
Susanna Kar-Pui Lau

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/3057875/publications.pdf

Version: 2024-02-01

381

papers

25,455

citations

75

h-index

8732

139

g-index

10424

383

all docs

383

docs citations

383

times ranked

24635

citing authors



Susanna Kar-Pui Lau

2

# Article IF Citations

1 Severe acute respiratory syndrome coronavirus-like virus in Chinese horseshoe bats. Proceedings of
the National Academy of Sciences of the United States of America, 2005, 102, 14040-14045. 3.3 1,322

2 Characterization and Complete Genome Sequence of a Novel Coronavirus, Coronavirus HKU1, from
Patients with Pneumonia. Journal of Virology, 2005, 79, 884-895. 1.5 1,269

3

Discovery of Seven Novel Mammalian and Avian Coronaviruses in the Genus Deltacoronavirus
Supports Bat Coronaviruses as the Gene Source of Alphacoronavirus and Betacoronavirus and Avian
Coronaviruses as the Gene Source of Gammacoronavirus and Deltacoronavirus. Journal of Virology,
2012, 86, 3995-4008.

1.5 1,244

4 Severe Acute Respiratory Syndrome Coronavirus as an Agent of Emerging and Reemerging Infection.
Clinical Microbiology Reviews, 2007, 20, 660-694. 5.7 886

5 Middle East Respiratory Syndrome Coronavirus: Another Zoonotic Betacoronavirus Causing SARS-Like
Disease. Clinical Microbiology Reviews, 2015, 28, 465-522. 5.7 703

6 Coronavirus Genomics and Bioinformatics Analysis. Viruses, 2010, 2, 1804-1820. 1.5 650

7 Coronavirus Diversity, Phylogeny and Interspecies Jumping. Experimental Biology and Medicine, 2009,
234, 1117-1127. 1.1 548

8 Coronavirus HKU1 and Other Coronavirus Infections in Hong Kong. Journal of Clinical Microbiology,
2006, 44, 2063-2071. 1.8 370

9
Delayed induction of proinflammatory cytokines and suppression of innate antiviral response by the
novel Middle East respiratory syndrome coronavirus: implications for pathogenesis and treatment.
Journal of General Virology, 2013, 94, 2679-2690.

1.3 347

10
Clinical Features and Complete Genome Characterization of a Distinct Human Rhinovirus (HRV)
Genetic Cluster, Probably Representing a Previously Undetected HRV Species, HRV-C, Associated with
Acute Respiratory Illness in Children. Journal of Clinical Microbiology, 2007, 45, 3655-3664.

1.8 313

11
Delayed antiviral plus immunomodulator treatment still reduces mortality in mice infected by high
inoculum of influenza A/H5N1 virus. Proceedings of the National Academy of Sciences of the United
States of America, 2008, 105, 8091-8096.

3.3 280

12 Global Epidemiology of Bat Coronaviruses. Viruses, 2019, 11, 174. 1.5 261

13 Molecular diversity of coronaviruses in bats. Virology, 2006, 351, 180-187. 1.1 256

14
Ecoepidemiology and Complete Genome Comparison of Different Strains of Severe Acute Respiratory
Syndrome-Related <i>Rhinolophus</i> Bat Coronavirus in China Reveal Bats as a Reservoir for Acute,
Self-Limiting Infection That Allows Recombination Events. Journal of Virology, 2010, 84, 2808-2819.

1.5 242

15 Comparative Analysis of Twelve Genomes of Three Novel Group 2c and Group 2d Coronaviruses
Reveals Unique Group and Subgroup Features. Journal of Virology, 2007, 81, 1574-1585. 1.5 233

16

Genetic Characterization of Betacoronavirus Lineage C Viruses in Bats Reveals Marked Sequence
Divergence in the Spike Protein of Pipistrellus Bat Coronavirus HKU5 in Japanese Pipistrelle:
Implications for the Origin of the Novel Middle East Respiratory Syndrome Coronavirus. Journal of
Virology, 2013, 87, 8638-8650.

1.5 225

17 Clinical and Molecular Epidemiological Features of Coronavirus HKU1â€“Associated
Communityâ€•Acquired Pneumonia. Journal of Infectious Diseases, 2005, 192, 1898-1907. 1.9 221

18 Possible Bat Origin of Severe Acute Respiratory Syndrome Coronavirus 2. Emerging Infectious
Diseases, 2020, 26, 1542-1547. 2.0 221



3

Susanna Kar-Pui Lau

# Article IF Citations

19
Molecular Epidemiology of Human Coronavirus OC43 Reveals Evolution of Different Genotypes over
Time and Recent Emergence of a Novel Genotype due to Natural Recombination. Journal of Virology,
2011, 85, 11325-11337.

1.5 218

20 Soluble ACE2-mediated cell entry of SARS-CoV-2 via interaction with proteins related to the
renin-angiotensin system. Cell, 2021, 184, 2212-2228.e12. 13.5 216

21 Molecular epidemiology, evolution and phylogeny of SARS coronavirus. Infection, Genetics and
Evolution, 2019, 71, 21-30. 1.0 215

22 New Hepatitis E Virus Genotype in Camels, the Middle East. Emerging Infectious Diseases, 2014, 20,
1044-1048. 2.0 213

23 Comparative Analysis of 22 Coronavirus HKU1 Genomes Reveals a Novel Genotype and Evidence of
Natural Recombination in Coronavirus HKU1. Journal of Virology, 2006, 80, 7136-7145. 1.5 205

24 <i>Talaromyces (Penicillium) marneffei</i> infection in non-HIV-infected patients. Emerging Microbes
and Infections, 2016, 5, 1-9. 3.0 201

25 Comparative Analysis of Complete Genome Sequences of Three Avian Coronaviruses Reveals a Novel
Group 3c Coronavirus. Journal of Virology, 2009, 83, 908-917. 1.5 196

26
Differential Cell Line Susceptibility to the Emerging Novel Human Betacoronavirus 2c EMC/2012:
Implications for Disease Pathogenesis and Clinical Manifestation. Journal of Infectious Diseases, 2013,
207, 1743-1752.

1.9 195

27 Clinical and Molecular Epidemiology of Human Bocavirus in Respiratory and Fecal Samples from
Children in Hong Kong. Journal of Infectious Diseases, 2007, 196, 986-993. 1.9 172

28
Severe Acute Respiratory Syndrome (SARS) Coronavirus ORF8 Protein Is Acquired from SARS-Related
Coronavirus from Greater Horseshoe Bats through Recombination. Journal of Virology, 2015, 89,
10532-10547.

1.5 172

29 Rat Hepatitis E Virus as Cause of Persistent Hepatitis after Liver Transplant. Emerging Infectious
Diseases, 2018, 24, 2241-2250. 2.0 167

30 Hepatitis E Virus Genotypes and Evolution: Emergence of Camel Hepatitis E Variants. International
Journal of Molecular Sciences, 2017, 18, 869. 1.8 163

31
Usefulness of the MicroSeq 500 16S Ribosomal DNA-Based Bacterial Identification System for
Identification of Clinically Significant Bacterial Isolates with Ambiguous Biochemical Profiles.
Journal of Clinical Microbiology, 2003, 41, 1996-2001.

1.8 162

32
Complete genome sequence of bat coronavirus HKU2 from Chinese horseshoe bats revealed a much
smaller spike gene with a different evolutionary lineage from the rest of the genome. Virology, 2007,
367, 428-439.

1.1 162

33
Comparative genomic analysis of pre-epidemic and epidemic Zika virus strains for virological factors
potentially associated with the rapidly expanding epidemic. Emerging Microbes and Infections, 2016, 5,
1-12.

3.0 162

34
Longitudinal Profile of Immunoglobulin G (IgG), IgM, and IgA Antibodies against the Severe Acute
Respiratory Syndrome (SARS) Coronavirus Nucleocapsid Protein in Patients with Pneumonia Due to
the SARS Coronavirus. Vaccine Journal, 2004, 11, 665-668.

2.6 158

35
Cross-reactive antibodies in convalescent SARS patients' sera against the emerging novel human
coronavirus EMC (2012) by both immunofluorescent and neutralizing antibody tests. Journal of
Infection, 2013, 67, 130-140.

1.7 158

36 New Hepatitis E Virus Genotype in Bactrian Camels, Xinjiang, China, 2013. Emerging Infectious Diseases,
2016, 22, 2219-2221. 2.0 153



4

Susanna Kar-Pui Lau

# Article IF Citations

37
Feline morbillivirus, a previously undescribed paramyxovirus associated with tubulointerstitial
nephritis in domestic cats. Proceedings of the National Academy of Sciences of the United States of
America, 2012, 109, 5435-5440.

3.3 150

38 Identification of novel porcine and bovine parvoviruses closely related to human parvovirus 4.
Journal of General Virology, 2008, 89, 1840-1848. 1.3 148

39
Discovery of a Novel Coronavirus, China Rattus Coronavirus HKU24, from Norway Rats Supports the
Murine Origin of Betacoronavirus 1 and Has Implications for the Ancestor of Betacoronavirus Lineage
A. Journal of Virology, 2015, 89, 3076-3092.

1.5 147

40 Elizabethkingia anophelis bacteremia is associated with clinically significant infections and high
mortality. Scientific Reports, 2016, 6, 26045. 1.6 146

41 Human enterovirus 71 epidemics: what's next?. Emerging Health Threats Journal, 2013, 6, 19780. 3.0 141

42 MERS coronavirus induces apoptosis in kidney and lung by upregulating Smad7 and FGF2. Nature
Microbiology, 2016, 1, 16004. 5.9 140

43 Relative rates of non-pneumonic SARS coronavirus infection and SARS coronavirus pneumonia.
Lancet, The, 2004, 363, 841-845. 6.3 134

44 Invasive Streptococcus iniae Infections Outside North America. Journal of Clinical Microbiology,
2003, 41, 1004-1009. 1.8 126

45 Discovery of a Novel Bottlenose Dolphin Coronavirus Reveals a Distinct Species of Marine Mammal
Coronavirus in Gammacoronavirus. Journal of Virology, 2014, 88, 1318-1331. 1.5 126

46
Clinical and Molecular Epidemiology of Human Rhinovirus C in Children and Adults in Hong Kong
Reveals a Possible Distinct Human Rhinovirus C Subgroup. Journal of Infectious Diseases, 2009, 200,
1096-1103.

