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Abstract  

The COVID-19 pandemic raises serious questions about the operation of international 

agreements for accessing and sharing viruses potentially delaying emergency 

responses. The access and benefit-sharing (ABS) frameworks under the United 

Nations’ Convention on Biological Diversity and its Nagoya Protocol apply to the 

collection and use of the COVID-19 pathogen SARS-CoV-2. These frameworks aim 

to ensure countries of origin reap some of the benefits from the use of their resources. 

Using real-world examples, we demonstrate conceptual and definitional ambiguities 

relating to “country of origin” that make not only operationalising the ABS scheme for 

biodiversity conservation and sustainable use objectives difficult but may also 

undermine public health emergency responses. Understanding how COVID-19 fits (or 

does not fit) within ABS laws is a valuable exercise for international policymakers 

trying to determine how best to operationalise pathogen ABS, an issue currently under 

examination at the World Health Organization and critical to responding to pandemics. 

 

Keywords: COVID-19; Convention on Biological Diversity; access and benefit 

sharing; country of origin; genetic resources 

I. Introduction 

In early January 2020, news reports signalled the emergence of a new human 

coronavirus in Wuhan, China. On 11 February 2020, the World Health Organization 

(WHO) officially named the disease COVID-19 (coronavirus disease, with the 19 
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indicating the year of emergence: 2019),1 and the virus that causes the disease was 

officially named SARS-CoV-2 (severe acute respiratory syndrome coronavirus 2) by 

the International Committee on the Taxonomy of Viruses.2 This reflected the WHO’s 

Best Practice Guidelines for the naming of newly emerged diseases, stating that disease 

names should no longer include geographic locations (eg Ebola virus after the Ebola 

River, Zika virus after the Zika Forest in Uganda and Hendra virus after the Australian 

suburb), species (ie classes of animals for food) or any references to specific 

populations (eg Legionnaires disease).3 The new naming conventions are supposed to 

address the negative perceptions that can impact on trade and travel, as well as the 

stigma against the residents of the eponymous location.4 

 

While the official name SARS-CoV-2 ensures there is no link in the virus nomenclature 

between the geographical location of this virus’ emergence in the human population 

and the ensuing devastating COVID-19 pandemic, there is a link that endures in 

international law: a conceptual “tether” between place and the virus,5 founded in 

nation-state commitments under the United Nations’ Convention on Biological 

Diversity (CBD).6 This international treaty establishes a framework for the governance 

of what are called “genetic resources” requiring each State contracting party to 

determine its own arrangements for access to those resources over which it has 

sovereignty and to impose obligations for sharing benefits arising from the utilisation 

of those resources (shortened to access and benefit-sharing, or ABS).7 The CBD sets 

out the basic obligations with a further implementing agreement, the Nagoya Protocol 

on Access to Genetic Resources and the Fair and Equitable Sharing of Benefits Arising 

from Their Utilization (Nagoya Protocol),8 setting out more details about these 

 

1 World Health Organisation, Novel Coronavirus (2019-nCoV) Situation Report 22 (11 February 2020) 

<https://apps.who.int/iris/bitstream/handle/10665/330991/nCoVsitrep11Feb2020-

eng.pdf?sequence=1&isAllowed=y>. 

2 A Gorbalenya et al, “Severe Acute Respiratory Syndrome-related Coronavirus: The Species and Its 

Viruses – A Statement of the Coronavirus Study Group” (2020) 5 Nature Microbiology 536. 

3 World Health Organisation, World Health Organization Best Practices for the Naming of New Human 

Infectious Diseases, WHO/HSE/FOS/15.1 (2015) 3 (Table B) 

<https://apps.who.int/iris/bitstream/handle/10665/163636/WHO_HSE_FOS_15.1_eng.pdf?sequenc

e=1&isAllowed=y>. 

4 Editorial, “Stop the Coronavirus Stigma Now” (2020) 580 Nature 165; K Kupferschmidt, “Discovered 

a Disease? WHO Has New Rules for Avoiding Offensive Names”, Science News, 11 May 2015 

<https://www.sciencemag.org/news/2015/05/discovered-disease-who-has-new-rules-avoiding-

offensive-names>. 

5 See A Hinterberger and N Porter, “Genomic and Viral Sovereignty: Tethering the Materials of Global 

Biomedicine” (2015) 27 Public Culture 361. 

6 Convention on Biological Diversity (1992) 1760 UNTS 69; 31 ILM 818 (CBD). 

7 CBD, n 6, Art 15.1. 

8 Conference of the Parties to the Convention on Biological Diversity, Report of the Tenth Meeting of 

the Conference of the Parties to the Convention on Biological Diversity UNEP/CBD/COP/10/27 

(2010) [103] and Annex (Decision X/1, Annex 1, 89–109) (Nagoya Protocol). 
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obligations. The CBD (and Nagoya Protocol) provides a legal framework for States to 

exercise their sovereign authority to regulate how genetic resources, including SARS-

CoV-2 viruses originating within their borders are utilised for research, development 

and exploitation (utilisation) by user parties in other States. 

 

There are now at least 100 CBD contracting party national laws worldwide 

implementing ABS, which vary in terms of scope, procedures and regulatory 

approaches. The aim of this article is to examine how specific national laws 

theoretically apply to ABS of SARS-CoV-2 virus using real life examples of virus 

movements at the start of the pandemic to demonstrate: (1) the complexity and diversity 

of ABS laws that can be triggered by the movement of the SARS-CoV-2 virus in its 

various physical and information forms; and (2) the unanswered key conceptual and 

definitional questions for the CBD and Nagoya Protocol that are not necessarily unique 

to virus ABS, but are accentuated when it comes to viruses. These unresolved questions 

include: (1) when is a virus a “genetic resource” for the purposes of ABS; (2) what type 

of viral object can a State exercise sovereign rights over; and (3) what is the “country 

of origin” for a virus, and so the country entitled to claim technology transfer and 

financial benefits as part of benefit-sharing? 

 

This article in Part II outlines what is known about the origin and spread of the SARS-

CoV-2 virus followed in Part III by an overview of the international legal frameworks 

relevant to ABS. To demonstrate the complexity and risks of asserting sovereignty, 

Part IV offers real-world examples from the early days of the COVID-19 pandemic, 

showing how the SARS-CoV-2 virus transited within human hosts around the globe, 

moving through different phases as a “genetic resource” and through various 

jurisdictions. For the purposes of this analysis, we will call phase changes the various 

stages of utilisation applying processes by which, through human intervention: 

 
(1) The virus is a physical pathogen infecting its human host and moving within its host to different 

countries; 

(2) A clinical sample is taken from the host and is contained within a disembodied tissue sample 

(eg sputum), separated from its human surroundings; 

(3) The virus is isolated from the clinical sample; 

(4) The isolate is purified, separating the virus’ genetic components (the RNA genome) from other 

viral components (eg glycoproteins); 

(5) The viral RNA is copied and amplified in the laboratory (using the polymerase chain reaction, 

PCR); 

(6) Then the dematerialised informational form is determined (turned into digital genetic sequence 

data, represented as a string of symbols – As, Gs, Ts and Cs) and uploaded to various sequence 

databases and then downloaded to computers all over the world; and 

(7) This information is used either to rematerialise the virus (chemically synthesised in the 

laboratory) for further analysis or as an input to diagnostics, medicines or vaccines. 
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All of these phase changes can and have occurred in different jurisdictions, meaning 

different ABS (and other) laws apply to the virus as a physical or informational 

“genetic resource”. We argue in Part V that the COVID-19 pandemic highlights a 

fundamental flaw in the ABS concept. By attempting to regulate the “thing” (materials, 

knowledge, information) instead of activities relevant to achieving conservation and 

sustainable use objectives (the original purpose of ABS as outlined below), current 

laws inadvertently complicate the important process of a timely response to a pandemic 

with appropriate vaccines, diagnostic reagents and kits, and other materials. The article 

concludes in Part VI that if ABS had been exercised by the various countries dealing 

with the SARS-CoV-2 virus according to the ABS national laws, then the unresolved 

conceptual issues (like “country of origin”) would have delayed both samples and 

information and delivering a global emergency response to COVID-19. 

 

II. Origin and Spread of SARS-CoV-2 

On 30 December 2019, ProMed mail alerted the world to multiple cases of pneumonia 

of an unknown cause associated with the South China Seafood Market in Wuhan, 

China.9 China reported these cases to the WHO on 31 December 2019.10 They also 

dispatched an epidemiological rapid response team from the China Centers for Disease 

Control.11 On 10 January 2020, Chinese scientists uploaded the first draft genome 

sequence of the causative agent, later named SARS-CoV-2, to the Global Initiative on 

Sharing All Influenza Data (GISAID) database.12 The rapid release of the SARS-CoV-

2 genomic sequence to publicly accessible databases meant that scientists around the 

world could begin creating diagnostic kits and find clues about what medications could 

be used to target the virus. 

 

On 11 January 2020, a researcher from the University of North Carolina Chapel Hill 

stated that they would synthesise the virus based on its genetic sequence data because 

of the “bureaucratic barriers” associated with getting physical virus samples from 

 

9 International Society for Infectious Diseases, PRO/AH/EDR> Undiagnosed pneumonia – China (HU): 

RFI (Archive Number 20191230.6864153, 30 December 2019) <https://promedmail.org/promed-

post/?id=20191230.6864153>. 

10 D Normile, J Cohen and K Kupferschmidt, “Scientists Urged China to Quickly Share Data on Virus 

Linked to Pneumonia Outbreak”, Science News, 9 January 2020 

<https://www.sciencemag.org/news/2020/01/scientists-urge-china-quickly-share-data-virus-linked-

pneumonia-outbreak>. 

11 See N Zhu et al, “A Novel Coronavirus from Patients with Pneumonia in China, 2019” (2020) 382 

New England Journal of Medicine 727. 

12 E Holmes, “Novel 2019 Coronavirus Genome” (2020) <http://virological.org/t/novel-2019-

coronavirus-genome/319>. 
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China.13 In March 2020, one reporter for The Atlantic stated that “several 

microbiologists” had told her that “the Chinese [G]overnment does not allow 

specimens to be shipped outside its borders”.14 The WHO never directly stated that 

China had not shared physical virus samples with international laboratories, but 

repeatedly praise China for their commitment to sharing “information”.15 

 

On 29 January 2020, researchers from the Doherty Institute in Melbourne, Australia, 

announced that they had isolated the SARS-CoV-2 virus from a 58-year-old male who 

had travelled from Wuhan to Melbourne on 19 January 2020.16 The Australian 

researchers also announced that they would be sharing their virus isolate, which they 

named “BetaCoV/Australia/VIC01/2020” in accordance with isolate naming 

conventions, with the WHO and other laboratories.17 This was the first time that 

laboratories around the world were able to access physical samples of the virus, which 

are required to validate diagnostic tests and conduct research and development of 

pharmaceuticals beyond that which is possible using just the SARS-CoV-2 genome 

sequence.18 

 

On 21 February 2020, researchers mostly from Switzerland’s University of Bern posted 

a preprint on the bioRxiv server, demonstrating that they had created a SARS-CoV-2 

molecular clone using the publicly available genetic sequence data (with the aid of a 

physical sample),19 and other research groups soon followed suit.20 Researchers 

around the world have been isolating SARS-CoV-2 from patient samples and 

uploading the SARS-CoV-2 genome sequences to the GISAID database and various 

open access genetic sequence databases like GenBank. 

