
From: A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 
Sent: Thur 1/23/2020 10:26:22 AM (UTC-05:00) 
To: john.ziebuhr@viro.med.uni-giessen.de[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph 

S[rbaric@email.unc.edu]; Sbakerl @luc.edu[Sbakerl @luc.edu]; 
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
bneuman@tamut.edu[bneuman@tamut.edu]; stanley-perlman@uiowa.edu[stanley-
perlman@uiowa.edu]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
isola@cnb.csic.es[isola@cnb.csic.es]; christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

While you are considering this timely request from John, here is the correct name of this species: 

Severe acute respiratory syndrome-related coronavirus 

it may NOT be abbreviated (unlike virus name)! 

Best, 

Sasha 

From: John Ziebuhr [john.ziebuhr@viro.med.uni-giessen.de] 
Sent: Thursday, January 23, 2020 4:21 PM 
To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de (Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; Perlman, 
Stanley; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, Christian; Gorbalenya, A.E. (MSTAT) 
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

I would like to get your view (as members of the Coronviridae Study Group) on the naming of the coronavirus causing the ongoing outbreak in 
Wuhan. Things are moving fast, so it would be good to get an agreement on this as soon as possible, ideally also with key WHO people involved 
once we have reached an agreement in the SG (similar to what we did with MERS in 2013, JVI paper). 

Sasha and I are planning to put together a short paper in which we (and I hope all members of the Coronaviridae Study Group will join in) make a 
statement on the position of this virus within the existing taxonomy. Sasha is currently working on this. 

Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species called SARS-related coronavirus. All other 
viruses/isolates in that species (irrespective of whether they were isolated from humans, bats or other animals) have "SARS" in their names (SARS-
CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a reference to SARS in the name of this "new" virus. 

My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 

Having said this, I am fully aware that there will be major concerns from health authorities which do not want to give the impression that "SARS is 
back". The disease caused by the "new" virus may be very different from that caused by SARS-CoV. And it will be 
difficult to get the message across to the general public that closely related (even nearly identical) viruses may cause very different outcomes of 
disease (see vaccine strains etc.). 

To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 

Please let me know your views and get back to me as soon as possible. 

Best regards, 

John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 



Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel. 
Fax: +49-641-9941209 
E-mail: john.ziebuhr@;viro.med.uni-giessen.de 



From: Leo Poon[llmpoon@hku.hk] 
Sent: Thur 1/23/2020 10:38:51 AM (UTC-05:00) 
To: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph S[rbaric@email.unc.edu]; 

Sbakerl@luc.edu[Sbakerl@luc.edu]; Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; Benjamin 
Neuman[bneuman@tamut.edu]; Perlman, Stanley[stanley-perlman@uiowa.edu]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; Drosten, 
Christian[christian.drosten@charite.de]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Dear colleagues, 

I agree this virus is technically a SL-CoV. But I am for the 2nd option, purely from the public health point of 
view. We don't want the public have any confusion between SARS and this new respiratory disease. This 
might create some misunderstands and miscommunications, which might end up with a even greater 
problem. 

Cheers, 

Leo 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de> 
Sent: 23 January 2020 23:21 
To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de (Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; 
Perlman, Stanley; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, Christian; A.E.Gorbalenya@lumc.nl 
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridoe Study Group) on the naming of the coronavirus causing the ongoing outbreak in 

Wuhan. Things are moving fast, so it would be good to get an agreement on this as soon as possible, ideally also with key WHO people involved 
once we have reached an agreement in the SG (similar to what we did with MERS in 2013, JVI paper). 

Sasha and I are planning to put together a short paper in which we (and I hope all members of the Coronaviridae Study Group will join in) make a 
statement on the position of this virus within the existing taxonomy. Sasha is currently working on this. 

Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species called SARS-related coronavirus. All other 
viruses/isolates in that species (irrespective of whether they were isolated from humans, bats or other animals) have "SARS" in their names (SARS-
CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a reference to SARS in the name of this "new" virus. 

My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health authorities which do not want to give the impression that "SARS is 

back". The disease caused by the "new" virus may be very different from that caused by SARS-CoV. And it will be 
difficult to get the message across to the general public that closely related (even nearly identical) viruses may cause very different outcomes of 
disease (see vaccine strains etc.). 

To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: john.ziebuhrG~viro.med.uni-giessen.de 





From: Benjamin Neuman[bneuman@tamut.edu] 
Sent: Thur 1/23/2020 10:58:17 AM (UTC-05:00) 
To: Perlman, Stanley[stanley-perlman@uiowa.edu]; Leo Poon[Ilmpoon@hku.hk] 
Cc: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph S[rbaric@email.unc.edu]; 

Sbakerl @luc.edu[Sbakerl @luc.edu]; Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nil; 
Ilmpoon@hkucc.hku.hk[Ilmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; Drosten, 
Christian[christian.drosten@charite.de]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

I like WURS - it says "SARS-like, but not quite the same as SARS" succinctly - and, for what it is worth, I could 
see regular people, the news, etc, picking this up. 

I think with a virus as talked-about as this, it makes sense to consider service to the wider audience outside 
the ICTV, if there is a way to do that that follows the rules and makes sense. 

A good point also about trying to keep a lid on runaway fears by (correctly, in taxonomic terms) referencing 
SARS. 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: Perlman, Stanley <stanley-perlman@uiowa.edu> 
Sent: Thursday, January 23, 2020 9:51 AM 
To: Leo Poon 
Cc: Benjamin Neuman; John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de (Raoul); 
b.haagmans@erasmusmc.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, Christian; A.E.Gorbalenya@lumc.nl 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 
I know that you are correct about the WHO recommendation, but I like Ben's idea. John's nomenclature is 
also fine with me. My children call the disease WURS (Wuhan respiratory syndrome), which has an easy name 
to remember, like SARS, MERS. This also shows what we talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 



University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon <Ilmpoon@hku.hk> wrote: 

Ben, 

WHO doesn't want a virus named after a location any more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Perlman, Stanley; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
Drosten, Christian; A.E.Gorbalenya@lumc.nl
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

The name Wuhan seems to be the most often used by the public, but I think Wuhan seafood 
market pneumonia virus, as posted on the original genome sequence, is a bit wordy. But 
presumably, it would be a bit stigmatizing to name-check Wuhan? 

I think there might be push-back from the pathology side of our field on calling it a strain 
of SARS if the receptor is different, as appears to be the case from the divergent spike RBD. 

I can live with either of those names proposed, if there is consensus. 

What do you think of Human coronavirus-Wuhan 2019 (HCoV-Wuhan 2019), in the model of 
229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <iohn.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 



To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de (Raoul); b.haagmans@erasmusmc.nl;
Benjamin Neuman; Perlman, Stanley; llmpoon@hkucc.hku.hk; isola@cr►b.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridoe Study Group) on the naming of the coronavirus causing the 
ongoing outbreak in Wuhan. Things are moving fast, so it would be good to get an agreement on this as soon as possible, ideally 
also with key WHO people involved once we have reached an agreement in the SG (similar to what we did with MERS in 2013, 
JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope all members of the Coronaviridae Study Group 
will join in) make a statement on the position of this virus within the existing taxonomy. Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species called SARS-related 
coronovirus. All other viruses/isolates in that species (irrespective of whether they were isolated from humans, bats or other 
animals) have "SARS" in their names (SARS-CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a 
reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health authorities which do not want to give the 
impression that "SARS is back". The disease caused by the "new" virus may be very different from that 
caused by SARS-CoV. And it will be difficult to get the message across to the general public that closely related (even 
nearly identical) viruses may cause very different outcomes of disease (see vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81(BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: John.ziebuhr@viro.med.uni-eiessen.de 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Thur 1/23/2020 11:12:15 AM (UTC-05:00) 
To: Drosten, Christian[christian.drosten@charite.de]; Perlman, Stanley[stanley-perlman@uiowa.edu] 
Cc: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph S[rbaric@email.unc.edu]; 

Sbakerl @luc.edu[Sbakerl @luc.edu]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; Benjamin 
Neuman[bneuman@tamut.edu]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
isola@cnb.csic.es[isola@cnb.csic.es]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 

Subject: RE: [ext] Virus name, decision of the Coronaviridae Study Group 

I appreciate Stanley's point but there is no escaping from the fact that it belongs to the species sars related 
coronavirus. At present it is perceived by the public as something between SARS and MERS brought to us by 
snakes. Just adding 2019 to it may turn out to be confusing in the long run (should there be one) in case of 
separate subsequent introductions in coming years. Would it be an option to use numbers with location and year 
of isolation as per flu plus perhaps isolate identifyer? (For example SARS CoV-2 Wuhan, 2019. 

Best, Raoul 

Sent from my Samsung Galaxy smartphone. 

Original message --------
From: "Drosten, Christian" <christian.drosten@charite.de> 
Date: 1/23/20 16:59 (GMT+01:00) 
To: "Perlman, Stanley" <stanley-perlman@uiowa.edu> 
Cc: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>, rbaric@email.unc.edu, Sbakerl@luc.edu, "Groot, 
R.J. de (Raoul)" <R.J.deGroot@uu.nl>, b.haagmans@erasmusmc.nl, Benjamin Neuman 
<bneuman@tamut.edu>, llmpoon@hkucc.hicu.@ isola@cnb.csic.es, A.E.Gorbalenya@lumc.nl 
Subject: Re: [ext] Virus name, decision of the Coronaviridae Study Group 

I have no good answer to this. John's suggestion of "Human SARS-CoV 2019" just tells what it is: another type 
of SARS-CoV. Like types of Enteroviruses species C, they can be more or less pathogenic depending on what 
type (=virus) they actually are. This includes the possibility of variable pathogenicity. I guess we have to explain 
this to the public outside taxonomy. 

Christian 

Professor Christian Drosten 

Dirocc or, lnstitute of J r . ogy° 

Scientific Director, Charite Global Health 

Char t6 - U's zivorsitrltsimedi ,n Berlin 



Carnp~is Charite iMitte 

Charitepiat7 i 

0 1 0i17Berr! 

E -Mail: chri.' an dros?en.@charite.de 

https://virologie-ccm:charite:de/ 

hops://globaIhealth.charite.de/ 

Von: "Perlman, Stanley" <stanley-perlman@uiowa.edu> 
Datum: Donnerstag, 23. Januar 2020 urn 16:53 
An: Christian Drosten <christian.drosten@charite.de> 
Cc: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>, "rbaric@email.unc.edu" 
<rbaric@email.unc.edu>, "Sbakerl@luc.edu" <Sbakerl@luc.edu>, "Groot, R.J. de (Raoul)" 
<R.J.deGroot@uu.nl>, "b.haagmans@erasmusmc.nl" <b.haagmans@erasmusmc.nl>, Benjamin Neuman 
<bneuman@tamut.edu>, "llmpoon@hkucc.hku.hk" <llmpoon@hkucc.hku.hk>, "isola@cnb.csic.es" 
<isola@cnb.csic.es>, "A.E.Gorbalenya@lumc.nl" <A.E.Gorbalenya@lumc.nl> 
Betreff: Re: [ext] Virus name, decision of the Coronaviridae Study Group 

Christian, 

This may be the correct nomenclature, but there is already widespread fear about this virus. If we decide to use 
this nomenclature in the long term, I wonder if there is something that we can do in the short term that would 
not contribute to this fear. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 



On Jan 23, 2020, at 9:48 AM, Drosten, Christian <christian.drosten(a),charite.de> wrote: 

Dear All, 

I favor some name that includes SARS-CoV. Everything else is not purely systematically 
motivated (note that any emergence of SARS-CoV is a PHEIC by definition and does not need 
specific decision by the emergency 
committee: htlps:/(en.wikipcdia.org/wiki/Public_Healih_Emergency_of International Concern. I 
guess that's why "SARS-CoV" per se is not popular these days. We don't have to call it "SARS-
CoV" but I firmly believe we should point at the fact that it is a species member. 

The species is Severe acute respiratory syndrome-related coronavirus 

To the species belongs the SARS-CoV (a strain) as well as several bat-associated viruses usually 
abbreviated SARSr-CoV followed by some specific designation. A name such as "Human 
SARSr-CoV 2019" (the "r" borrowed from "related" as in the taxonomic species designation) is 
honest and at the same time discriminative enough. For my taste John's suggestion of Human 
SARS-CoV 2019 is even better because it is simple less subject to debate (I can already imagine 
the gossiping about the "r"). In any case my suggestion is to not drop the "SARS" engram from 
the strain designation. My concept as a more clinically — rooted virologist is that of a new 
serotype of SARS-CoV. This idea becomes even more real when considering the likely use of 
ACE2, suggesting technical serotype discrimination via antibodies interfering with receptor 
binding. Just like in enteroviruses, influenza, etc. 

Christian 

Professor Christian Drosten 

Director, Institute of Vsro ogy 

Scienti¤ic Director , Charite Global Health 

C harite - 1 n versitrltsimedi ,n Berlin 



Carnpos Charite iMitte 

Chariteolat7 i 

D 101 1 7Bedirs 

r -Mai?: christian.drostenacharite.de 

https://virologie-ccm.charite.de/ 

hops://gIobaIhealth.charite.de/ 

Von: John Ziebuhr <j l_iri ~i ,bubi„ asvi7 c).Yn, =i ui-i 3 ..~.;.•:Ic> 
Datum: Donnerstag, 23. Januar 2020 urn 16:21 
An: "rbaric(u;eilmail.unc.edu" <rbaric email.unc.edu>, "Sbakerl luc.edu" <Sbakerl(d;luc.edu>, 
"Groot, R.J. de (Raoul)" <R.J.deCroot(/'v.v.lnl>, "b.haagmans(erasmusmc.nl" 
<b.haagmans(i)erasmusmc.nl>, Benjamin Neuman <bneuman@;tamut.edu>, "Perlman, Stanley" 
<stanley_perlman@uiowa.edu>, "llmpoon hkucc.hku.hk" <llmpoon(d)hkucc.hku.hk>, 
"isola u?cnb.csic.es" <isola(a;cnb.csic.es>, Christian Drosten <christian.drosten@,charite.de>, 
"A . . C_ , .'. alenya(lumc.nl" <A.E.Gorbalenya Cr lumc.nl> 
Betreff: [ext] Virus name, decision of the Coronaviridae Study Group 

Dear All, 

I would like to get your view (as members of the Coronviridae Study Group) on the naming of the coronavirus causing the 
ongoing outbreak in Wuhan. Things are moving fast, so it would be good to get an agreement on this as soon as possible, ideally 
also with key WHO people involved once we have reached an agreement in the SG (similar to what we did with MERS in 2013, 
JVI paper). 

Sasha and I are planning to put together a short paper in which we (and I hope all members of the Coronaviridae Study Group 
will join in) make a statement on the position of this virus within the existing taxonomy. Sasha is currently working on this. 

Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species called SARS-related 
coronavirus. All other viruses/isolates in that species (irrespective of whether they were isolated from humans, bats or other 
animals) have "SARS" in their names (SARS-CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) 
have a reference to SARS in the name of this "new" virus. 

My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 

Having said this, I am fully aware that there will be major concerns from health authorities which do not want to give the 
impression that "SARS is back". The disease caused by the "new" virus may be very different from that 
caused by SARS-CoV. And it will be difficult to get the message across to the general public that closely related (even 
nearly identical) viruses may cause very different outcomes of disease (see vaccine strains etc.). 

To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 



Please let me know your views and get back to me as soon as possible. 

Best regards, 

John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 

Fax: +49-641-9941209 
E-mail: john.ziebuhrrr:?viro.ined.uni-,giessen.de 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Thur 1/23/2020 11:18:53 AM (UTC-05:00) 
To: Perlman, Stanley[stanley-perlman@uiowa.edu]; 

A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 
Cc: Leo Poon[llmpoon@hku.hk]; Benjamin Neuman[bneuman@tamut.edu]; 

john.ziebuhr@viro.med.uni-giessen.de[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph 
S[rbaric@email.unc.edu]; Baker, Susan[Sbakerl@luc.edu]; B.L. 
Haagmans[b.haagmans@erasmusmc.nl]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; Isabel 
Sola[isola@cnb.csic.es]; Drosten, Christian[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

The numericals would be consistent with HIV, where we also have 1 and 2. With respect to the public, while it 
could add to fear in some it would be informative and correct and add to understanding to indicate that both 
viruses are separate spillovers of essentially the same virus species lurking in wide variation in bats. The 
analogy with flu A is evident. 

Sent from my Samsung Galaxy smartphone. 