1.9 125

47 Cytokine Profiles Induced by the Novel Swineâ€•Origin Influenza A/H1N1 Virus: Implications for Treatment
Strategies. Journal of Infectious Diseases, 2010, 201, 346-353. 1.9 125

48 Identification of MicroRNA-Like RNAs in Mycelial and Yeast Phases of the Thermal Dimorphic Fungus
Penicillium marneffei. PLoS Neglected Tropical Diseases, 2013, 7, e2398. 1.3 121

49 Transmission of Rat Hepatitis E Virus Infection to Humans in Hong Kong: A Clinical and
Epidemiological Analysis. Hepatology, 2021, 73, 10-22. 3.6 121

50 Laribacter hongkongensis gen. nov., sp. nov., a Novel Gram-Negative Bacterium Isolated from a
Cirrhotic Patient with Bacteremia and Empyema. Journal of Clinical Microbiology, 2001, 39, 4227-4232. 1.8 119

51
Differential Sensitivities of Severe Acute Respiratory Syndrome (SARS) Coronavirus Spike Polypeptide
Enzyme-Linked Immunosorbent Assay (ELISA) and SARS Coronavirus Nucleocapsid Protein ELISA for
Serodiagnosis of SARS Coronavirus Pneumonia. Journal of Clinical Microbiology, 2005, 43, 3054-3058.

1.8 118

52
Eggerthella hongkongensis sp. nov. and eggerthella sinensis sp. nov., two novel Eggerthella species,
account for half of the cases of Eggerthella bacteremia. Diagnostic Microbiology and Infectious
Disease, 2004, 49, 255-263.

0.8 116

53 The emerging novel Middle East respiratory syndrome coronavirus: The â€œknownsâ€• and â€œunknownsâ€•.
Journal of the Formosan Medical Association, 2013, 112, 372-381. 0.8 115

54
Detection of Specific Antibodies to Severe Acute Respiratory Syndrome (SARS) Coronavirus
Nucleocapsid Protein for Serodiagnosis of SARS Coronavirus Pneumonia. Journal of Clinical
Microbiology, 2004, 42, 2306-2309.

1.8 114



5

Susanna Kar-Pui Lau

# Article IF Citations

55 Isolation and Characterization of a Novel Betacoronavirus Subgroup A Coronavirus, Rabbit
Coronavirus HKU14, from Domestic Rabbits. Journal of Virology, 2012, 86, 5481-5496. 1.5 114

56 Detection of Severe Acute Respiratory Syndrome (SARS) Coronavirus Nucleocapsid Protein in SARS
Patients by Enzyme-Linked Immunosorbent Assay. Journal of Clinical Microbiology, 2004, 42, 2884-2889. 1.8 113

57 Outbreak of Intestinal Infection Due to <i>Rhizopus microsporus</i>. Journal of Clinical
Microbiology, 2009, 47, 2834-2843. 1.8 110

58 Group G Beta-Hemolytic Streptococcal Bacteremia Characterized by 16S Ribosomal RNA Gene
Sequencing. Journal of Clinical Microbiology, 2001, 39, 3147-3155. 1.8 105

59 High diversity of polyketide synthase genes and the melanin biosynthesis gene cluster in
<i>Penicilliumâ€ƒmarneffei</i>. FEBS Journal, 2010, 277, 3750-3758. 2.2 105

60
Coexistence of Different Genotypes in the Same Bat and Serological Characterization of
<i>Rousettus</i> Bat Coronavirus HKU9 Belonging to a Novel <i>Betacoronavirus</i> Subgroup.
Journal of Virology, 2010, 84, 11385-11394.

1.5 102

61 Arginine Metabolism in Bacterial Pathogenesis and Cancer Therapy. International Journal of
Molecular Sciences, 2016, 17, 363. 1.8 100

62
Comparative Host Gene Transcription by Microarray Analysis Early after Infection of the Huh7 Cell
Line by Severe Acute Respiratory Syndrome Coronavirus and Human Coronavirus 229E. Journal of
Virology, 2005, 79, 6180-6193.

1.5 97

63 Novel Betacoronavirus in Dromedaries of the Middle East, 2013. Emerging Infectious Diseases, 2014, 20,
560-572. 2.0 94

64 Streptococcus sinensis sp. nov., a Novel Species Isolated from a Patient with Infective Endocarditis.
Journal of Clinical Microbiology, 2002, 40, 805-810. 1.8 92

65 Human Parainfluenza Virus 4 Outbreak and the Role of Diagnostic Tests. Journal of Clinical
Microbiology, 2005, 43, 4515-4521. 1.8 92

66
Recent Transmission of a Novel Alphacoronavirus, Bat Coronavirus HKU10, from Leschenault's
Rousettes to Pomona Leaf-Nosed Bats: First Evidence of Interspecies Transmission of Coronavirus
between Bats of Different Suborders. Journal of Virology, 2012, 86, 11906-11918.

1.5 87

67 Granulicatella adiacens and Abiotrophia defectiva bacteraemia characterized by 16S rRNA gene
sequencing. Journal of Medical Microbiology, 2003, 52, 137-140. 0.7 86

68 A Rapid, Simple, Inexpensive, and Mobile Colorimetric Assay COVID-19-LAMP for Mass On-Site Screening
of COVID-19. International Journal of Molecular Sciences, 2020, 21, 5380. 1.8 85

69 Association of Laribacter hongkongensis in community-acquired gastroenteritis with travel and
eating fish: a multicentre case-control study. Lancet, The, 2004, 363, 1941-1947. 6.3 83

70
Emergence of enterovirus 71 â€œdouble-recombinantâ€• strains belonging to a novel genotype D
originating from southern China: first evidence for combination of intratypic and intertypic
recombination events in EV71. Archives of Virology, 2010, 155, 1413-1424.

0.9 83

71 Identification and characterization of bocaviruses in cats and dogs reveals a novel feline bocavirus
and a novel genetic group of canine bocavirus. Journal of General Virology, 2012, 93, 1573-1582. 1.3 83

72 Acute Middle East Respiratory Syndrome Coronavirus Infection in Livestock Dromedaries, Dubai, 2014.
Emerging Infectious Diseases, 2015, 21, 1019-1022. 2.0 81



6

Susanna Kar-Pui Lau

# Article IF Citations

73 Evidence for<i>Elizabethkingia anophelis</i>Transmission from Mother to Infant, Hong Kong.
Emerging Infectious Diseases, 2015, 21, 232-241. 2.0 81

74 Cytosine deamination and selection of CpG suppressed clones are the two major independent
biological forces that shape codon usage bias in coronaviruses. Virology, 2007, 369, 431-442. 1.1 80

75
Receptor Usage of a Novel Bat Lineage C Betacoronavirus Reveals Evolution of Middle East Respiratory
Syndrome-Related Coronavirus Spike Proteins for Human Dipeptidyl Peptidase 4 Binding. Journal of
Infectious Diseases, 2018, 218, 197-207.

1.9 80

76 Complete Genome Analysis of Three Novel Picornaviruses from Diverse Bat Species. Journal of
Virology, 2011, 85, 8819-8828. 1.5 79

77 Laboratory diagnosis of melioidosis: Past, present and future. Experimental Biology and Medicine, 2015,
240, 742-751. 1.1 79

78

False-Positive Results in a Recombinant Severe Acute Respiratory Syndrome-Associated Coronavirus
(SARS-CoV) Nucleocapsid Enzyme-Linked Immunosorbent Assay Due to HCoV-OC43 and HCoV-229E
Rectified by Western Blotting with Recombinant SARS-CoV Spike Polypeptide. Journal of Clinical
Microbiology, 2004, 42, 5885-5888.

1.8 78

79 Rediscovery and genomic characterization of bovine astroviruses. Journal of General Virology, 2011,
92, 1888-1898. 1.3 77

80 Identification by 16S rRNA Gene Sequencing of Lactobacillus salivarius Bacteremic Cholecystitis.
Journal of Clinical Microbiology, 2002, 40, 265-267. 1.8 76

81 A sensitive and specific antigen detection assay for Middle East respiratory syndrome coronavirus.
Emerging Microbes and Infections, 2015, 4, 1-5. 3.0 74

82
Development and Evaluation of Novel Real-Time Reverse Transcription-PCR Assays with Locked Nucleic
Acid Probes Targeting Leader Sequences of Human-Pathogenic Coronaviruses. Journal of Clinical
Microbiology, 2015, 53, 2722-2726.

1.8 73

83 The biosynthetic pathway for a thousand-year-old natural food colorant and citrinin in Penicillium
marneffei. Scientific Reports, 2014, 4, 6728. 1.6 73

84

Misidentification of Aspergillus nomius and Aspergillus tamarii as Aspergillus flavus:
Characterization by Internal Transcribed Spacer, Î²-Tubulin, and Calmodulin Gene Sequencing,
Metabolic Fingerprinting, and Matrix-Assisted Laser Desorption Ionizationâ€“Time of Flight Mass
Spectrometry. Journal of Clinical Microbiology, 2014, 52, 1153-1160.

1.8 71

85 Clinical Spectrum of Exophiala Infections and a Novel Exophiala Species, Exophiala hongkongensis.
Journal of Clinical Microbiology, 2013, 51, 260-267. 1.8 68

86 Clinical isolates of Streptococcus iniae from Asia are more mucoid and Î²-hemolytic than those from
North America. Diagnostic Microbiology and Infectious Disease, 2006, 54, 177-181. 0.8 67

87 Geographical difference of disease association in Streptococcus bovis bacteraemia. Journal of
Medical Microbiology, 2003, 52, 903-908. 0.7 66

88 SARS Coronavirus Detection Methods. Emerging Infectious Diseases, 2005, 11, 1108-1111. 2.0 66

89 Catheter-Related Microbacterium Bacteremia Identified by 16S rRNA Gene Sequencing. Journal of
Clinical Microbiology, 2002, 40, 2681-2685. 1.8 65

90
Natural Occurrence and Characterization of Two Internal Ribosome Entry Site Elements in a Novel
Virus, Canine Picodicistrovirus, in the Picornavirus-Like Superfamily. Journal of Virology, 2012, 86,
2797-2808.