 

13 J Cohen, “Chinese Researchers Reveal Draft Genome of Virus Implicated in Wuhan Pneumonia 

Outbreak”, Science News, 11 January 2020 <https://www.sciencemag.org/news/2020/01/chinese-

researchers-reveal-draft-genome-virus-implicated-wuhan-pneumonia-outbreak>. 

14 O Khazan, “The 4 Key Reasons the US Is So behind on Coronavirus Testing”, The Atlantic, 13 March 

2020 <https://www.theatlantic.com/health/archive/2020/03/why-coronavirus-testing-us-so-

delayed/607954>. 

15 World Health Organisation, “Novel Coronavirus – China”, Disease Outbreak News, 12 January 2020 

<https://www.who.int/csr/don/12-january-2020-novel-coronavirus-china/en>. 

16 L Caly et al, “Isolation and Rapid Sharing of the 2019 Novel Coronavirus (SARS‐CoV‐2) from the 

First Patient Diagnosed with COVID‐19 in Australia” (2020) 212 Medical Journal of Australia 459, 

459. 

17 Caly et al, n 16, 459. 

18 J Cohen, “The United States Badly Bungled Coronavirus Testing – But Things May Soon Improve”, 

Science News, 28 February 2020 <https://www.sciencemag.org/news/2020/02/united-states-badly-

bungled-coronavirus-testing-things-may-soon-improve>. 

19 Tran TN Thao et al, “Rapid Reconstruction of SARS-CoV-2 Using a Synthetic Genomics Platform”, 

bioRxiv, 21 February 2020 <https://www.biorxiv.org/content/10.1101/2020.02.21.959817v1>. This 

was later published in Nature. 

20 See, eg, WB Park et al, “Virus Isolation from the First Patient with SARS-CoV-2 in Korea” (2020) 

35 Journal of Korean Medical Sciences e84. 
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COVID-19 is a zoonotic disease, meaning that the causative agent has jumped from an 

animal population to humans. While the animal reservoir for the SARS-CoV-2 virus is 

unclear at the time of writing, emergence events of this nature are not uncommon. 

Indeed, three known animal coronaviruses have jumped species into humans in the past 

two decades, causing outbreaks of various proportions. The first was SARS (severe 

acute respiratory syndrome) coronavirus in 2003, MERS (Middle East respiratory 

syndrome) coronavirus in 2012, and now the SARS-CoV-2 coronavirus in late 2019. 

Prior to the outbreak of SARS-CoV-2, there had been six coronaviruses previously 

known to infect humans.21 There have been various claims that SARS-CoV-2 was 

constructed in a laboratory, but molecular analyses have shown “that SARS-CoV-2 is 

not a laboratory construct or a purposefully manipulated virus”;22 it is a natural genetic 

resource. 

 

The most probable species of origin for SARS-CoV-2 are bats,23 but the virus is likely 

to have passed through an intermediate host (probably in mammalian species) before 

moving into humans.24 Given that “many early cases of COVID-19 were linked to the 

Huanan market in Wuhan, it is possible that an animal source was present at this 

location” and studies into the animal origins of SARS-CoV-2 have centred around that 

location.25 In September 2019, scientists detected the presence of a coronavirus in the 

lungs of Malayan pangolins (Manis javanica) picked up during anti-smuggling wildlife 

rescue efforts.26 This coronavirus was later shown to have approximately 90% genetic 

sequence homology (similarity) to human SARS-CoV-2.27 Due to the “huge demand 

for their meat as a delicacy and their scales for use in traditional medicines, pangolins 

are the most poached and trafficked mammal in the world”.28 Pangolins are the current 

best guess as to the intermediate host of SARS-CoV-2, however “the diversity of 

coronaviruses in bats and other species is massively under sampled”,29 and there is 

every chance that we may never be certain of the intermediate host species for SARS-

CoV-2.30 

 

21 K Andersen et al, “The Proximal Origin of SARS-CoV-2” (2020) 26 Nature Medicine 450, 450. 

22 Andersen et al, n 21, 450. 

23 T Zhang, Q Wu and Z Zhang, “Probable Pangolin Origin of SARS-CoV-2 Associated with the 

COVID-19 Outbreak” (2020) 30 Current Biology 1346, 1349–1350. 

24 See Zhang, Wu and Zhang, n 23; Andersen et al, n 21. 

25 Andersen et al, n 21, 450. 

26 P Liu, W Chen and J-P Chen, “Viral Metagenomics Revealed Sendai Virus and Coronavirus Infection 

of Malayan Pangolins (Manis javanica)” (2019) 11 Viruses 979. 

27 Zhang, Wu and Zhang, n 23, 1347. 

28 Liu, Chen and Chen, n 26, 979. 

29 Andersen et al, n 21, 451. 

30 World Health Organisation, How WHO Is Working to Track Down the Animal Reservoir of the 

SARS-CoV-2 Virus (6 November 2020) <https://www.who.int/news-room/feature-

stories/detail/how-who-is-working-to-track-down-the-animal-reservoir-of-the-sars-cov-2-virus>. 
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III. International ABS Frameworks Relevant to SARS-CoV-2 

ABS emerged in discussions about the equity and justice of biological materials being 

exploited in places away from their country of origin and the ideal that some of the 

benefits from that exploitation should be shared in fair and equitable ways.31 The first 

formal expression of this appeared in the CBD with recognition that States had 

sovereignty over their “genetic resources” and that they had the authority to determine 

the terms and conditions of access to those resources within their jurisdictions.32 The 

concept was designed as a tool or an economic incentive for the conservation and 

sustainable use of biological diversity33 where a user of biological resources would 

compensate the provider for the costs of conserving the resources (through benefit-

sharing) in return for access to exploit the resources economically.34 This original 

formulation anticipated that States would develop their own legislative, policy and 

administrative arrangements35 and that ABS would be a contract-like agreement 

between a party holding the resource and the party seeking access, and that the terms 

of conditions of access would address prior informed consent and mutually agreed 

terms.36 The CBD’s ABS framework applies to “genetic resources” defined as 

“genetic material of actual or potential value”, where “genetic materials” means “any 

material of plant, animal, microbial or other origin containing functional units of 

heredity”.37 In practice, “genetic resources” has been applied by States to capture most 

biological materials, including chemical derivatives.38 

 

There is no doubt that viruses are “genetic resources” for the purposes of the CBD and 

Nagoya Protocol.39 A virus consists of a nucleic acid (DNA or RNA) genome enclosed 

in a protein coat (capsid). The genome of the virus encodes for that protein capsid 

(structural genes) as well as some of the proteins required to hijack the host cell’s 

 

31 C Lawson, M Rourke and F Humphries, “Information as the Latest Site of Conflict in the Ongoing 

Contests about Access to and Sharing the Benefits from Exploiting Genetic Resources” (2020) 10 

Queen Mary Journal of Intellectual Property 7, 12–19. 

32 CBD, n 6, Arts 3 and 15.1. 

33 CBD, n 6, Art 1. See also C Lawson and C Pickering, “Scientometric Review of the Literature about 

Genetic Resources Access and Benefit-sharing under the Convention on Biological Diversity: 

Current Research and Future Directions” (2021) 7 Journal of Science and Law 1. 

34 C Lawson, Regulating Genetic Resources: Access and Benefit-sharing in International Law (Edward 

Elgar, 2012) 127–130. 

35 CBD, n 6, Art 3. 

36 CBD, n 6, Arts 15.4, 15.5. 

37 CBD, n 6, Art 2. 

38 Ad Hoc Open-Ended Working Group on Access and Benefit-sharing, The Concept of “Genetic 

Resources” in the Convention on Biological Diversity and How It Relates to a Functional 

International Regime on Access and Benefit-sharing, UNEP/CBD/WG-ABS/9/INF/1 (2010). 

39 M Rourke, “Viruses for Sale – All Viruses Are Subject to Access and Benefit-sharing Obligations 

Under the Convention on Biological Diversity” (2017) 39 European Intellectual Property Review 

79. 
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machinery (non-structural genes) to make copies of itself (progeny virus). The SARS-

CoV-2 virus has a single stranded RNA genome with around 30,000 nucleotides 

encoding the genes required to make copies of itself within host cells. As such, the 

SARS-CoV-2 virus contains “genetic material” with “functional units of heredity” and 

the use of the SARS-CoV-2 viruses within research and development and in various 

diagnostic and pharmaceutical applications demonstrates that they have “actual or 

potential value”. The SARS-CoV-2 virus therefore meets the definition of “genetic 

resources” for the purposes of the CBD.40 

 

The Nagoya Protocol imposes additional requirements on the existing CBD obligations 

for State Parties. These include process elements such as a requirement for national 

focal points,41 competent authorities,42 checkpoints43 and Internationally Recognised 

Certificates of Compliance.44 It also clarified that genetic resources derivatives45 and 

traditional knowledge associated with genetic resources46 were within the scope of 

obligations. A significant development under the Nagoya Protocol was to define the 

term “utilization of genetic resources”, which triggers ABS obligations, to mean “to 

conduct research and development on the genetic and/or biochemical composition of 

genetic resources, including through the application of biotechnology”.47 The possible 

effect of this definition is to introduce/confirm a temporal obligation that engages ABS 

negotiations not only at the time of access but also every time the genetic resources are 

used, re-used or used for other purposes into the future. 

 

The elements of the legal obligations under the CBD are a national measure (eg law, 

regulation or policy) in the country of origin of the “genetic resource” or the country 

that has acquired the “genetic resource” under the CBD,48 which requires the “prior 

informed consent” (or equivalent) from the providing country49 and an arrangement 

with “mutually agreed terms”50 including benefit-sharing from the commercialisation 

or other utilisations of the resource.51 In addition to this, the Nagoya Protocol clarifies 

that these obligations extend to the utilisation of derivatives of these resources52 and 

 

40 CBD, n 6, Art 2. 

41 Nagoya Protocol, n 8, Art 13.1. 

42 Nagoya Protocol, n 8, Art 13.2. 

43 Nagoya Protocol, n 8, Art 17.1. 

44 Nagoya Protocol, n 8, Art 17.3. 

45 Nagoya Protocol, n 8, Art 2. 

46 Nagoya Protocol, n 8, Arts 7, 12. 

47 Nagoya Protocol, n 8, Art 2. 

48 CBD, n 6, Arts 15.1, 15.3. 

49 CBD, n 6, Art 15.5. 

50 CBD, n 6, Art 15.4. 

51 CBD, n 6, Art 15.7. 

52 Nagoya Protocol, n 8, Art 2. 
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any traditional knowledge associated with these genetic resources.53 This imposes 

some user obligations like checkpoints and Internationally Recognised Certificates of 

Compliance.54 The result of the CBD and Nagoya Protocol is that a physical virus 

sample might be expected to have a trail of legal documentation detailing the place of 

collection through to the point of commercialisation with a range of obligations 

addressing benefit-sharing from the utilisation of the resource. 

