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● General References 
○ Hodcroft EB, De Maio N, Lanfear R, MacCannell DR, Minh BQ, Schmidt HA, Stamatakis 

A, Goldman N, Dessimoz C. Want to track pandemic variants faster? Fix the 
bioinformatics bottleneck. Nature. 2021 Mar;591(7848):30-33. doi: 10.1038/d41586-021-
00525-x. PMID: 33649511. 

● Tavis Anderson (The evolution of influenza A virus at the human-animal interface) 
○ Markin A, Wagle S, Grover S, Vincent Baker AL, Eulenstein O, Anderson TK. PARNAS: 

Objectively Selecting the Most Representative Taxa on a Phylogeny. Syst Biol. 2023 
Nov 1;72(5):1052-1063. doi: 10.1093/sysbio/syad028. PMID: 37208300; PMCID: 
PMC10627562. 

● Andrew Beck (CDC: Public Health Perspective: Federal Level) 
○ Masters NB, Beck AS, Mathis AD, Leung J, Raines K, Paul P, Stanley SE, Weg AL, 

Pieracci EG, Gearhart S, Jumabaeva M, Bankamp B, Rota PA, Sugerman DE, 
Gastañaduy PA. Measles virus transmission patterns and public health responses during 
Operation Allies Welcome: a descriptive epidemiological study. Lancet Public Health. 
2023 Aug;8(8):e618-e628. doi: 10.1016/S2468-2667(23)00130-5. PMID: 37516478; 
PMCID: PMC10411127. 

● Rachel Colquhoun (Pango beyond the SARS-CoV-2 pandemic) 
○ Rambaut A, Holmes EC, O'Toole Á, Hill V, McCrone JT, Ruis C, du Plessis L, Pybus 

OG. A dynamic nomenclature proposal for SARS-CoV-2 lineages to assist genomic 
epidemiology. Nat Microbiol. 2020 Nov;5(11):1403-1407. doi: 10.1038/s41564-020-
0770-5. Epub 2020 Jul 15. PMID: 32669681; PMCID: PMC7610519. 

● Celeste Donato (Rotavirus diversity, evolution, and lineage classification) 
○ Tran H, Friendship R, Poljak Z. Classification of group A rotavirus VP7 and VP4 

genotypes using random forest. Front Genet. 2023 May 30;14:1029185. doi: 
10.3389/fgene.2023.1029185. PMID: 37323680; PMCID: PMC10267748. 

● Angie Hinrichs (UShER and autolin: Identifying virus lineages) 
○ McBroome J, de Bernardi Schneider A, Roemer C, Wolfinger MT, Hinrichs AS, O'Toole 

AN, Ruis C, Turakhia Y, Rambaut A, Corbett-Detig R. A framework for automated 
scalable designation of viral pathogen lineages from genomic data. Nat Microbiol. 2024 
Feb;9(2):550-560. doi: 10.1038/s41564-023-01587-5. Epub 2024 Feb 5. PMID: 
38316930; PMCID: PMC10847047. 

○ Hinrichs A, Ye C, Turakhia Y, Corbett-Detig R. The ongoing evolution of UShER during 
the SARS-CoV-2 pandemic. Nat Genet. 2024 Jan;56(1):4-7. doi: 10.1038/s41588-023-
01622-5. PMID: 38155331. 

● Jens H. Kuhn (Filoviruses; The ICTV): 
○ Kuhn JH, Bao Y, Bavari S, Becker S, Bradfute S, Brister JR, Bukreyev AA, Chandran K, 

Davey RA, Dolnik O, Dye JM, Enterlein S, Hensley LE, Honko AN, Jahrling PB, Johnson 
KM, Kobinger G, Leroy EM, Lever MS, Mühlberger E, Netesov SV, Olinger GG, Palacios 
G, Patterson JL, Paweska JT, Pitt L, Radoshitzky SR, Saphire EO, Smither SJ, 
Swanepoel R, Towner JS, van der Groen G, Volchkov VE, Wahl-Jensen V, Warren TK, 
Weidmann M, Nichol ST. Virus nomenclature below the species level: a standardized 
nomenclature for natural variants of viruses assigned to the family Filoviridae. Arch Virol. 
2013 Jan;158(1):301-11. doi: 10.1007/s00705-012-1454-0. Epub 2012 Sep 23. PMID: 
23001720; PMCID: PMC3535543. 

○ Siddell SG, Smith DB, Adriaenssens E, Alfenas-Zerbini P, Dutilh BE, Garcia ML, Junglen 
S, Krupovic M, Kuhn JH, Lambert AJ, Lefkowitz EJ, Łobocka M, Mushegian AR, 
Oksanen HM, Robertson DL, Rubino L, Sabanadzovic S, Simmonds P, Suzuki N, Van 
Doorslaer K, Vandamme AM, Varsani A, Zerbini FM. Virus taxonomy and the role of the 
International Committee on Taxonomy of Viruses (ICTV). J Gen Virol. 2023 
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May;104(5):001840. doi: 10.1099/jgv.0.001840. PMID: 37141106; PMCID: 
PMC10227694. 