Original message --------
From: "Perlman, Stanley" <stanley-perlman@uiowa.edu> 
Date: 1/23/20 17:12 (GMT+01:00) 
To: A.E.Gorbalenya@lumc.nl 
Cc: Leo Poon <llmpoon@hku.hlc>, Benjamin Neuman <bneuman@tamut.edu>, john.ziebuhr@viro.med.uni-
giessen.de, "Baric, Ralph" <rbaric@email.unc.edu>, "Baker, Susan" <Sbakerl@luc.edu>, "Groot, R.J. de 
(Raoul)" <R.J.deGroot@uu.nl>, "B.L. Haagmans" <b.haagmans@erasmusmc.nl>, llmpoon@hkucc.hlcu.hk, 
Isabel Sola <isola@cnb.csic.es>, "Drosten, Christian" <christian.drosten@charite.de> 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

I am in communication with WHO and could ask unless Christian or Leo would like to. 
Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 10:09 AM, A.E.Gorbalenya( lumc.nl wrote: 

Dear All, 

I assume that there are people on the CSG, who are involved with the WHO on this issue (Christian, Leo?). 
Could they enlighten about the WHO position and whether the WHO will be comfortable with the CSG deciding 
on this matter within a timeframe it finds reasonable? 

Best, 



Sasha 

From: Perlman, Stanley [staniev-perlmanCuiowa.edul
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John Ziebuhr; rbaric(email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); Lib.haagmnsb)erasrnusmc.nl; Ilmpoon@hkucc.hku.hk; Isola i)cnb.csic.es; Drosten, Christian; 
Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 
I know that you are correct about the WHO recommendation, but I like Ben's idea. John's 
nomenclature is also fine with me. My children call the disease WURS (Wuhan respiratory 
syndrome), which has an easy name to remember, like SARS, MERS. This also shows what we 
talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon <llmpoon(c%hku.hk> wrote: 

Ben, 

WHO doesn't want a virus named after a location any more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Perlman, 
Stanley; Ilmp hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenva@)lumc.nl
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

The name Wuhan seems to be the most often used by the public, but I think 
Wuhan seafood market pneumonia virus, as posted on the original genome 
sequence, is a bit wordy. But presumably, it would be a bit stigmatizing to name-



check Wuhan? 

I think there might be push-back from the pathology side of our field on calling it a 
strain of SARS if the receptor is different, as appears to be the case from the 
divergent spike RBD. 

I can live with either of those names proposed, if there is consensus. 

What do you think of Human coronavirus-Wuhan 2019 (HCoV-Wuhan 2019), in the 
model of 229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <iohn.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; Perlman, 
Stanley; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nI
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridae Study Group) on the naming of the coronavirus 
causing the ongoing outbreak in Wuhan. Things are moving fast, so it would be good to get an agreement on 
this as soon as possible, ideally also with key WHO people involved once we have reached an agreement in the 
SG (similar to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope all members of the 
Coronaviridae Study Group will join in) make a statement on the position of this virus within the existing 
taxonomy. Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species 
called SARS-related coronavirus. All other viruses/isolates in that species (irrespective of whether they were 
isolated from humans, bats or other animals) have "SARS" in their names (SARS-CoV XYZ, SARSr-CoV XYZ etc.). 
Thus, it would be more than justified to (also) have a reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health authorities which do not want 
to give the impression that "SARS is back". The disease caused by the "new" virus may be very 
different from that caused by SARS-CoV. And it will be difficult to get the message across to the 
general public that closely related (even nearly identical) viruses may cause very different outcomes of disease 
(see vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 



Institute of Medical Virology 
Justus liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: John.ziebuhr@viro.med.uni-eiessen.de 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Thur 1/23/2020 11:20:27 AM (UTC-05:00) 
To: A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; stanley-perlman@uiowa.edu[stanley-

perlman@uiowa.edu] 
Cc: Ilmpoon@hku.hk[llmpoon@hku.hk]; bneuman@tamut.edu[bneuman@tamut.edu]; 

john.ziebuhr@viro.med.uni-giessen.de[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph 
S[rbaric@email.unc.edu]; Sbakerl @luc.edu[Sbakerl @luc.edu]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Totally agree. Best, Raoul 

Sent from my Samsung Galaxy smartphone. 

Original message --------
From: A.E.Gorbalenya@1umc.nl 
Date: 1/23/20 17:19 (GMT+01:00) 
To: stanley-perlman@uiowa.edu 
Cc: llmpoon@hku.hk, bneuman@tamut.edu, john.ziebuhr@viro.med.uni-giessen.de, rbaric@email.unc.edu, 
Sbakerl@luc.edu, "Groot, R.J. de (Raoul)" <R.J.deGroot@uu.nl>, b.haagmans@erasmusmc.nl, 
llmpoon@hkucc.hku.hk, isola@cnb.csic.es, christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Would it be in the best interest to convey that it is the CSG should be in charge, in consultation with other bodies, e.g. 
WHO, re virus naming. 

Best, 

Sasha 

From: Perlman, Stanley [stanley-perlman@uiowa.edu] 
Sent: Thursday, January 23, 2020 5:12 PM 
To: Gorbalenya, A.E. (MSTAT) 
Cc: Leo Poon; Benjamin Neuman; john.ziebuhr@viro.med.uni-giessen.de; Baric, Ralph; Baker, Susan; Groot, R.J. de (Raoul); 
B.L. Haagmans; Ilmpoon@hkucc.hku.hk; Isabel Sola; Drosten, Christian 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

I am in communication with WHO and could ask unless Christian or Leo would like to. 
Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 



On Jan 23, 2020, at 10:09 AM, A.E.Crorbalenya{ilumc.nl wrote: 

Dear All, 

I assume that there are people on the CSG, who are involved with the WHO on this issue (Christian, Leo?). 
Could they enlighten about the WHO position and whether the WHO will be comfortable with the CSG deciding 
on this matter within a timeframe it finds reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [staniev-perlman(o)uiowa.edul 
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John Ziebuhr; rbaric(a)email.unc.edu; Sbaker1 luc.edu; Groot, R.J. de 
(Raoul); b.haac rr-g ansTerasmusmc.nl; llmpoon@hkucc.hku.hk; Isola@cnb.csic.es; Drosten, Christian; 
Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 
I know that you are correct about the WHO recommendation, but I like Ben's idea. John's 
nomenclature is also fine with me. My children call the disease WURS (Wuhan respiratory 
syndrome), which has an easy name to remember, like SARS, MERS. This also shows what we 
talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon <llmpoon(cvhku.hk> wrote: 

Ben, 

WHO doesn't want a virus named after a location any more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneumanC~tamut.edu>
Sent: 23 January 2020 23:39 



To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Perlman, 
Stanley; Urn poon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

The name Wuhan seems to be the most often used by the public, but I think 
Wuhan seafood market pneumonia virus, as posted on the original genome 
sequence, is a bit wordy. But presumably, it would be a bit stigmatizing to name-
check Wuhan? 

I think there might be push-back from the pathology side of our field on calling it a 
strain of SARS if the receptor is different, as appears to be the case from the 
divergent spike RBD. 

I can live with either of those names proposed, if there is consensus. 

What do you think of Human coronavirus-Wuhan 2019 (HCoV-Wuhan 2019), in the 
model of 229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <iohn.ziebuhr@viro.med.uni-Riessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric @aemail.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; Perlman, 
Stanley; Urn poon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridae Study Group) on the naming of the coronavirus 
causing the ongoing outbreak in Wuhan. Things are moving fast, so it would be good to get an agreement on 
this as soon as possible, ideally also with key WHO people involved once we have reached an agreement in the 
SG (similar to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope all members of the 
Coronaviridae Study Group will join in) make a statement on the position of this virus within the existing 
taxonomy. Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species 
called SARS-related coronavirus. All other viruses/isolates in that species (irrespective of whether they were 
isolated from humans, bats or other animals) have "SARS" in their names (SARS-CoV XYZ, SARSr-CoV XYZ etc.). 
Thus, it would be more than justified to (also) have a reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health authorities which do not want 



to give the impression that "SARS is back". The disease caused by the "new" virus may be very 
different from that caused by SARS-CoV. And it will be difficult to get the message across to the 
general public that closely related (even nearly identical) viruses may cause very different outcomes of disease 
(see vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81(BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: iohn.zlebuhri viro.rned.uni-Kiessen.de 



From: Baker, Susan[Sbakerl @luc.edu] 
Sent: Thur 1/23/2020 12:01:25 PM (UTC-05:00) 
To: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph S[rbaric@email.unc.edu]; 

Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; Benjamin 
Neuman[bneuman@tamut.edu]; Perlman, Stanley[stanley-perlman@uiowa.edu]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; Drosten, 
Christian[christian.drosten@charite.de]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Hi All, 
John- Thanks so much for starting this discussion. Many issues to consider, particularly the concept that there may 
be several closely related strains or isolates that emerge from this outbreak. I am open to several possibilities 

SARSr-CoV 2019 may be appropriate, with additional details provided in the Genbank listing (location the virus was 
isolated from, full date of isolation, etc). The detailed extension of the name would be helpful for scientists, but not 
widely used for communicating with the public. 

Whatever we decide to use as a starting point for the virus, we may also want to provide suggestions for the 
designation of the strains/isolates. How do groups decide on specific names for isolates (ie SARS-CoV-Urbani, SARS-
CoV--Tort, etc)? If the CDC is able to isolate virus from the case in USA, what will be the recommendation for the 
name of that isolate? (This assumes that the sequence may be different from the isolates already documented in 
Genbank). 
Susan 

Stanley --- I really like WURS, but as Leo mentioned, the WHO is moving away from naming viruses by location. 

Susan Baker, PhD 
Professor of Microbiology & Immunology 
Loyola University Stritch School of Medicine 
2160 South First Ave, Bldg 115, Rm 232 
Maywood, IL. 601.53 
Ph: 
Email: sbakerl@luc.edu 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de> 
Sent: Thursday, January 23, 2020 9:22 AM 
To: rbaric@email.unc.edu; Baker, Susan <Sbakerl@luc.edu>; Groot, R.J. de (Raoul) <R.J.deGroot@uu.nl>; 
b.haagmans@erasmusmc.nl; Benjamin Neuman <bneuman@tamut.edu>; Perlman, Stanley <stanley-
perlman@uiowa.edu>; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, Christian 
<christian.drosten@charite.de>; A.E.Gorbalenya@lumc.nl 
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridae Study Group) on the naming of the coronavirus causing the ongoing outbreak in 
Wuhan. Things are moving fast, so it would be good to get an agreement on this as soon as possible, ideally also with key WHO people involved 
once we have reached an agreement in the SG (similar to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope all members of the Coronaviridae Study Group will join in) make a 
statement on the position of this virus within the existing taxonomy. Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing species called SARS-related coronavirus. All other 
viruses/isolates in that species (irrespective of whether they were isolated from humans, bats or other animals) have "SARS" in their names 
(SARS-CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a reference to SARS in the name of this "new" 
virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 



Having said this, I am fully aware that there will be major concerns from health authorities which do not want to give the impression that "SARS 
is back". The disease caused by the "new" virus may be very different from that caused by SARS-CoV. And it will 
be difficult to get the message across to the general public that closely related (even nearly identical) viruses may cause very different outcomes of 
disease (see vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
F-mail: john.ziebu:hr(d viro.med.uni-giessen.de 



From: Perlman, Stanley[stanley-perlman@uiowa.edu] 
Sent: Thur 1/23/2020 12:22:56 PM (UTC-05:00) 
To: B.L. Haagmans[b.haagmans@erasmusmc.nl] 
Cc: Drosten, Christian[christian.drosten@charite.de]; John Ziebuhr[john.ziebuhr@viro.med.uni-

giessen.de]; Baric, Ralph S[rbaric@email.unc.edu]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; Perlman, Stanley[stanley-
perlman@uiowa.edu]; Ilmpoon@hku.hk[llmpoon@hku.hk]; 
bneuman@tamut.edu[bneuman@tamut.edu]; Sbakerl @luc.edu[Sbakerl @luc.edu]; 
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
isola@cnb.csic.es[isola@cnb.csic.es] 

Subject: Re: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

Bart, 
Great. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 11:22 AM, B.L. Haagmans <b.haag*mans(a),erasmusmc.nl> wrote: 

To me that is also clear and straight forward.... 
I will contact Maria van Kerkove at WHO on their position or whom to contact 
Bart 

Van: Drosten, Christian <christian.droster~ charite.de>
Verzonden: donderdag 23 januari 2020 18:06 
Aan: John Ziebuhr <;. hn.ziebuhr@viro.med.uni-giessen.de>; Baric, Ralph S <rbaric@email.unc.edu>
CC: A.E.Gorbalenya@lumc.nl; stanlev-
~aerlmar~ a~suovra.edu; llmpoon hku.hk; bneuman@tamut.edu; Sbakerl@luc.edu; R.J.deGroot@uu.nl; 
B.L. Haagmans <b.haaagmans @erasmusmc.nl>; Ilr;rnoon kucc.hku.hk; Isola cnb.csic.es 
Onderwerp: Re: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

I fully support SARS-CoV-2. 

Christian 

Professor Christian Drosten 
. -y 
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E-Mil: christian.drostenc charite.de 
https://virr. , h ;:::, de/ 
https:llpiobalheath.charite.de/ 

Von: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Datum: Donnerstag, 23. Januar 2020 um 18:01 
An: "Baric, Ralph S" <rbaric@email.unc.edu>
Cc: "A.E.Gorbalenya@lumc.nl" <A.E.Gorbalenya@lumc.nl>, "stanley-perlman@uiowa.edu" 
<stanley-Perlman@uiowa.edu>, "llmpoon@hku.hk" <ilmpoon@hku.hk>, 
"bneuman@tamut.edu" <bneuman tamut.edu>, "SbakerlC iuc,edu" <Sbakerl@luc.edu>, 
"R.J,deGroot V uu.nl" <R.J,deGroot uu.nl>, "b.haagmans@erasmusmc.nl" 
<b.haa ans@erasmusmc.ni>, "limpoon@hkucc.hku,hk" <llmpoon hkucc.hku.hk>, 
"isolJc cfb,csic,es" <isola cnb.csic,es>, Christian Drosten <christian.drosten@charite.de>
Betreff: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks for all your input. It seems we are approaching a consensus in terms of keeping "SARS" in 
the virus name. To keep the name simple, I would like to come back to Raoul's suggestion: SARS-CoV-
2. This would correctly reflect the phylogenetic relationship of the virus and perhaps, in the short term, 
not contribute too much to fear in the public (because health authorities may keep saying that this virus 
differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 um 17:49 schrieb Baric, Ralph S <rbaric@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper showing the new SARS-like CoV uses hA.CE2 as a 
receptor for entry. Seems to me there is no escaping the fact that it is a kissing cousin to 
SARS-CoV. Given the fact that several other SARS-like CoV are circulating in bats that also 
use ACE2 receptors and grow in primary human cells. I don't think it is appropriate to 
uncouple the relationship with SARS-CoV-both for long-term planning, public health 
priorities and desire to alleviate public concern. The fact is that a range of SARS-like bCoV 
that vary between 1-25% are likely positioned to emerge at sometime in the future. 
Moreover, it is impossible at this point to alleviate public concern after 20 million people 
in two cities have been placed under quarantine. Consequently, I favor a name that 
reflects the biological origins of the virus-as it will prove critical for long-term global health 
planning for repeat events in the future. I like Human SARSr-CoV 2019" or hSARS-CoV 
201.9 (Human SARS coronavirus 2019) or even SARS-like HCoV 201.9. 

I also believe that the CSG should be in charge, in consultation with other bodies, e.g. 
WHO, re virus naming. 
Ralph 

From: A. =..Gorbaienva lumc.nl <A....Gorbaienva lumc.nl> 
Sent: Thursday, January 23, 2020 11:09 AM 



To: staLniey-Perlman E)uuowa.edu; llm -o_on ahku.h~k 
Cc: bneuman@tamut.edu; iohn.ziebuhr@viro.med.uni-giessen.de; Baric, Ralph S 
<rbaric', em il.unc.edu>; Sbakerl@Iuc.edu; R.J.deGroot cD uu.nl: b.haagmans@erasmusmc 
.nl; mp , ' i:c.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

I assume that there are people on the CSG, who are involved with the WHO on this issue 
(Christian, Leo?). Could they enlighten about the WHO position and whether the WHO will 
be comfortable with the CSG deciding on this matter within a timeframe it finds reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [stanley-Perlman@uiowa.edu]
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John Ziebuhr; rbaric@email.unc.edu; Sbaker1 )luc.edu; Groot, R.J. 
de (Raoul); bhaa r1ans erasrnusrrmc.nl; Ilm ?oon@hkucc.hku.hk; isola(c~cnb.csic.es; 
Drosten, Christian; Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 

I know that you are correct about the WHO recommendation, but I like Ben's idea. 
John's nomenclature is also fine with me. My children call the disease WURS 
(Wuhan respiratory syndrome), which has an easy name to remember, like SARS, 
MERS. This also shows what we talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon <llmpoon(d),hku.hk> wrote: 

I 

WHO doesn't want a virus named after a location any more. 

Cheers, 



Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Perlman, 
Stanley; lampoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

The name Wuhan seems to be the most often used by the public, but I 
think Wuhan seafood market pneumonia virus, as posted on the 
original genome sequence, is a bit wordy. But presumably, it would be 
a bit stigmatizing to name-check Wuhan? 