1.5 65



7

Susanna Kar-Pui Lau

# Article IF Citations

91 Metagenomic analysis of viromes of dromedary camel fecal samples reveals large number and high
diversity of circoviruses and picobirnaviruses. Virology, 2014, 471-473, 117-125. 1.1 65

92 â€œstreptococcus milleriâ€• endocarditis caused by S treptococcus anginosus. Diagnostic Microbiology
and Infectious Disease, 2004, 48, 81-88. 0.8 64

93 Coronaviruses: emerging and re-emerging pathogens in humans and animals. Virology Journal, 2015, 12,
209. 1.4 64

94 Complete Genome Sequence of <i>Staphylococcus lugdunensis</i> Strain HKU09-01. Journal of
Bacteriology, 2010, 192, 1471-1472. 1.0 62

95
Disseminated Infections with<i>Talaromyces</i><i>marneffei</i>in Non-AIDS Patients Given
Monoclonal Antibodies against CD20 and Kinase Inhibitors. Emerging Infectious Diseases, 2015, 21,
1101-1106.

2.0 62

96
Discovery and Sequence Analysis of Four Deltacoronaviruses from Birds in the Middle East Reveal
Interspecies Jumping with Recombination as a Potential Mechanism for Avian-to-Avian and
Avian-to-Mammalian Transmission. Journal of Virology, 2018, 92, .

1.5 62

97 Genomic and experimental evidence for a potential sexual cycle in the pathogenic thermal dimorphic
fungusPenicillium marneffei. FEBS Letters, 2006, 580, 3409-3416. 1.3 60

98 Catabacter hongkongensis gen. nov., sp. nov., Isolated from Blood Cultures of Patients from Hong
Kong and Canada. Journal of Clinical Microbiology, 2007, 45, 395-401. 1.8 60

99 Taxonomy and evolution of Aspergillus, Penicillium and Talaromyces in the omics era â€“ Past, present
and future. Computational and Structural Biotechnology Journal, 2018, 16, 197-210. 1.9 59

100 Transmission of a Novel Genotype of Hepatitis E Virus from Bactrian Camels to Cynomolgus Macaques.
Journal of Virology, 2019, 93, . 1.5 59

101
Co-existence of multiple strains of two novel porcine bocaviruses in the same pig, a previously
undescribed phenomenon in members of the family Parvoviridae, and evidence for inter- and intra-host
genetic diversity and recombination. Journal of General Virology, 2011, 92, 2047-2059.

1.3 59

102 Detection of Antibodies Specific to an Antigenic Cell Wall Galactomannoprotein for Serodiagnosis of
Aspergillus fumigatus Aspergillosis. Journal of Clinical Microbiology, 2002, 40, 2041-2045. 1.8 57

103 Identification and complete genome analysis of three novel paramyxoviruses, Tuhoko virus 1, 2 and 3,
in fruit bats from China. Virology, 2010, 404, 106-116. 1.1 57

104 The mitochondrial genome of the thermal dimorphic fungusPenicillium marneffeiis more closely
related to those of molds than yeasts. FEBS Letters, 2003, 555, 469-477. 1.3 56

105 Hepatitis E: A disease of reemerging importance. Journal of the Formosan Medical Association, 2015,
114, 681-690. 0.8 56

106
Identification of specific metabolites in culture supernatant of<i>Mycobacterium
tuberculosis</i>using metabolomics: exploration of potential biomarkers. Emerging Microbes and
Infections, 2015, 4, 1-10.

3.0 55

107 <i>Lasiodiplodia theobromae</i> Pneumonia in a Liver Transplant Recipient. Journal of Clinical
Microbiology, 2008, 46, 380-384. 1.8 54

108
Comparative analysis of six genome sequences of three novel picornaviruses, turdiviruses 1, 2 and 3, in
dead wild birds, and proposal of two novel genera, Orthoturdivirus and Paraturdivirus, in the family
Picornaviridae. Journal of General Virology, 2010, 91, 2433-2448.

1.3 54



8

Susanna Kar-Pui Lau

# Article IF Citations

109
First Discovery of Two Polyketide Synthase Genes for Mitorubrinic Acid and Mitorubrinol Yellow
Pigment Biosynthesis and Implications in Virulence of Penicillium marneffei. PLoS Neglected Tropical
Diseases, 2012, 6, e1871.

1.3 54

110 Novel Partitivirus Enhances Virulence of and Causes Aberrant Gene Expression in Talaromyces
marneffei. MBio, 2018, 9, . 1.8 54

111 Tsukamurella Conjunctivitis: a Novel Clinical Syndrome. Journal of Clinical Microbiology, 2003, 41,
3368-3371. 1.8 53

112
SARS coronavirus spike polypeptide DNA vaccine priming with recombinant spike polypeptide from
Escherichia coli as booster induces high titer of neutralizing antibody against SARS coronavirus.
Vaccine, 2005, 23, 4959-4968.

1.7 53

113 Laribacter hongkongensis: a potential cause of infectious diarrhea. Diagnostic Microbiology and
Infectious Disease, 2003, 47, 551-556. 0.8 52

114 The Complete Genome and Proteome of Laribacter hongkongensis Reveal Potential Mechanisms for
Adaptations to Different Temperatures and Habitats. PLoS Genetics, 2009, 5, e1000416. 1.5 52

115 More and More Coronaviruses: Human Coronavirus HKU1. Viruses, 2009, 1, 57-71. 1.5 51

116
Internal Transcribed Spacer Region Sequence Heterogeneity in <i>Rhizopus microsporus</i> :
Implications for Molecular Diagnosis in Clinical Microbiology Laboratories. Journal of Clinical
Microbiology, 2010, 48, 208-214.

1.8 51

117 Epidemiology of human parechovirus, Aichi virus and salivirus in fecal samples from hospitalized
children with gastroenteritis in Hong Kong. Virology Journal, 2014, 11, 182. 1.4 51

118 Bacteremia Due to Clostridium hathewayi in a Patient with Acute Appendicitis. Journal of Clinical
Microbiology, 2004, 42, 5947-5949. 1.8 50

119 Ecoepidemiology of Laribacter hongkongensis , a Novel Bacterium Associated with Gastroenteritis.
Journal of Clinical Microbiology, 2005, 43, 919-922. 1.8 50

120
Matrix-Assisted Laser Desorption Ionizationâ€“Time of Flight Mass Spectrometry for Rapid Identification
of Burkholderia pseudomallei: Importance of Expanding Databases with Pathogens Endemic to
Different Localities. Journal of Clinical Microbiology, 2012, 50, 3142-3143.

1.8 50

121 Two-dimensional gel electrophoresis in bacterial proteomics. Protein and Cell, 2012, 3, 346-363. 4.8 49

122 Complete Genome Sequence of a Novel Paramyxovirus, Tailam Virus, Discovered in Sikkim Rats. Journal
of Virology, 2011, 85, 13473-13474. 1.5 48

123
A Novel Psittacine Adenovirus Identified During an Outbreak of Avian Chlamydiosis and Human
Psittacosis: Zoonosis Associated with Virus-Bacterium Coinfection in Birds. PLoS Neglected Tropical
Diseases, 2014, 8, e3318.

1.3 48

124 Guidelines for interpretation of 16S rRNA gene sequence-based results for identification of medically
important aerobic Gram-positive bacteria. Journal of Medical Microbiology, 2009, 58, 1030-1036. 0.7 47

125
Proteome profiling of the dimorphic fungus<i>PenicilliumÂ marneffei</i>extracellular proteins and
identification of glyceraldehyde-3-phosphate dehydrogenase as an important adhesion factor for
conidial attachment. FEBS Journal, 2013, 280, 6613-6626.

2.2 47

126 Lipid metabolites as potential diagnostic and prognostic biomarkers for acute community acquired
pneumonia. Diagnostic Microbiology and Infectious Disease, 2016, 85, 249-254. 0.8 46



9

Susanna Kar-Pui Lau

# Article IF Citations

127 Single gene target bacterial identification. Diagnostic Microbiology and Infectious Disease, 2002, 44,
143-149. 0.8 45

128 Clinical and Molecular Epidemiology of Human Parainfluenza Virus 4 Infections in Hong Kong: Subtype
4B as Common as Subtype 4A. Journal of Clinical Microbiology, 2009, 47, 1549-1552. 1.8 45

129
Novel Pan-Genomic Analysis Approach in Target Selection for Multiplex PCR Identification and
Detection of Burkholderia pseudomallei, Burkholderia thailandensis, and Burkholderia cepacia
Complex Species: a Proof-of-Concept Study. Journal of Clinical Microbiology, 2011, 49, 814-821.

1.8 45

130 Diagnosis of pelvic actinomycosis by 16S ribosomal RNA gene sequencing and its clinical significance.
Diagnostic Microbiology and Infectious Disease, 2002, 43, 113-118. 0.8 44

131 Automated Identification of Medically Important Bacteria by 16S rRNA Gene Sequencing Using a Novel
Comprehensive Database, 16SpathDB. Journal of Clinical Microbiology, 2011, 49, 1799-1809. 1.8 44

132 Identification of a Novel Feline Picornavirus from the Domestic Cat. Journal of Virology, 2012, 86,
395-405. 1.5 44

133 Complete Genome Sequences of Novel Canine Noroviruses in Hong Kong. Journal of Virology, 2012, 86,
9531-9532. 1.5 44

134
Metabolomic Profiling of Plasma from Patients with Tuberculosis by Use of Untargeted Mass
Spectrometry Reveals Novel Biomarkers for Diagnosis. Journal of Clinical Microbiology, 2015, 53,
3750-3759.

1.8 44

135 Enterovirus D68 Infections Associated with Severe Respiratory Illness in Elderly Patients and
Emergence of a Novel Clade in Hong Kong. Scientific Reports, 2016, 6, 25147. 1.6 44

136 Immunoassays Based on Penicillium marneffei Mp1p Derived from Pichia pastoris Expression System for
Diagnosis of Penicilliosis. PLoS ONE, 2011, 6, e28796. 1.1 44

137 Identification of a Novel Bat Papillomavirus by Metagenomics. PLoS ONE, 2012, 7, e43986. 1.1 44

138 Actinomyces hongkongensis sp. nov. â€“ A Novel Actinomyces species Isolated from a Patient with Pelvic
Actinomycosis. Systematic and Applied Microbiology, 2003, 26, 518-522. 1.2 43

139 Leptotrichia hongkongensis sp. nov., a novel Leptotrichia species with the oral cavity as its natural
reservoir. Journal of Zhejiang University: Science B, 2010, 11, 391-401. 1.3 43

140 Discovery and Genomic Characterization of a Novel Bat Sapovirus with Unusual Genomic Features and
Phylogenetic Position. PLoS ONE, 2012, 7, e34987. 1.1 43

141
Genetic diversity of Aspergillus species isolated from onychomycosis and Aspergillus hongkongensis
sp. nov., with implications to antifungal susceptibility testing. Diagnostic Microbiology and
Infectious Disease, 2016, 84, 125-134.

