of Infectious Diseases, 2019, 220, 1620-1628. 1.9 10

104 Negative and Positive Selection Pressure During Sexual Transmission of Transmitted Founder HIV-1.
Frontiers in Immunology, 2019, 10, 1599. 2.2 14

105 Drug resistance from preferred antiretroviral regimens for HIV infection in South Africa: A modeling
study. PLoS ONE, 2019, 14, e0218649. 1.1 0

106
Sexually transmitted infections and <scp>HIV</scp> in the era of antiretroviral treatment and
prevention: the biologic basis for epidemiologic synergy. Journal of the International AIDS Society,
2019, 22, e25355.

1.2 85

107 Toward T Cell-Mediated Control or Elimination of HIV Reservoirs: Lessons From Cancer Immunology.
Frontiers in Immunology, 2019, 10, 2109. 2.2 32

108 Sequence ambiguity determined from routine pol sequencing is a reliable tool for real-time
surveillance of HIV incidence trends. Infection, Genetics and Evolution, 2019, 69, 146-152. 1.0 3

109 Uncovering complex molecular networks in hostâ€“pathogen interactions using systems biology.
Emerging Topics in Life Sciences, 2019, 3, 371-378. 1.1 2



8

Citation Report

# Article IF Citations

110 A Single Substitution in gp41 Modulates the Neutralization Profile of SHIV during InÂ Vivo Adaptation.
Cell Reports, 2019, 27, 2593-2607.e5. 2.9 8

111 Defining early SIV replication and dissemination dynamics following vaginal transmission. Science
Advances, 2019, 5, eaav7116. 4.7 30

112 Comparisons of Human Immunodeficiency Virus Type 1 Envelope Variants in Blood and Genital Fluids
near the Time of Male-to-Female Transmission. Journal of Virology, 2019, 93, . 1.5 4

113 Virologic Aspects of Mucosal Transmission. Current Immunology Reviews, 2019, 15, 14-27. 1.2 0

114 Nef-mediated inhibition of NFAT following TCR stimulation differs between HIV-1 subtypes. Virology,
2019, 531, 192-202. 1.1 8

115 Reduction of HIV-1 Reservoir Size and Diversity After 1 Year of cART Among Brazilian Individuals
Starting Treatment During Early Stages of Acute Infection. Frontiers in Microbiology, 2019, 10, 145. 1.5 11

116 Link between the numbers of particles and variants founding new HIV-1 infections depends on the
timing of transmission. Virus Evolution, 2019, 5, vey038. 2.2 13

117 Projected effectiveness of HIV detection during early infection and rapid ART initiation among MSM
and transgender women in Peru: A modeling study. Infectious Disease Modelling, 2019, 4, 73-82. 1.2 7

118 Inferring HIV-1 transmission networks and sources of epidemic spread in Africa with deep-sequence
phylogenetic analysis. Nature Communications, 2019, 10, 1411. 5.8 50

119 Control of the HIV-1 Load Varies by Viral Subtype in a Large Cohort of African Adults With Incident
HIV-1 Infection. Journal of Infectious Diseases, 2019, 220, 432-441. 1.9 15

120 Female sex workers in Kigali, Rwanda: a key population at risk of HIV, sexually transmitted infections,
and unplanned pregnancy. International Journal of STD and AIDS, 2019, 30, 557-568. 0.5 20

121 Mechanistic framework predicts drug-class specific utility of antiretrovirals for HIV prophylaxis.
PLoS Computational Biology, 2019, 15, e1006740. 1.5 21

122 Delayed disease progression in HIV-2: the importance of TRIM5Î± and the retroviral capsid. Clinical and
Experimental Immunology, 2019, 196, 305-317. 1.1 11

123 Clinical and evolutionary consequences of HIV adaptation to HLA. Current Opinion in HIV and AIDS,
2019, 14, 194-204. 1.5 6

124 Caution is needed in interpreting HIV transmission chains by ultradeep sequencing. Aids, 2019, 33,
691-699. 1.0 11

125 Deep sequence analysis of HIV adaptation following vertical transmission reveals the impact of
immune pressure on the evolution of HIV. PLoS Pathogens, 2019, 15, e1008177. 2.1 14

126 Sexual role and HIV-1 set point viral load among men who have sex with men. Epidemics, 2019, 26, 68-76. 1.5 4

127
Sequential evolution of virulence and resistance during clonal spread of community-acquired
methicillin-resistant <i>Staphylococcus aureus</i>. Proceedings of the National Academy of Sciences
of the United States of America, 2019, 116, 1745-1754.