I think there might be push-back from the pathology side of our 
field on calling it a strain of SARS if the receptor is different, as appears 
to be the case from the divergent spike RBD. 

I can live with either of those names proposed, if there is consensus. 

What do you think of Human coronavirus-Wuhan 2019 (HCoV-Wuhan 
2019), in the model of 229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; Perlman, 
Stanley; llmi oonCa)hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear Al I, 
I would like to get your view (as members of the Coronviridoe Study Group) on the naming of 
the coronavirus causing the ongoing outbreak in Wuhan. Things are moving fast, so it would be 
good to get an agreement on this as soon as possible, ideally also with key WHO people 
involved once we have reached an agreement in the SG (similar to what we did with MERS in 
2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope all members of 



the Coronaviridae Study Group will join in) make a statement on the position of this virus 
within the existing taxonomy. Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing 
species called SARS-related coronavirus. All other viruses/isolates in that species (irrespective 
of whether they were isolated from humans, bats or other animals) have "SARS" in their names 
(SARS-CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a 
reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health authorities 
which do not want to give the impression that "SARS is back". The disease caused by 
the "new" virus may be very different from that caused by SARS-
COV. And it will be difficult to get the message across to the general public that closely 
related (even nearly identical) viruses may cause very different outcomes of disease (see 
vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome 
coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel. 
Fax: +49-641-9941209 
E-mail: john.ziebuhr(aviro.med.uni-eiessen.de 



From: A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 
Sent: Thur 1/23/2020 12:51:47 PM (UTC-05:00) 
To: john.ziebuhr@viro.med.uni-giessen.de[john.ziebuhr@viro.med.uni-giessen.de]; 

bneuman@tamut.edu[bneuman@tamut.edu] 
Cc: Baric, Ralph S[rbaric@email.unc.edu]; stanley-perlman@uiowa.edu[stanley-perlman@uiowa.edu]; 

Ilmpoon@hku.hk[Ilmpoon@hku.hk]; Sbakerl @luc.edu[Sbakerl @luc.edu]; 
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

... and I would also add that the extension could also include host, where from a particular virus was isolated, e.g. human, 
thus resolving a controversial issue whether this virus must be called human or not. 

From: John Ziebuhr [john.ziebuhr@viro.med.uni-giessen.de] 
Sent: Thursday, January 23, 2020 6:41 PM 
To: Benjamin Neuman 
Cc: Baric, Ralph S; Gorbalenya, A.E. (MSTAT); stanley-perlman@uiowa.edu; Ilmpoon@hku.hk; Sbakerl@luc.edu; 
R.J.deGroot@uu.nl; b.haagmans@erasmusmc.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Ben, 
I think it will be just a matter of time that, similar to what happened to HIV- 1 (instead of HIV) in the past, 
people will start using the name SARS-CoV-1 if they want to refer to the virus from the 2003 epidemic. 
Re Susan's question: The relatively short name SARS-CoV-2 could easily be extented by sample/lab/sequence 
numbers. This would be much less practicable if we used long virus names, such as SARS-like HCoV 2019. 
John 

Am 23.01.2020 urn 18:14 schrieb Benjamin Neuman <bneuman@tamut.edu>:

I can get behind SARS-CoV-2 as well - presumably naming a place and a date as in influenza 
would be OK for a particular isolate? And does it mean retrospectively constructing an 
informal umbrella or perhaps serogroup without formal taxonomic standing for the previous 
epidemic SARS as SARS-CoV-1? That seems like it would be a reasonable recommendation, if it 
is what the committee proposes. 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 



From: John Ziebuhr <iohn.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanley-perlman@uiowa.edu; llmpoon@hku.hk; Benjamin Neuman; 
Sbakerl@luc.edu; R.J.deGroot@uu.nl; b.haa„mans@erasmusmc.nl; llmpoon@hkucc.hku.hk; 
isolancnbcsic.es; christian.drosten@charite,de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks for all your input. It seems we are approaching a consensus in terms of keeping 
"SARS" in the virus name. To keep the name simple, I would like to come back to Raoul's 
suggestion: SARS-CoV-2. This would correctly reflect the phylogenetic relationship of the virus 
and perhaps, in the short term, not contribute too much to fear in the public (because health 
authorities may keep saying that this virus differs from SARS-CoV). 
Best, 
John 

Am 23.01.2020 um 17:49 schrieb Baric, Ralph S <rbaric@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper showing the new SARS-like CoV uses hACE2 as a 
receptor for entry. Seems to me there is no escaping the fact that it is a kissing cousin to 
SARS-•CoV. Given the fact that several other SARS-like CoV are circulating in bats that also 
use ACE2 receptors and grow in primary human cells, I don't think it is appropriate to 
uncouple the relationship with SARS-•CoV-both for long-term planning, public health 
priorities and desire to alleviate public concern. The fact is that a range of SARS-like bCoV 
that vary between 1-25% are likely positioned to emerge at sometime in the future. 
Moreover, it is impossible at this point to alleviate public concern after 20 million people 
in two cities have been placed under quarantine. Consequently, I favor a name that 
reflects the biological origins of the virus-as it will prove critical for long-term global health 
planning for repeat events in the future. I like Human SARSr-•CoV 201.9" or hSA.RS-CoV 
2019 (Human SARS coronavirus 2019) or even SARS-like HCoV 2019. 

I also believe that the CSG should be in charge, in consultation with other bodies, e.g. 
WHO, re virus naming. 
Ralph 

From: A.E.Gorbalenya@lumc,nI <A.E.Gorbalenyar@lumc.nl> 
Sent: Thursday, January 23, 2020 11:09 AM 
To: Stanley-perlman@uiowa.edu; IImpoon@hku.hk 
Cc: bneurnanc tamut.edu; iohn.ziebuhr@viro.med.uni-giessen.de; Baric, Ralph S 
<rbaric@email.unc.edu>; Sbakerl@luc.edu; R.J.deGroot^uu.nl; b.haagmans@erasmusmc 
nl; llmpcxon hkucc.hku.hk; Isola@cnib.csic.es; christian.droster,@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

I assume that there are people on the CSG, who are involved with the WHO on this issue 
(Christian, Leo?). Could they enlighten about the WHO position and whether the WHO will 



be comfortable with the CSG deciding on this matter within a timeframe it finds reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [s Vev oerman@uowa.edu] 
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. 
de (Raoul); b.i°saagrnarss@caerasrnusnoc.nl; Hmpoon@hkucc.hku.hk; isoia@cnb.csic.es; 
Drosten, Christian; Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 

I know that you are correct about the WHO recommendation, but I like Ben's idea. 
John's nomenclature is also fine with me. My children call the disease WURS 
(Wuhan respiratory syndrome), which has an easy name to remember, like SARS, 
MERS. This also shows what we talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon <llmpoon(whku.hk> wrote: 

WHO doesn't want a virus named after a location any more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Perlman, 
Stanley; IlmPc "  -1,ucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.G:.  ha1enya@lumc.nl 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 



The name Wuhan seems to be the most often used by the public, but I 
think Wuhan seafood market pneumonia virus, as posted on the 
original genome sequence, is a bit wordy. But presumably, it would be 
a bit stigmatizing to name-check Wuhan? 

I think there might be push-back from the pathology side of our 
field on calling it a strain of SARS if the receptor is different, as appears 
to be the case from the divergent spike RBD. 

I can live with either of those names proposed, if there is consensus. 

What do you think of Human coronavirus-Wuhan 2019 (HCoV-Wuhan 
2019), in the model of 229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; Perlman, 
Stanley; Ilmi oonCwhkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenva@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridae Study Group) on the naming of 
the coronavirus causing the ongoing outbreak in Wuhan. Things are moving fast, so it would be 
good to get an agreement on this as soon as possible, ideally also with key WHO people 
involved once we have reached an agreement in the SG (similar to what we did with MERS in 
2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope all members of 
the Coronaviridae Study Group will join in) make a statement on the position of this virus 
within the existing taxonomy. Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part of an existing 
species called SARS-related coronavirus. All other viruses/isolates in that species (irrespective 
of whether they were isolated from humans, bats or other animals) have "SARS" in their names 
(SARS-CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a 
reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health authorities 
which do not want to give the impression that "SARS is back". The disease caused by 
the "new" virus may be very different from that caused by SARS-
COV. And it will be difficult to get the message across to the general public that closely 



related (even nearly identical) viruses may cause very different outcomes of disease (see 
vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory syndrome 
coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: john.ziebuhr(aviro.med.uni-eiessen.de 



From: Isabel Sola[isola@cnb.csic.es] 
Sent: Thur 1/23/2020 1:31:09 PM (UTC-05:00) 
To: John Ziebuhr[John.Ziebuhr@viro.med.uni-giessen.de] 
Cc: Benjamin Neuman[bneuman@tamut.edu]; Baric, Ralph S[rbaric@email.unc.edu]; 

A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; stanley-perlman@uiowa.edu[stanley-
perlman@uiowa.edu]; Ilmpoon@hku.hk[llmpoon@hku.hk]; Sbakerl @luc.edu[Sbakerl @luc.edu]; 
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Dear all, 
I agree that the name SARS-CoV-2 is adequate in many aspects. 
It reflects the phylogeny of the virus, as part of the severe acute respiratory syndrome-related coronavirus 
species. Therefore, in the long term, it would be a fair decision. 
In addition, it would follow the WHO recommendation of not including geographic information. 

However, in the short-term, I would favor a name that implies that this virus has some singularities as compared 
to SARS-CoV, not only the time when it emerged, but most likely some other properties to be characterized 
(pathogenicity...). According to this, WURS-CoV would be an option. 

I accept that when naming a virus, the long-term perspective should prevail over the short-term considerations. 
However, do you think that the number 2 in SARS-CoV-2 might be replaced by a more significant extension? 
SARS-CoV-WU19 or SARS-CoV-Wuham? 

Best regards 

Isabel 

Enviado desde mi iPhone 

El 23 ene 2020, a las 18:41, John Ziebuhr <John.Ziebuhr@viro.med.uni-giessen.de> escribio: 

Ben, 
I think it will be just a matter of time that, similar to what happened to HIV- 1 (instead of HIV) in 
the past, people will start using the name SARS-CoV- 1 if they want to refer to the virus from the 
2003 epidemic. 
Re Susan's question: The relatively short name SARS-CoV-2 could easily be extented by 
sample/lab/sequence numbers. This would be much less practicable if we used long virus names, 
such as SARS-like HCoV 2019. 
John 

Am 23.01.2020 um 18:14 schrieb Benjamin Neuman <bneuman(Vtatnut.edu>:



I can get behind SARS-CoV-2 as well - presumably naming a place and a date as in 
influenza would be OK for a particular isolate? And does it mean 
retrospectively constructing an informal umbrella or perhaps serogroup without 
formal taxonomic standing for the previous epidemic SARS as SARS-CoV-1? That 
seems like it would be a reasonable recommendation, if it is what the committee 
proposes. 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <lohn.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.L.Gorbaienya@lumc.nl; stanley-perlman@uiowa.edu; Ilmpoon@hku.hk; Benjamin 
Neuman; Sbakerl@luc.edu; RJ.deGroot@uu.nl; b.haagmans@erasmusmc.ni; 
I con @ hkucc.hk~..hk; Isola@cnb.csic.es; christiaridrosteri@charte.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks for all your input. It seems we are approaching a consensus in terms 
of keeping "SARS" in the virus name. To keep the name simple, I would like to 
come back to Raoul's suggestion: SARS-CoV-2. This would correctly reflect the 
phylogenetic relationship of the virus and perhaps, in the short term, not 
contribute too much to fear in the public (because health authorities may keep 
saying that this virus differs from SARS-CoV). 
Best, 
John 

Am 23.01.2020 um 17:49 schrieb Baric, Ralph S 
<rbaric@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper showing the new SARS Tike CoV uses 
hACE2 as a receptor for entry. Seems to me there is no escaping the fact that 
it is a kissing cousin to SARS-CoV. Given the fact that several other SARS-like 
CoV are circulating in bats that also use ACE2 receptors and grow in primary 
human cells, I don't think it is appropriate to uncouple the relationship with 
SARS-•CoV-both for long-term planning, public health priorities and desire to 



alleviate public concern. The fact is that a range of SARS-like bCoV that vary 
between 1-25% are likely positioned to emerge at sometime in the future. 
Moreover, it is impossible at this point to alleviate public concern after 20 
million people in two cities have been placed under quarantine. 
Consequently, I favor a name that reflects the biological origins of the virus-
as it will prove critical for long-term global health planning for repeat events 
in the future. I like Human SARSr-CoV 201.9" or hSA.RS-CoV 2019 (Human 
SARS coronavirus 2019) or even SARS-like HCoV 2019. 

I also believe that the CSG should be in charge, in consultation with other 
bodies, e.g. WHO, re virus naming. 
Ralph 

From: . .E.Gorbalenya(jlurnc.nl <d ,E. orbalen a( lurnc.nl> 
Sent: Thursday, January 23, 2020 11:09 AM 
To: Stanley-Perlman@uiowa.edu; llmpoon@hku.hk 
Cc: bneuman@tamut.edu; iohn.ziebuhr@viro.med.uni-giessen.de; Baric, 
Ralph S 
<rbaric@email.unc.edu>; Sbakerl@luc.edu; R.J.deGroot@uu.nl; b.haagmans 
@erasmusmc.nl; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.droste 
n@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

I assume that there are people on the CSG, who are involved with the WHO 
on this issue (Christian, Leo?). Could they enlighten about the WHO position 
and whether the WHO will be comfortable with the CSG deciding on this 
matter within a timeframe it finds reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [stanie riman@uiowa.edu]
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John 
Ziebuhr; rbaric@ernaii.uncedu; Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.l°s aagrnarsscccerasmusnoc.rsl; li hkucc.hku.hk; isola@cnb.csic. 
es; Drosten, Christian; Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 

I know that you are correct about the WHO recommendation, but I like 
Ben's idea. John's nomenclature is also fine with me. My children call 
the disease WURS (Wuhan respiratory syndrome), which has an easy 
name to remember, like SARS, MERS. This also shows what we talk 
about at the dinner table. 

Stanley 



Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon 
<llrnpoon(ii~hku.hk> wrote: 

Ben, 

WHO doesn't want a virus named after a location any 
more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu;
Groot, R.J. de (Raoul); b.haagmansC).erasmusmc.nl; Perlman, 
Stanley; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gor haleny;@1umc.nl 
Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

The name Wuhan seems to be the most often used by the 
public, but I think Wuhan seafood market pneumonia 
virus, as posted on the original genome sequence, is a bit 
wordy. But presumably, it would be a bit stigmatizing to 
name-check Wuhan? 

I think there might be push-back from the pathology side 
of our field on calling it a strain of SARS if the receptor is 
different, as appears to be the case from the divergent 
spike RBD. 

I can live with either of those names proposed, if there is 
consensus. 

What do you think of Human coronavirus-Wuhan 2019 
(HCoV-Wuhan 2019), in the model of 229E, OC43, NL63 
and HKU1? 



Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@emaii.unc.edu: Sbakerl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; 
Perlman, Stanley; lampoon@hkucc.hku.hk; isola@cnb.csic.es; 
Drosten, Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridae Study Group) on 
the naming of the coronavirus causing the ongoing outbreak in Wuhan. Things 
are moving fast, so it would be good to get an agreement on this as soon as 
possible, ideally also with key WHO people involved once we have reached an 
agreement in the SG (similar to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope 
all members of the Coronaviridae Study Group will join in) make a statement 
on the position of this virus within the existing taxonomy. Sasha is currently 
working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part 
of an existing species called SARS-related coronavirus. All other 
viruses/isolates in that species (irrespective of whether they were isolated 
from humans, bats or other animals) have "SARS" in their names (SARS-CoV 
XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a 
reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health 
authorities which do not want to give the impression that "SARS is back". 
The disease caused by the "new" virus may be very 
different from that caused by SARS-CoV. And it will be difficult to 
get the message across to the general public that closely related (even nearly 
identical) viruses may cause very different outcomes of disease (see vaccine 
strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory 
syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: john.ziebuhr(aviro.med.uni-eiessen.de 





From: Baric, Ralph S[/O=EXCHANGELABS/OU=EXCHANGE ADMINISTRATIVE GROUP 
(FYDIBOHF23SPDLT)/CN=RECIPIENTS/CN=BB0D9CC80C184735A4E862C3BDD8A15D-
RALPH S BAR] 

Sent: Thur 1/23/2020 2:33:42 PM (UTC-05:00) 
To: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl]; John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; 

Baker, Susan[Sbakerl @luc.edu] 
Cc: Benjamin Neuman[bneuman@tamut.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 

stanley-perlman@uiowa.edu[stanley-perlman@uiowa.edu]; Ilmpoon@hku.hk[llmpoon@hku.hk]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Ilmpoon@hkucc.hku.hk[Ilmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

I am okay with SARS-CoV-•2. I see no need to rename SARS-CoV, SARS-CoV-i as this is simply an unnecessary 
incremental change. Ralph 

From: Groot, R.J. de (Raoul) <R.J.deGroot@uu.nl> 
Sent: Thursday, January 23, 2020 1:51 PM 
To: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>; Baker, Susan <Sbakerl@luc.edu> 
Cc: Benjamin Neuman <bneuman@tamut.edu>; Baric, Ralph S <rbaric@email.unc.edu>; A.E.Gorbalenya@lumc.nl; 
stanley-perlman@uiowa.edu; Ilmpoon@hku.hk; b.haagmans@erasmusmc.nl; Ilmpoon@hkucc.hku.hk; 
isola@cnb.csic.es; christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

It may not be our formal remit, but the CSG could and should take a lead in issues like this. It is a 
representation of the groups active and deeply rooted in the field, and the body itself has a long tradition, also 
in matters outside taxonomy. Previously, the CSG has made recommendations on nomenclature for RNAs, 
proteins genes and the sort, and thus helped our field forward, so there is precedent. If anyone should guide 
the field, it is the CSG rather than outside entities like the WHO or individual authors, which would almost 
certainly create chaos. So, recommendation for SARS-CoV-2 with a second recommendation to use SARS-1 
should be ok. Better not have Wuhan in the name. Although I do not see any problem with geographic names 
as they add relevant context on origin and history, and poetry (O'Nyong Nyong, Semliki Forest, West Nile, 
Ross River...), the WHO would not approve. 