0.8 43

142 Enterococcus cecorum Empyema Thoracis Successfully Treated with Cefotaxime. Journal of Clinical
Microbiology, 2004, 42, 919-922. 1.8 42

143 Characterization of Haemophilus segnis , an Important Cause of Bacteremia, by 16S rRNA Gene
Sequencing. Journal of Clinical Microbiology, 2004, 42, 877-880. 1.8 42

144 Draft Genome Sequence of Penicillium marneffei Strain PM1. Eukaryotic Cell, 2011, 10, 1740-1741. 3.4 42



10

Susanna Kar-Pui Lau

# Article IF Citations

145
Genetic characterization of EV71 isolates from 2004 to 2010 reveals predominance and persistent
circulation of the newly proposed genotype D and recent emergence of a distinct lineage of
subgenotype C2 in Hong Kong. Virology Journal, 2013, 10, 222.

1.4 42

146 Identification and characterization of a novel paramyxovirus, porcine parainfluenza virus 1, from
deceased pigs. Journal of General Virology, 2013, 94, 2184-2190. 1.3 42

147 Identification of a Novel Betacoronavirus (Merbecovirus) in Amur Hedgehogs from China. Viruses,
2019, 11, 980. 1.5 42

148 Detection of Cell Wall Galactomannoprotein Afmp1p in Culture Supernatants of Aspergillus
fumigatus and in Sera of Aspergillosis Patients. Journal of Clinical Microbiology, 2002, 40, 4382-4387. 1.8 41

149
Current status and future directions for Laribacter hongkongensis, a novel bacterium associated
with gastroenteritis and traveller's diarrhoea. Current Opinion in Infectious Diseases, 2005, 18,
413-419.

1.3 41

150 CoVDB: a comprehensive database for comparative analysis of coronavirus genes and genomes.
Nucleic Acids Research, 2008, 36, D504-D511. 6.5 41

151
Matrix-assisted laser desorption ionisation time-of-flight mass spectrometry for identification of
clinically significant bacteria that are difficult to identify in clinical laboratories. Journal of Clinical
Pathology, 2014, 67, 361-366.

1.0 41

152
Analysis of a Viridans Group Strain Reveals a Case of Bacteremia Due to Lancefield Group G
Alpha-Hemolytic Streptococcus dysgalactiae subsp. equisimilis in a Patient with Pyomyositis and
Reactive Arthritis. Journal of Clinical Microbiology, 2003, 41, 613-618.

1.8 40

153 AFLMP1 Encodes an Antigenic Cell Wall Protein in Aspergillus flavus. Journal of Clinical
Microbiology, 2003, 41, 845-850. 1.8 40

154 Pulmonary and extrapulmonary complications of human rhinovirus infection in critically ill patients.
Journal of Clinical Virology, 2016, 77, 85-91. 1.6 40

155 A Survey of Recent Adenoviral Respiratory Pathogens in Hong Kong Reveals Emergent and Recombinant
Human Adenovirus Type 4 (HAdV-E4) Circulating in Civilian Populations. Viruses, 2019, 11, 129. 1.5 40

156
Confirmation of the First Hong Kong Case of Human Infection by Novel Swine Origin Influenza A
(H1N1) Virus Diagnosed Using Ultrarapid, Real-Time Reverse Transcriptase PCR. Journal of Clinical
Microbiology, 2009, 47, 2344-2346.

1.8 39

157 A highly specific rapid antigen detection assay for on-site diagnosis of MERS. Journal of Infection,
2016, 73, 82-84. 1.7 39

158 Human tryptophanyl-tRNA synthetase is an IFN-Î³â€“inducible entry factor for Enterovirus. Journal of
Clinical Investigation, 2018, 128, 5163-5177. 3.9 39

159 Use of Cefoperazone MacConkey Agar for Selective Isolation of Laribacter hongkongensis. Journal of
Clinical Microbiology, 2003, 41, 4839-4841. 1.8 38

160 Signature Gene Expression Reveals Novel Clues to the Molecular Mechanisms of Dimorphic Transition
in Penicillium marneffei. PLoS Genetics, 2014, 10, e1004662. 1.5 38

161
Streptobacillus hongkongensis sp. nov., isolated from patients with quinsy and septic arthritis, and
emended descriptions of the genus Streptobacillus and Streptobacillus moniliformis. International
Journal of Systematic and Evolutionary Microbiology, 2014, 64, 3034-3039.

0.8 38

162 Differential Microbial Communities of Omnivorous and Herbivorous Cattle in Southern China.
Computational and Structural Biotechnology Journal, 2018, 16, 54-60. 1.9 38



11

Susanna Kar-Pui Lau

# Article IF Citations

163 First Report of Tsukamurella Keratitis: Association between T. tyrosinosolvens and T. pulmonis and
Ophthalmologic Infections. Journal of Clinical Microbiology, 2009, 47, 1953-1956. 1.8 37

164
Use of MALDI Biotyper plus ClinProTools mass spectra analysis for correct identification
of<i>Streptococcus pneumoniae</i>and<i>Streptococcus mitis</i>/<i>oralis</i>. Journal of Clinical
Pathology, 2015, 68, 652-656.

1.0 36

165 Identification of Major Histocompatibility Complex Class I C Molecule as an Attachment Factor That
Facilitates Coronavirus HKU1 Spike-Mediated Infection. Journal of Virology, 2009, 83, 1026-1035. 1.5 35

166 Discovery and Genomic Characterization of a Novel Ovine Partetravirus and a New Genotype of Bovine
Partetravirus. PLoS ONE, 2011, 6, e25619. 1.1 35

167 Recombinant Coxsackievirus A2 and Deaths of Children, Hong Kong, 2012. Emerging Infectious
Diseases, 2013, 19, 1285-1288. 2.0 35

168
Arginine deiminase pathway is far more important than urease for acid resistance and intracellular
survival in Laribacter hongkongensis: a possible result of arc gene cassette duplication. BMC
Microbiology, 2014, 14, 42.

1.3 35

169 Molecular Evolution of MERS Coronavirus: Dromedaries as a Recent Intermediate Host or Long-Time
Animal Reservoir?. International Journal of Molecular Sciences, 2017, 18, 2138. 1.8 35

170
PacBio But Not Illumina Technology Can Achieve Fast, Accurate and Complete Closure of the High GC,
Complex Burkholderia pseudomallei Two-Chromosome Genome. Frontiers in Microbiology, 2017, 8,
1448.

1.5 35

171
Seasonal and tissue distribution of Laribacter hongkongensis, a novel bacterium associated with
gastroenteritis, in retail freshwater fish in Hong Kong. International Journal of Food Microbiology,
2007, 113, 62-66.

2.1 34

172 Complete Genome Sequence of the Veterinary Pathogen <i>Staphylococcus pseudintermedius</i>
Strain HKU10-03, Isolated in a Case of Canine Pyoderma. Journal of Bacteriology, 2011, 193, 1783-1784. 1.0 34

173 High Mortality Associated with Catabacter hongkongensis Bacteremia. Journal of Clinical
Microbiology, 2012, 50, 2239-2243. 1.8 34

174 Chickens host diverse picornaviruses originated from potential interspecies transmission with
recombination. Journal of General Virology, 2014, 95, 1929-1944. 1.3 34

175 Cloning and Characterization of a Chromosomal Class C Î²-Lactamase and Its Regulatory Gene in
Laribacter hongkongensis. Antimicrobial Agents and Chemotherapy, 2005, 49, 1957-1964. 1.4 33

176 <i>In Silico</i> Analysis of ORF1ab in Coronavirus HKU1 Genome Reveals a Unique Putative Cleavage
Site of Coronavirus HKU1 3Câ€•Like Protease. Microbiology and Immunology, 2005, 49, 899-908. 0.7 33

177 Three Cases of Severe Invasive Infections Caused by Campylobacter rectus and First Report of Fatal C.
rectus Infection. Journal of Clinical Microbiology, 2011, 49, 1687-1691. 1.8 33

178 Polyketides, Toxins and Pigments in Penicillium marneffei. Toxins, 2015, 7, 4421-4436. 1.5 33

179
First Report of a Fatal Case Associated with EV-D68 Infection in Hong Kong and Emergence of an
Interclade Recombinant in China Revealed by Genome Analysis. International Journal of Molecular
Sciences, 2017, 18, 1065.

1.8 33

180 Replication of MERS and SARS coronaviruses in bat cells offers insights to their ancestral origins.
Emerging Microbes and Infections, 2018, 7, 1-11. 3.0 33



12

Susanna Kar-Pui Lau

# Article IF Citations

181 Rapid Genomic Diagnosis of Fungal Infections in the Age of Next-Generation Sequencing. Journal of
Fungi (Basel, Switzerland), 2021, 7, 636. 1.5 33

182 Human-Induced Pluripotent Stem Cell-Derived Cardiomyocytes Platform to Study SARS-CoV-2 Related
Myocardial Injury. Circulation Journal, 2020, 84, 2027-2031. 0.7 33

183 AFMP2 Encodes a Novel Immunogenic Protein of the Antigenic Mannoprotein Superfamily in
Aspergillus fumigatus. Journal of Clinical Microbiology, 2004, 42, 2287-2291. 1.8 32

184 Life-Threatening Invasive Helcococcus kunzii Infections in Intravenous-Drug Users and ermA -Mediated
Erythromycin Resistance. Journal of Clinical Microbiology, 2005, 43, 6205-6208. 1.8 32

185 Bacteremia Caused by Solobacterium moorei in a Patient with Acute Proctitis and Carcinoma of the
Cervix. Journal of Clinical Microbiology, 2006, 44, 3031-3034. 1.8 32

186 First Report of Spontaneous Intrapartum Atopobium vaginae Bacteremia. Journal of Clinical
Microbiology, 2012, 50, 2525-2528. 1.8 32

187 Genomic characterization of seven distinct bat coronaviruses in Kenya. Virus Research, 2012, 167, 67-73. 1.1 32

188 Unraveling the Molecular Basis of Temperature-Dependent Genetic Regulation in Penicillium
marneffei. Eukaryotic Cell, 2013, 12, 1214-1224. 3.4 32

189 Matrix-assisted laser desorption ionization time-of-flight mass spectrometry for rapid identification
of mold and yeast cultures of Penicillium marneffei. BMC Microbiology, 2016, 16, 36. 1.3 32

190 Middle East respiratory syndrome (MERS) coronavirus and dromedaries. Veterinary Journal, 2017, 220,
75-79. 0.6 32

191 Failure of phylogeny inferred from multilocus sequence typing to represent bacterial phylogeny.
Scientific Reports, 2017, 7, 4536. 1.6 32

192 Lipid mediators of inflammation as novel plasma biomarkers to identify patients with bacteremia.
Journal of Infection, 2015, 70, 433-444. 1.7 31

193 Donor-Derived Genotype 4 Hepatitis E Virus Infection, Hong Kong, China, 2018. Emerging Infectious
Diseases, 2019, 25, 425-433. 2.0 31

194 Clinical and Molecular Epidemiology of Erythromycin-Resistant Beta-Hemolytic Lancefield Group G
Streptococci Causing Bacteremia. Journal of Clinical Microbiology, 2003, 41, 5188-5191. 1.8 30

195
Agar Block Smear Preparation: a Novel Method of Slide Preparation for Preservation of Native Fungal
Structures for Microscopic Examination and Long-Term Storage. Journal of Clinical Microbiology,
2010, 48, 3053-3061.