 

For pandemic influenza viruses with human pandemic potential, the World Health 

Organization (WHO) negotiated a multilateral ABS framework after 2007 when 

Indonesia asserted that influenza viruses within its jurisdiction were under its sovereign 

control (in accordance with the CBD). At the time, Indonesia asserted its entitlement 

to refuse to share viruses through the WHO’s Global Influenza Surveillance 

Network.55 The scope of the resulting Pandemic Influenza Preparedness Framework 

for the Sharing of Influenza Viruses and Access to Vaccines and Other Benefits (PIP 

Framework, 2011)56 is “PIP biological materials”, narrowly defined as “human 

clinical specimens, virus isolates of wild type human H5N1 and other influenza viruses 

with human pandemic potential”, “modified viruses prepared from H5N1 and/or other 

influenza viruses with human pandemic potential developed by [WHO’s international 

network of influenza] laboratories” and “RNA extracted from wild-type H5N1 and 

other human influenza viruses with human pandemic potential and cDNA that 

encompass the entire coding region of one or more viral genes”.57 For viruses shared 

within the WHO’s international network of influenza laboratories (now called the 

Global Influenza Surveillance and Response System, GISRS) there is a Standard 

Material Transfer Agreement (SMTA) that addresses tracing mechanisms and 

maintains the SMTA for each transfer of materials (SMTA1),58 and for viruses moving 

out of this system to third-party users there is a different SMTA that addresses benefit-

sharing obligations (SMTA2)59 and a subscription payment (“partnership 

contribution”).60 SARS-CoV-2 does not fall within scope of the PIP Framework 
 

53 Nagoya Protocol, n 8, Art 7. 

54 Nagoya Protocol, n 8, Art 17.1. 

55 E Sedyaningsih et al, “Towards Mutual Trust, Transparency and Equity in Virus Sharing 

Mechanisms: The Avian Influenza Case of Indonesia” (2008) 37 Annals of the Academy of Medicine 

Singapore 482, 484–485; C Lawson, “Who Shall Live When Not All Can Live? Intellectual Property 

in Accessing and Benefit-sharing Influenza Viruses through the World Health Organisation” (2011) 

18 JLM 554, 563–570. 

56 Sixty-Fourth World Health Assembly, Resolutions and Decisions, WHA64/2011/REC/1 (2011) 8–9 

and Annex 2 (WHA64.5) (PIP Framework); Sixty-Fourth World Health Assembly, Pandemic 

Influenza Preparedness: Sharing of Influenza Viruses and Access to Vaccines and Other Benefits – 

Report by the Open-Ended Working Group of Member States on Pandemic Influenza Preparedness: 

Sharing of Influenza Viruses and Access to Vaccines and Other Benefits, A64/8 (2011). 

57 PIP Framework, n 56, Art 4.1. 

58 PIP Framework, n 56, Art 5.4.1, Annex 1. 

59 PIP Framework, n 56, Art 5.4.2, Annex 2. 

60 PIP Framework, n 56, Art 6.14.3. 
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because it does not meet the definition of “PIP biological materials”, highlighting a 

lack of clear legal obligations to share pathogenic genetic resources and associated 

information, other than bilaterally under the CBD and Nagoya Protocol framework, 

which has implications for impeding pandemic responses and scientific progress.61 

 

The question of whether information about the physical “genetic resource”, such as 

Digital Sequence Information,62 or Genetic Sequence Data under the PIP Framework, 

is the subject of ABS obligations in its own right (separate to the physical materials) is 

controversial in all forums dealing with genetic resources.63 The concern is that on the 

one hand, information about those physical materials may be accessed and used without 

the attendant ABS obligations for benefit-sharing.64 On the other hand, enclosing 

information in the ABS transaction can have significant implications for information 

exchange and open science necessary for fast public health responses, conservation and 

sustainable use of genetic resources.65 As the SARS-CoV-2 illustrates, the release of 

the genome sequence information ahead of any physical samples enabled scientists 

around the world to begin creating diagnostic kits and find clues about what 

medications could be used to target the virus. Currently the CBD and other forums 

(including the WHO) are collecting views and experiences and commissioning reports 

in anticipation of future negotiations to address these concerns about information.66 In 

 

61 M Rourke et al, “Policy Opportunities to Enhance Sharing for Pandemic Research” (2020) 368 

Science 716, 717–718. 

62 A place-holder term for genetic information about biological materials while a more precise definition 

is found: Conference of the Parties to the Convention on Biological Diversity, Report of the 

Conference of the Parties to the Convention on Biological Diversity on Its Fourteenth Meeting, 

CBD/COP/14/14 (2018) [258] and Decision 14/20; Conference of the Parties to the Convention on 

Biological Diversity Serving as the Meeting of the Parties to the Nagoya Protocol on Access to 

Genetic Resources and the Fair and Equitable Sharing of the Benefits Arising from their Utilization, 

Report of the Conference of the Parties to the Convention on Biological Diversity Serving as the 

Meeting of the Parties to the Nagoya Protocol on Access to Genetic Resources and the Fair and 

Equitable Sharing of the Benefits Arising from their Utilization on its Third Meeting, 

CBD/NP/MOP/3/10 (2018) [162] and Decision 3/12; Governing Body of the International Treaty on 

Plant Genetic Resources for Food and Agriculture, Eighth Session of the Governing Body of the 

International Treaty on Plant Genetic Resources for Food and Agriculture, IT/GB-8/19/Report 

(2019) [49] and Resolution 13/2019; World Health Assembly, Pandemic Influenza Preparedness 

Framework for the Sharing of Influenza Viruses and Access to Vaccines and Other Benefits, 

WHA72(12) (2019) [1(b)]. 

63 This includes proposed international legally binding instrument under the United Nations Convention 

on the Law of the Sea for areas beyond national jurisdiction. See C Lawson and M Rourke, “Digital 

Sequence Information as a Marine Genetic Resource under the Proposed UNCLOS Legally Binding 

Instrument” (2020) 122 Marine Policy 103878. 

64 Lawson, Rourke and Humphries, n 31, 19–26. 

65 See M Rourke, A Phelan and C Lawson, “Challenges and Opportunities for Access and Benefit-

sharing Following the Synthesis of Horsepox Virus” (2020) 38 Nature Biotechnology 537, 538–539. 

66 See, eg, W Houssen, S Rodrigo and M Jaspars, Digital Sequence Information on Genetic Resources: 

Concept, Scope and Current Use (2019) <https://www.cbd.int/abs/DSI-
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the meantime, States are deciding on an ad hoc basis whether their ABS obligations 

apply to this kind of information (see Part IV). 

 

A remaining unresolved issue highlighted by the ABS obligations around accessing 

and utilising virus-related material is traditional knowledge67 and geographical scope. 

The CBD addresses traditional knowledge in the context of the “knowledge, 

innovations and practices of indigenous and local communities embodying traditional 

lifestyles relevant for the conservation and sustainable use of biological diversity”.68 

The Nagoya Protocol expanded this obligation for States to “take measures, as 

appropriate, with the aim of ensuring that traditional knowledge associated with genetic 

resources that is held by indigenous and local communities is accessed” with “prior 

and informed consent or approval”, of the “involvement of these indigenous and local 

communities” and with “mutually agreed terms”.69 The term “traditional knowledge 

associated with genetic resources” has not been defined. It is broad enough to include 

virus-related traditional knowledge held by Indigenous Peoples and local 

communities.70 Individual States are left to determine the content of this obligation 

through their domestic laws, policies and administrative measures. 

 

The relevant international ABS agreements provide some guidance about the 

geographical scope of ABS measures. Under the CBD and Nagoya Protocol, parties 

can apply ABS measures to genetic resources for which they are the “country of origin” 

or those they have acquired in accordance with the CBD.71 The country of origin of 

genetic resources is defined by the CBD as “the country which possesses those genetic 

resources in in situ conditions”, which in turn is defined as where they “exist within 

ecosystems and natural habitats, and, in the case of domesticated or cultivated species, 

in the surroundings where they have developed their distinctive properties”.72 The 

 

peer/Study1_concept_scope.pdf>; F Rohden et al, Combined Study on DSI in Public and Private 

Databases and DSI Traceability (2019) <https://www.cbd.int/abs/DSI-peer/Study-Traceability-

databases.pdf>; M Bagley et al, Fact-finding Study on How Domestic Measures Address Benefit-

sharing Arising from Commercial and Non-commercial Use of Digital Sequence Information on 

Genetic Resources and Address the Use of Digital Sequence Information on Genetic Resources for 

Research and Development (2019) <https://www.cbd.int/abs/DSI-

peer/Study4_domestic_measures.pdf>. 

67 M Rourke, “Who Are ‘Indigenous and Local Communities’ and What Is ‘Traditional Knowledge’ 

for Virus Access and Benefit-sharing? A Textual Analysis of the Convention on Biological Diversity 

and its Nagoya Protocol” (2018) 25 JLM 707. 

68 CBD, n 6, Art 8(j). 

69 Nagoya Protocol, n 8, Art 7. 

70 M Rourke, “When Knowledge Goes Viral: Assessing the Possibility of Virus-related Traditional 

Knowledge for Access and Benefit-sharing” (2018) 21 Journal of World Intellect Property 356. See 

also T Berry and C Lawson, “Can Surfers Have Traditional Knowledge Intellectual Property?” 

(2021) 8 Griffith Journal of Law and Human Dignity 154. 

71 CBD, n 6, Art 15(3); Nagoya Protocol, n 8, Art 6. 

72 CBD, n 6, Art 2. 
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CBD and Nagoya Protocol also envisage that countries have sovereignty to determine 

which in situ and ex situ genetic resources located within their jurisdiction are subject 

to ABS obligations.73 As the examples in Part IV below illustrate, this may include 

endemic or exotic resources that have developed their distinctive properties in the 

country or even those that are simply located or passing through the country. Few 

countries or international instruments have resolved the question of how to determine 

the “origin” of any intangible aspects of genetic resources, particularly in the case of 

using information separately to the physical material, or the origin of viruses that are 

crossing jurisdictions within a host (such as humans in the case of SARS-CoV-2) that 

may have a distinct “origin” from that of the virus. 

 

In the case of information, for example sequence information about viral genomes in a 

database, it is unclear whether the origin of this information (for the purposes of ABS) 

is determined by the location/s of the genetic resource from which the genetic sequence 

is derived, where the sequence was determined, or the location where a researcher has 

uploaded or downloaded the sequence. For example, a Basic Local Alignment Search 

Tool may scan many millions of sequences for patterns or matches in the course of one 

search to align sequences, and although not all this information would be displayed in 

the final research result, the researcher needs to “access” all of the sequences to settle 

the best alignments. It would, however, be impractical to share the benefits of the 

research outcome with all of the provider countries of the original (millions of) physical 

materials if employing a bilateral ABS transaction like that found in the CBD and 

Nagoya Protocol. If the provider to which benefits are owed is simply the location that 

had generated or uploaded the information, there may be questions of equity and 

fairness if the country of origin of the physical materials is not compensated.74 The 

scenarios in Part IV look at the implications of these different approaches for sharing 

the benefits associated with the use of SARS-CoV-2. 

 

In addition to ABS measures, States variously recognise property rights in both the 

tangible physical materials and the intangible information and ideas associated with 

those physical materials, which has implications for SARS-CoV-2 access, uses and 

international transfers. The most contentious among these forms of property are 

intellectual property and the long and unresolved tension between the obligations set 

out in the World Trade Organisation (WTO) Agreement on Trade Related Aspects of 

Intellectual Property (TRIPS)75 and the CBD. The TRIPS sets out minimum standards 

for copyright, trademarks, designs and patents and also requires WTO members to 

 

73 The “country providing genetic resources” means “the country supplying genetic resources collected 

from in situ sources, including populations of both wild and domesticated species, or taken from ex 

situ sources, which may or may not have originated in that country”: CBD, n 6, Art 2. 