Sent from my Samsung Galaxy smartphone. 

-------- Original message --------
From: John Ziebuhr <iohn.ziebuhr(a),viro.med.uni-giessen.de>
Date: 1/23/20 19:29 (GMT+01:00) 
To: "Baker, Susan" <Sbakerl a1uc.edu> 
Cc: Benjamin Neuman <bneuman@.tamut.edu>, "Baric, Ralph S" <rbaric@.email.unc.edu>, 
A.E. Gorbalenya(a),lumc.nl, stanley tperlman(a),uiowa.edu, Ilmpoon ;hku.hk, "Groot, R.J. de (Raoul)" 
<R.J.d.eGroot(CCLuu.nl>, b.haagrg nans(cilerasmusmc.nl, Ilmpoon@-hkucc.hku.hk, isola( cnb.csic.es, 
ehri ~--tian. droste-"."i)charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Hi Susan, 



No, this does not fall within the remit of the CSG (it is below the species level). Also, I think it would cause 
major confusion in the community if people started renaming PREVIOUSLY characterized isolates from 
different species that have been available in databases for many years. 

John 

Am 23.01.2020 um 19:02 schrieb Baker, Susan <Sbaker1 .luc.edu>: 

Hi John, 
If we go with SARS-CoV-•2 (which seems reasonable), should our study group report suggest that people 
use SARS-CoV-1 when they refer to the 2003 epidemic? 
Susan 

From: John Ziebuhr <iohn.ziebuhrt viro.rried.ur}i-p-ie.,ser}.de> 
Sent: Thursday, January 23, 2020 11:41 AM 
To: Benjamin Neuman <bneuman@tamut.edu>
Cc: Baric, Ralph S <rbaric@emaii.unc.edu>; A.E.Gorbalenva@lumc.nl; stanle --
perlman@uuawa.edu; lampoon@hku.hk; Baker, Susan 
<SbakerlC?luc.edu>; R.J.deGroot auu.nl; b.haagmans@erasmusmc.nl; Ilmpoon@hkucc.hku.hk; isoia arc 
nh.csic.es; chrisLian.drosten@c arite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Ben, 

I think it will be just a matter of time that, similar to what happened to HIV- 1 (instead of HIV) in 
the past, people will start using the name SARS-CoV-1 if they want to refer to the virus from the 
2003 epidemic. 

Re Susan's question: The relatively short name SARS-CoV-2 could easily be extented by 
sample/lab/sequence numbers. This would be much less practicable if we used long virus names, 
such as SARS-like HCoV 2019. 

John 

Am 23.01.2020 um 18:14 schrieb Benjamin Neuman <bneuman@,tamut.edu>:

I can get behind SARS-CoV-2 as well - presumably naming a place and a date as in 
influenza would be OK for a particular isolate? And does it mean 
retrospectively constructing an informal umbrella or perhaps serogroup without 
formal taxonomic standing for the previous epidemic SARS as SARS-CoV-1? That 
seems like it would be a reasonable recommendation, if it is what the committee 
proposes. 

Benjamin Neuman 



Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanley-periman@uiowa.edu; Ilmpoon@hku.hk; Benjamin 
Neuman; SbakerJ.ri. ;c.edu; R.J.deGroot@uu.nl; b.haagmans@erasmusmc.nl; Ilmpoon@h 
kucc.hku.hk; iso{aFcnb.csic.es; christian.droster7P^charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks for all your input. It seems we are approaching a consensus in terms 
of keeping "SARS" in the virus name. To keep the name simple, I would like to 
come back to Raoul's suggestion: SARS-CoV-2. This would correctly reflect the 
phylogenetic relationship of the virus and perhaps, in the short term, not 
contribute too much to fear in the public (because health authorities may keep 
saying that this virus differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 um 17:49 schrieb Baric, Ralph S 
<rbaric@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper showing the new SARS-like CoV uses 
hACE2 as a receptor for entry. Seems to me there is no escaping the fact that 
it is a kissing cousin to SARS-CoV. Given the fact that several other SARS-like 
CoV are circulating in bats that also use ACE2 receptors and grow in primary 
human cells, I don't think it is appropriate to uncouple the relationship with 
SARS-CoV-both for long-term planning, public health priorities and desire to 
alleviate public concern. The fact is that a range of SARS-like bCoV that vary 
between 1-25% are likely positioned to emerge at sometime in the future. 
Moreover, it is impossible at this point to alleviate public concern after 20 
million people in two cities have been placed under quarantine. 
Consequently, I favor a name that reflects the biological origins of the virus-
as it will prove critical for long-term global health planning for repeat events 
in the future, I like Human SARSr-•CoV 201.9" or hSA.RS-CoV 2019 (Human 
SARS coronavirus 2019) or even SARS-like HCoV 2019. 

I also believe that the CSG should be in charge, in consultation with other 
bodies, e.g. WHO, re virus naming. 
Ralph 



From: A.s .Gorbaien~ a@@lumen! <,A E. .Gorbaien, a lumc.nl> 
Sent: Thursday, January 23, 2020 11:09 AM 
To: stanley-perlman@uiowa.edu; Ilmpoon@hku.hk 
Cc: bneuman@tamut.edu; john.ziebuhr@viro.med.uni-giessen.de; Baric, 
Ralph S 
<rbaric@email.unc.edu>; Sbakerl@luc.edu; R.J.deGroot@uu.nl; b.haagmans 
@erasmusmc.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.droste 

charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

I assume that there are people on the CSG, who are involved with the WHO 
on this issue (Christian, Leo?). Could they enlighten about the WHO position 
and whether the WHO will be comfortable with the CSG deciding on this 
matter within a timeframe it finds reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [stagy•:ley perlrnanCd)uiowa.edu] 
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John 
Ziebuhr; rbarnc ernafl.unc.edu; Sbaker1( Iuc.edu; Groot, R.J. de 
(Raoul); bhaagrnarss@@@erasrnusmcn ; B oon @hhkucc.hku.hk; isoIa@cnb.csic. 
es; Drosten, Christian; Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Leo, 

I know that you are correct about the WHO recommendation, but I like 
Ben's idea. John's nomenclature is also fine with me. My children call 
the disease WURS (Wuhan respiratory syndrome), which has an easy 
name to remember, like SARS, MERS. This also shows what we talk 
about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon 
<llmpoon(i hku.hk> wrote: 



Ben, 

WHO doesn't want a virus named after a location any 
more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; 
Groot, R.J. de (Raoul); b.haagmans@erasmusmc.nl; Perlman, 
Stanley; Ilmi oonCwhkucc.hku.hk; isola@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenva@lumc.nl
Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

The name Wuhan seems to be the most often used by the 
public, but I think Wuhan seafood market pneumonia 
virus, as posted on the original genome sequence, is a bit 
wordy. But presumably, it would be a bit stigmatizing to 
name-check Wuhan? 

I think there might be push-back from the pathology side 
of our field on calling it a strain of SARS if the receptor is 
different, as appears to be the case from the divergent 
spike RBD. 

I can live with either of those names proposed, if there is 
consensus. 

What do you think of Human coronavirus-Wuhan 2019 
(HCoV-Wuhan 2019), in the model of 229E, OC43, NL63 
and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <iohn.ziebuhr@viro.med.uni-eiessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, R.J. de 



(Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman; 
Perlman, Stanley; IlmpoonCu)hkucc.hku.hk; isola@cnb.csic.es; 
Drosten, Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of the Coronviridae Study Group) on 
the naming of the coronavirus causing the ongoing outbreak in Wuhan. Things 
are moving fast, so it would be good to get an agreement on this as soon as 
possible, ideally also with key WHO people involved once we have reached an 
agreement in the SG (similar to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and I hope 
all members of the Coronaviridae Study Group will join in) make a statement 
on the position of this virus within the existing taxonomy. Sasha is currently 
working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus is part 
of an existing species called SARS-related coronavirus. All other 
viruses/isolates in that species (irrespective of whether they were isolated 
from humans, bats or other animals) have "SARS" in their names (SARS-CoV 
XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than justified to (also) have a 
reference to SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 2019). 
Having said this, I am fully aware that there will be major concerns from health 
authorities which do not want to give the impression that "SARS is back". 
The disease caused by the "new" virus may be very 
different from that caused by SARS-CoV. And it will be difficult to 
get the message across to the general public that closely related (even nearly 
identical) viruses may cause very different outcomes of disease (see vaccine 
strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 (Respiratory 
syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: john.ziebuhr(aviro.med.uni-eiessen.de 



From: Drosten, Christian[christian.drosten@charite.de] 
Sent: Thur 1/23/2020 2:39:23 PM (UTC-05:00) 
To: Baric, Ralph S[rbaric@email.unc.edu] 
Cc: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl]; John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; 

Baker, Susan[Sbakerl @luc.edu]; Benjamin Neuman[bneuman@tamut.edu]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; stanley-perlman@uiowa.edu[stanley-
perlman@uiowa.edu]; Ilmpoon@hku.hk[llmpoon@hku.hk]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es] 

Subject: Re: [ext] RE: Virus name, decision of the Coronaviridae Study Group 

I totally agree with Ralph. Naming it SARS-CoV-2 is the single necessary and simple move. 
Christian 

Prof C Drosten 
Institute of Virology 
Charite Campus Mitte 
Berlin 
iPhone 

Am 23.01.2020 um 20:33 schrieb Baric, Ralph S <rbaric email.unc.edu>:

I am okay with SARS-CoV-2. I see no need to rename SARS-CoV, SARS-CoV-1 as this is simply an 
unnecessary incremental change. Ralph 

From: Groot, R.J. de (Raoul) <R.J.deGrcotC?uu.nl>
Sent: Thursday, January 23, 2020 1:51 PM 
To: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>; Baker, Susan <Sbakerl@luc.edu>
Cc: Benjamin Neuman <bneumanclltamut.edu>; Baric, Ralph S <rbaric@email.unc.edu>; 
A.E.GorbalenyaC«)Iumc.nl; stanley;-perlman@uiowa.edu; Ilmpoon@hicu.hk; b.haagmans@erasmusmc.nl; 
Iln poonC hl<uc .hku.hk; isola cncnb.csic.es; christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

It may not be our formal remit, but the CSG could and should take a lead in issues like this. It is a 
representation of the groups active and deeply rooted in the field, and the body itself has a long 
tradition, also in matters outside taxonomy. Previously, the CSG has made recommendations on 
nomenclature for RNAs, proteins genes and the sort, and thus helped our field forward, so there 
is precedent. If anyone should guide the field, it is the CSG rather than outside entities like the 
WHO or individual authors, which would almost certainly create chaos. So, recommendation for 
SARS-CoV-2 with a second recommendation to use SARS-1 should be ok. Better not have 
Wuhan in the name. Although I do not see any problem with geographic names as they add 
relevant context on origin and history, and poetry (O'Nyong Nyong, Semliki Forest, West Nile, 
Ross River...), the WHO would not approve. 

Sent from my Samsung Galaxy smartphone_ 

Original message ----



From: John Ziebuhr <iohn.ziebuhr,c .viro.med..uni-giessen.d.e> 
Date: 1/23/20 19:29 (GMT+01:00) 
To: "Baker, Susan" <Sbakerl i luc.edu> 
Cc: Benjamin Neuman <bneuman@),tamut.edu>, "Bark, Ralph S" <rbaric@),email.unc.edu>, 
A.E.Gor ;a.lenyat lumc.nl, Stanley-perlrnan(aluiowa.edu, llnipoon(c)hku.hk, "Groot, R.J. de 
(Raoul)" <R.J.deGroot(auu.nl>, b.haa mans(a),erasmusrnc.nl, llmpoon(a)hkucc.hku.hk, 
iso!:„ -cnb.esic.es, christtian.drosten tom' '>Jt.: 'ite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Hi Susan, 

No, this does not fall within the remit of the CSG (it is below the species level). Also, I think it 
would cause major confusion in the community if people started renaming PREVIOUSLY 
characterized isolates from different species that have been available in databases for many years. 

John 

Am 23.01.2020 um 19:02 schrieb Baker, Susan <Sbakerl(a)Iuc.edu>:

Hi John, 
If we go with SARS-CoV-2 (which seems reasonable), should our study group report 
suggest that people use SARS-•CoV-i when they refer to the 2003 epidemic? 
Susan 

From: John Ziebuhr <'ohn.zieb~shr ¤ viro.rned.uri iessen.de.> .......................................................... 
Sent: Thursday, January 23, 2020 11:41 AM 
To: Benjamin Neuman <bneuman@tamut.edu>
Cc: Baric, Ralph S <rbaricCPernail.unc.edu>; A.E.Gorbalenya@Iumc.nl; stanley-
DerlmanC)uiowa.edu; Ilm oon@hku.hk; Baker, Susan 
<Sbaker1 Iuuc.edu>; R.J.deGrootc)uu.nl; b.haagmans@erasmusmc.nl; Ilmpoon@hkucc.hk 
u.hk; use& a c:nb.csic.es; christian.dr Casten@charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Ben, 

I think it will be just a matter of time that, similar to what happened to HIV- 1 
(instead of HIV) in the past, people will start using the name SARS-CoV- 1 if they 
want to refer to the virus from the 2003 epidemic. 

Re Susan's question: The relatively short name SARS-CoV-2 could easily be 
extented by sample/lab/sequence numbers. This would be much less practicable if 
we used long virus names, such as SARS-like HCoV 2019. 

John 



Am 23.01.2020 um 18:14 schrieb Benjamin Neuman 
<bneuman@ ;tamut. edu>: 

I can get behind SARS-CoV-2 as well - presumably naming a place and a 
date as in influenza would be OK for a particular isolate? And does it 
mean retrospectively constructing an informal umbrella or 
perhaps serogroup without formal taxonomic standing for the 
previous epidemic SARS as SARS-CoV-1? That seems like it would be a 
reasonable recommendation, if it is what the committee proposes. 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <jcohn.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanley-
perlman@uiowa.edu; Ilmpoon@hku.hk; Benjamin 
Neuman; Sbakerl@luc.edu; R.J.deGroot@uu.nl; b.haagmans@erasmusmc.nl; 
Ilt c ,, :: :-c.hku.hk; Isola@cn. .csic.es; christian.drosten@charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks for all your input. It seems we are approaching a 
consensus in terms of keeping "SARS" in the virus name. To keep the 
name simple, I would like to come back to Raoul's suggestion: SARS-
CoV-2. This would correctly reflect the phylogenetic relationship of the 
virus and perhaps, in the short term, not contribute too much to fear 
in the public (because health authorities may keep saying that this 
virus differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 um 17:49 schrieb Baric, Ralph S 
<rbaric@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper showing the new SARS-like 
CoV uses hA.CE2 as a receptor for entry. Seems to me there is 
no escaping the fact that it is a kissing cousin to SARS-CoV. 



Given the fact that several other SARS-like CoV are circulating in 
bats that also use ACE2 receptors and grow in primary human 
cells, I don't think it is appropriate to uncouple the relationship 
with SARS-CoV-both for long-term planning, public health 
priorities and desire to alleviate public concern. The fact is that 
a range of SARS-like bCoV that vary between 1-25% are likely 
positioned to emerge at sometime in the future. Moreover, it is 
impossible at this point to alleviate public concern after 20 
million people in two cities have been placed under quarantine. 
Consequently, I favor a name that reflects the biological origins 
of the virus-as it will prove critical for long-term global health 
planning for repeat events in the future. I like Human SARSr-• 
CoV 2019" or hSARS-CoV 2019 (Human SARS coronavirus 2019) 
or even SARS-like HCoV 2019. 