1.8 30

196 First Report of Disseminated Mycobacterium Skin Infections in Two Liver Transplant Recipients and
Rapid Diagnosis byhsp65Gene Sequencing. Journal of Clinical Microbiology, 2011, 49, 3733-3738. 1.8 30

197 Phylogenomic Analyses and Reclassification of Species within the Genus Tsukamurella: Insights to
Species Definition in the Post-genomic Era. Frontiers in Microbiology, 2016, 7, 1137. 1.5 30

198 A Systematic Approach to Novel Virus Discovery in Emerging Infectious Disease Outbreaks. Journal of
Molecular Diagnostics, 2015, 17, 230-241. 1.2 29



13

Susanna Kar-Pui Lau

# Article IF Citations

199 Cutaneous hyalohyphomycosis due to<i>Parengyodontium album</i>gen. et comb. nov.. Medical
Mycology, 2016, 54, 699-713. 0.3 29

200 <i>Coronavirus HKU15</i> in respiratory tract of pigs and first discovery of coronavirus quasispecies
in 5â€²-untranslated region. Emerging Microbes and Infections, 2017, 6, 1-7. 3.0 29

201 Mp1p Is a Virulence Factor in Talaromyces (Penicillium) marneffei. PLoS Neglected Tropical Diseases,
2016, 10, e0004907. 1.3 29

202
<i>MP1</i> Homologue-Based Multilocus Sequence System for Typing the Pathogenic Fungus
<i>Penicillium marneffei</i> : a Novel Approach Using Lineage-Specific Genes. Journal of Clinical
Microbiology, 2007, 45, 3647-3654.

1.8 28

203 Complete Genome Sequence of a Novel Picornavirus, Canine Picornavirus, Discovered in Dogs. Journal
of Virology, 2012, 86, 3402-3403. 1.5 28

204 Detection of human rhinovirus C in fecal samples of children with gastroenteritis. Journal of
Clinical Virology, 2012, 53, 290-296. 1.6 28

205 Yeast identification by sequencing, biochemical kits, MALDIâ€“TOF MS and rep-PCR DNA fingerprinting.
Medical Mycology, 2018, 56, 816-827. 0.3 28

206 Alkanindiges hongkongensis sp. nov. A novel Alkanindiges species isolated from a patient with parotid
abscess. Systematic and Applied Microbiology, 2005, 28, 316-322. 1.2 27

207 Isolation of Laribacter hongkongensis, a novel bacterium associated with gastroenteritis, from
Chinese tiger frog. International Journal of Food Microbiology, 2009, 129, 78-82. 2.1 27

208
Rapid Identification and Validation of Specific Molecular Targets for Detection of Escherichia coli
O104:H4 Outbreak Strain by Use of High-Throughput Sequencing Data from Nine Genomes. Journal of
Clinical Microbiology, 2011, 49, 3714-3716.

1.8 27

209

Gordonia Species as Emerging Causes of Continuous-Ambulatory-Peritoneal-Dialysis-Related
Peritonitis Identified by 16S rRNA and <i>secA1</i> Gene Sequencing and Matrix-Assisted Laser
Desorption Ionizationâ€“Time of Flight Mass Spectrometry (MALDI-TOF MS). Journal of Clinical
Microbiology, 2015, 53, 671-676.

1.8 27

210 Rhinovirus respiratory tract infection in hospitalized adult patients is associated with T H 2 response
irrespective of asthma. Journal of Infection, 2018, 76, 465-474. 1.7 27

211 Well-Characterized Monoclonal Antibodies against Cell Wall Antigen of Aspergillus Species Improve
Immunoassay Specificity and Sensitivity. Vaccine Journal, 2008, 15, 194-202. 3.2 26

212 Complete Genome Sequence of a Novel Picobirnavirus, Otarine Picobirnavirus, Discovered in
California Sea Lions. Journal of Virology, 2012, 86, 6377-6378. 1.5 26

213
Subcutaneous phaeohyphomycosis in a patient with IgG4-related sclerosing disease caused by a novel
ascomycete, Hongkongmyces pedis gen. et sp. nov.: first report of human infection associated with the
family Lindgomycetaceae. Medical Mycology, 2014, 52, 736-747.

0.3 26

214 Fatal <i>Fusarium solani</i> species complex infections in elasmobranchs: the first case report for
black spotted stingray (<i>Taeniura melanopsila</i>) and a literature review. Mycoses, 2015, 58, 422-431. 1.8 26

215 Intra-Genomic Internal Transcribed Spacer Region Sequence Heterogeneity and Molecular Diagnosis in
Clinical Microbiology. International Journal of Molecular Sciences, 2015, 16, 25067-25079. 1.8 26

216 Talaromyces marneffei Mp1p Is a Virulence Factor that Binds and Sequesters a Key Proinflammatory
Lipid to Dampen Host Innate Immune Response. Cell Chemical Biology, 2017, 24, 182-194. 2.5 26



14

Susanna Kar-Pui Lau

# Article IF Citations

217 The role of laboratory diagnostics in emerging viral infections: the example of the Middle East
respiratory syndrome epidemic. Journal of Microbiology, 2017, 55, 172-182. 1.3 26

218 Differential Tropism of SARS-CoV and SARS-CoV-2 in Bat Cells. Emerging Infectious Diseases, 2020, 26,
2961-2965. 2.0 26

219
Tsukamurella hongkongensis sp. nov. and Tsukamurella sinensis sp. nov., isolated from patients with
keratitis, catheter-related bacteraemia and conjunctivitis. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 391-397.

0.8 26

220 Use of Recombinant Mitogillin for Serodiagnosis of Aspergillus fumigatus -Associated Diseases.
Journal of Clinical Microbiology, 2001, 39, 4598-4600. 1.8 25

221
Seronegative Bacteremic Melioidosis Caused by Burkholderia pseudomallei with Ambiguous
Biochemical Profile: Clinical Importance of Accurate Identification by 16S rRNA Gene and groEL Gene
Sequencing. Journal of Clinical Microbiology, 2003, 41, 3973-3977.

1.8 25

222 Distribution and molecular characterization of tetracycline resistance in Laribacter hongkongensis.
Journal of Antimicrobial Chemotherapy, 2008, 61, 488-497. 1.3 25

223 Complete Genome Sequence of a Coxsackievirus A22 Strain in Hong Kong Reveals a Natural Intratypic
Recombination Event. Journal of Virology, 2011, 85, 12098-12099. 1.5 25

224 High Diversity of Genogroup I Picobirnaviruses in Mammals. Frontiers in Microbiology, 2016, 7, 1886. 1.5 25

225 A six-year descriptive epidemiological study of human coronavirus infections in hospitalized patients
in Hong Kong. Virologica Sinica, 2016, 31, 41-48. 1.2 25

226 Identification and genomic characterization of a novel rat bocavirus from brown rats in China.
Infection, Genetics and Evolution, 2017, 47, 68-76. 1.0 25

227
Lichtheimia hongkongensis sp. nov., a novel Lichtheimia spp. associated with rhinocerebral,
gastrointestinal, and cutaneous mucormycosis. Diagnostic Microbiology and Infectious Disease, 2010,
66, 274-284.

0.8 24

228
Streptococcus hongkongensis sp. nov., isolated from a patient with an infected puncture wound and
from a marine flatfish. International Journal of Systematic and Evolutionary Microbiology, 2013, 63,
2570-2576.

0.8 24

229
A phylogenetically distinct Middle East respiratory syndrome coronavirus detected in a dromedary
calf from a closed dairy herd in Dubai with rising seroprevalence with age. Emerging Microbes and
Infections, 2015, 4, 1-5.

3.0 24

230 Polyphyletic origin of MERS coronaviruses and isolation of a novel clade A strain from dromedary
camels in the United Arab Emirates. Emerging Microbes and Infections, 2016, 5, 1-9. 3.0 24

231 Rapid detection of MERS coronavirus-like viruses in bats: potential for tracking MERS coronavirus
transmission and animal origin. Emerging Microbes and Infections, 2018, 7, 1-7. 3.0 24

232 Clinical Mass Spectrometry in the Bioinformatics Era: A Hitchhikerâ€™s Guide. Computational and
Structural Biotechnology Journal, 2018, 16, 316-334. 1.9 24

233
MALDI-TOF MS for identification of <i>Tsukamurella</i> species: <i>Tsukamurella tyrosinosolvens</i>
as the predominant species associated with ocular infections. Emerging Microbes and Infections, 2018,
7, 1-11.

3.0 24

234 Substantial Decline in Invasive Pneumococcal Disease During Coronavirus Disease 2019 Pandemic in
Hong Kong. Clinical Infectious Diseases, 2022, 74, 335-338. 2.9 24



15

Susanna Kar-Pui Lau

# Article IF Citations

235 A novel astrovirus from dromedaries in the Middle East. Journal of General Virology, 2015, 96,
2697-2707. 1.3 23

236 Complete Genome Sequence of a Novel Feline Astrovirus from a Domestic Cat in Hong Kong. Genome
Announcements, 2013, 1, . 0.8 22

237
Molecular characterization of arginine deiminase pathway in <scp><i>L</i></scp><i>aribacter
hongkongensis</i> and unique regulation of arginine catabolism and anabolism by multiple
environmental stresses. Environmental Microbiology, 2015, 17, 4469-4483.