3.3 59



9

Citation Report

# Article IF Citations

128 Metagenomic Sequencing of HIV-1 in the Blood and Female Genital Tract Reveals Little Quasispecies
Diversity during Acute Infection. Journal of Virology, 2019, 93, . 1.5 7

129 Genotypic and Mechanistic Characterization of Subtype-Specific HIV Adaptation to Host Cellular
Immunity. Journal of Virology, 2019, 93, . 1.5 17

130 Biologic interactions between HSV-2 and HIV-1 and possible implications for HSV vaccine development.
Vaccine, 2019, 37, 7363-7371. 1.7 31

131 Antigen processing and presentation in HIV infection. Molecular Immunology, 2019, 113, 67-74. 1.0 8

132 Novel Approaches for Development of Human Immunodeficiency Virus Preexposure Prophylaxis
Agents. Journal of Infectious Diseases, 2020, 221, 172-174. 1.9 1

133 HIV-1 genetic diversity and divergence and its correlation with disease progression among
antiretroviral naÃ¯ve recently infected individuals. Virology, 2020, 541, 13-24. 1.1 5

134 Efficient inference, potential, and limitations of site-specific substitution models. Virus Evolution,
2020, 6, veaa066. 2.2 3

135 HIV-1 p24Gag adaptation to modern and archaic HLA-allele frequency differences in ethnic groups
contributes to viral subtype diversification. Virus Evolution, 2020, 6, veaa085. 2.2 7

136 Number of HIV-1 founder variants is determined by the recency of the source partner infection.
Science, 2020, 369, 103-108. 6.0 11

137 Modeling HIV Pre-Exposure Prophylaxis. Frontiers in Pharmacology, 2020, 10, 1514. 1.6 6

138 Consequences of HLAâ€•associated mutations in HIVâ€•1 subtype C Nef on HLAâ€•I downregulation ability.
Journal of Medical Virology, 2020, 92, 1182-1190. 2.5 1

139 Sex-specific innate immune selection of HIV-1 in utero is associated with increased female susceptibility
to infection. Nature Communications, 2020, 11, 1767. 5.8 15

140 Cohort Profile: IAVIâ€™s HIV epidemiology and early infection cohort studies in Africa to support vaccine
discovery. International Journal of Epidemiology, 2021, 50, 29-30. 0.9 11

141 Intra-Host Diversity of SARS-Cov-2 Should Not Be Neglected: Case of the State of Victoria, Australia.
Viruses, 2021, 13, 133. 1.5 50

142 HIV-1 Entry and Prospects for Protecting against Infection. Microorganisms, 2021, 9, 228. 1.6 5

143 Pre-treatment integrase inhibitor resistance is uncommon in antiretroviral therapy-naive individuals
with HIV-1 subtype A1 and D infections in Uganda. Aids, 2021, 35, 1083-1089. 1.0 7

144 Utilizing Computational Machine Learning Tools to Understand Immunogenic Breadth in the Context
of a CD8 T-Cell Mediated HIV Response. Frontiers in Immunology, 2021, 12, 609884. 2.2 5

145 The within-host fitness of HIV-1 increases with age in ART-naÃ¯ve HIV-1 subtype C infected children.
Scientific Reports, 2021, 11, 2990. 1.6 3



10

Citation Report

# Article IF Citations

146 A Novel Sample Selection Approach to Aid the Identification of Factors That Correlate With the
Control of HIV-1 Infection. Frontiers in Immunology, 2021, 12, 634832. 2.2 4