I also believe that the CSG should be in charge, in consultation 
with other bodies, e.g. WHO, re virus naming. 
Ralph 

From: A.s .Gor balen acclumc.nl <A.s .Gor balen ar@Iumc.nI> 
Sent: Thursday, January 23, 2020 11:09 AM 
To: Stanley-perlman@uiowa.edu; llmr oon@hku.hk 
Cc: bneuman .btamu :.edu; iohn.ziebuhr@viro.med.uni-
giessen.de; Baric, Ralph S 
<rbar' _~email.unc.edu>; Sbakerl@luc.edu; R.J.deGroot@uu.nl; 
b.haagmans@ erasmusmc.nl; Ilm oon@hkucc.hku.hk; isola@cn 
b.csic.es; christian.drosten@charir:e.de 
Subject: RE: Virus name, decision of the Coronaviridae Study 
Group 

Dear All, 

I assume that there are people on the CSG, who are involved 
with the WHO on this issue (Christian, Leo?). Could they 
enlighten about the WHO position and whether the WHO will be 
comfortable with the CSG deciding on this matter within a 
timeframe it finds reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [Stanley per Irnania)uiowa.edu] 
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John 
Ziebuhr; rbaric(d.ernail.unc.edu; Sbakerl@Iuc.edu; Groot, R.J. de 
(Raoul); b.haa roans{c:erasrrrusrsic.ni; lira oor hkucc.hku.hk; is 
oiaC cnb.csic.es; Drosten, Christian; Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

Leo, 



I know that you are correct about the WHO 
recommendation, but I like Ben's idea. John's 
nomenclature is also fine with me. My children call the 
disease WURS (Wuhan respiratory syndrome), which has 
an easy name to remember, like SARS, MERS. This also 
shows what we talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon 
<llmpoon(i hku.hk> wrote: 

30, 

WHO doesn't want a virus named after a 
location any more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@tamut.edu>
Sent: 23 January 2020 23:39 
To: John 
Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; 
Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Perlman, 
Stanley; Ilm000n@hkucc.hku.hk; isola@cnb.csic.es 
Drosten, Christian; A.E.Gorbalenya(tD!umc.nl

Subject: Re: Virus name, decision of the 
Coronaviridae Study Group 

The name Wuhan seems to be the most often 
used by the public, but I think Wuhan seafood 
market pneumonia virus, as posted on the 
original genome sequence, is a bit wordy. But 
presumably, it would be a bit stigmatizing to 
name-check Wuhan? 

I think there might be push-back from the 
pathology side of our field on calling it a strain 



of SARS if the receptor is different, as appears 
to be the case from the divergent spike RBD. 

I can live with either of those names 
proposed, if there is consensus. 

What do you think of Human coronavirus-
Wuhan 2019 (HCoV-Wuhan 2019), in the 
model of 229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-
giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@emaii.unc.edu; Sbakerl@luc.edu; 
Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl; Benjamin 
Neuman; Perlman, 
Stanley; lampoon@hkucc.hku.hk; isola@cnb.csic.es 
; Drosten, Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae 
Study Group 

Dear Al I, 
I would like to get your view (as members of 
the Coronviridae Study Group) on the naming of the 
coronavirus causing the ongoing outbreak in Wuhan. Things 
are moving fast, so it would be good to get an agreement on 
this as soon as possible, ideally also with key WHO people 
involved once we have reached an agreement in the SG 
(similar to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in 
which we (and I hope all members of the Coronaviridae Study 
Group will join in) make a statement on the position of this 
virus within the existing taxonomy. Sasha is currently working 
on this. 
Regarding the phylogenetic position of the virus, it is clear 
that the virus is part of an existing species called SARS-related 
coronovirus. All other viruses/isolates in that species 
(irrespective of whether they were isolated from humans, 
bats or other animals) have "SARS" in their names (SARS-CoV 
XYZ, SARSr-CoV XYZ etc.). Thus, it would be more than 
justified to (also) have a reference to SARS in the name of this 
"new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS 
coronavirus 2019). 



Having said this, I am fully aware that there will be major 
concerns from health authorities which do not want to give 
the impression that "SARS is back". The disease caused 
by the "new" virus may be very different from 
that caused by SARS-CoV. And it will be difficult to 
get the message across to the general public that closely 
related (even nearly identical) viruses may cause very 
different outcomes of disease (see vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 
2019 (Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as 
possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: ioh:i.zebuhr(owiro.med.uni-giessen.de 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Fri 1/24/2020 2:06:26 AM (UTC-05:00) 
To: Leo Poon[Ilmpoon@hku.hk]; Baric, Ralph S[rbaric@email.unc.edu]; 

A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; john.ziebuhr@viro.med.uni-
giessen.de[john.ziebuhr@viro. med.uni-giessen.de] 

Cc: Sbakerl @luc.edu[Sbakerl @luc.edu]; bneuman@tamut.edu[bneuman@tamut.edu]; stanley-
perlman@uiowa.edu[stanley-perlman@uiowa.edu]; 
llmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear all, 

Adding the year as an identifyer may become akward if the virus is not erradicated and becomes established. 
SARS-CoV 2019/2026/Nieuwegein? 

As for Sasha's point: if a third virus would turn up, it would still be a separate, independent introduction. This 
might be an occasion where biological context, i.e. cross species transmission, overrides phylogeny and the 
distiction would still be usefull to the field. 

Raoul 

Sent from my Samsung Galaxy smartphone.. 

Original message --------
From: Leo Poon <llmpoon@hku.hk> 
Date: 1/24/20 02:07 (GMT+01:00) 
To: "Baric, Ralph S" <rbaric@email.unc.edu>, A.E. Gorbalenya@lumc.nl, b.haagmans@erasmusmc.nl, 
john.ziebuhr@viro.med.uni-giessen.de 
Cc: Sbakerl@luc.edu, bneuman@tamut.edu, stanley-perlman@uiowa.edu, "Groot, R.J. de (Raoul)" 
<R.J.deGroot@uu.nl>, llmpoon@hkucc.hicu.hk, isola@cnb.csic.es, christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear all, 

Sounds we almost get a consensus after my night. 

I will go for hSARS-CoV2019. This highlight the human component first, and this also makes it look different 
from SARS. 

Cheers, 

Leo 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 



Hong Kong 
Tel: 
Fax: (852) 2855 9587 
************************************** 

From: Baric, Ralph S <rbaric@email.unc.edu> 
Sent: Friday, 24 January 2020 8:59 AM 
To: A.E.Gorbalenya@lumc.nl; b.haagmans@erasmusmc.nl; john.ziebuhr@viro.med.uni-giessen.de 
Cc: Sbakerl@luc.edu; bneuman@tamut.edu; stanley-perlman@uiowa.edu; Leo Poon <Ilmpoon@hku.hk>; 
R.J.deGroot@uu.nl; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Good point. SARS-HCoV 2019 or hSARS-CoV 2019, then year of discovery distinguishes between introductions? 

From: A. E.Gorbalen' afZlumc.nl <A.E.Gorbalerst,~ar lure c.nl> 
Sent: Thursday, January 23, 2020 6:49 PM 
To: b.haa roans@erasmusmc.nl; iohn.ziebuhr@viro.med.uni-giessen.de 
Cc: Sbakerl@luc.edu; bneuman@tamut.edu; Baric, Ralph S <rbaric@email.unc.edu>; stanley-perlman@uiowa.edu; 
Il oor~ :~hkuhk RJ.deGroot@uu.nl• Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Thank you, Bart! 

Dear All, 

People may read digit '2' in the virus name as the indicator of phylogenetic lineage or the number associated 
with second Introduction of the species into human population, or both, and all of these readings are 
accurate. 

Now, I'd like to consider a hypothetical scenario with a third Introduction of the species into human 
population. 

If the new virus was phylogenetically distinct from the current two, using digit '3' in its name would be 
straightforward move. However, if this hypothetical virus was close to either of the current two viruses, using 
'3' in its name would be poorly compatible with the virus phylogeny, while using a digit of the virus cousin 
would be misleading in respect to the virus spillover #, if we want the virus name to convey this aspect (do 
we?). 

The above scenario shows that additional consideration of the name convention may be warranted before we 
go public. 

For instance, the above problem could be solved if virus name includes double digit with each digit separated 
by dot, with the predot part labeling phylogeny and postdot part labelling spillover #. For the current virus, 
the name would include '2.1' instead of'2'. 

Just a thought. 

Best, 

Sasha 



Sent from my Samsung Galaxy smartphone. 

Original message --------
From: "B.L. Haagmans" <b.haa mans aerasmusrnc.nl> 
Date: 1/23/20 22:25 (GMT+01:00) 
To: "Gorbalenya, A.E. (MSTAT)" <A.E.Gorbalenya@),lumc.nl>, john.ziebuhr(i),viro.med.uni-giessen.de 
Cc: Sbakerl 1uc.edu, bneuman@tamut.edu, rbaric(c,email.unc.edu, stanley-perlrnan(auiowa.edu, 
llmpoon( hku.Yik, R. J.deGroot(a)uu.nl, llmpoon dhkucc.hku.hk, isola a),cnb.csic.es, 
christian.drosten(i ..charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

CET Geneva ... 

Van: A.E.Gorbaienya@iumc.nI <A.E.Gorbalenya@lumc.nI> 
Verzonden: Thursday, January 23, 2020 10:06:12 PM 
Aan: john.ziebuhr@viro.med.uni-giessen.de <john.ziebuhr@viro.med.uni-giessen.de>; b.haagmans@erasmusmc.nl 
<b.haajgmans@erasmusmc.nl> 
CC: Sbaker1@luc.edu <Sbakerl@luc.edu>; bneuman@tamut.edu <bneuman@tamut.edu>; rbaric@email.unc.edu 
<rbaricC ?ernaiI.unc.edu>; stanlev-perlman@uiowra,edu <stanley-perIman@u:owa.edu>; llmpoon i ku.hk 
<jl con@hku.hk>; R.J.deGroot@uu.nl <R.J.deGrootC uu.nl>; IImpoonci'hkucc.hku.hk<Innoon@hkucc.hku.hk>; 
isoja cnb.csic.es <isola cnb.csic.es>; christian.drestarg cigaritc.do <christian.drosten@charite.de> 
Onderwerp: RE: Virus name, decision of the Coronaviridae Study Group 

Bart, 

What's the time zone Maria in? 

Sasha 

Sent from my Samsung Galaxy smartphone_ 

-------- Original message --------
From: John Ziebuhr <icx"rn.ziebuhr(a),viro.med.uni-giessen.de>
Date: 1/23/20 21:57 (GMT+01:00) 
To: "B.L. Haagmans" <b.':, -.:a rnians(a),erasrnusmc.nl> 
Cc: "Gorbalenya, A.E. (MSTAT)" <A.E.Gorbalenyat -lumc.nl>, Sbakerl @.luc.edu, bneuman@tamut.edu,
rbaric(demail.unc.edu, stanley-perlman;a),uiowa.edu, llmpoon a.hku.hk, R.J.deGroot(z),uu.nl, 
llmtoo _ ;d,. t acc.hku.hk, Isola cnb.csic.es, christ:i a clr ;.:.4 .. arite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks, Bart. I will do this tomorrow morning (CET), hoping that we can all (Leo?) agree with the 
name SARS-CoV-2. 

Best regards, 
John 

Von meinem iPhone gesendet 



Am 23.01.2020 urn 21:43 schrieb B.L. Haagmans <b.haa ans(d),erasmusrnc.nl>: 

I talked to Maria van Kerkhove at WHO (vankerkhovem(,who. int) and she will act as contact 
person. They are apparently convening a group to work on this. 
So probably best if John communicates the outcome of our discussion to WHO on behalf of the 
Coronaviridae Study Group. 
Bart 

Van: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Verzonden: Thursday, January 23, 2020 8:14:00 PM 
Aan: Alexander Gorbalenya (A.E.Gorbalenya@Iumc.nl) <A.E.Gorbalenya@Iumc.nl> 
CC: Sbakerl@luc.edu <Sbaker1@luc.edu>; bneuman@tamut.edu <bneuman@tamut.edu>; 
rbaric -"zail.unc.edu <rbaric@ mail.unc.edu>; starslev-periman@uiowa.edu <stanley-
perimar: ' 'owa.edu>; Ilmpoors@hku.hk <Ilmpoon@hku.hk>; R.J.deGroot@uu.nl <R.J.deGroot@uu.nl>; 
b.haagrraansC erasmusmc.nl <b.haagmans@erasmusmc.nl>; Ilmpoon(Mhkucc.hku.hk 
<Il oon`hkucc.hku.hk>; isola@cnb.csic.es <isola@cnb.csic.es>; christian.drosten@charite.de 
<christian.drosten@charite.de> 
Onderwerp: Re: Virus name, decision of the Coronaviridae Study Group 

Thanks, Sasha, for this clarification in your first sentence. I referred in my email to 
PREVIOUSLY established virus names (genome sequences were deposited in databases years 
ago and have been used in many publications!). I agree with you that, for NEW isolates detected 
in whatever species, names should now contain a reference to SARS-CoV- 1 and, preferably, also 
contain some reference to indicate the host species from which the respective virus was isolated. 
We could recommend this. 

Best, 
John 

Am 23.01.2020 um 19:50 schrieb <A.E.Gorbalenya(cLlumc.nl> 
<A.E. (iorbalenya@)lumc.nl>: 

Hello, 

There could be a room for proceeding with the Susan's suggestion, if it is applied to new 
isolates; we could expect that epidemiological research on SARS-CoV-1 will continue. 

Since this application - as well as the virus naming (!) - is outside of the CSG remit, as John 
reminded, our decisions may be called "recommendations". 

Best, 

Sasha 

From: John Ziebuhr [iohn.ziebuhrCdviro.med.uni-giessen.de]



Sent: Thursday, January 23, 2020 7:29 PM 
To: Baker, Susan 
Cc: Benjamin Neuman; Baric, Ralph S; Gorbalenya, A.E. (MSTAT);stanlev-
perlman@°uiravv .edu;ll ; ^ : :°..h ; k, ;::; R.J.deGroot~ . nl; 
b.haa n .. . .r..aSm..E nI;limpoon@hkucc.hku.hk; isola©cnb.csic.es; 
christian.drostentp'p :har d.e 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Hi Susan, 

No, this does not fall within the remit of the CSG (it is below the species level). 
Also, I think it would cause major confusion in the community if people started 
renaming PREVIOUSLY characterized isolates from different species that have 
been available in databases for many years. 

John 

Am 23.01.2020 um 19:02 schrieb Baker, Susan <Sbakerl(),luc.edu>:

Hi John, 
If we go with SARS-CoV-2 (which seems reasonable), should our study group 
report suggest that people use SARS-CoV-i when they refer to the 2003 
epidemic? 
Susan 

From: John Ziebuhr <'ohn.ziebrshr ¤ vuro.rned uni iessen.de> .......................................................... 
Sent: Thursday, January 23, 2020 11:41 AM 
To: Benjamin Neuman <bneuman@tamut.edu>
Cc: Baric, Ralph S <rbaric@ernaf.unc.edu>; A.E.Gorbalenya@lumc.nl; stanley-
perlmai . ..uawa.edu; limr2oon a hku.hk; Baker, Susan 
<Sbal;erl luc.edu>; R.J.daeGroot@uu.nl; b.haagmans@erasmusmc.nl; Ilmoo 
on hkuc hkuhk: isolaa' cnb.c:sic.es; christian.drosten()charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Ben, 

I think it will be just a matter of time that, similar to what happened to 
HIV- 1 (instead of HIV) in the past, people will start using the name 
SARS-CoV-1 if they want to refer to the virus from the 2003 epidemic. 

Re Susan's question: The relatively short name SARS-CoV-2 could 
easily be extented by sample/lab/sequence numbers. This would be 
much less practicable if we used long virus names, such as SARS-like 
HCoV 2019. 

John 



Am 23.01.2020 um 18:14 schrieb Benjamin Neuman 
<bneuman@ ;tamut.edu>: 

I can get behind SARS-CoV-2 as well - presumably naming 
a place and a date as in influenza would be OK for a 
particular isolate? And does it mean 
retrospectively constructing an informal umbrella or 
perhaps serogroup without formal taxonomic standing for 
the previous epidemic SARS as SARS-CoV-1? That seems 
like it would be a reasonable recommendation, if it is what 
the committee proposes. 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanley-
perlman@uio Ilmpoon@hku.hk; Benjamin 
Neuman; Sbaker1 @luc.edu; R.J.deGroot@uu.nl; b.haagmans@e 
rasmusmc.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; christi 
an.da Osten@charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

Many thanks for all your input. It seems we are 
approaching a consensus in terms of keeping "SARS" in the 
virus name. To keep the name simple, I would like to come 
back to Raoul's suggestion: SARS-CoV-2. This would 
correctly reflect the phylogenetic relationship of the virus 
and perhaps, in the short term, not contribute too much 
to fear in the public (because health authorities may keep 
saying that this virus differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 um 17:49 schrieb Baric, Ralph 
S <rbaric email.unc.edu>:



Dear All, Dr. Shi has a biorix paper showing the 
new SARS-like CoV uses hA.CE2 as a receptor for 
entry. Seems to me there is no escaping the fact 
that it is a kissing cousin to SARS-CoV. Given the 
fact that several other SARS-like CoV are 
circulating in bats that also use ACE2 receptors 
and grow in primary human cells, I don't think it is 
appropriate to uncouple the relationship with 
SARS-CoV-both for long-term planning, public 
health priorities and desire to alleviate public 
concern. The fact is that a range of SARS-like 
bCoV that vary between 1-25% are likely 
positioned to emerge at sometime in the future. 
Moreover, it is impossible at this point to alleviate 
public concern after 20 million people in two cities 
have been placed under quarantine. 
Consequently, I favor a name that reflects the 
biological origins of the virus-as it will prove 
critical for long-term global health planning for 
repeat events in the future. I like Human SARSr-
CoV 2019" or hSARS-CoV 2019 (Human SARS 
coronavirus 2019) or even SARS-like HCoV 2019. 