74 Lawson, Rourke and Humphries, n 31, 12–19. 

75 Agreement on Trade Related Aspects of Intellectual Property (1994) 1869 UNTS 299; 33 ILM 1197 

(TRIPS). 
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address data protection for some test data, among other things. Patents give the holder 

exclusive rights that prevent others exploiting the invention for the term of the patent 

(up to 20 years).76 This has implications for the research tools, vaccines and other 

inventions that incorporate the materials and methods of using SARS-CoV-2 viruses 

and sequences that might be subject to exclusive rights, as well as ABS obligations. 

There has long been tension and allegations of “biopiracy” between advanced economy 

States’ preferences for high standard intellectual property and the emerging economy 

States’ concerns about the desirability of intellectual property imposing costs on their 

economies and denying them access to technology and information derived from 

resources for which they are the country of origin.77 On the flip side, there is potential 

for patent applications to disclose the sources and origins of biological materials as a 

user obligation and for patent offices to be used as ABS checkpoints to assist enforcing 

prior informed consent and benefit-sharing under the CBD and Nagoya Protocol 

frameworks. While some countries have proposed TRIPS amendments on country of 

origin disclosure, they remain contested and in deadlock.78 Individual countries, 

however, have developed origin disclosure requirements and patent office checkpoints 

under their national laws, the implications of which for SARS-CoV-2 are explored in 

Part IV. 

 

IV. ABS Implications of Country Assertions of Sovereign Rights over SARS-

CoV-2 Materials, Information and Traditional Knowledge 

In this section, we trace the movement of some SARS-CoV-2 materials and 

information across State jurisdictional boundaries for the purposes of highlighting the 

complexity of ABS laws that may be triggered and the potential consequences for 

material and information sharing if countries assert sovereign control under their ABS 

laws or policies. There are four scenarios that are grouped under two headings for the 

purposes of comparing the scenarios: 4.1 Travellers from China to Australia (scenario 

1) and Malaysia (scenario 2); 4.2 Travellers from Italy to Brazil (scenario 3) and the 

high seas (scenario 4). Scenarios 1–3 concern documented travellers who were tested 

for the presence of SARS-CoV-2, and the virus isolated and in some cases, sequenced 

in their destination countries. Scenario 4 is a hypothetical example concerning 

travellers on the high seas during the pandemic. This section highlights that depending 

on how countries interpret the definition of “country of origin”, there may be 

competing claims of sovereign rights over the physical SARS-CoV-2 materials, 

information and/or traditional knowledge. 

 

76 TRIPS, n 75, Arts 28, 33. 

77 See S Smallman, “Biopiracy and Vaccines: Indonesia and the World Health Organization’s New 

Pandemic Influenza Plan” (2013) 4 Journal of International and Global Studies 20. 

78 See C Chiarolla, “Intellectual Property from a Global Environmental Law Perspective: Lessons from 

Patent Disclosure Requirements for Genetic Resources and Traditional Knowledge” (2019) 8 

Transnational Environmental Law 503. 

Electronic copy available at: https://ssrn.com/abstract=3876009



14 

 

 

A. Travellers from China 

The first two scenarios cover two Chinese nationals travelling from China, one to 

Australia and the other to Malaysia. This subsection will provide details about the 

current state of the ABS laws in China, before detailing the scenarios themselves. This 

section highlights that if China implements its proposed retrospective draft ABS 

legislation outlined below, it may have the potential to assert sovereignty over SARS-

CoV-2 if it can establish itself as the “country of origin”. This means any research and 

development of the virus and knowledge would need to be conducted within Chinese 

territory and any benefits from their use (eg vaccines) must be fairly and equitably 

shared with China in accordance with the proposed draft law. 

 

China acceded to the Nagoya Protocol in 2016 but does not yet have dedicated ABS 

legislation. Countries wishing to access China’s genetic resources and traditional 

knowledge must comply with the patchwork of laws including agricultural, 

environmental, cultural and Chinese medicine laws that may require permission to 

collect organisms and share benefits from their use.79 In 2017, however, the 

government released the draft Regulation of Access to Genetic Resources and Benefit-

sharing (Draft Law). The Draft Law “applies to access and benefit-sharing of genetic 

resources and associated traditional knowledge that exist within the People’s Republic 

of China and other waters within its jurisdiction, unless otherwise determined by the 

law” (draft Art 1). Under the Draft Law, “genetic resources” means: 

 
[A]ny material, derivatives or the information generated therefrom of plant, animal, microbial or 

other origin containing functional units of heredity, that of actual or potential value (not including 

human genetic resources) (draft Art 2). 

 

“Derivative” means: 

 
[A] biochemical compound resulting from the genetic expression or metabolism of genetic resources, 

analogues based on direct structure modification of natural products or synthetic compounds made 

of genetic resources and its information (draft Art 2). 

 

The definition of genetic resources does not exclude virus genetic resources, and a plain 

reading of “microbial” would include these physical materials. Since the Draft Law’s 

definition mirrors the definition of genetic resources in the CBD, it is likely that virus 

genetic materials would fall within the scope of this domestic ABS regime (see Part 

III). The legislation is silent about whether it includes information about the genetic 

resources (such as sequence data) within the scope of the subject matter of the ABS 

 

79 See X Zheng, “Key Legal Challenges and Opportunities in the Implementation of the Nagoya 

Protocol: The Case of China” (2019) 28 Review of European, Comparative and International 

Environmental Law 175, 177–179. 
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transaction, although “information” is included in the definition of derivative. This 

means that it is arguable whether ABS obligations apply to access and utilisation of 

sequence information as subject matter. If so, it would require access authorisation in 

its own right (separately to the physical materials), as opposed to information merely 

being shared as a voluntary form of benefit-sharing. Given that China has sovereignty 

over its resources, then it is really for China to determine and clarify the status of the 

SARS-CoV-2 resources, derivatives and associated information under the Draft Law. 

 

The Draft Law’s scope extends to resources and knowledge that “exist within” China 

and its territories. There appears to be no guidance about how China would interpret 

the term “exist within” for the purpose of determining the “country of origin”. In other 

words, whether it would only apply to native biological resources and those that have 

developed their genetic characteristics in China or to resources simply located in China, 

including those originating in other countries but present in China. If it is the latter, its 

scope would be far-reaching and could potentially include SARS-CoV-2 located in 

China or its territories, whether or not it originated there. The only requirements to 

disclose the “direct sources or region of origin of genetic resources” appears to be 

disclosure under the equivalent of an Internationally Recognised Certificate of 

Compliance (see Part III) once access is approved (draft Art 25). Further, disclosure of 

origin of any genetic resources in intellectual property applications (such as patents) is 

mandatory – no intellectual property rights will be granted in China without such 

disclosure (draft Art 29). It is unclear whether only resources/knowledge originating in 

China would be subject to this obligation, or any invention containing SARS-CoV-2 

that is subject to an intellectual property application in China, irrespective of its origin. 

It is likely that the provision would be interpreted broadly. 

 

If it can be established that the animal source of SARS-CoV-2 was a mammal such as 

a pangolin that has traditional medicinal values in China,80 the Draft Laws’ traditional 

knowledge provisions may be triggered with implications for sharing benefits and 

information. Under the Draft Law, “traditional knowledge associated with genetic 

resources” means: 

 
[T]he knowledge, innovations and practices that are created, inherited and developed by the people 

of all ethnic groups and local communities in their long-term practice of traditional lifestyles relevant 

for the conservation and sustainable use of genetic resources (draft Art 2). 

 

The Chinese Government reported to the CBD’s ABS Clearing House that China does 

not have “indigenous people” and that relevant laws being implemented apply to local 

communities (Chinese Government 2017). The Draft Law does not define local 

 

80 See Y Wang, S Turvey and N Leader‐Williams, “Knowledge and Attitudes about the Use of Pangolin 

Scale Products in Traditional Chinese Medicine (TCM) within China” (2020) 2 People and Nature 

903. 
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communities. Identification of the relevant holder of traditional knowledge will depend 

on the proposed system of traditional knowledge registration. The Draft Law provides 

that the State must “establish a system of protection of traditional knowledge, 

encourage and support the protection, inheritance and utilization of traditional 

knowledge” (draft Art 5). It will do this through a system of registration for openly 

accessible traditional knowledge (in the public domain) at the district level that will be 

periodically uploaded to a national database of genetic resources (draft Art 6). The 

organisation for collective administration designed by the environmental department 

and other departments under the State Council will manage the registered traditional 

knowledge (draft Art 7). 

 

Existing traditional knowledge legislation may also be relevant in the case of SARS-

CoV-2. The Chinese Medicine Law 2017 provides that the holder of traditional 

knowledge associated with Chinese medicine shall have the rights to inherit and use 

the traditional knowledge, and require prior informed consent and benefit-sharing from 

the use of the traditional knowledge that he/she holds.81 Medicinal traditional 

knowledge concerning Chinese pangolins, for example, includes the use of the scales 

to increase lactation, mitigate sore throats and the use of its blood to cure urticaria 

(hives) in children.82 The extent to which the Chinese Government may be able or 

willing to establish a link between its existing medicinal laws and the use of traditional 

knowledge associated to any degree with SARS-CoV-2 is unclear and untested. 

 

Under the Draft Law, any use of the genetic resources or associated knowledge must 

be conducted within Chinese territory, in co-operation with domestic entities and 

contain involvement of Chinese persons in the substantive research and development 

activities (draft Art 20). Domestic (Chinese) entities or individuals are only required to 

obtain the prior informed consent for access to resources and traditional knowledge if 

using them for commercial purposes, or are required to register with the relevant 

departments at the county level if accessing them for academic purposes (draft Art 19). 

A key exception to following the above procedures is: 

 
On the occasion of emergency or unexpected events such as an outbreak of large-scale epidemic 

diseases, when the relevant entities need urgent access to genetic resources for vaccines, 

pharmaceutical research and development, they can register with the relevant competent departments 

at the provincial level. The entity shall, within 3 months from the date of the registration, re-apply 

for an approval in accordance with the above article 19 or article 20 (draft Art 30). 

 

 

81 Convention on Biological Diversity Access and Benefit-sharing Clearing-House, China’s Interim 

National Report on the Implementation of the Nagoya Protocol – China (2017) 

<https://absch.cbd.int/database/record?documentID=238748>. 

82 H Nash, M Wong and S Turvey, “Using Local Ecological Knowledge to Determine Status and 

Threats of the Critically Endangered Chinese pangolin (Manis pentadactyla) in Hainan, China” 

(2016) 196 Biological Conservation 189, 192. 
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If the Draft Law were in force during the current pandemic, it is likely this provision 

would have been triggered by SARS-CoV-2. It is important to note, however, that the 

simplified authorisation arrangements only relate to the first three months of an 

outbreak, after which time the full ABS procedures must be complied with. 