147 Elevated levels of inflammatory plasma biomarkers are associated with risk of HIV infection.
Retrovirology, 2021, 18, 8. 0.9 3

148 HLA-associated preadaptation in HIV Vif is associated with higher set point viral load and faster CD4+
decline in Zambian transmission pairs. Aids, 2021, 35, 1157-1165. 1.0 0

149 Neutralization sensitivity of genital tract HIV-1: shift in selective milieu shapes the population
available to transmit. Aids, 2021, 35, 1365-1373. 1.0 0

150
Etiologies of genital inflammation and ulceration in symptomatic Rwandan men and women
responding to radio promotions of free screening and treatment services. PLoS ONE, 2021, 16,
e0250044.

1.1 2

152 Immunogenetic determinants of heterosexual HIV-1 transmission: key findings and lessons from two
distinct African cohorts. Genes and Immunity, 2021, 22, 65-74. 2.2 0

153 Prevalence of transmitted HIV-1 drug resistance among treatment-naive individuals in China, 2000-2016.
Archives of Virology, 2021, 166, 2451-2460. 0.9 10

155 An Amino Acid Polymorphism within the HIV-1 Nef Dileucine Motif Functionally Uncouples Cell Surface
CD4 and SERINC5 Downregulation. Journal of Virology, 2021, 95, e0058821. 1.5 6

156 Cross-scale dynamics and the evolutionary emergence of infectious diseases. Virus Evolution, 2021, 7, . 2.2 13

160 HIV-specific CD8+ T cells and HIV eradication. Journal of Clinical Investigation, 2016, 126, 455-463. 3.9 116

161 Recent advances in understanding HIV evolution. F1000Research, 2017, 6, 597. 0.8 21

162 High-resolution Genomic Surveillance of 2014 Ebolavirus Using Shared Subclonal Variants. PLOS
Currents, 2015, 7, . 1.4 23

163 Effect of the Latent Reservoir on the Evolution of HIV at the Within- and Between-Host Levels. PLoS
Computational Biology, 2017, 13, e1005228. 1.5 26

164 Newly Exerted T Cell Pressures on Mutated Epitopes following Transmission Help Maintain Consensus
HIV-1 Sequences. PLoS ONE, 2015, 10, e0120787. 1.1 3

165 Comparison of Major and Minor Viral SNPs Identified through Single Template Sequencing and
Pyrosequencing in Acute HIV-1 Infection. PLoS ONE, 2015, 10, e0135903. 1.1 20

166 Patterns and rates of viral evolution in HIV-1 subtype B infected females and males. PLoS ONE, 2017, 12,
e0182443. 1.1 16

167 Differences in the Selection Bottleneck between Modes of Sexual Transmission Influence the Genetic
Composition of the HIV-1 Founder Virus. PLoS Pathogens, 2016, 12, e1005619. 2.1 97

168 Features of Recently Transmitted HIV-1 Clade C Viruses that Impact Antibody Recognition: Implications
for Active and Passive Immunization. PLoS Pathogens, 2016, 12, e1005742. 2.1 81



11

Citation Report

# Article IF Citations

169
Delineating CD4 dependency of HIV-1: Adaptation to infect low level CD4 expressing target cells
widens cellular tropism but severely impacts on envelope functionality. PLoS Pathogens, 2017, 13,
e1006255.