I also believe that the CSG should be in charge, in 
consultation with other bodies. e.g. WHO, re virus 
naming. 
Ralph 

From: A. =..Gorbaienva(o umc.nl <A. =..Gorhaienya
.lumc-,nl> 

Sent: Thursday, January 23, 2020 11:09 AM 
To: stanley-
perlman@uiowa.edu; lampoon@hku.hk 
Cc: bneuman@tamut.edu; iohn.ziebuhr@viro.med 
.uni-giessen.de; Baric, Ralph S 
<rbaric@email.unc.edu>; Sbakerl@luc.edu; R.J.de 
Groo~ uu.nl; b.haagmans@erasmusmc.nl; llmpoo 
n@hkucc.hku.hk; isola@cnb.csic.es; christian.dros 
ten acharit .de 
Subject: RE: Virus name, decision of the 
Coronaviridae Study Group 

Dear All, 

I assume that there are people on the CSG, who 
are involved with the WHO on this issue (Christian, 
Leo?). Could they enlighten about the WHO 
position and whether the WHO will be comfortable 
with the CSG deciding on this matter within a 
timeframe it finds reasonable? 

Best, 

Sasha 



From: Perlman, Stanley [stanley-
perlrnar  .ec u] 
Sent: Thursday, January 23, 2020 4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John 
Ziebuhr; rbarici`c email.unc.edu; Sbaker101uc.edu; 
Groot, R.J. de 
(Raoul); b.haagmansCa~erasmusmcnl; llmpoon@hk 
ucc.hku.hk; isola;i)cnb.csic.es; Drosten, Christian; 
Gorbalenya, A.E. (MSTAT) 
Subject: Re: Virus name, decision of the 
Coronaviridae Study Group 

Leo, 

I know that you are correct about the WHO 
recommendation, but I like Ben's idea. John's 
nomenclature is also fine with me. My children 
call the disease WURS (Wuhan respiratory 
syndrome), which has an easy name to 
remember, like SARS, MERS. This also shows 
what we talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and 
Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 9:45 AM, Leo 
Poon <llmpoon@hku.hk> wrote: 

WHO doesn't want a virus named 
after a location any more. 

Cheers, 

Leo 

From: Benjamin Neuman 
<bneuman@itamut.edu>
Sent: 23 January 2020 23:39 



To: John 
Ziebuhr; rbaric@email.unc.edu; Sbak 
erl@luc.edu; Groot, R.J. de 
(Raoul); b.haagmans@erasmusmc.nl-
Perlman, 
Stanley; Ilmi oonCwhkucc.hku.hk; isol 
aCwcnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Re: Virus name, decision of 
the Coronaviridae Study Group 

The name Wuhan seems to be 
the most often used by the 
public, but I think Wuhan seafood 
market pneumonia virus, as 
posted on the original genome 
sequence, is a bit wordy. But 
presumably, it would be a bit 
stigmatizing to name-check 
Wuhan? 

I think there might be push-back 
from the pathology side of our 
field on calling it a strain of SARS 
if the receptor is different, as 
appears to be the case from the 
divergent spike RBD. 

I can live with either of those 
names proposed, if there is 
consensus. 

What do you think of Human 
coronavirus-Wuhan 2019 (HCoV-
Wuhan 2019), in the model of 
229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-
WU19? 

Benjamin Neuman 

Professor and Chair of Biological 
Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 



From: John Ziebuhr 
<john.ziebuhr@viro.med.uni 
giessen.de>
Sent: Thursday, January 23, 2020 
9:21 AM 
To: rbaric@emaii.unc.edu; Sbaker1 
luc.edu; Groot, R.J. de 
(Raoul); b.haagmansCwerasmusmc.nl;
Benjamin Neuman; Perlman, 
Stanley; lampoon@hkucc.hku.hk; isol 
a@cnb.csic.es; Drosten, 
Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the 
Coronaviridae Study Group 

Dear All, 
I would like to get your view (as members of 
the Coronviridae Study Group) on the naming 
of the coronavirus causing the ongoing 
outbreak in Wuhan. Things are moving fast, 
so it would be good to get an agreement on 
this as soon as possible, ideally also with key 
WHO people involved once we have reached 
an agreement in the SG (similar to what we 
did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a 
short paper in which we (and I hope all 
members of the Coronaviridae Study Group 
will join in) make a statement on the position 
of this virus within the existing taxonomy. 
Sasha is currently working on this. 
Regarding the phylogenetic position of the 
virus, it is clear that the virus is part of an 
existing species called SARS-related 
coronavirus. All other viruses/isolates in that 
species (irrespective of whether they were 
isolated from humans, bats or other animals) 
have "SARS" in their names (SARS-CoV XYZ, 
SARSr-CoV XYZ etc.). Thus, it would be more 
than justified to (also) have a reference to 
SARS in the name of this "new" virus. 
My suggestion would be: hSARS-CoV 2019 
(Human SARS coronavirus 2019). 
Having said this, I am fully aware that there 
will be major concerns from health 
authorities which do not want to give the 
impression that "SARS is back". 
The disease caused by the "new" 
virus may be very different from 
that caused by SARS-CoV. And it will 
be difficult to get the message across to the 
general public that closely related (even 
nearly identical) viruses may cause very 
different outcomes of disease (see vaccine 
strains etc.). 
To address this latter concern, we may call 
the virus: RS-CoV 2019 (Respiratory 
syndrome coronavirus 2019). 
Please let me know your views and get back 
to me as soon as possible. 
Best regards, 



John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Fri 1/24/2020 3:16:04 AM (UTC-05:00) 
To: Leo Poon[limpoon@hku.hk]; John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph 

S[rbaric@email.unc.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Sbakerl @luc.edu[Sbakerl @luc.edu]; bneuman@tamut.edu[bneuman@tamut.edu]; stanley-
perlman@uiowa.edu[stanley-perlman@uiowa.edu]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2 (with option for SARS-CoV2.x per Sasha's advice). Naming it '19' in the long term would raise the 
question what 1-18 might be and in case of recurring introductions it would be a counting system anyway. 

Best, Raoul 

From: Leo Poon <Ilmpoon@hku.hk> 
Sent: vrijdag 24 januari 2020 08:36 
To: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>; Baric, Ralph S <rbaric@email.unc.edu>; 
A.E.Gorbalenya@lumc.nl; b.haagmans@erasmusmc.nl; Sbakerl@luc.edu; bneuman@tamut.edu; stanley-
perlman@uiowa.edu; Groot, R.J. de (Raoul) <R.J.deGroot@uu.nl>; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Dear John, 

I vote for hSARS-CoV-2019 

Best, 

Leo 

************************************** 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 
Hong Kong 
Tel: 
Fax: (852) 2855 9587 
************************************** 

From: John Ziebuhr <jchn.ziebuhr 'viro.med.uni ?ieser~.de> 
Sent: Friday, 24 January 2020 3:31 PM 
To: Leo Poon <Ilmpoon@hku.hk>; Baric, Ralph S <rbaric@email.unc.edu>; A.E.Gorbalenya@Iumc.nl; 
b.haagmans@erasmusmc.nl; Shakerl@luc.edu; bneumanC tamut.edu; stanley-perlmars@u.:iowa.edu; 
R.J.deGr.::n `.:-uu.nl; Ilmpoon- hhl-ucc.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Cc: John.Zi¤ E hr@vira.rec1 i iessen.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Dear All, 



Many thanks for this very helpful discussion. I try to summarize the outcome of our discussion: 

The new name should: 

1. indicate the phylogeny of the virus (member of the species Severe acute respiratory syndrome-related 
coronavirus) 
2. indicate the host 
3. be distinct from SARS-CoV (2003) 
4. be suitable to accomodate future introductions of this virus 
5. not be overly long and thus remain practicable (to reduce the risk of people coming up with all sorts of 
abbreviations) 

Based on these considerations and having read your comments and suggestions again, I would like to propose 
four options. The order reflects my own preference. 

1. hSARS-CoV-19 (human SARS coronavirus 19) 
2. hSARS-CoV-2019 
3. hSARS-CoV-2 

(4. hSARS-CoV-2.19) 

The first two options use the year of the first isolation as a unique identifyer. Future introductions would then 
keep that virus name but be extended with sequence identifiers, e.g. hSARS-CoV-19 XY12345 or an 
additional number (if needed). 
I believe the two-digit number should suffice to indicate the year (and reduce the length of the name by two or 
more syllables, depending on the language used). 
I would prefer the year of discovery over a counting exercise of "introductions" (1st, 2nd, 3rd introduction). 
The counting would probably become a matter of debate in cases in which a virus is detected in just a single 
or very few individual(s). 

I do not see a problem with year identifiers if a virus becomes established. The name would then still indicate 
the year in which it was discovered. 

Can we have a vote on these options by later today, 6 pm (CET)? 

Many thanks and best regards, 

John 

Prof. Dr. John Ziebuhr 
lnstitutfur Medizinische Virologie 
Justus-Liebig-Universitat GieBen 
SchubertstraBe 81 (BFS) 
35392 Giel3en 
Tel. 
Fax: 0641-9941209 
E-mail: iohn.ziebuhr(devirojned.uni-giessen.de 

Am 24.01.2020 um 02:05 schrieb Leo Poon <llmpoon(a),hku.hk>:

Dear all, 



Sounds we almost get a consensus after my night. 

I will go for hSARS-CoV2019. This highlight the human component first, and this also makes it 
look different from SARS. 

Cheers, 

Leo 

************************************** 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 
Hong Kong 
Tel: 
Fax: (852) 2855 9587 
************************************** 

From: Baric, Ralph S <rh~ariciernail.unc.edu>
Sent: Friday, 24 January 2020 8:59 AM 
To:A.E.Gorbalenya@Iumc.ni; b.haagmans@erasmusmc.nl; iohn.ziebuhr@viro.med.uni-giessen.de 
Cc: Sbake-l@luc.edu; bneuman tamut.edu; stanley-perlman@uiowa.edu; Leo Poon 
<ilmpoc_nre [- !<u.hk>; R.J.deGroot@uu.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
christian osten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Good point. SARS-HCoV 2019 or hSARS-CoV 2019, then year of discovery distinguishes between 
introductions? 

From: A. =..Gorbaienvario umc.nl <A. =..Gorbaienvario umc.nl> 
Sent: Thursday, January 23, 2020 6:49 PM 
To: b.haagmans@erasmusmc.nl; john.ziebuhr@viro.med.uni-giessen.de 
Cc: Sbaker-1@luc.edu; bneum-n^a-3mut.edu; Baric, Ralph S <rbaric@email.unc.edu>; stanley-
perlman@uiowa.edu; lim ;oon@hku.hk; R.J.deGroot@uu.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
chrustia n.drost~n ¤. charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Thank you, Bart! 

Dear All, 

People may read digit  in the virus name as the indicator of phylogenetic lineage or the number 
associated with second Introduction of the species into human population, or both, and all of 
these readings are accurate. 

Now, I'd like to consider a hypothetical scenario with a third Introduction of the species into 
human population. 

If the new virus was phylogenetically distinct from the current two, using digit '3' in its name 
would be straightforward move. However, if this hypothetical virus was close to either of the 



current two viruses, using '3' in its name would be poorly compatible with the virus phylogeny, 
while using a digit of the virus cousin would be misleading in respect to the virus spillover #, if 
we want the virus name to convey this aspect (do we?). 

The above scenario shows that additional consideration of the name convention may be 
warranted before we go public. 

For instance, the above problem could be solved if virus name includes double digit with each 
digit separated by dot, with the predot part labeling phylogeny and postdot part labelling spillover 
#. For the current virus, the name would include '2.1' instead of'2'. 

Just a thought. 

Best, 

Sasha 

Sent from my Samsung Galaxy smartphone_ 

-------- Original message --------
From: "B.L. Haagmans" <b.haagmans(aserasmusmc.nl>
Date: 1/23/20 22:25 (GMT+01:00) 
To: "Gorbalenya, A.E. (MSTAT)" <A.E.Gorbalenya@lurnc.nl>, iohn.ziebuhr(dviro.med.uni-
giessen.de 
Cc: Sbakerl 1uc.edu, bneuman ca,tamut.edu, rbaric@email.unc.edu, stanley-
perlman@uiowa.edu, llmpoon('hku.hk, R.J.deGroot(c)uu.nl, llmpoon(a)hkucc.hku.hk, i (&sola cn 
b.csic.es, christian.drosten(: c -te.de

 0 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

CET Geneva ... 

Van: A.E.Gorbaienya@lumc.ni <A.E.Gorbaienya@lumc.nl> 
Verzonden: Thursday, January 23, 2020 10:06:12 PM 
Aan: ioi'hn.ziebuhr@viro.med.uni-giessen.de <lohn.ziebuhr@viro.med.uni-
giessen.de>; b.haagmans )erasmusmc.nl <b.haagmans )erasmusmc.nl> 
CC: Sbakerl@luc.edu <Sbakerl@luc.edu>; bneuman@tamut.edu <bneuman@tamut.edu>; rbaric@ema 
il.unc.edu <rbaric email.unc.edu>; stanley-perlman@uiowa.edu <stanley -
perlman@uiowa.edu>; lampoon@hku.hk <Ilmpoon a)hku.hk>; R.J.deGroot@uu.nl <R.J.deGroot@uu.nI>; 
lEmpocanL¤. l':kucc.hku.hk<lEmpoonL¤ol':kucc.hku.hk>; isola@cnb.csic.es <isola@cnb.csic.es>; christian.drost 
en c i ar4tede <chrustian.drosten@c:harite.de> 
Onderwerp: RE: Virus name, decision of the Coronaviridae Study Group 

Bart, 

What's the time zone Maria in? 

Sasha 



Sent from my Samsung Galaxy smartphone. 

Original message --------
From: John Ziebuhr <john.ziebuhr viro.med.uni-giessen.de>
Date: 1/23/20 21:57 (GMT+01:00) 
To: "B.L. Haagmans" <b.haa n ans&,,erasmusmc.nl> 
Cc: "Gorbalenya, A.E. (MSTAT)" 
<A.E.Gorbalenya@lumc.nl>, Sbakerl luc.edu, bneuman@tamut.edu, rbaric@,email.unc.edu, st 
anley-
uerlman@uiowa.edu, llmpoon@;hku.hk, R.J.deGrootrci'suu.nl, llmpoon@;hkucc.hku.hk, isola(a cn 
b.csic.es, christian.drosten@`.-',ritc.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks, Bart. I will do this tomorrow morning (CET), hoping that we can all (Leo?) agree 
with the name SARS-CoV-2. 

Best regards, 
John 

Von meinem iPhone gesendet 

Am 23.01.2020 um 21:43 schrieb B.L. Haagmans <b.haagnnans@c erasmusmc.nl>: 

I talked to Maria van Kerkhove at WHO (vankerkhovem(dswho.int) and she will act 
as contact person. They are apparently convening a group to work on this. 
So probably best if John communicates the outcome of our discussion to WHO on 
behalf of the Coronaviridae Study Group. 
Bart 

Van: John Ziebuhr <John.ziebuhr@viro.med.uni-giessen.de>
Verzonden: Thursday, January 23, 2020 8:14:00 PM 
Aan: Alexander Gorbalenya (A.E.Gorbalenva@lumc.nl) <A.E.Gorbalenya@lumc.nl> 
CC: Sbakerl@luc.edu <Sbakerl@luc.edu>; bneuman@tamut.edu <bneuman@tamut.edu> 
; rbaric c email.unc.edu <rbaruc a e nail.uric.edu>; staniey-perlman@uiovva.edu <stanlev-
Perlman@uiowa.edu>; IlmeoonCa hku.hk <Ilmpoon@hku.hk>; R.J.deGroot@uu.nl <R.J.deG 
root@uu.nl>;b.haagmans@erasmusmc.nl <b.haagmans@era.smusmc.nl>; llmpoon@hkucc 
.hku.hk <Ilmpoon@hkucc.hku.hk>; isola@cnb.csic.es <isola@cnb.csic.es>; christian.droste 
n ¤ c:harite.de <chrustian.drosten@charite.de> 
Onderwerp: Re: Virus name, decision of the Coronaviridae Study Group 

Thanks, Sasha, for this clarification in your first sentence. I referred in my email to 
PREVIOUSLY established virus names (genome sequences were deposited in 
databases years ago and have been used in many publications!). I agree with you 
that, for NEW isolates detected in whatever species, names should now contain a 
reference to SARS-CoV- 1 and, preferably, also contain some reference to indicate 
the host species from which the respective virus was isolated. We could recommend 
this. 