 

Under the Draft Law, the holder, the owner and the original provider of genetic 

resources may be the beneficiaries of benefits from the utilisation of the resources 

and/or knowledge (draft Art 34). Where there is no clear holder of a genetic resource, 

an ABS agreement must be “signed by the agency designated by the competent 

departments of environmental protection, in conjunction with relevant competent 

departments under the State Council” (draft Art 18). The organisation for collective 

administration of traditional knowledge must sign ABS agreements on behalf of 

holders of registered traditional knowledge and must allocate the agreed benefits to 

holders after deducting expenses (draft Art 35). Unregistered holders of traditional 

knowledge covered by the agreement may submit an application to the relevant county 

department within six months and if approved, may be entitled to participate in the 

distribution of benefits (draft Art 35). Benefit-sharing agreements must specify the use 

of the genetic resources and associated knowledge, the form, percentage and 

distribution of benefits (draft Art 31). Benefits can be non-monetary (eg transfer of 

technology on preferential terms) or monetary (draft Art 32), with a compulsory 0.5–

10% of profits to be deposited directly and annually to the Protection of Genetic 

Resources and Benefit-sharing Fund as national benefits (draft Art 33). 

 

It is important to note that the Chinese Parliament has not passed the Draft Law and it 

is unclear whether the Government is still considering its draft provisions. 

Significantly, however, if it does become law, it would have broad temporal scope and 

would capture currently accessed SARS-CoV-2 genetic resources and associated 

traditional knowledge in the current pandemic, if it could be determined that China was 

the “country of origin”. This is because draft Art 27 provides that the subsequent 

transfer of genetic resources and traditional knowledge accessed before or after the 

Draft Law enters into force will require registration and approval under the Draft Law. 

Failure to comply with the obligations could attract fines (draft Arts 39 and 40) or 

criminal liability (draft Art 45).  

 

1. Scenario 1 – Infected Traveller from China to Australia 

During the early stages of the pandemic, a Chinese national apparently infected in 

China travelled to Australia and was hospitalised in the south-eastern State of Victoria 

on 19 January 2020.83 A clinical specimen was obtained by nasal swab at a public 

hospital and the virus was isolated at the Doherty Institute (a public/private corporation 

working out of a public university on public lands, and in the same building as a WHO 

 

83 Caly et al, n 16, 459. 
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Collaborating Centre) where the isolated SARS-CoV-2 was sequenced. Within 24 

hours, the isolates were being shared with local and overseas reference laboratories and 

culture collections and the genome sequence was uploaded to the sequence databases 

GenBank and GISAID. 

 

With the isolation of the virus in the State of Victoria, Australia, labelled 

“BetaCoV/Australia/VIC01/2020”, there are grounds for Australian laws to apply. 

Australia has a range of ABS legislation that applies to biological resources, including 

viruses, depending on which (subnational) State or Territory where the genetic resource 

is located. Most ABS laws in Australia apply to only native genetic resources in 

publicly owned lands/facilities84 and several explicitly include viruses in their 

definitions of genetic resources.85 None of Australia’s ABS laws clarify the 

circumstances in which a virus (even one that might be considered “native”) extracted 

from a host in Australia is subsequently captured by its ABS laws. In this scenario, the 

place of collection was a public facility, but the place of isolation was a public/private 

partnership working on public university lands, demonstrating the importance of 

clarifying the precise location for determining the “origin” of a virus (or particular virus 

isolate) under national ABS laws. Given the ambiguous legal status of the place where 

the virus sample was collected and then isolated, it is not readily apparent whether 

Commonwealth or Victorian laws will apply without a very detailed legal inquiry. 

 

Victoria (where the public hospital is located) has no dedicated ABS legislation.86 

Instead, the State Government sets out (non-legislative) requirements under the policy 

framework, Biodiscovery in Victoria: A Framework for Managing Access to and Use 

of Our Native Biological Resources.87 This only relates to resources “endemic to 

Australia that are present in Victoria”,88 which means that the isolation of SARS-CoV-

2 from the Chinese traveller is not likely to fall within scope of the policy unless it can 

be established that this strain is “native” to Victoria, which the policy does not define. 

A key question for a virus genetic resource, which has not yet been answered in the 

Victorian context, is whether each new strain or variant is considered to be native if it 

develops its characteristics in that country. If the Victorian policy were to apply, then 

any party seeking access to biological resources for biodiscovery must apply for a 

 

84 Other than the Biological Resources Act 2006 (NT) in the Northern Territory that applies broadly to 

any biological resources within its jurisdiction and applies to resources in public and private lands: 

F Humphries, D Robinson and H Loban, “Implications of Northern Land Tenure Changes for 

Accessing Indigenous Genetic Resources” (2017) 34 EPLJ 560. 

85 For example, the Biodiscovery Act 2004 (Qld) s 5 and Sch. 

86 C Lawson, F Humphries and M Rourke, “Legislative, Administrative and Policy Approaches to 

Access and Benefit-sharing (ABS) Genetic Resources: Digital Sequence Information (DSI) in New 

Zealand and Australian ABS Laws” (2019) 118 Intellectual Property Forum 38. 

87 Department of Sustainability and Environment, Biodiscovery in Victoria: A Framework for 

Managing Access to and Use of Our Native Biological Resources (2008). 

88 Department of Sustainability and Environment, n 87, 6. 
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collection permit from the Victorian Government,89 and to obtain the permit there 

needs to be a benefit-sharing agreement that takes effect with the issued permit.90 

 

Victorian and Commonwealth ABS arrangements may apply to the activities at the 

Doherty Institute because the Commonwealth may have legislative responsibility for 

places where the traveller was controlled, the lands where the sample was collected or 

the activities of public universities, such as through grant funding arrangements. Under 

the Commonwealth’s ABS law, “native” genetic resources are those indigenous to 

Australia or that were present in Australia or an external territory before the year 

1400.91 This explicit definition is likely to preclude the Commonwealth from asserting 

its ABS requirements under this scenario of SARS-CoV-2 that came from a Chinese 

traveller. It is unclear whether a new variant evolving or isolated in Australia would be 

considered to be indigenous. If the Commonwealth ABS law were to apply to this 

scenario, the government would only issue an access permit if a benefit-sharing 

agreement has been entered into with each access provider for commercial uses, or if 

the applicant has permission from each access provider relating to non-commercial 

uses.92 

 

None of Australia’s ABS laws other than in the State of Queensland apply to 

information such as genetic sequence data as the subject matter of ABS, requiring prior 

informed consent before the information (as opposed to the physical materials) may be 

accessed or used by another.93 In scenario 1, it is unlikely that Australia would require 

prior informed consent under ABS measures for SARS-CoV-2 information (separate 

to the physical materials). Other laws or powers, however, may apply to the use of 

information, such as privacy or intellectual property laws. For example, a person or 

group of people might claim patent protection over a product or process invention that 

incorporates SARS-CoV-2 (unless it is purely an unpatentable DNA sequence),94 if 

that invention is new (not previously disclosed), involves an inventive step (not 

obvious), has an industrial application and is supported by a description so that others 

can make or work the invention.95 Unless subject to a research exemption, the patent 

holder has an exclusive right in Australia to exploit, assign or transmit the patent for a 

period of up to 20 years.96 Australia does not have disclosure of origin requirements 

 

89 Department of Sustainability and Environment, n 87, 7. 

90 Department of Sustainability and Environment, n 87, 7–8. 

91 Environment Protection and Biodiversity Conservation Act 1999 (Cth) s 528. 

92 Environment Protection and Biodiversity Conservation Regulations 2000 (Cth) s 17.03A(6)(a) and 

(b). 

93 Lawson, Humphries and Rourke, n 86, 40–45. 

94 See D’Arcy v Myriad Genetics Inc (2015) 258 CLR 334; [2015] HCA 35. 

95 Patents Act 1990 (Cth) s 18(1). 

96 Patents Act 1990 (Cth) ss 13, 67, 119C. 
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under its patent legislation, so it is unlikely that origin can be traced through the patent 

system. 

 

2. Scenario 2 – Infected Traveller from China to Malaysia 

The Australian example is contrasted with the case of a different Chinese national who 

was infected in China in the early days of the outbreak and travelled to Malaysia on 22 

January where the SARS-CoV-2 virus was isolated at the Sultanah Aminah private 

hospital in Johorbahru.97 A Malaysian medical research institute subsequently 

sequenced the virus genome and uploaded it to the GISAID database. 

 

Malaysia has an ABS framework that is likely to capture the collection and use of 

SARS-CoV-2 materials and information located in its jurisdiction. A plain reading of 

its Access to Biological Resources and Benefit Sharing Act 2017 (Malaysian law) 

indicates that its scope extends broadly to biological resources of any physical genetic 

resources and associated information including “sterile organisms, viruses and 

viroids”98 and human genetic resources,99 the latter of which is generally outside the 

CBD’s scope.100 Its provisions are triggered by the “taking of a biological resource 

from its natural habitat or place where it is kept, grown or found including in the market 

for the purpose of research and development” or where there is a “reasonable prospect” 

that it will be subject to research and development. It defines “research and 

development” broadly to include a range of activities including “analysing, sampling, 

bioassaying and inventorising or other methods for any purpose including taxonomic 

research and potential commercial product development”,101 all of which could be 

triggered by the SARS-CoV-2 scenario (where the human host might well be 

considered the “natural habitat” of the virus). 

 

The broad application of the Malaysian law means that it could apply to any physical 

material or associated information merely located in Malaysia, as opposed to having 

“originated” there, arguably including: (1) SARS-CoV-2 isolated from the human host 

(which would be in line with the PIP Framework’s interpretation of origin); (2) a 

human host even if SARS-CoV-2 has not been isolated; and (3) any information about 

 

97 Director General of Health Malaysia. KPK Press Statement, January 25, 2020 – Detection of New 

Cases Infected by 2019 Coronavirus Novel (2019-nCoV) in Malaysia (2020) 

<https://kpkesihatan.com/2020/01/25/kenyataan-akhbar-kpk-25-januari-2020-pengesanan-kes-

baharu-yang-disahkan-dijangkiti-2019-novel-coronavirus-2019-ncov-di-malaysia>. 

98 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) s 4. 

99 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) ss 4(g), 12(2)(f), 15(3)(f). 

100 Conference of the Parties to the Convention on Biological Diversity, Access to Genetic Resources 

and Benefit-sharing: Legislation, Administrative and Policy Information, UNEP/CBD/COP/2/13 

(1995) [64]; Conference of the Parties to the Convention on Biological Diversity, Report of the 

Second Meeting of the Conference of the Parties to the Convention on Biological Diversity, 

UNEP/CBD/COP/2/19 (1995) [106] and Annex II (Decision II/11, [2]). 