1.8 22

238
Isolation and Characterization of Dromedary Camel Coronavirus UAE-HKU23 from Dromedaries of the
Middle East: Minimal Serological Cross-Reactivity between MERS Coronavirus and Dromedary Camel
Coronavirus UAE-HKU23. International Journal of Molecular Sciences, 2016, 17, 691.

1.8 22

239 Novel Picobirnaviruses in Respiratory and Alimentary Tracts of Cattle and Monkeys with Large Intra-
and Inter-Host Diversity. Viruses, 2019, 11, 574. 1.5 22

240 Sixty Years from Segretainâ€™s Description: What Have We Learned and Should Learn About the Basic
Mycology of Talaromyces marneffei?. Mycopathologia, 2019, 184, 721-729. 1.3 22

241
Gordonia hongkongensis sp. nov., isolated from blood culture and peritoneal dialysis effluent of
patients in Hong Kong. International Journal of Systematic and Evolutionary Microbiology, 2016, 66,
3942-3950.

0.8 22

242
Ignatzschineria cameli sp. nov., isolated from necrotic foot tissue of dromedaries (Camelus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 467 Td (dromedarius) and associated maggots (Wohlfahrtia species) in Dubai. International Journal of

Systematic and Evolutionary Microbiology, 2018, 68, 3627-3634.
0.8 21

243
Tsukamurella asaccharolytica sp. nov., Tsukamurella conjunctivitidis sp. nov. and Tsukamurella sputi
sp. nov., isolated from patients with bacteraemia, conjunctivitis and respiratory infection in Hong
Kong. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 995-1006.

0.8 21

244 High prevalence of four novel astrovirus genotype species identified from rodents in China. Journal
of General Virology, 2017, 98, 1004-1015. 1.3 21

245
Characterization of a Tsukamurella Pseudo-Outbreak by Phenotypic Tests, 16S rRNA Sequencing,
Pulsed-Field Gel Electrophoresis, and Metabolic Footprinting. Journal of Clinical Microbiology, 2013,
51, 334-338.

1.8 20

246 Phylogenomic and MALDI-TOF MS Analysis of Streptococcus sinensis HKU4T Reveals a Distinct
Phylogenetic Clade in the Genus Streptococcus. Genome Biology and Evolution, 2014, 6, 2930-2943. 1.1 20

247
<i>In Vitro</i> Activity of Posaconazole against Talaromyces marneffei by Broth Microdilution and
Etest Methods and Comparison to Itraconazole, Voriconazole, and Anidulafungin. Antimicrobial
Agents and Chemotherapy, 2017, 61, .

1.4 20

248 Metagenomic analysis of Sichuan takin fecal sample viromes reveals novel enterovirus and astrovirus.
Virology, 2018, 521, 77-91. 1.1 20

249 Isolation of MERS-related coronavirus from lesser bamboo bats that uses DPP4 and infects
human-DPP4-transgenic mice. Nature Communications, 2021, 12, 216. 5.8 20

250 Bats host diverse parvoviruses as possible origin of mammalian dependoparvoviruses and source for
batâ€“swine interspecies transmission. Journal of General Virology, 2017, 98, 3046-3059. 1.3 20

251 Early diagnosis of Exophiala CAPD peritonitis by 18S ribosomal RNA gene sequencing and its clinical
significance. Diagnostic Microbiology and Infectious Disease, 2003, 46, 95-102. 0.8 19

252 Typhoid Fever Associated with Acute Appendicitis Caused by an H1-j Strain of Salmonella enteric a
Serotype Typhi. Journal of Clinical Microbiology, 2005, 43, 1470-1472. 1.8 19



16

Susanna Kar-Pui Lau

# Article IF Citations

253 A novel approach for screening immunogenic proteins inPenicillium marneffeiusing the
ÃŽÂ”AFMP1ÃŽÂ”AFMP2deletion mutant ofAspergillus fumigatus. FEMS Microbiology Letters, 2006, 262, 138-147.0.7 19

254
Phaeoacremonium parasiticum invasive infections and airway colonization characterized by agar
block smear and ITS and Î²-tubulin gene sequencing. Diagnostic Microbiology and Infectious Disease,
2012, 74, 190-197.

0.8 19

255 Subcutaneous Phaeohyphomycotic Nodule Due to Phialemoniopsis hongkongensis sp. nov.. Journal of
Clinical Microbiology, 2014, 52, 3280-3289. 1.8 19

256 In silico analysis of 16S ribosomal RNA gene sequencing-based methods for identification of medically
important anaerobic bacteria. Journal of Clinical Pathology, 2006, 60, 576-579. 1.0 18

257
Development of a multi-locus sequence typing scheme for Laribacter hongkongensis, a novel
bacterium associated with freshwater fish-borne gastroenteritis and traveler's diarrhea. BMC
Microbiology, 2009, 9, 21.

1.3 18

258 Novel Variant of Beilong Paramyxovirus in Rats, China. Emerging Infectious Diseases, 2012, 18,
1022-1024. 2.0 18

259 Re-Annotation of Protein-Coding Genes in 10 Complete Genomes of Neisseriaceae Family by Combining
Similarity-Based and Composition-Based Methods. DNA Research, 2013, 20, 273-286. 1.5 18

260
Clinical Characteristics, Laboratory Identification, and <i>In Vitro</i> Antifungal Susceptibility of
Yarrowia (Candida) lipolytica Isolates Causing Fungemia: a Multicenter, Prospective Surveillance
Study. Journal of Clinical Microbiology, 2015, 53, 3639-3645.

1.8 18

261 Identification and interspecies transmission of a novel bocaparvovirus among different bat species in
China. Journal of General Virology, 2016, 97, 3345-3358. 1.3 18

262
<i>Anaerospora hongkongensis</i> Gen. Nov. Sp. Nov., a Novel Genus and Species with Ribosomal DNA
Operon Heterogeneity Isolated from an Intravenous Drug Abuser with Pseudobacteremia.
Microbiology and Immunology, 2005, 49, 31-39.

0.7 17

263 First Report of <i>Gordonibacter pamelaeae</i> Bacteremia. Journal of Clinical Microbiology, 2010, 48,
319-322. 1.8 17

264
Automated Pangenomic Analysis in Target Selection for PCR Detection and Identification of Bacteria
by Use of ssGeneFinder Webserver and Its Application to Salmonella enterica Serovar Typhi. Journal of
Clinical Microbiology, 2012, 50, 1905-1911.

1.8 17

265 A novel dromedary camel enterovirus in the family Picornaviridae from dromedaries in the Middle
East. Journal of General Virology, 2015, 96, 1723-1731. 1.3 17

266
Human H7N9 virus induces a more pronounced pro-inflammatory cytokine but an attenuated
interferon response in human bronchial epithelial cells when compared with an
epidemiologically-linked chicken H7N9 virus. Virology Journal, 2016, 13, 42.

1.4 17

267
Tsukamurella ocularis sp. nov. and Tsukamurella hominis sp. nov., isolated from patients with
conjunctivitis in Hong Kong. International Journal of Systematic and Evolutionary Microbiology,
2018, 68, 810-818.

0.8 17

268 Matrix-assisted laser desorption ionisationâ€“time of flight mass spectrometry for rapid identification
of Laribacter hongkongensis. Journal of Clinical Pathology, 2013, 66, 1081-1083. 1.0 16

269 Fatal Empyema Thoracis Caused by Schizophyllum commune with Cross-Reactive Cryptococcal
Antigenemia. Journal of Clinical Microbiology, 2014, 52, 683-687. 1.8 16

270 <i>Laribacter hongkongensis</i> anaerobic adaptation mediated by arginine metabolism is controlled
by the cooperation of FNR and ArgR. Environmental Microbiology, 2017, 19, 1266-1280. 1.8 16



17

Susanna Kar-Pui Lau

# Article IF Citations

271 Molecular identification of cestodes and nematodes by cox1 gene real-time PCR and sequencing.
Diagnostic Microbiology and Infectious Disease, 2017, 89, 185-190. 0.8 16

272 Talaromyces marneffei Genomic, Transcriptomic, Proteomic and Metabolomic Studies Reveal
Mechanisms for Environmental Adaptations and Virulence. Toxins, 2017, 9, 192. 1.5 16

273 Interspecies Jumping of Bat Coronaviruses. Viruses, 2021, 13, 2188. 1.5 16

274 Molecular Characterization of a Strain of Group A Streptococcus Isolated from a Patient with a
Psoas Abscess. Journal of Clinical Microbiology, 2003, 41, 4888-4891. 1.8 15

275 Two Cases of Continuous Ambulatory Peritoneal Dialysis-Associated Peritonitis Due to Plesiomonas
shigelloides. Journal of Clinical Microbiology, 2004, 42, 933-935. 1.8 15

276 Clinical, phenotypic, and genotypic evidence for Streptococcus sinensis as the common ancestor of
anginosus and mitis groups of streptococci. Medical Hypotheses, 2006, 66, 345-351. 0.8 15

277
Identification of Adenoviruses in Fecal Specimens from Wild Chimpanzees (Pan trogylodytes) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 507 Td (schweinfurthii) in Western Tanzania. American Journal of Tropical Medicine and Hygiene, 2010, 82,

967-970.
0.6 15

278 Complete Genome Sequences of Novel Rat Noroviruses in Hong Kong. Journal of Virology, 2012, 86,
12435-12436. 1.5 15

279 Metabolomic Profiling of Plasma from Melioidosis Patients Using UHPLC-QTOF MS Reveals Novel
Biomarkers for Diagnosis. International Journal of Molecular Sciences, 2016, 17, 307. 1.8 15

280 The groEL Gene Is a Promising Target for Species-Level Identification of Tsukamurella. Journal of
Clinical Microbiology, 2017, 55, 649-653. 1.8 15

281 Novel Bat Alphacoronaviruses in Southern China Support Chinese Horseshoe Bats as an Important
Reservoir for Potential Novel Coronaviruses. Viruses, 2019, 11, 423. 1.5 15

282 Middle East Respiratory Syndrome Coronavirus Antibodies in Bactrian and Hybrid Camels from Dubai.
MSphere, 2020, 5, . 1.3 15

283 Tsukamurella serpentis sp. nov., isolated from the oral cavity of Chinese cobras (Naja atra).
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 3329-3336. 0.8 15

284 Construction of an inducible expression shuttle vector forLaribacter hongkongensis, a novel
bacterium associated with gastroenteritis. FEMS Microbiology Letters, 2005, 252, 57-65. 0.7 14

285
First report of methicillin-resistant Staphylococcus aureus septic arthritis complicating
acupuncture: simple procedure resulting in most devastating outcome. Diagnostic Microbiology and
Infectious Disease, 2009, 63, 92-95.