Best, 
John 

Am 23.01.2020 um 19:50 schrieb <A.E.GorbaIenya@lumc.nl> 
<A.E. Gorbalenya@ Iumc.nl>: 

Hello, 

There could be a room for proceeding with the Susan's suggestion, if it is 
applied to new isolates; we could expect that epidemiological research on 
SARS-CoV-1 will continue. 

Since this application - as well as the virus naming (!) - is outside of the CSG 
remit, as John reminded, our decisions may be called "recommendations". 

Best, 

Sasha 

From: John Ziebuhr [john.zieba hriã)viro.rned.uni-glessen.de] 
Sent: Thursday, January 23, 2020 7:29 PM 
To: Baker, Susan 
Cc: Benjamin Neuman; Baric, Ralph S; Gorbalenya, A.E. (MSTAT);stanlev 
perlr~~ar { isuie~ va.edu;llrrir~oon(a1hi.u.hk,; R,J.s eGroot uuanl; thaa mansZeras 
musmc.nl;IlmpoonCahkucc.hku.hk; isolaCcnb.csic.es; christian.drosten@charite 
.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Hi Susan, 

No, this does not fall within the remit of the CSG (it is below the 
species level). Also, I think it would cause major confusion in the 
community if people started renaming PREVIOUSLY characterized 
isolates from different species that have been available in databases for 
many years. 

John 

Am 23.01.2020 um 19:02 schrieb Baker, Susan 
<Sbakerl(a),Iuc.edu>:

Hi John, 
If we go with SARS-CoV-•2 (which seems reasonable), should our 
study group report suggest that people use SARS-CoV i when 
they refer to the 2003 epidemic? 
Susan 



From: John Ziebuhr <'ohn.zieb~shr ¤ viro.rr~cd.uni iessen.de> .......................................................... 
Sent: Thursday, January 23, 2020 11:41 AM 
To: Benjamin Neuman <bneuman@tamut.edu>
Cc: Baric, Ralph S 
<rbaric@email.unc.edu>; A.E.Gorbalenya@lumc.nl; stanley-
perlrfsanaluiowa.edu; Ilm2oonahku.hk; Baker, Susan 
<Sbaker1 uc.edu>; R.J.deGrootauu.ni: b.haagmans@erasmus 
mc.nl; lampoon@hkucc.hku.hk; isola@cnb.csic.es; christian.dros 
ten@charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

Ben, 

I think it will be just a matter of time that, similar to what 
happened to HIV- 1 (instead of HIV) in the past, people will 
start using the name SARS-CoV- 1 if they want to refer to 
the virus from the 2003 epidemic. 

Re Susan's question: The relatively short name SARS-CoV-
2 could easily be extented by sample/lab/sequence 
numbers. This would be much less practicable if we used 
long virus names, such as SARS-like HCoV 2019. 

John 

Am 23.01.2020 um 18:14 schrieb Benjamin 
Neuman <bneuman@tamut.edu>:

I can get behind SARS-CoV-2 as well - 
presumably naming a place and a date as in 
influenza would be OK for a particular 
isolate? And does it mean 
retrospectively constructing an informal 
umbrella or perhaps serogroup without 
formal taxonomic standing for the previous 
epidemic SARS as SARS-CoV-1? That seems 
like it would be a reasonable 
recommendation, if it is what the committee 
proposes. 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 



From: John Ziebuhr <john.ziebuhr@viro.med.uni-
i sssen.da..> 

Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanley-

Iman@uio°~fa.edu; limpoon@hku.hk; Benjamin 
Neuman; 'Shaken @luc.edu, R.J.deGroot@uu.nl; b. 
haagrnan'@erasmusmc.nl; Ilmpoon~hkucc.hku.h 
k; isja a .:nb.csic.es; christian.drosten@charite.de 
Subject: Re: Virus name, decision of the 
Coronaviridae Study Group 

Many thanks for all your input. It seems we 
are approaching a consensus in terms of 
keeping "SARS" in the virus name. To keep the 
name simple, I would like to come back to 
Raoul's suggestion: SARS-CoV-2. This would 
correctly reflect the phylogenetic relationship 
of the virus and perhaps, in the short term, 
not contribute too much to fear in the public 
(because health authorities may keep saying 
that this virus differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 urn 17:49 schrieb 
Baric, Ralph S 
<rbaricC@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper 
showing the new SARS-like CoV uses 
hACE2 as a receptor for entry. 
Seems to me there is no escaping the 
fact that it is a kissing cousin to SARS-
Coy. Given the fact that several 
other SARS-like CoV are circulating in 
bats that also use ACE2 receptors 
and grow in primary human cells, I 
don't think it is appropriate to 
uncouple the relationship with SARS-
Coy-both for long-term planning, 
public health priorities and desire to 
alleviate public concern. The fact is 
that a range of SARS-like bCoV that 



vary between 1-25% are likely 
positioned to emerge at sometime in 
the future. Moreover, it is impossible 
at this point to alleviate public 
concern after 20 million people in 
two cities have been placed under 
quarantine. Consequently, I favor a 
name that reflects the biological 
origins of the virus-as it will prove 
critical for long-term global health 
planning for repeat events in the 
future. I like Human SA.RSr-CoV 
201.9" or hSA.RS-CoV 201.9 (Human 
SARS coronavirus 2019) or even SARS-
like HCoV 2019. 

I also believe that the CSG should be 
in charge, in consultation with other 
bodies, e.g. WHO, re virus naming. 
Ralph 

From: A.E.Gorbaienva o lumc.nl <A.E. 
Gorbalenyaalumc.nl>
Sent: Thursday, January 23, 2020 
11:09 AM 
To: stanley --
perlman@uiowa.edu; lampoon@hku. 
hk 
Cc: bneuman@tamut.edu; iohn.ziebu 
hr@viro.med.uni-giessen.de; Baric, 
Ralph S 
<rbaric@email.unc.edu>; Sbakerl@l 
uc.edu; R.J.deGroot@uu.nl; b.haaagm 
ans@erasmusmc.nl; limpoon(F-al ~kucc 
.hku.hk; isola(cnb.csic.es; christian. 
drosten@chame,de 
Subject: RE: Virus name, decision of 
the Coronaviridae Study Group 

Dear All, 

I assume that there are people on the 
CSG, who are involved with the WHO 
on this issue (Christian, Leo?). Could 
they enlighten about the WHO 
position and whether the WHO will be 
comfortable with the CSG deciding on 
this matter within a timeframe it finds 
reasonable? 

Best, 

Sasha 



From: Perlman, Stanley [stanley-
perlman uk wa.edu] 
Sent: Thursday, January 23, 2020 
4:51 PM 
To: Leo Poon 
Cc: Benjamin Neuman; John 
Ziebuhr; rbaric@e rrr il.unc.edu; Sbak 
er1C:aluc.edu; Groot, R.J. de 
(Raoul); b.h°saagrnarsv era^musmc.nl; 
Ilmpoon@'hk.ucc.hku.hk; iscla b.csi 
ec s; Drosten, Christian; Gorbalenya, 
A.E. (MSTAT) 
Subject: Re: Virus name, decision of 
the Coronaviridae Study Group 

Leo, 

I know that you are correct about 
the WHO recommendation, but I 
like Ben's idea. John's 
nomenclature is also fine with me. 
My children call the disease 
WURS (Wuhan respiratory 
syndrome), which has an easy 
name to remember, like SARS, 
MERS. This also shows what we 
talk about at the dinner table. 

Stanley 

Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and 
Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 23, 2020, at 
9:45 AM, Leo Poon 
<llmpoon(d)hku.hk>
wrote: 

Ben, 

WHO doesn't want a 
virus named after a 
location any more. 

Cheers, 

Leo 



From: Benjamin 
Neuman 
<bneuman@tamut.edu

Sent: 23 January 2020 
23:39 
To: John 
Ziebuhr; rbaric@email. 
unc.edu; Sbakerl@luc. 
edu; Groot, R.J. de 
(Raoul); b.haagmans@e 
rasmusmc.nl; Perlman, 
Stanley; lampoon@hkuc 
c.hku.hk; isola@cnb.csi 
c.es; Drosten, 
Christian; A.E.Gorbalen 
Ya@lumc.nl 
Subject: Re: Virus 
name, decision of the 
Coronaviridae Study 
Group 

The name Wuhan 
seems to be the most 
often used by the 
public, but I think 
Wuhan seafood 
market pneumonia 
virus, as posted on 
the original genome 
sequence, is a bit 
wordy. But 
presumably, it would 
be a bit stigmatizing 
to name-check 
Wuhan? 

I think there might be 
push-back from the 
pathology side of our 
field on calling it a 
strain of SARS if the 
receptor is different, 
as appears to be the 
case from the 
divergent spike RBD. 

I can live with either 
of those names 



proposed, if there is 
consensus. 

What do you think 
of Human 
coronavirus-
Wuhan 2019 (HCoV-
Wuhan 2019), in the 
model of 229E, OC43, 
NL63 and HKU1? 

Or perhaps 
abbreviate to HCoV-
WU19? 

Benjamin Neuman 

Professor and Chair of 
Biological Sciences 
STEM 309D 
Texas A&M University-
Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr 
<john.ziebuhr@viro.me 
d.uni-giessen.de>
Sent: Thursday, January 
23, 2020 9:21 AM 
To: rbaric@emaii.unc.e
du; Sbakerl@luc.edu;
Groot, R.J. de 
(Raoul); b.haagmans@e 
rasmusmc.nl; Benjamin 
Neuman; Perlman, 
Stanley; limrzoon@hkuc 
c.hku.hk: isola@cnb.csi 
c.es; Drosten, 
Christian; A.E.Gorbalen 
ya@lumc.nl 
Subject: Virus name, 
decision of the 
Coronaviridae Study 
Group 

Dear All, 
I would like to get your view 
(as members of 
the Coronviridae Study 
Group) on the naming of the 
coronavirus causing the 



ongoing outbreak in Wuhan. 
Things are moving fast, so it 
would be good to get an 
agreement on this as soon as 
possible, ideally also with key 
WHO people involved once 
we have reached an 
agreement in the SG (similar 
to what we did with MERS in 
2013, JVI paper). 
Sasha and I are planning to 
put together a short paper in 
which we (and I hope all 
members of the 
Coronaviridae Study Group 
will join in) make a 
statement on the position of 
this virus within the existing 
taxonomy. Sasha is currently 
working on this. 
Regarding the phylogenetic 
position of the virus, it is 
clear that the virus is part of 
an existing species 
called SARS-related 
coronavirus. All other 
viruses/isolates in that 
species (irrespective of 
whether they were isolated 
from humans, bats or other 
animals) have "SARS" in their 
names (SARS-CoV XYZ, SARSr-
CoV XYZ etc.). Thus, it would 
be more than justified to 
(also) have a reference to 
SARS in the name of this 
"new" virus. 
My suggestion would be: 
hSARS-CoV 2019 (Human 

SARS coronavirus 2019). 
Having said this, I am fully 
aware that there will be 
major concerns from health 
authorities which do not 
want to give the 
impression that "SARS is 
back". The disease 
caused by the "new" 
virus may be very 
different from that 
caused by SARS-
COV. And it will be difficult 
to get the message across to 
the general public that 
closely related (even nearly 
identical) viruses may cause 
very different outcomes of 
disease (see vaccine strains 
etc.). 
To address this latter 
concern, we may call the 
virus: RS-CoV 2019 
(Respiratory syndrome 
coronavirus 2019). 



Please let me know your 
views and get back to me as 
soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: ioh:i.ziebuhr(owiro.med.uni-
giessen.de 



From: Drosten, Christian[christian.drosten@charite.de] 
Sent: Fri 1/24/2020 3:27:42 AM (UTC-05:00) 
To: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl]; Leo Poon[llmpoon@hku.hk]; John 

Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph S[rbaric@email.unc.edu]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Sbakerl @luc.edu[Sbakerl @luc.edu]; bneuman@tamut.edu[bneuman@tamut.edu]; stanley-
perlman@uiowa.edu[stanley-perlman@uiowa.edu]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; isola@cnb.csic.es[isola@cnb.csic.es] 

Subject: Re: [ext] RE: Virus name, decision of the Coronaviridae Study Group 

My vote is hSARS-CoV-2 

Christian 

Professor Christian Drosten 
Die. .r, .;te of V:;.- :gy 
Scier.k. tor. CL. .: 3 Global Health 

"~•  tr : L. ,1ed ;n Berlin 

Ci"'-:riteplatz 
D :3rlirs 
Germany 

F Mail: christian drosten@charite.de 
https://virologie-ccm.charite.de/ 
https://globalhealth.charite.del 

Von: "Groot, R.J. de (Raoul)" <R.J.deGroot@uu.nl> 
Datum: Freitag, 24. Januar 2020 um 09:16 
An: Leo Poon <llmpoon@hku.hic>, John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>, "Baric, Ralph S" 
<rbaric@email.unc.edu>, "A.E.Gorbalenya@lumc.nl" <A.E.Gorbalenya@lurnc.nl>, 
"b.haagmans@erasmusmc.nl" <b.haagmans@erasmusmc.nl>, "Sbakerl@luc.edu" <Sbakerl@luc.edu>, 
"bneuman@tamut.edu" <bneuman@tarnut.edu>, "stanley-perlman@uiowa.edu" <stanley-
perlman@uiowa.edu>, "llmpoon@hkucc.hku.hk" <llmpoon@hkuce.hku.hic>, "isola@cnb.csic.es" 
<isola@cnb.csic.es>, Christian Drosten <christian.drosten@charite.de> 
Betreff: [ext] RE: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2 (with option for SARS-CoV2.x per Sasha's advice). Naming it '19' in the long term would raise the 
question what 1-18 might be and in case of recurring introductions it would be a counting system anyway. 

Best, Raoul 

From: Leo Poon <Ilmpoon@hku.hk> 
Sent: vrijdag 24 januari 2020 08:36 
To: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>; Baric, Ralph S <rbaric@email.unc.edu>; 
A.E.Gorbalenya@lumc.nl; b.haagmans@erasmusmc.nl; Sbakerl@luc.edu; bneuman@tamut.edu; stanley-
perlman@uiowa.edu; Groot, R.J. de (Raoul) <R.J.deGroot@uu.nl>; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
christian.drosten@charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 



Dear John, 

I vote for hSARS-CoV-2019. 

Best, 

Leo 

************************************** 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 
Hong Kong 
Tel: 
Fax: (852) 2855 9587 
************************************** 

From: John Ziebuhr <jchn. iebuE~r viro.ruod.uni ?iescr,.de> 
Sent: Friday, 24 January 2020 3:31 PM 
To: Leo Poon <iimpoon@hku.hk>; Baric, Ralph S <rbaric@email.unc.edu>; A.E.Gorbalenya@Iumc.nl; 
b.haagmans@erasmusmc.nl; Sbakerl@luc.edu; bneuman@tamut.edu; stanley-penman uiowa.edu; 
.R J.deGsoot@uu.nl; Ilmpoonrda h' cc.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Cc: John.Ziebuhs viro.rritui:l.,.,i)i- itssen.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

Many thanks for this very helpful discussion. I try to summarize the outcome of our discussion: 

The new name should: 

1. indicate the phylogeny of the virus (member of the species Severe acute respiratory syndrome-related 
coronavirus) 
2. indicate the host 
3. be distinct from SARS-CoV (2003) 
4. be suitable to accomodate future introductions of this virus 
5. not be overly long and thus remain practicable (to reduce the risk of people coming up with all sorts of 
abbreviations) 

Based on these considerations and having read your comments and suggestions again, I would like to propose 
four options. The order reflects my own preference. 

1. hSARS-CoV-19 (human SARS coronavirus 19) 
2. hSARS-CoV-2019 
3. hSARS-CoV-2 

(4. hSARS-CoV-2.19) 

The first two options use the year of the first isolation as a unique identifyer. Future introductions would then 



keep that virus name but be extended with sequence identifiers, e.g. hSARS-CoV-19 XY12345 or an 
additional number (if needed). 
I believe the two-digit number should suffice to indicate the year (and reduce the length of the name by two or 
more syllables, depending on the language used). 
I would prefer the year of discovery over a counting exercise of "introductions" (1st, 2nd, 3rd introduction). 
The counting would probably become a matter of debate in cases in which a virus is detected in just a single 
or very few individual(s). 

I do not see a problem with year identifiers if a virus becomes established. The name would then still indicate 
the year in which it was discovered. 