101 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) s 4. 
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SARS-CoV-2 (eg digital sequence information) that is downloaded on a computer in 

Malaysia. If this is the case, any person who intends to access the resource or 

information including through an authorised intermediary must apply for a permit from 

the government with limited exceptions for non-commercial research by various 

entities (eg public research institutions).102 If the person intends access for 

commercial or potentially commercial purposes, they must enter into a benefit-sharing 

agreement with the resource provider.103 In cases where the Malaysian Government 

is not the resource provider, it may require the permit applicant to pay a percentage of 

any monetary benefits derived under the benefit-sharing agreement.104 Any person 

applying for a patent inside or outside Malaysia in relation to a biological resource or 

associated information accessed from Malaysia must notify the government within 30 

days of the application.105 This is much broader than the Chinese approach to genetic 

inventions because if SARS-CoV-2 was accessed from Malaysia and subsequently was 

incorporated into an invention under a patent application anywhere in the world, the 

patent holder could be committing an offence under Malaysian law if they do not notify 

the government. There are strong penalties of fines and imprisonment for failure to 

comply with ABS obligations.106 

 

3. Scenario Conclusions 

In summary, under scenario 1, an isolated SARS-CoV-2 sample collected in Victoria, 

Australia from a Chinese national apparently infected in China is unlikely to be 

amenable to ABS laws in Australia because it would not meet the threshold criteria of 

being “native” to Australia as a pre-requisite for determining that Australia is the 

country of origin.107 The outcome may have been different if the virus was collected 

or isolated in Australia’s Northern Territory, where the local ABS laws are not 

restricted to “native” biological resources.108 Similarly, accessing genetic sequences 

of SARS-CoV-2 that were sequenced and/or uploaded in Australia would not have 

required prior informed consent because Victoria’s and the Commonwealth’s measures 

do not treat information as subject matter for ABS. The outcome regarding genetic 

sequence data may have been different if the sample was collected, isolated or 

sequenced in the State of Queensland.109 This demonstrates the importance of 

determining the precise location of collection, isolation and sequencing for the 

purposes of ABS, but even then, there is no guidance on which of these or other 

 

102 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) ss 12(1), 18. 

103 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) s 22(1). 

104 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) s 22(1). 

105 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) s 31. 

106 Access to Biological Resources and Benefit Sharing Act 2017 (Malaysia) ss 12, 13, 22, 31. 

107 See Environment Protection and Biodiversity Conservation Regulation 2000 (Cth) s 525; 

Department of Sustainability and Environment, n 87, 6. 

108 See Biological Resources Act 2006 (NT) ss 4, 5. 

109 See Biodiscovery Act 2004 (Qld) s 5, Sch. See also Lawson, Humphries and Rourke, n 86, 43. 
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activities would trigger ABS. Under scenario 2, Malaysia may argue a case for 

exercising its sovereign control over SARS-CoV-2 samples and associated information 

not just isolated in Malaysia, but any materials and information located in Malaysia, 

allowing the government scope to restrict access and require benefit-sharing in relation 

to their use in Malaysia or potentially in other countries. 

 

However, if China implemented its Draft Law (with its proposed retrospective effect), 

it would have a basis to exercise its legal control over the collection and use of SARS-

CoV-2 (possibly in any jurisdiction) and obtain a share of the benefits from its use (eg 

access to COVID-19 vaccines) if it can provide evidence that it is the “country of 

origin” of the materials and/or associated information. It might also argue that its 

current laws on traditional medicine knowledge are triggered by the use of any SARS-

CoV-2 samples. This would mean that any research and development of the virus and 

knowledge would need to be conducted within Chinese territory and any benefits from 

their use (eg vaccine) must be fairly and equitably shared with China in accordance 

with national law. 

 

At the time of writing, whether access to the physical genetic resource or information 

is available without ABS law restrictions (eg Victoria, Australia) or potentially subject 

to ABS laws (eg Malaysia), the issue of “country of origin” remains unclear – is it the 

place of infection (China) or place of collection/isolation or sequence generation and 

upload (Australia or Malaysia), or place of the Indigenous Peoples or knowledge 

holders who assert claims over traditional knowledge associated with virus genetic 

resources? While patent law may assist with providing evidence of genetic resource 

origin through disclosure requirements in some countries (eg Malaysia), it is a separate 

area of law to ABS and is unlikely to assist in a state’s claim of sovereign rights over 

its biological resources, information or traditional knowledge. 

 

B. Travellers from Italy 

The third and fourth scenarios relate to a documented case of an Italian citizen infected 

in Italy whose sample was collected in Brazil, contrasted with another (hypothetical) 

Italian traveller whose sample may have been collected on a cruise ship in areas beyond 

national jurisdiction (the “High Seas”). Advances in testing and diagnostics, which are 

now available for use on vessels on the High Seas,110 pose unforeseen challenges for 

determining the country of origin of virus genetic resources and assertions of sovereign 

control. With an estimated 20 million passengers on cruise ships each year and 

widespread COVID-19 transmission and sample collections for testing on cruise ships 

 

110 For example, all Princess Cruise ships have COVID-19 testing on board: see Princess Cruise, Steps 

We Are Taking to Enhance Public Health <https://www.princess.com/plan/cruise-with-

confidence/cruise-health>. 
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in 2020,111 understanding the governance arrangements for ABS on the High Seas 

(approximately 60% of the world’s oceans) is important for global ABS rules for virus 

samples and information. 

 

Italy does not have dedicated access legislation that requires prior informed consent 

and mutually agreed terms for its own genetic resources or traditional knowledge. It is 

subject to a “Due Diligence” Framework in the European Union (EU).112 This 

Framework requires users of genetic resources and/or traditional knowledge in the EU 

to ensure that they have the prior informed consent and comply with mutually agreed 

terms of the provider country, even if the provider country is not a party to the Nagoya 

Protocol.113 For the purposes of scenarios 3 and 4 below, the EU’s Framework does 

not apply because the genetic resources are used in Brazil and on the High Seas (and 

therefore outside Italy and the EU). 

 

1. Scenario 3 – Infected Italian Traveller to Brazil 

In the early days of the COVID-19 pandemic, more than half of all imported cases in 

Brazil were found to be from travellers infected in Italy.114 The very first case to be 

reported in Brazil was on 25 February 2020 from a Brazilian national returning from a 

trip to Italy.115 Brazil may be able to assert sovereign rights over the virus obtained 

within its jurisdiction. Under Brazilian law, research involving pathogens obtained 

from human samples (including nasal swabs and blood samples) must meet its ABS 

requirements under Law No 13, 123/2015.116 This law applies to Brazil’s genetic 

heritage, which is defined as the genetic information from plants, animals, and 

microbial species, or any other species, including substances originating from the 

metabolism of these living organisms.117 In other words, it applies to genetic heritage 

obtained from in situ, ex situ and in silico sources. To remove any doubt, a 

microorganism that has been “isolated from the national territory substrates, territorial 

 

111 See L Moriarty et al, “Public Health Responses to COVID-19 Outbreaks on Cruise Ships – 

Worldwide, February-March 2020” (2020) 69 Morbidity and Mortality Weekly Report 347. 

112 Regulation 511/2014 of the European Parliament and of the Council on Compliance Measures for 

Users from the Nagoya Protocol on Access to Genetic Resources and the Fair and Equitable Sharing 

of Benefits Arising from their Utilisation in the Union (2014) <https://eur-lex.europa.eu/legal-

content/EN/TXT/HTML/?uri=CELEX:32014R0511&from=EN>. 

113 D Smith et al, “Explanation of the Nagoya Protocol on Access and Benefit-sharing and Its 

Implication for Microbiology” (2017) 163 Microbiology 289, 291–294. 

114 D Da Candido et al, “Routes for COVID-19 Importation in Brazil” (2020) 27 Journal of Travel 

Medicine 1. 

115 P Forster et al, “Phylogenetic Network Analysis of SARS-CoV-2 Genomes” (2020) 117 

Proceedings of the National Academy of Sciences 9241. 

116 M da Silva and D de Oliveira, “The New Brazilian Legislation on Access to the Biodiversity (Law 

13,123/15 and Decree 8772/16)” (2018) 49 Brazilian Journal of Microbiology 1, 2. 

117 Law No 13,123 of 20 May 2015 (Access and Benefits Sharing of Genetic Resources and Associated 

Traditional Knowledge) Art 2. 
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sea, exclusive economic zone or the continental shelf” is considered to be part of the 

genetic heritage of Brazil.118 Brazil is one of the few countries that specify isolation 

as an activity falling within scope of ABS obligations and while the definition does not 

refer specifically to isolation of a microorganism from human samples, it has been 

interpreted to encompass such an activity.119 When interpreting the definition of 

genetic heritage combined with the definition of access120 and research,121 da Silva 

and de Oliveira point out that the Law No 13, 123/2015 broadly encompasses “research 

related to molecular taxonomy, phylogeny, molecular epidemiology, and molecular 

ecology, as well as the use of information from public genetic sequence databases, such 

as GenBank”.122 

 

The broadening of the scope of Brazil’s ABS regime came into force in 2017 when 

Brazil moved from a regime based on prior informed consent and mutually agreed 

terms (Provisional Act No 2, 186-16/2001) to an end-product registration mechanism 

for its genetic heritage under No 13, 123/2015 and Decree No 8,772/2016. Procedures 

for prior informed consent and mutually agreed terms remain for access to traditional 

knowledge associated with genetic heritage.123 What this means for Brazil’s genetic 

resources is a change of focus from controlling access and utilisation and monitoring 

the movement of every genetic resource towards controlling economic exploitation of 

products, materials and information arising from access. The National System for 

Genetic Heritage and Associated Traditional Knowledge Management (SisGen) is a 

“one-stop-shop” electronic registration system for ABS activities.124 Decree No 

8,772/2016 requires the identification of the genetic resources and its origin, including 

a geo-referenced coordinate of the location where the physical sample was 

collected.125 Users can choose to register any time as long as it is before a defined 

trigger including public disclosure of results, intellectual property applications and/or 

 

118 Law No 13,123 of 20 May 2015 (Access and Benefits Sharing of Genetic Resources and Associated 

Traditional Knowledge) Art 2. 

119 da Silva and de Oliveira, n 116, 2. 

120 “Research or technological development carried out on genetic heritage sample”: Law No 13,123 

of 20 May 2015 (Access and Benefits Sharing of Genetic Resources and Associated Traditional 

Knowledge) Art 2VIII. 

121 “Activity, experimental or theoretical, conducted on the genetic resources or associated traditional 

knowledge in order to produce new knowledge through a process systematic construction of 

knowledge that generates and tests hypotheses and theories, describes and interprets the foundations 

of phenomena and observable facts”: Law No 13,123 of 20 May 2015 (Access and Benefits Sharing 

of Genetic Resources and Associated Traditional Knowledge) Art 2 X. 

122 da Silva and de Oliveira, n 116, 1. 

123 da Silva and de Oliveira, n 116, 4. 

124 Secretariat of the Convention on Biological Diversity, Brazil’s Position on DSI (Notification 2019-

012) (2019) 3 <https://www.cbd.int/abs/DSI-views/2019/Brazil-DSI.pdf>. 

125 Secretariat of the Convention on Biological Diversity, n 124, 2. 
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commercialisation.126 Another trigger is “the remittance abroad of part or all 

organisms, living or dead, animal species, plant, microbial or other, which is destined 

for access to genetic resources”.127 This means that any movement of the Italian 

traveller’s SARS-CoV-2 sample or information outside of Brazil may require 

registration and compliance with benefit-sharing obligations below. A certificate of 

lawful access may be issued after valid registration, but if an access activity does not 

meet any of these triggers, it need not be registered.128 

 

Through a notification of finished products prior to economic exploitation, a user must 

declare their compliance with Brazilian ABS obligations and indicate their preferred 

modality of benefit-sharing to meet their obligations.129 Benefit-sharing can be 

monetary through a payment to the National Benefit-sharing Fund that supports various 

ABS related activities or non-monetary (requiring a benefit-sharing agreement) such 

as technology transfer and product availability in the public domain without intellectual 

property protection or technological restrictions.130 When economic exploitation from 

genetic heritage with unidentifiable origin, the Federal Government is the recipient of 

benefit-sharing set at 1% of the annual net revenue obtained from the exploitation of 

the product.131 The law does not appear to require the sharing of benefits with the 

evolutionary country of origin (or emergence) or the origin of the human vector (such 

as Italy). Nor does the law appear to have measures requiring compliance with the 

authorisation procedures of the provider country as required under the Nagoya 

Protocol. Even if it did, Italy does not have ABS arrangements for materials, 

information or knowledge originating in its territory. 