0.8 14

286 Lactobacillus rhamnosus hepatic abscess associated with Mirizzi syndrome: a case report and review
of the literature. Diagnostic Microbiology and Infectious Disease, 2010, 66, 94-97. 0.8 14

287
Analysis of multilocus sequence typing schemes for 35 different bacteria revealed that gene loci of 10
bacteria could be replaced to improve cost-effectiveness. Diagnostic Microbiology and Infectious
Disease, 2011, 70, 316-323.

0.8 14

288 Evaluation of 16SpathDB 2.0, an automated 16S rRNA gene sequence database, using 689 complete
bacterial genomes. Diagnostic Microbiology and Infectious Disease, 2014, 78, 105-115. 0.8 14



18

Susanna Kar-Pui Lau

# Article IF Citations

289 A 10-year study reveals clinical and laboratory evidence for the â€˜semi-invasiveâ€™ properties of chronic
pulmonary aspergillosis. Emerging Microbes and Infections, 2016, 5, 1-7. 3.0 14

290
Bacteremia in a patient with colonic carcinoma caused by a novel Sedimentibacter species:
Sedimentibacter hongkongensis sp. nov. Diagnostic Microbiology and Infectious Disease, 2004, 50,
81-87.

0.8 13

291 Reduced Levofloxacin Susceptibility and Tetracycline Resistance in a Clinical Isolate of Haemophilus
quentini Identified by 16S rRNA Sequencing. Journal of Clinical Microbiology, 2005, 43, 5391-5392. 1.8 13

292 Structural and functional insight into the mechanism of an alkaline exonuclease from Laribacter
hongkongensis. Nucleic Acids Research, 2011, 39, 9803-9819. 6.5 13

293
Molecular epidemiology of coxsackievirus A6 circulating in Hong Kong reveals common neurological
manifestations and emergence of novel recombinant groups. Journal of Clinical Virology, 2018, 108,
43-49.

1.6 13

294 Viruses and Bats. Viruses, 2019, 11, 884. 1.5 13

295 <i>Talaromyces marneffei</i> Mp1 Protein, a Novel Virulence Factor, Carries Two Arachidonic
Acid-Binding Domains To Suppress Inflammatory Responses in Hosts. Infection and Immunity, 2019, 87, . 1.0 13

296 Molecular Evolution of Human Coronavirus 229E in Hong Kong and a Fatal COVID-19 Case Involving
Coinfection with a Novel Human Coronavirus 229E Genogroup. MSphere, 2021, 6, . 1.3 13

297 Haemophilus segnis polymicrobial and monomicrobial bacteraemia identified by 16S ribosomal RNA
gene sequencing. Journal of Medical Microbiology, 2002, 51, 635-640. 0.7 13

298 Two novel dromedary camel bocaparvoviruses from dromedaries in the Middle East with unique
genomic features. Journal of General Virology, 2017, 98, 1349-1359. 1.3 13

299
Metabolomic profiling of Burkholderia pseudomallei using UHPLC-ESI-Q-TOF-MS reveals specific
biomarkers including 4-methyl-5-thiazoleethanol and unique thiamine degradation pathway. Cell and
Bioscience, 2015, 5, 26.

2.1 12

300 Molecular epidemiology of canine picornavirus in Hong Kong and Dubai and proposal of a novel genus
in Picornaviridae. Infection, Genetics and Evolution, 2016, 41, 191-200. 1.0 12

301 Comparative genome and evolutionary analysis of naturally occurring Beilong virus in brown and
black rats. Infection, Genetics and Evolution, 2016, 45, 311-319. 1.0 12

302 Induction of amphotericin B resistance in susceptible <i>Candida auris</i> by extracellular vesicles.
Emerging Microbes and Infections, 2022, 11, 1900-1909. 3.0 12

303
Phenotypic and Molecular Characterization of Erythromycin Resistance in Four Isolates of
Streptococcus -Like Gram-Positive Cocci Causing Bacteremia. Journal of Clinical Microbiology, 2004,
42, 3303-3305.

1.8 11

304 Lack of Evidence that DNA in Antibiotic Preparations Is a Source of Antibiotic Resistance Genes in
Bacteria from Animal or Human Sources. Antimicrobial Agents and Chemotherapy, 2004, 48, 3141-3146. 1.4 11

305 In silico analysis of 16S rRNA gene sequencing based methods for identification of medically important
aerobic Gram-negative bacteria. Journal of Medical Microbiology, 2011, 60, 1281-1286. 0.7 11

306 Fatal Systemic Necrotizing Infections Associated with a Novel Paramyxovirus, Anaconda
Paramyxovirus, in Green Anaconda Juveniles. Journal of Clinical Microbiology, 2014, 52, 3614-3623. 1.8 11



19

Susanna Kar-Pui Lau

# Article IF Citations

307 Human oropharynx as natural reservoir of Streptobacillus hongkongensis. Scientific Reports, 2016, 6,
24419. 1.6 11

308 Transcriptomic Analysis of Laribacter hongkongensis Reveals Adaptive Response Coupled with
Temperature. PLoS ONE, 2017, 12, e0169998. 1.1 11

309
Susceptibility patterns of clinical and fish isolates of Laribacter hongkongensis: comparison of the
Etest, disc diffusion and broth microdilution methods. Journal of Antimicrobial Chemotherapy, 2009,
63, 704-708.

1.3 10

310 Resequencing microarray for detection of human adenoviruses in patients with conjunctivitis.
Journal of Clinical Virology, 2010, 47, 282-285. 1.6 10

311 Molecular Epidemiology and Clinical Characteristics of Drug-Resistant Mycobacterium tuberculosis
in a Tuberculosis Referral Hospital in China. PLoS ONE, 2014, 9, e110209. 1.1 10

312 First Report of Human Infection by Agromycesmediolanus, a Gram-Positive Organism Found in Soil.
Journal of Clinical Microbiology, 2015, 53, 3377-3379. 1.8 10

313 First Report of<i>Laribacter hongkongensis</i>Peritonitis in Continuous Ambulatory Peritoneal
Dialysis. Peritoneal Dialysis International, 2016, 36, 105-107. 1.1 10

314 Screening and treatment of latent tuberculosis infection among HIV-infected patients in
resource-rich settings. Expert Review of Anti-Infective Therapy, 2016, 14, 489-500. 2.0 10

315 Rare/cryptic <i>Aspergillus</i> species infections and importance of antifungal susceptibility testing.
Mycoses, 2020, 63, 1283-1298. 1.8 10

316 Identification of Novel Rosavirus Species That Infects Diverse Rodent Species and Causes
Multisystemic Dissemination in Mouse Model. PLoS Pathogens, 2016, 12, e1005911. 2.1 9

317 Influenza A(H1N1)pdm09 Virus Infection in a Captive Giant Panda, Hong Kong. Emerging Infectious
Diseases, 2019, 25, 2303-2306. 2.0 9

318 Antigen Capture Enzyme-Linked Immunosorbent Assay for Detecting Middle East Respiratory Syndrome
Coronavirus in Humans. Methods in Molecular Biology, 2020, 2099, 89-97. 0.4 9

319
Genomic evidence for antibiotic resistance genes of actinomycetes as origins of antibiotic resistance
genes in pathogenic bacteria simply because actinomycetes are more ancestral than pathogenic
bacteria. Medical Hypotheses, 2006, 67, 1297-1304.

0.8 8

320 Ascaris-induced eosinophilic pneumonitis in an HIV-infected patient. Journal of Clinical Pathology,
2006, 60, 202-203. 1.0 8

321 Plasmid profile and construction of a small shuttle vector in Laribacter hongkongensis.
Biotechnology Letters, 2007, 29, 1575-1582. 1.1 8

322 Management of an incident of failed sterilization of surgical instruments in a dental clinic in Hong
Kong. Journal of the Formosan Medical Association, 2013, 112, 666-675. 0.8 8

323 Complete Mitochondrial Genome Sequence of Lichtheimia ramosa (syn. <i>Lichtheimia) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 102 Td (hongkongensis</i> ). Genome Announcements, 2014, 2, .0.8 8

324 First report of severe parainfluenza virus 4B and rhinovirus C coinfection in a liver transplant
recipient treated with immunoglobulin. Journal of Clinical Virology, 2014, 61, 611-614. 1.6 8



20

Susanna Kar-Pui Lau

# Article IF Citations

325 Draft Genome Sequence of Catabacter hongkongensis Type Strain HKU16 T , Isolated from a Patient
with Bacteremia and Intestinal Obstruction. Genome Announcements, 2015, 3, . 0.8 8

326
Chlamydotis macqueenii and C. undulata (Aves: Otididae) are new hosts for Caryospora megafalconis
(Apicomplexa: Eimeriidae) and proposal of the genus Avispora gen. nov. Parasitology Research, 2016, 115,
4389-4395.

0.6 8

327 Complete Genome Sequence of Influenza Virus H9N2 Associated with a Fatal Outbreak among Chickens
in Dubai. Genome Announcements, 2016, 4, . 0.8 8

328 Dirofilaria hongkongensis infection presenting as recurrent shoulder mass. Parasitology
International, 2020, 77, 102117. 0.6 8

329 Two novel noroviruses and a novel norovirus genogroup in California sea lions. Journal of General
Virology, 2018, 99, 777-782. 1.3 8

330 Rapid Diagnosis of Mycobacterium marinum Infection by Next-Generation Sequencing: A Case Report.
Frontiers in Medicine, 2022, 9, 824122. 1.2 8

331 Clinical significance of Pneumocystis jiroveci in patients with active tuberculosis. Diagnostic
Microbiology and Infectious Disease, 2013, 75, 260-265. 0.8 7

332
Metabolomics Analysis Reveals Specific Novel Tetrapeptide and Potential Anti-Inflammatory
Metabolites in Pathogenic Aspergillus species. International Journal of Molecular Sciences, 2015, 16,
13850-13867.