2.1 27

170 Effectiveness and Cost-Effectiveness of Treatment as Prevention for HIV. , 2017, , 91-111. 4

171 Sequence and Functional Variation in the HIV-1 Rev Regulatory Axis. Current HIV Research, 2020, 18,
85-98. 0.2 8

172 Immune Control of HIV. Journal of Life Sciences (Westlake Village, Calif ), 2019, 1, . 1.8 13

173 Population genomics of intrapatient HIV-1 evolution. ELife, 2015, 4, . 2.8 206

174 A transmission-virulence evolutionary trade-off explains attenuation of HIV-1 in Uganda. ELife, 2016, 5, . 2.8 46

175 The HIV-1 latent reservoir is largely sensitive to circulating T cells. ELife, 2020, 9, . 2.8 25

176 Increased Frequency of Inter-Subtype HIV-1 Recombinants Identified by Near Full-Length Virus
Sequencing in Rwandan Acute Transmission Cohorts. Frontiers in Microbiology, 2021, 12, 734929. 1.5 2

185 Immune Control of HIV. Journal of Life Sciences (Westlake Village, Calif ), 2019, 1, 4-37. 1.8 7

187 Convergent evolution as an indicator for selection during acute HIV-1 infection. , 0, 1, . 4

189 Detecting Selection in the HIV-1 Genome during Sexual Transmission Events. Viruses, 2022, 14, 406. 1.5 1

190 Transmitted HIV-1 is more virulent in heterosexual individuals than men-who-have-sex-with-men. PLoS
Pathogens, 2022, 18, e1010319. 2.1 8

191 The Interplay Between Replication Capacity of HIV-1 and Surrogate Markers of Disease. Journal of
Infectious Diseases, 2022, 226, 1057-1068. 1.9 2

193 HIV-1 Evolutionary Dynamics under Nonsuppressive Antiretroviral Therapy. MBio, 2022, 13, e0026922. 1.8 5

197 Antithetic effect of interferon-Î± on cell-free and cell-to-cell HIV-1 infection. PLoS Computational
Biology, 2022, 18, e1010053. 1.5 1

198 Role of Early Life Cytotoxic T Lymphocyte and Natural Killer Cell Immunity in Paediatric HIV
Cure/Remission in the Anti-Retroviral Therapy Era. Frontiers in Immunology, 2022, 13, . 2.2 1

200 Immunity-induced criticality of the genotype network of influenza A (H3N2) hemagglutinin. , 0, , . 0

201 Why does age at HIV infection correlate with set point viral load? An evolutionary hypothesis.
Epidemics, 2022, 41, 100629. 1.5 0



12

Citation Report

# Article IF Citations

203 The apparent interferon resistance of transmitted HIV-1 is possibly a consequence of enhanced
replicative fitness. PLoS Pathogens, 2022, 18, e1010973. 2.1 2

204 Assessment of a diverse panel of transmitted/founder HIV-1 infectious molecular clones in a
luciferase based CD8 T-cell mediated viral inhibition assay. Frontiers in Immunology, 0, 13, . 2.2 1

205 Adaptation to HLA-associated immune pressure over the course of HIV infection and in circulating
HIV-1 strains. PLoS Pathogens, 2022, 18, e1010965. 2.1 0

206 Reversions to consensus are positively selected in HIV-1 and bias substitution rate estimates. Virus
Evolution, 2023, 9, . 2.2 1

207 Highly Ambiguous HIV-1 pol Positions Encoding Multiple Amino Acids Usually Result from Antiviral or
Immune Selection Pressure. AIDS Research and Human Retroviruses, 0, , . 0.5 0

208 Inferring the multiplicity of founder variants initiating HIV-1 infection: a systematic review and
individual patient data meta-analysis. Lancet Microbe, The, 2023, 4, e102-e112. 3.4 2

209 A More Comprehensive Clinical and Laboratory Characterization of 61 Acute HIV Infection Patients in
Southwest China. Pathogens, 2023, 12, 142. 1.2 1

212 Cohort-Specific Peptide Reagents Broaden Depth and Breadth Estimates of the CD8 T Cell Response to
HIV-1 Gag Potential T Cell Epitopes. Vaccines, 2023, 11, 472. 2.1 0

213 Generation and characterization of infectious molecular clones of transmitted/founder HIV-1 subtype
C viruses. Virology, 2023, 583, 14-26. 1.1 0

214 HIV-1 Group M Capsid Amino Acid Variability: Implications for Sequence Quality Control of Genotypic
Resistance Testing. Viruses, 2023, 15, 992. 1.5 0