 

2. Scenario 4 – Hypothetical Infected Italian Traveller on the High Seas 

In a hypothetical example of an Italian traveller whose sample was isolated on board a 

vessel on the High Seas, the question of sovereignty over the genetic resource is 

uncertain. It could be the flag State of the ship that collects the sample on board its 

ship, or the jurisdiction where the collected sample is first brought to land (landed).132 

 

126 Decree No 8,772 of 11 May 2016, regulating Law No 13,123 of 20 May 2015 (Access and Benefits 

Sharing of Genetic Resources and Associated Traditional Knowledge) Art 12. 

127 Decree No 8,772 of 11 May 2016, Art 12. 

128 Secretariat of the Convention on Biological Diversity, n 124, 4. 

129 Secretariat of the Convention on Biological Diversity, n 124, 4. 

130 Law No 13,123 of 20 May 2015 (Access and Benefits Sharing of Genetic Resources and Associated 

Traditional Knowledge) Art 19. 

131 da Silva and de Oliveira, n 116, 2. 

132 The 1927 case of the Lotus concerned a collision between French and Turkish ships on the high seas 

just outside of Turkish territorial waters, and when the French ship’s captain landed on Turkish 

territory, the Turkish authorities arrested the French captain and prosecuted him for the incident by 

applying Turkish domestic law with the court deciding that Turkey had not “acted in a manner 

contrary to the principles of international law”: SS Lotus (France v Turkey) (Judgment) [1927] PCIJ 

(ser A) No 10, [87]. 
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Alternatively, countries may also argue that sample collection on the High Seas may 

trigger the principle of the common heritage of mankind and that any benefits generated 

from the use of said samples should be shared with all countries.133 In recognition of 

the apparent governance gap for genetic resources in areas beyond national jurisdiction 

(ABNJ), the United Nations is currently negotiating an Internationally Legally Binding 

Instrument for the Conservation and Sustainable Use of Marine Biodiversity in ABNJ 

under the Convention on the Law of the Sea (UNCLOS).134 At the time of writing, 

the fourth negotiating session had been postponed because of the COVID-19 pandemic. 

It is unlikely that the negotiators would think that the new agreement would have 

relevance to governing SARS-CoV-2. However, the Draft Text from the third 

negotiating session has options for a framework for marine genetic resources in ABNJ 

that largely relies on the ABS concept in a one-size-fits-all approach to governance, 

where notification, benefit-sharing and monitoring procedures would apply to all 

marine genetic resources within scope.135 The current alternative options for defining 

“marine genetic resources” under draft cl 1 of the Draft Text are: 

 
[9. Alt.1. “Marine genetic resources” means any material of marine plant, animal, microbial or other 

origin, [found in or] originating from areas beyond national jurisdiction and containing functional 

units of heredity with actual or potential value of their genetic and biochemical properties.] 

[9. Alt.2. “Marine genetic resources” means marine genetic material of actual or potential value.] 

 

The proposed definition for “marine genetic material” (for which countries have not 

yet agreed) “means any material of marine plant, animal, microbial or other origin 

containing functional units of heredity” (draft Art 1(8)). 

 

The authors are unaware of any discussion in the preparatory committee meetings or 

the first three negotiating sessions about whether (or the circumstances in which) 

viruses (marine or otherwise) isolated on the high seas might fall within scope of the 

future governance arrangements and what to do in cases of emergency (eg pandemics). 

Parties are far from agreeing about the subject matter of the governance arrangements 

(eg whether materials within scope are “in”, “from” or “on” ABNJ and whether and/or 

how the framework should address genetic information) and the procedures for access 

and sharing the benefits from their use.136 To ensure that the new agreement does not 

 

133 United Nations Convention on the Law of the Sea (1982) 1833 UNTS 397; 21 ILM 1261, Art 136. 

134 General Assembly, Intergovernmental Conference on an International Legally Binding Instrument 

under the United Nations Convention on the Law of the Sea on the Conservation and Sustainable 

Use of Marine Biological Diversity of Areas Beyond National Jurisdiction, Resolution 72/249 (2018) 

A/RES/72/249. 

135 F Humphries et al, “A Tiered Approach to the Marine Genetic Resource Governance Framework 

under the proposed UNCLOS Agreement for Biodiversity beyond National Jurisdiction (BBNJ)” 

(2020) 122 Marine Policy 103910, 12. 

136 General Assembly, Statement by the President of the Conference at the Closing of the Third Session, 

Intergovernmental Conference on an Internationally Legally Binding Instrument under the United 
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inadvertently capture pandemic genetic resources, negotiators would need to ensure 

that the final wording only relates to genetic resources of marine origin (which are 

highly unlikely to ever jump the species barrier into humans and cause pandemics like 

COVID-19). Alternative definition 1 proposal for resources “found in” ABNJ may 

broaden the scope to those resources not originating in ABNJ but travelling through, 

including those located on a cruise ship. Similarly, if the definition extends to materials 

“on” areas (not in waters) beyond national jurisdiction, it may capture organisms not 

from the marine environment but those on the marine environment, such as on ships. 

 

The example of the collection of a hypothetical SARS-CoV-2 diagnostic sample from 

a human host while on the High Seas highlights that genetic resources and information 

that may be inadvertently captured by governance arrangements and create 

complications for global sharing of materials and information if the scope is not 

clarified. Moreover, the flag State jurisdiction might create a sovereign right for the 

State in question, however, if the ship does not return to its home jurisdiction, the State 

may have a hard time asserting its sovereign right over any such sample taken on the 

High Seas and landed in yet another jurisdiction. 

 

3. Scenario Conclusions 

In summary, under scenarios 3 and 4, Italy has no legal basis under their ABS law for 

asserting sovereign control over SARS-CoV-2 located within its jurisdiction, nor the 

biological resources or associated information isolated from its citizens domestically 

or abroad. Brazil, however, is one of the few countries that specify a trigger of their 

ABS obligations as the “isolation of virus genetic resources” and might assert a legal 

basis for a share in the benefits from the use of SARS-CoV-2 material and associated 

information (eg genetic sequence data) isolated within its jurisdiction. This clarity 

around the temporal trigger for ABS is a first step towards understanding what “country 

of origin” means in relation to pathogens for the purposes of ABS. 

 

Collection or isolation of viruses on the High Seas highlights a gap in global 

governance of virus ABS, which may not be effectively addressed under the proposed 

treaty. This is because negotiators have not yet discussed the unique circumstances of 

virus genetic resources and whether they fall within the scope of subject matter under 

the proposed text. If non-marine pathogens end up falling outside the scope of the new 

agreement, countries will need to clarify the circumstances in which a pathogenic 

genetic resource originates “on” the marine environment that is beyond the jurisdiction 

of any one country, and clarify which State might exercise jurisdiction for the purposes 

of ABS (flag State, landing State or something else). 

 

Nations Convention on the Law of the Sea on the Conservation and Sustainable Use of Marine 

Biological Diversity of Areas Beyond National Jurisdiction Third Session, A/CONF.232/2019/10 

(2019). 
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V. Rethinking the “Country of Origin” Concept for Future Pathogen ABS and 

Information Sharing 

The WHO is considering extending the PIP Framework (or another ABS framework 

modelled on the PIP Framework) to include other pathogens beyond influenza viruses 

with human pandemic potential.137 The problem is that if countries wish to apply an 

ABS scheme to pathogens, they would need a co-ordinated effort to address several 

conceptual and definitional issues that are not necessarily unique to virus ABS, but are 

definitely more acute when it comes to pathogens, particularly viruses. This section 

highlights three overlapping conceptual/definitional questions and suggests options for 

rethinking the “country of origin” concept to gain some clarity around sharing the 

benefits from the use of pathogens under the current ABS regime. 

 

A. When Does a Virus Become a Genetic Resource for the Purposes of ABS? 

The scenarios in the previous section demonstrate the complexity of addressing virus 

access, use and sample sharing under international ABS frameworks and the diversity 

of national laws that implement international ABS obligations. For areas within 

national jurisdiction, an influenza virus of human pandemic potential becomes a 

genetic resource for the purpose of ABS when it has been collected from the patient (in 

accordance with the “Originating Member State” definition in the PIP framework).138 

Under the CBD and Nagoya Protocol, a virus becomes a genetic resource when a 

country asserts sovereignty over it (as the country of origin or when it has been acquired 

in accordance with the CBD) and the relevant laws and policies apply (or no laws or 

policies apply). For areas beyond national jurisdiction (the High Seas), whether a virus 

is a genetic resource for the purposes of ABS will depend on the extent of the flag 

State’s national ABS arrangements over its nationals and/or property or the national 

ABS arrangements at the point of landing. 

 

In practice, determining when a virus (or a particular isolate of it) becomes a genetic 

resource for the purpose of ABS depends on the scope of subject matter and activities 

falling under national laws. The example of Malaysia illustrates the broad attempt to 

capture almost every genetic resource passing through its territory, while Australia has 

categories of unregulated genetic resources. The example of China’s Draft Law 

illustrates the proposed retrospective effect of ABS rules on genetic resources collected 

before the law comes into force, while the Italian example illustrates the absence of 

ABS rules for Italian genetic resources (but requirements to comply with other 

countries’ ABS rules when using foreign genetic resources in Italy). The example from 

Brazil illustrates that a virus does not become a genetic resource for the purposes of 
 

137 World Health Organisation, WHA70(10) Review of the Pandemic Influenza Preparedness 

Framework, WHA70/2017/REC/1 (2017) Annex, 42 (Decision 70(10), [8(b)]); Executive Board of 

the World Health Organisation, Review of the Pandemic Influenza Preparedness Framework: Report 

by the Director General, EB140/16 (2016) Annex, 34–38. 

138 PIP Framework, n 56, Art 4.4. 
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ABS until a specific event (eg commercialisation) triggers benefit-sharing. This 

variation in scope creates a complex and confusing patchwork of regulation for 

pathogens in domestic laws. Significantly, if these laws were to be enforced, it could 

pose a major impediment to pandemic responses dependent on access to the sample 

and associated information for research and development. Certainly, we would not 

have seen the high level of international sample and information sharing that has 

occurred throughout the COVID-19 pandemic had countries elected to exercise their 

sovereign rights over SARS-CoV-2. 

 

B. What Is a “Country of Origin” for a Virus? 

The scenarios also highlight the fundamental issues of resource and data sovereignty 

and what this can mean for ABS and global pandemic co-ordination. There is an 

apparent anomaly between recognising sovereignty and country of origin in ABS. The 

CBD (and Nagoya Protocol) expressly accepts sovereignty as the agreement between 

States to accept each other’s sovereignty according to the Charter of the United 

Nations.139 This sovereignty over resources is express recognition that each State can 

make its own laws (policies and administrative arrangements) about ABS. The 

CBD/Nagoya Protocol provide a weaker recognition of “country of origin of genetic 

resources” as meaning “the country which possesses those genetic resources in in situ 

conditions”140 but then recognises that this control may extend to resources obtained 

in accordance with the CBD, even if it is not the country of origin. 