1.8 7

333 Epidemiology of sexually transmitted viral hepatitis in human immunodeficiency virus-positive men
who have sex with men inÂ Asia. Journal of the Formosan Medical Association, 2015, 114, 1154-1161. 0.8 7

334 Mutation Landscape of Base Substitutions, Duplications, and Deletions in the Representative Current
Cholera Pandemic Strain. Genome Biology and Evolution, 2018, 10, 2072-2085. 1.1 7

335
Diversity of phenotypically non-dermatophyte, non- <i>Aspergillus</i> filamentous fungi causing nail
infections: importance of accurate identification and antifungal susceptibility testing. Emerging
Microbes and Infections, 2019, 8, 531-541.

3.0 7

336 Clinical characteristics, rapid identification, molecular epidemiology and antifungal susceptibilities
of <i>Talaromyces marneffei</i> infections in Shenzhen, China. Mycoses, 2019, 62, 450-457. 1.8 7

337
Hepatic phaeohyphomycosis due to a novel dematiaceous fungus, <i>Pleurostoma hongkongense</i>
sp. nov., and importance of antifungal susceptibility testing. Emerging Microbes and Infections, 2021,
10, 81-96.

3.0 7

338 Characterization of the antigenicity of Cpl1, a surface protein of<i>Cryptococcus
neoformans</i>var.<i>neoformans</i>. Mycologia, 2015, 107, 39-45. 0.8 6

339 Fatal bacteremic melioidosis in patients with prolonged neutropenia. Diagnostic Microbiology and
Infectious Disease, 2016, 84, 258-260. 0.8 6

340 Severe underlying liver diseases and high mortality associated with Laribacter hongkongensis
bacteremia. Diagnostic Microbiology and Infectious Disease, 2020, 96, 114948. 0.8 6

341 Fatal Pneumonia Associated With a Novel Genotype of Human Coronavirus OC43. Frontiers in
Microbiology, 2021, 12, 795449. 1.5 6

342
Diverse and atypical manifestations of Q fever in a metropolitan city hospital: Emerging role of
next-generation sequencing for laboratory diagnosis of Coxiella burnetii. PLoS Neglected Tropical
Diseases, 2022, 16, e0010364.

1.3 6



21

Susanna Kar-Pui Lau

# Article IF Citations

343
Continuous Ambulatory Peritoneal Dialysis-Related Peritonitis Associated with Lancefield Group G
Beta-Hemolytic Streptococcus: Report of Two Cases Requiring Tenckhoff Catheter Removal. Journal of
Clinical Microbiology, 2004, 42, 4399-4402.

1.8 5

344 Resequencing microarray for detection of human adenoviruses in patients with community-acquired
gastroenteritis: a proof-of-concept study. Journal of Medical Microbiology, 2010, 59, 1387-1390. 0.7 5

345 In Vitro Susceptibility of Ceftolozane-Tazobactam against Burkholderia pseudomallei. Antimicrobial
Agents and Chemotherapy, 2018, 62, . 1.4 5

346 Fatal Talaromyces marneffei Infection in a Patient with Autoimmune Hepatitis. Mycopathologia, 2018,
183, 615-618. 1.3 5

347 Mp1p homologues as virulence factors in Aspergillus fumigatus. Medical Mycology, 2018, 56, 350-360. 0.3 5

348
Emergence of Cytomegalovirus Mononucleosis Syndrome Among Young Adults in Hong Kong Linked
to Falling Seroprevalence: Results of a 14-Year Seroepidemiological Study. Open Forum Infectious
Diseases, 2018, 5, ofy262.

0.4 5

349 First case report of fatal Nocardia nova infection in yellow-bibbed lory (Lorius chlorocercus)
identified by multilocus sequencing. BMC Veterinary Research, 2019, 15, 4. 0.7 5

350 Emergence of Staphylococcus lugdunensis as a Cause of Urinary Tract Infection: Results of the
Routine Use of MALDI-TOF MS. Microorganisms, 2020, 8, 381. 1.6 5

351
Next-Generation Sequencing-Based Diagnosis of Bacteremic Listeria monocytogenes Meningitis in a
Patient with Anti-Interferon Gamma Autoantibodies. Infectious Microbes & Diseases, 2022, Publish
Ahead of Print, .

0.5 5

352 Clinical Deterioration in Community Acquired Infections Associated with Lymphocyte Upsurge in
Immunocompetent Hosts. Scandinavian Journal of Infectious Diseases, 2004, 36, 743-751. 1.5 4

353 Romance of the three domains: how cladistics transformed the classification of cellular organisms.
Protein and Cell, 2013, 4, 664-676. 4.8 4

354
High recurrence rate supports need for secondary prophylaxis in non-HIV patients with disseminated
mycobacterium avium complex infection: a multi-center observational study. BMC Infectious Diseases,
2015, 16, 74.

1.3 4

355 Equine rhinitis B viruses in horse fecal samples from the Middle East. Virology Journal, 2016, 13, 94. 1.4 4

356 Comparative mitogenomic and phylogenetic characterization on the complete mitogenomes of
Talaromyces (Penicillium) marneffei. Mitochondrial DNA Part B: Resources, 2016, 1, 941-942. 0.2 4

357 Serodiagnosis of aspergillosis in falcons (<i>Falco</i> spp.) by an Afmp1pâ€•based enzymeâ€•linked
immunosorbent assay. Mycoses, 2018, 61, 600-609. 1.8 4

358 First Isolation and Rapid Identification of Newcastle Disease Virus from Aborted Fetus of Dromedary
Camel Using Next-Generation Sequencing. Viruses, 2019, 11, 810. 1.5 4

359
Co-circulation of a Novel Dromedary Camel Parainfluenza Virus 3 and Middle East Respiratory
Syndrome Coronavirus in a Dromedary Herd With Respiratory Tract Infections. Frontiers in
Microbiology, 2021, 12, 739779.

1.5 4

360
Anaconda paramyxovirus infection in an adult green anaconda after prolonged incubation:
Pathological characterization and whole genome sequence analysis. Infection, Genetics and
Evolution, 2017, 51, 239-244.

1.0 3



22

Susanna Kar-Pui Lau

# Article IF Citations

361 Successful treatment of plantar warts using topical Zijinding, a traditional Chinese medicine
preparation: A case series. Journal of Cosmetic Dermatology, 2020, 19, 946-950. 0.8 3

362 High Prevalence and Mechanism Associated With Extended Spectrum Beta-Lactamase-Positive
Phenotype in Laribacter hongkongensis. Frontiers in Microbiology, 2021, 12, 618894. 1.5 3

363 High Prevalence of Genogroup I and Genogroup II Picobirnaviruses in Dromedary Camels. Viruses, 2021,
13, 430. 1.5 3

364 A Sensitive and Specific Competitive Enzyme-Linked Immunosorbent Assay for Serodiagnosis of
COVID-19 in Animals. Microorganisms, 2021, 9, 1019. 1.6 3

365 A Case of Lemierre's Syndrome in Intensive Care Unit. Indian Journal of Critical Care Medicine, 2018, 22,
122-124. 0.3 3

366 Listeriosis in a Metropolitan Hospital: Is Targeted Therapy a Risk Factor for Infection?. Frontiers in
Medicine, 2022, 9, 888038. 1.2 3

367 Engineering Coronaviruses to Evaluate Emergence and Pathogenic Potential. Trends in Microbiology,
2016, 24, 427-429. 3.5 2

368 Reply to Perez del Molino Bernal and AgÃ¼ero Balbin, â€œ seqA1 Is a Useful Target for Identification of
Tsukamurella pulmonisâ€•. Journal of Clinical Microbiology, 2017, 55, 1592-1594. 1.8 2

369 Malate-Dependent Carbon Utilization Enhances Central Metabolism and Contributes to Biological
Fitness of Laribacter hongkongensis via CRP Regulation. Frontiers in Microbiology, 2019, 10, 1991. 1.5 2

370 In vitrosusceptibility ofSalmonella entericaserovar Typhi to ceftolozane/tazobactam. Journal of
Antimicrobial Chemotherapy, 2019, 74, 528-530. 1.3 2

371 Development of a sensitive competitive enzyme-linked immunosorbent assay for serodiagnosis of
Burkholderia mallei, a Tier 1 select agent. PLoS Neglected Tropical Diseases, 2021, 15, e0010007. 1.3 2

372 A Diagnostic Pitfall: Salmonella Splenic Infarction in Hereditary Spherocytosis. American Journal of
Medicine, 2016, 129, 42-43. 0.6 1

373 Molecular Research on Emerging Viruses: Evolution, Diagnostics, Pathogenesis, and Therapeutics.
International Journal of Molecular Sciences, 2018, 19, 398. 1.8 1

374 Molecular characterisation of emerging pathogens of unexplained infectious disease syndromes.
Expert Review of Molecular Diagnostics, 2019, 19, 839-848. 1.5 1

375 Veterinary Experiences can Inform One Health Strategies for Animal Coronaviruses. EcoHealth, 2021,
18, 301-314. 0.9 1

376
<i>In Vitro</i> Susceptibility of Typhoidal, Nontyphoidal, and Extended-Spectrum-Î²-Lactamase-Producing
<i>Salmonella</i> to Ceftolozane/Tazobactam. Antimicrobial Agents and Chemotherapy, 2022, 66,
AAC0122421.

1.4 1

377 Streptococcus <i>oriscaviae</i> sp. nov. Infection Associated with Guinea Pigs. Microbiology
Spectrum, 2022, , e0001422. 1.2 1

378 Angiotensin converting enzyme and sodium glucose cotransporter inhibitors alleviate inflammatory
effects of SARS-CoV-2 in cardiomyocytes. Cardiology Journal, 2022, , . 0.5 1



23

Susanna Kar-Pui Lau

# Article IF Citations

379 Response to â€œNovel Middle East respiratory syndrome coronavirusâ€•. Journal of the Formosan Medical
Association, 2014, 113, 66-67. 0.8 0

380 Middle East Respiratory Syndrome Interpreted: Human Herpesvirus 6B Pneumonia. American Journal of
Medicine, 2016, 129, 945-947. 0.6 0

381 Pitfalls in big data analysis: next-generation technologies, last-generation data. Diagnostic
Microbiology and Infectious Disease, 2019, 94, 209-210. 0.8 0