● Elliot Lefkowitz (Monkeypox virus sub-species evolution) 
○ Ndodo N, Ashcroft J, Lewandowski K, Yinka-Ogunleye A, Chukwu C, Ahmad A, King D, 

Akinpelu A, Maluquer de Motes C, Ribeca P, Sumner RP, Rambaut A, Chester M, 
Maishman T, Bamidele O, Mba N, Babatunde O, Aruna O, Pullan ST, Gannon B, Brown 
CS, Ihekweazu C, Adetifa I, Ulaeto DO. Distinct monkeypox virus lineages co-circulating 
in humans before 2022. Nat Med. 2023 Sep;29(9):2317-2324. doi: 10.1038/s41591-023-
02456-8. Epub 2023 Sep 14. PMID: 37710003; PMCID: PMC10504077. 

● Philippe Le Mercier (Virus sub-species in ViralZone and UniProtKB) 
○ De Castro E, Hulo C, Masson P, Auchincloss A, Bridge A, Le Mercier P. ViralZone 2024 

provides higher-resolution images and advanced virus-specific resources. Nucleic Acids 
Res. 2024 Jan 5;52(D1):D817-D821. doi: 10.1093/nar/gkad946. PMID: 37897348; 
PMCID: PMC10767872. 

● Rosamund Lewis (Does viral evolution influence the public health response to mpox 
outbreaks?) 

○ Laurenson-Schafer H, Sklenovská N, Hoxha A, Kerr SM, Ndumbi P, Fitzner J, Almiron 
M, de Sousa LA, Briand S, Cenciarelli O, Colombe S, Doherty M, Fall IS, García-
Calavaro C, Haussig JM, Kato M, Mahamud AR, Morgan OW, Nabeth P, Naiene JD, 
Navegantes WA, Ogundiran O, Okot C, Pebody R, Matsui T, Ramírez HL, Smallwood C, 
Tasigchana RFP, Vaughan AM, Williams GS; WHO mpox Surveillance and Analytics 
team; Mala PO, Lewis RF, Pavlin BI, le Polain de Waroux O. Description of the first 
global outbreak of mpox: an analysis of global surveillance data. Lancet Glob Health. 
2023 Jul;11(7):e1012-e1023. doi: 10.1016/S2214-109X(23)00198-5. PMID: 37349031; 
PMCID: PMC10281644. 

● Cornelius Roemer (Clade and lineage assignment with Nextclade) 
○ Nextclade: clade assignment, mutation calling and quality control for viral genomes. 

Available at: https://joss.theoj.org/papers/10.21105/joss.03773  
● Don Seto (Update on Human Adenoviruses) 

○ Chatterjee A, Bhattacharjee U, Gupta R, Debnath A, Majumdar A, Saha R, Chawla-
Sarkar M, Chakrabarti AK, Dutta S. Genomic Expedition: Deciphering Human 
Adenovirus Strains from the 2023 Outbreak in West Bengal, India: Insights into Viral 
Evolution and Molecular Epidemiology. Viruses. 2024 Jan 21;16(1):159. doi: 
10.3390/v16010159. PMID: 38275969; PMCID: PMC10820069. 

○ Kang J, Ismail AM, Dehghan S, Rajaiya J, Allard MW, Lim HC, Dyer DW, Chodosh 
J, Seto D. Genomics-based re-examination of the taxonomy and phylogeny of 
human and simian Mastadenoviruses: an evolving whole genomes approach, 
revealing putative zoonosis, anthroponosis, and amphizoonosis. Cladistics. 2020 
Aug;36(4):358-373. doi: 10.1111/cla.12422. Epub 2020 Jul 14. PMID: 34618969; 
PMCID: PMC8964269. 

● Peter Simmonds (Virus classification and support for different stakeholders) 
○ Simmonds P, Adriaenssens EM, Zerbini FM, Abrescia NGA, Aiewsakun P, Alfenas-