 

A key question becomes: can everyone in the chain of custody of a pathogen stake a 

sovereign claim? If so, the ensuing regulatory complexity may hamper global efforts 

to coordinate a pandemic response. The scenarios in Part IV illustrate how many 

countries could potentially be involved in a claim over resources depending on how 

they define the country of origin (and these examples did not go so far as to address 

the download and use of genetic sequence data in research and development in yet 

more jurisdictions, see Part VC). However, the devil is in the detail and while Brazil 

has clarified its trigger is isolation from the host, few laws define the origin of a 

pathogen genetic resource that moves from an intermediary host to a human host (see 

Table 1). 

 

C. What Type of Viral Object Can a State Exercise Sovereign Rights Over? 

While the answer to the question of what type of viral object can a State exercise 

sovereignty over will depend on the answers of the first two questions above, there is 

some further complication in determining exactly what the object of ABS is. In simple 

terms, this is the question of how different a virus needs to be in order to be considered 

a new virus under ABS, and what information constitutes the virus for ABS purposes. 

 

139 CBD, n 6, Art 3. 

140 CBD, n 6, Art 2. 
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Viruses can be “presented as both singular and multiple, often simultaneously”,141 

meaning that the term “SARS-CoV-2” can simultaneously represent (from the general 

to the specific) the virus that is spreading around the world, the categorisation of certain 

subsets of that virus (clades) that may be specific to geographical locations, or the 

specific SARS-CoV-2 viruses infecting a particular patient. Within a single patient or 

virus sample, the virus exhibits intrahost genetic variability, so the term SARS-CoV-2 

can be more specific still, referring to individual virus particles within an infected 

individual or sample. The genetic variation of viruses is such that virus samples taken 

from different people at different times and in different locations represent diverse 

subpopulations of the viral species. This raises the concern of how different a virus 

needs to be in order to be considered a new virus for the purposes of ABS. 

 

In each of the scenarios above, the sequence information was uploaded to the GISAID 

database. The GISAID server is a private/public partnership with the German 

Government. Germany does not have dedicated access legislation but is a member 

country of the European Union (EU) which has a due diligence framework, requiring 

users of genetic resources and/or traditional knowledge in the EU to ensure that they 

have the prior informed consent and comply with mutually agreed terms of the provider 

country. The “use of digital data obtained from gene sequencing, which is frequently 

stored in publicly available databases, could be considered to be out of scope of the 

[EU] ABS Regulation”.142 However, a person cannot use the information in the EU 

contrary to the conditions set in the mutually agreed terms for access.143 So, if the 

provider country such as Malaysia in scenario 2 above (not a party to the Nagoya 

Protocol) has conditions restricting the use of genetic sequence information and/or 

requiring a share of benefits from its use, these must be respected and complied with 

under the EU’s Framework. More broadly, however, the tether between ABS applied 

to the physical materials and how this scheme applies to informational is uncertain. 

 

The international ABS forums have not clarified how to determine the country of origin 

in relation to digital sequence information – whether it is the server country, the country 

of upload, the country of download or the provider country of the original physical 

material to which the information is associated. In the meantime, information is 

regulated by the terms and conditions for use of the relevant database or as a term or 

 

141 Hinterberger and Porter, n 5, 362. 

142 Guidance Document on the Scope of Application and Core Obligations of Regulation (EU) No 

511/2014 of the European Parliament and of the Council on the Compliance Measures for Users 

from the Nagoya Protocol on Access to Genetic Resources and the Fair and Equitable Sharing of 

Benefits Arising from Their Utilisation in the Union European Commission, C/2016/5337 (2016) 

[2.3.3] (Guidance Document). 

143 Guidance Document, n 142, [2.3.3]. 
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condition of the ABS agreement for access to the physical materials.144 In the case of 

GISAID, there are some restrictions on distribution of the information,145 and it does 

not provide unrestricted permission concerning the use of the information, which for 

example, may be subject to intellectual property.146 In other words, the question may 

not be what type of viral information can a State exercise sovereign rights over, but 

rather how does the database manage control over the information according to their 

terms of use.147 In the absence of agreement the treatment of information is left to the 

terms and conditions of ABS agreements according to national laws that, as this article 

demonstrates, depends of resolving complex issues of “country of origin” (and 

jurisdiction). 

 

D. Rethinking “Country of Origin” for Virus Pathogens 

Few countries and agreements clarify how to determine the “country of origin” in the 

case of viruses that move within and between countries in a host, such as humans – 

whether it is the country where the virus was first detected or the countries where it is 

isolated (from the tissues of the host), or some other geographical or temporal 

determination. Table 1 illustrates at least 11 circumstances in which the “country of 

origin” of a virus or associated information could be geographically determined. 

 

Table 1 – The Broad Scope of “Country of Origin”. A Non-exhaustive Range of 

Terminology That Could Be Used in Place of the Term “Country of Origin” to Indicate 

Where Certain “Phases” of the Virus and Associated Data Originate for the Purposes 

of Allocating Benefits under ABS Policies 
Terminology Explanation 

Country of Intermediate Host 

Organism 

The first recorded location of the host organism before the virus 

crossed the species barrier into humans (ie where the virus first 

existed within ecosystems and natural habitats) 

Country of Evolutionary Origin Where the virus first developed its distinctive properties or was 

first recorded as emerging in human populations 

Country of Human Host The nationality of the infected patient 

Country of Infection The country where the patient was infected (different to 

nationality) 

Country of Collection Where the diagnostic or clinical specimen (later found to be 

containing the virus) was collected from the patient 

 

144 See C Lawson and M Rourke, “Open Access DNA, RNA and Amino Acid Sequences: The 

Consequences and Solutions for the International Regulation of Access and Benefit-sharing” (2016) 

24 JLM 96. 

145 “Distribution of Data. Subject to applicable law, you agree not to distribute Data to any third party 

other than Authorized Users as contemplated by this Agreement”: GISAID, GISAID EpiFlu™ 

Database Access Agreement (2011) [2(d)] <https://www.gisaid.org/registration/terms-of-use/>. 

146 “Intellectual Property. You acknowledge and agree that … It is your sole responsibility to obtain 

any additional authorization or license as may be necessary for your use of the Data”: GISAID, n 

145. 

147 See Lawson and Rourke, n 144, 99–111. 
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Country of Isolation Where the virus was isolated from the diagnostic or clinical 

specimen using cell culture or other methods to obtain virus 

isolates (that do not contain the tissue of the host) for use in 

research and development 

Country of Sequencing The laboratory where the genetic sequence of the virus is read and 

recorded (which may indeed be different to the laboratory that 

ordered that sequencing to occur from a commercial sequencing 

provider) 

Country of Upload The laboratory where the genetic sequence is uploaded to a 

sequence database 

Country of Database Server Where the main server for the digital sequence database is located 

Country of Download Where the virus sequence data is downloaded onto another 

computer 

Country of Synthesis Where the virus sequence is used to generate new viral material 

 

While the CBD and Nagoya Protocol are silent on the question of determining the 

country of origin of viruses, the PIP Framework may offer guidance. It uses 

“Originating Member State” to mean “the Member State where the PIP biological 

materials/clinical specimens were first collected”.148 The examples in Part IV and 

Table 1, however, demonstrate that there could be any number of trigger points that 

may apply to the use of a single sample and a single articulation of origin may be overly 

simplistic and arbitrary. The complexity of trigger points that are likely to arise as 

countries start to assert sovereign rights as the “country of origin” warrants a global 

discussion about whether this concept should be replaced by other concepts that do not 

rely on the assertion of State sovereign rights.149 This perhaps points to the need to 

find a global solution for sharing the benefits of research and development that 

transcend the current limits imposed by State sovereignty with more holistic ways of 

appreciating the interactions of pathogens in the ecosystem such as “One Health”150 

and Earth Jurisprudence and/or Rights of Nature,151 although the elaboration of which 

are beyond the scope of this article. 

 

The Nagoya Protocol introduced some additional user measures to assist the 

monitoring and utilisation of genetic resources.152 These included national focal 

points153 and competent authorities154 to facilitate ABS agreements and 

 

148 PIP Framework, n 56, Art 4.4 (emphasis added). 

149 Recalling that the like the CBD expressly accepts State sovereignty according to the Charter of the 

United Nations: CBD, n 6, Art 3. 

150 The One Health approach “incorporates human, animal, and environmental health as interrelated, 

interdependent, and inseparable”: S Deem, K Lane-de Graaf and E Rayhel (eds), Introduction to One 

Health: An Interdisciplinary Approach to Planetary Health (Wiley Blackwell, 2019) xiii. 

151 H Harden-Davies et al, “Rights of Nature: Perspectives for Global Ocean Stewardship” (2020) 122 

Marine Policy 104059. 

152 Nagoya Protocol, n 8, Arts 13, 17. 

153 Nagoya Protocol, n 8, Art 13.1. 

154 Nagoya Protocol, n 8, Art 13.2. 
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checkpoints155 and an Internationally Recognised Certificates of Compliance156 to 

facilitate tracking and tracing ABS obligations. These measures, however, depend on 

first resolving the “country of origin” to properly determine which country or countries 

have interests. 

 

VI. Conclusion 

Using real-world examples as scenarios to illustrate the operation of ABS laws and 

policies, we have argued that the COVID-19 pandemic highlights fundamental flaws 

in the ABS concept. The scenarios demonstrate that international benefit-sharing 

obligations have been reduced to significantly varied national laws and policies that 

focus on the genetic resource whether physical, informational or associated with 

traditional knowledge, and provide for a transactional dealing with that “thing”. We 

identified “country of origin” as the key uncertainty with consequences for when a 

virus becomes a genetic resource for the purposes of ABS laws and policies, the 

anomaly between sovereignty and “country of origin”, and the type of object over 

which ABS laws and policies might apply. Perhaps importantly, our analysis shows 

that ABS has not been explicitly pursued by the various countries dealing with the 

SARS-CoV-2 virus. If the ABS law and policy complex had been applied, then the 

intricacies of all the different national ABS laws intended for biodiversity conservation, 

compounded with the unresolved conceptual issues (like “country of origin”), would 

have delayed both sample and information sharing necessary for a global health 

emergency response. By attempting to regulate the “thing” (materials, knowledge, 

information) instead of activities relevant to achieving conservation and sustainable 

use of biodiversity objectives (the original purpose of ABS), current laws inadvertently 

complicate the important process of a timely response to a pandemic with appropriate 

vaccines, diagnostic reagents, and other materials and are an ineffective means to 

achieving fair and equitable distribution of such benefits. An alternative approach 

might be to set out a range of tools and approaches that are more diverse and flexible 

than the current operationalising of ABS that complement the ideals of equity, 

sustainable use and biodiversity conservation.157 Our key contribution in this analysis 

is to point to the importance that any tools and approaches should not hinder a timely 

response to a pandemic with fast and unimpeded access to pathogen samples and 

related information, and the delivery of appropriate vaccines, diagnostic reagents, and 

other materials. There is an urgent need to rethink or at the very least clarify the 

“country of origin” concept under ABS as it applies to virus genetic resources, 

information and traditional knowledge associated with virus genetic resources before 

the next pandemic hits. 

 
 

155 Nagoya Protocol, n 8, Art 17.1. 

156 Nagoya Protocol, n 8, Art 17.3. 

157 See, eg, Humphries et al, n 135. 
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