Zerbini P, Bao Y, Barylski J, Drosten C, Duffy S, Duprex WP, Dutilh BE, Elena SF, 
García ML, Junglen S, Katzourakis A, Koonin EV, Krupovic M, Kuhn JH, Lambert AJ, 
Lefkowitz EJ, Łobocka M, Lood C, Mahony J, Meier-Kolthoff JP, Mushegian AR, 
Oksanen HM, Poranen MM, Reyes-Muñoz A, Robertson DL, Roux S, Rubino L, 
Sabanadzovic S, Siddell S, Skern T, Smith DB, Sullivan MB, Suzuki N, Turner D, Van 
Doorslaer K, Vandamme AM, Varsani A, Vasilakis N. Four principles to establish a 
universal virus taxonomy. PLoS Biol. 2023 Feb 13;21(2):e3001922. doi: 
10.1371/journal.pbio.3001922. PMID: 36780432; PMCID: PMC9925010. 
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● Derek J. Smith (Influenza and SARS-CoV-2: Evolution, Immunity, and Surveillance) 
○ Smith DJ, Lapedes AS, de Jong JC, Bestebroer TM, Rimmelzwaan GF, Osterhaus AD, 

Fouchier RA. Mapping the antigenic and genetic evolution of influenza virus. Science. 
2004 Jul 16;305(5682):371-6. doi: 10.1126/science.1097211. Epub 2004 Jun 24. PMID: 
15218094. 

● Áine O-Toole (Perspectives on the development of the Pango system and software) 
○ Happi C, Adetifa I, Mbala P, Njouom R, Nakoune E, Happi A, Ndodo N, Ayansola O, 

Mboowa G, Bedford T, Neher RA, Roemer C, Hodcroft E, Tegally H, O'Toole Á, 
Rambaut A, Pybus O, Kraemer MUG, Wilkinson E, Isidro J, Borges V, Pinto M, Gomes 
JP, Freitas L, Resende PC, Lee RTC, Maurer-Stroh S, Baxter C, Lessells R, Ogwell AE, 
Kebede Y, Tessema SK, de Oliveira T. Urgent need for a non-discriminatory and non-
stigmatizing nomenclature for monkeypox virus. PLoS Biol. 2022 Aug 
23;20(8):e3001769. doi: 10.1371/journal.pbio.3001769. PMID: 35998195; PMCID: 
PMC9451062. 

● Christian Zmasek (BV-BRC sub-species classification tools) 
○ Anderson TK, Macken CA, Lewis NS, Scheuermann RH, Van Reeth K, Brown IH, 

Swenson SL, Simon G, Saito T, Berhane Y, Ciacci-Zanella J, Pereda A, Davis CT, Donis 
RO, Webby RJ, Vincent AL. A Phylogeny-Based Global Nomenclature System and 
Automated Annotation Tool for H1 Hemagglutinin Genes from Swine Influenza A 
Viruses. mSphere. 2016 Dec 14;1(6):e00275-16. doi: 10.1128/mSphere.00275-16. 
PMID: 27981236; PMCID: PMC5156671. 

○ Matsen FA, Kodner RB, Armbrust EV. pplacer: linear time maximum-likelihood and 
Bayesian phylogenetic placement of sequences onto a fixed reference tree. BMC 
Bioinformatics. 2010 Oct 30;11:538. doi: 10.1186/1471-2105-11-538. PMID: 21034504; 
PMCID: PMC3098090. 

○ Stark M, Berger SA, Stamatakis A, von Mering C. MLTreeMap--accurate Maximum 
Likelihood placement of environmental DNA sequences into taxonomic and functional 
reference phylogenies. BMC Genomics. 2010 Aug 5;11:461. doi: 10.1186/1471-2164-
11-461. PMID: 20687950; PMCID: PMC3091657. 

○ Turakhia Y, Thornlow B, Hinrichs AS, De Maio N, Gozashti L, Lanfear R, Haussler D, 
Corbett-Detig R. Ultrafast Sample placement on Existing tRees (UShER) enables real-
time phylogenetics for the SARS-CoV-2 pandemic. Nat Genet. 2021 Jun;53(6):809-816. 
doi: 10.1038/s41588-021-00862-7. Epub 2021 May 10. PMID: 33972780; PMCID: 
PMC9248294. 

● Andrew Warren (Thinking about virus mutational spectra through visualization) 
○ Parks DH, Chuvochina M, Rinke C, Mussig AJ, Chaumeil PA, Hugenholtz P. GTDB: an 

ongoing census of bacterial and archaeal diversity through a phylogenetically consistent, 
rank normalized and complete genome-based taxonomy. Nucleic Acids Res. 2022 Jan 
7;50(D1):D785-D794. doi: 10.1093/nar/gkab776. PMID: 34520557; PMCID: 
PMC8728215. 

○ de Bernardi Schneider A, Su M, Hinrichs AS, Wang J, Amin H, Bell J, Wadford DA, 
O'Toole Á, Scher E, Perry MD, Turakhia Y, De Maio N, Hughes S, Corbett-Detig R. 
SARS-CoV-2 lineage assignments using phylogenetic placement/UShER are superior to 
pangoLEARN machine-learning method. Virus Evol. 2024 Jan 11;10(1):vead085. doi: 
10.1093/ve/vead085. PMID: 38361813; PMCID: PMC10868549. 

 