Can we have a vote on these options by later today, 6 pm (CET)? 

Many thanks and best regards, 

John 

Prof. Dr. John Ziebuhr 
lnstitutfur Medizinische Virologie 
Justus-Liebig-Universitat Giehen 
Schubertstralle 81 (BFS) 
35392 Gielen 
Tel. 
Fax: 0641-9941209 
E-mail: john.ziebuhr(deviro.med.uni-giessen.de 

Am 24.01.2020 um 02:05 schrieb Leo Poon <llmpoon(c)hku.hk>:

Dear all, 

Sounds we almost get a consensus after my night. 

I will go for hSARS-CoV2019. This highlight the human component first, and this also makes it 
look different from SARS. 

Cheers, 

Leo 

************************************** 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 
Hong Kong 
Tel: 
Fax: (852) 2855 9587 
************************************** 

From: Baric, Ralph S <rbaric(er iail.unc.eclu> 
Sent: Friday, 24 January 2020 8:59 AM 



To: A.E.Gorhalenvar lumcnl; b.haa°-, r:aans erasrrlusruc.n1; johnzi buhr~ viros aed,u:si gJessende 
Cc: Sbaker:tr@Iuc.edu; bneumanC tamut.edu; starile`-perlman@uiowa.edu; Leo Poon 
<Ilmpooj. hku.hk>; R.J.deGroot@uu.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
christian.drosten' charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Good point. SARS-HCoV 2019 or hSARS-CoV 201.9, then year of discovery distinguishes between 
introductions? 

From: A.E. Gorl alen~ a@ lumc.nl <,A E. .Gorbalen, a lumc.n!> 
Sent: Thursday, January 23, 2020 6:49 PM 
To: b.haagrnans@erasmusmc.ni; john.ziebuhr@viro.med.uni-Riessen.de 
Cc: Sbaker1@luc.edu; bneuman@tamut.edu; Baric, Ralph S <rbaric@email.uric.edu>; stanley-
PerlmanCaluiowa.edu; Ilmpoon@hku.hk; R.J.deGroot@uu.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; 
christian.droste charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Thank you, Bart! 

Dear All, 

People may read digit'2' in the virus name as the indicator of phylogenetic lineage or the number 
associated with second Introduction of the species into human population, or both, and all of 
these readings are accurate. 

Now, I'd like to consider a hypothetical scenario with a third Introduction of the species into 
human population. 

If the new virus was phylogenetically distinct from the current two, using digit '3' in its name 
would be straightforward move. However, if this hypothetical virus was close to either of the 
current two viruses, using '3' in its name would be poorly compatible with the virus phylogeny, 
while using a digit of the virus cousin would be misleading in respect to the virus spillover #, if 
we want the virus name to convey this aspect (do we?). 

The above scenario shows that additional consideration of the name convention may be 
warranted before we go public. 

For instance, the above problem could be solved if virus name includes double digit with each 
digit separated by dot, with the predot part labeling phylogeny and postdot part labelling spillover 
#. For the current virus, the name would include '2.1' instead of'2'. 

Just a thought. 

Best, 

Sasha 

Sent from my Samsung Galaxy smartphone. 



Original message --------
From: "B.L. Haagmans" <b.haagmans(ir),erasmusrnc.nl>
Date: 1/23/20 22:25 (GMT+01:00) 
To: "Gorbalenya, A.E. (MSTAT)" <A.E.Gorbalenya@lumc.nl>, iohn.ziebuhr(uviro.med.uni-
giessen.de 
Cc: SbakeriCa@luc.edu, bneuman@tamut.edu, rbaric(2ernail.unc.edu, stanley-
perlrnan@,uiowa.edu, llmpoon(dhku.hk, R.J.deGroot(u;uu.nl, llmpoon dhkucc.hku.hk, isola 1cn 
b.csic.es, christian.drosten(ii charitc.dc 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

CET Geneva ... 

Van: A.E.Gorbalenya@Iumc.nl <A.E.GorbaIenya@Iumc.nl> 
Verzonden: Thursday, January 23, 2020 10:06:12 PM 
Aan: john.ziebuhr(u@viro.med.uni-giessen.de <iohn.ziebuhr@viro.med.uni-
giessen.de>; b.haagmans@erasmusmc.nl <b.haagmans@erasmusmc.nI> 
CC: Sbakerl@Iuc.edu <Sbaker1@luc.edu>; bneumanCwtamut.edu <bneuman@tamut.edu>; rbaric@ema 
ii.unc.edu <rbaric@email.unc.edu>; stanley-perlman@uiowa.edu <stanley-
Perlman@uiowa.edu>; llmpoon@hku.hk <Ilmpoon@hku.hk>; R.J.deGroot@uu.nI <R.J.deGroot@uu.nI>; 
llmpoon@hkucc.hku.hk<llmpoon@hkucc.hku.hk>; isoIa@cnb.csic.es <isola@cnb.csic.es>; christian.drost 
en@charite.de <christian.drosten@charite.de> 
Onderwerp: RE: Virus name, decision of the Coronaviridae Study Group 

Bart, 

What's the time zone Maria in? 

Sasha 

Sent from my Samsung Galaxy smartphone. 

Original message --------
From: John Ziebuhr <iohn.ziebuhrCa)viro.rned.uni-giessen.de>
Date: 1/23/20 21:57 (GMT+01:00) 
To: "B.L. Haagmans" <b.haagmans(aerasrnusmc.nl>
Cc: "Gorbalenya, A.E. (MSTAT)" 
<A.E.Gorbalenya@lumc.nl>, SbakeriCa@luc.edu, bneuman@tamut.edu, rbaric(ccemail.unc.edu, St 
anley-
perlman@uiowa.edu, llrnpoon(ZOOhku.hk, R.J.dcGroot(a),uu.nl, llrnpoon(iiohkucc.hku.hk, isolai cn 
b.csic.es, christiari.drosten(acharite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks, Bart. I will do this tomorrow morning (CET), hoping that we can all (Leo?) agree 
with the name SARS-CoV-2. 

Best regards, 
John 

Von meinem iPhone gesendet 



Am 23.01.2020 um 21:43 schrieb B.L. Haagmans <b.haagmans@c erasmusmc.nl>: 

I talked to Maria van Kerkhove at WHO (vankerkhovem(d who.int) and she will act 
as contact person. They are apparently convening a group to work on this. 
So probably best if John communicates the outcome of our discussion to WHO on 
behalf of the Coronaviridae Study Group. 
Bart 

Van: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Verzonden: Thursday, January 23, 2020 8:14:00 PM 
Aan: Alexander Gorbalenya (A.E.Gorbalenya@lumc.nl) <A.E.Gorbalenya@lumc.nl> 
CC: Sbaker-1@Iuc.edu <sbakerl !uc.edu>; bneuman@tamut.edu <bneuman@tamut.edu> 

rbaric@e~r ail.unc.edu <rbaric er sail.unc.edu>; stanley-perlman@uiowa.edu <stanley-
perlra~~ uiowa.edu>; 1!mpoon Fal~ku.hk <Ilmpoon@hku.hk>; R.J.deGroot@uu.nl <R.J.deG 
root@uu.nl>;b.haagmans@erasmusmc.ril <b.haagmans erasmusmc.nl>; Ilmpoon@hkucc 
.hku.hk <Ilmpoon@¤ hkucc.hku.hk>; isola@cnb.csic.es <isola@cnb.csic.es>; christian.droste 
n@charite.de <christian.drosttD charite.de> 
Onderwerp: Re: Virus name, decision of the Coronaviridae Study Group 

Thanks, Sasha, for this clarification in your first sentence. I referred in my email to 
PREVIOUSLY established virus names (genome sequences were deposited in 
databases years ago and have been used in many publications!). I agree with you 
that, for NEW isolates detected in whatever species, names should now contain a 
reference to SARS-CoV- 1 and, preferably, also contain some reference to indicate 
the host species from which the respective virus was isolated. We could recommend 
this. 

Best, 
John 

Am 23.01.2020 um 19:50 schrieb <A.E.Gorbalenya(àslumc.nl> 
<A.E.Gorbalen a@lumc.nl>:

Hello, 

There could be a room for proceeding with the Susan's suggestion, if it is 
applied to new isolates; we could expect that epidemiological research on 
SARS-CoV-1 will continue. 

Since this application - as well as the virus naming (!) - is outside of the CSG 
remit, as John reminded, our decisions may be called "recommendations". 

Best, 

Sasha 



From: John Ziebuhr fjohn.ziebuhr@viro.med.uni-giessen.de]
Sent: Thursday, January 23, 2020 7:29 PM 
To: Baker, Susan 
Cc: Benjamin Neuman; Baric, Ralph S; Gorbalenya, A.E. (MSTAT);stanlev-
perinoan, iauio va.edu;llnopoon hhku.hk; R,J.c:ieGroot iuu.nl; b.haas mans ) ras 
musmc.nl;Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.drosten@charite 
.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Hi Susan, 

No, this does not fall within the remit of the CSG (it is below the 
species level). Also, I think it would cause major confusion in the 
community if people started renaming PREVIOUSLY characterized 
isolates from different species that have been available in databases for 
many years. 

John 

Am 23.01.2020 um 19:02 schrieb Baker, Susan 
<Sbaker 1 @ luc. edu>: 

Hi John, 
If we go with SARS-CoV-2 (which seems reasonable), should our 
study group report suggest that people use SARS-CoV-1 when 
they refer to the 2003 epidemic? 
Susan 

From: John Ziebuhr <'ohn.zieb~shr ¤ viro.rned.uni iessen.de> .......................................................... 
Sent: Thursday, January 23, 2020 11:41 AM 
To: Benjamin Neuman <bneuman@tamut.edu>
Cc: Baric, Ralph S 
<rbaric@er ail.unc.edu>; A.E.Gorbalenya@lumc.nl; stanley-
Qerlrr an@uiowa.edu; ku.hk; Baker, Susan 
<Sbaker1@luc.edu>; R.J.deGroot@uu.nl: b.haagmans@erasmus 
mc.nl; lampoon@hkucc.hku.hk; isola@cnb.csic.es; christian.dros 
tenOcharite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

Ben, 

I think it will be just a matter of time that, similar to what 
happened to HIV- 1 (instead of HIV) in the past, people will 
start using the name SARS-CoV- 1 if they want to refer to 
the virus from the 2003 epidemic. 

Re Susan's question: The relatively short name SARS-CoV-
2 could easily be extented by sample/lab/sequence 



numbers. This would be much less practicable if we used 
long virus names, such as SARS-like HCoV 2019. 

John 

Am 23.01.2020 um 18:14 schrieb Benjamin 
Neuman <bneuman a)tamut.edu>: 

I can get behind SARS-CoV-2 as well - 
presumably naming a place and a date as in 
influenza would be OK for a particular 
isolate? And does it mean 
retrospectively constructing an informal 
umbrella or perhaps serogroup without 
formal taxonomic standing for the previous 
epidemic SARS as SARS-CoV-1? That seems 
like it would be a reasonable 
recommendation, if it is what the committee 
proposes. 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-
gie .se n.de> 
Sent: Thursday, January 23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanley-

Iman@uiosva.edu; IimpoonC}hku.hk; Benjamin 
Neuman; '_baked @luc.edu, R.J.deG;rooL@uu.nl; b. 
haagmans@erasmusmc.nl; llmpoont@hkucc.hku.h 
k; isola cnb.csic.es; chr•istian.da osten~ charite.de 
Subject: Re: Virus name, decision of the 
Coronaviridae Study Group 

Many thanks for all your input. It seems we 
are approaching a consensus in terms of 
keeping "SARS" in the virus name. To keep the 
name simple, I would like to come back to 
Raoul's suggestion: SARS-CoV-2. This would 
correctly reflect the phylogenetic relationship 
of the virus and perhaps, in the short term, 
not contribute too much to fear in the public 



(because health authorities may keep saying 
that this virus differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 um 17:49 schrieb 
Baric, Ralph S 
<rbaric@email.unc.edu>:

Dear All, Dr. Shi has a biorix paper 
showing the new SARS-like CoV uses 
hACE2 as a receptor for entry. 
Seems to me there is no escaping the 
fact that it is a kissing cousin to SARS-
CoV. Given the fact that several 
other SARS-like CoV are circulating in 
bats that also use ACE2 receptors 
and grow in primary human cells, I 
don't think it is appropriate to 
uncouple the relationship with SARS-
CoV-both for long-term planning, 
public health priorities and desire to 
alleviate public concern. The fact is 
that a range of SARS-like bCoV that 
vary between 1-25% are likely 
positioned to emerge at sometime in 
the future. Moreover, it is impossible 
at this point to alleviate public 
concern after 20 million people in 
two cities have been placed under 
quarantine. Consequently, I favor a 
name that reflects the biological 
origins of the virus-as it will prove 
critical for long-term global health 
planning for repeat events in the 
future. I like Human SARSr-CoV 
2019" or hSARS-CoV 2019 (Human 
SARS coronavirus 2019) or even SARS-
like HCoV 2019. 

I also believe that the CSG should be 
in charge, in consultation with other 
bodies, e.g. WHO, re virus naming. 
Ralph 

From: A.E.GorbalenvaClumc.nl <A.E. 
Gorbalenya@lumc.nl> 



Sent: Thursday, January 23, 2020 
11:09 AM 
To: stanley-
perlman@uiowa.edu; Ilmpoon@hku. 
hk 
Cc: bneuman@tamut.edu; john.ziebu 
hr@viro.med.urii-giessen.de; Baric, 
Ralph S 
<rbaric@email.unc.edu>; Sbakerl@l 
uc.edu; R.J.deGroot@uu.nl; b.haa m 
ans@erasmusmc.nl; Ilmpoon@hkucc 
.hku.hk; Isola@cnb.csic.es; christian. 
drosten'¤.Dc:harute.de 
Subject: RE: Virus name, decision of 
the Coronaviridae Study Group 

Dear All, 

I assume that there are people on the 
CSG, who are involved with the WHO 
on this issue (Christian, Leo?). Could 
they enlighten about the WHO 
position and whether the WHO will be 
comfortable with the CSG deciding on 
this matter within a timeframe it finds 
reasonable? 

Best, 

Sasha 

From: Perlman, Stanley [stanley-
perinoaii uiowa.edu] 
Subject: Re: Virus name, decision of 
the Coronaviridae Study Group 

On Jan 23, 2020, at 
9:45 AM, Leo Poon 
<llmpoon(cihku.hk>
wrote: 

Ben, 

WHO doesn't want a 
virus named after a 
location any more. 

Cheers, 

Leo 



From: Benjamin 
Neuman 
<bneuman@tamut.edu

Sent: 23 January 2020 
23:39 
To: John 
Ziebuhr; rbaric@email. 
unc.edu; Sbakerl@luc. 
edu; Groot, R.J. de 
(Raoul); b.haagmans@e 
rasmusmc.nl; Perlman, 
Stanley; lampoon@hkuc 
c.hku.hk; isola@cnb.csi 
c.es; Drosten, 
Christian; A.E.Gorbalen 
Ya@lumc.nl 
Subject: Re: Virus 
name, decision of the 
Coronaviridae Study 
Group 

The name Wuhan 
seems to be the most 
often used by the 
public, but I think 
Wuhan seafood 
market pneumonia 
virus, as posted on 
the original genome 
sequence, is a bit 
wordy. But 
presumably, it would 
be a bit stigmatizing 
to name-check 
Wuhan? 

I think there might be 
push-back from the 
pathology side of our 
field on calling it a 
strain of SARS if the 
receptor is different, 
as appears to be the 
case from the 
divergent spike RBD. 

I can live with either 
of those names 
proposed, if there is 
consensus. 



What do you think 
of Human 
coronavirus-
Wuhan 2019 (HCoV-
Wuhan 2019), in the 
model of 229E, OC43, 
NL63 and HKU1? 

Or perhaps 
abbreviate to HCoV-
WU19? 

Benjamin Neuman 

Professor and Chair of 
Biological Sciences 
STEM 309D 
Texas A&M University-
Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr 
<john.ziebuhr@viro.me
d.uni iessen.de>
Sent: Thursday, January 
23, 2020 9:21 AM 
To: rbaric@email.unc.e
du; Sbakerl@luc.edu;
Groot, R.J. de 
(Raoul); b.haaemans@e 
rasmusmc.nl; Benjamin 
Neuman; Perlman, 
Stanley; lampoon @ hkuc 
c.hku.hk; isola@cnb.csi 
c.es; Drosten, 
Christian; A.E.Gorbalen 
ya@lumc.nl 
Subject: Virus name, 
decision of the 
Coronaviridae Study 
Group 

Dear All, 
I would like to get your view 
(as members of 
the Coronviridae Study 
Group) on the naming of the 
coronavirus causing the 
ongoing outbreak in Wuhan. 
Things are moving fast, so it 
would be good to get an 



agreement on this as soon as 
possible, ideally also with key 
WHO people involved once 
we have reached an 
agreement in the SG (similar 
to what we did with MERS in 
2013, JVI paper). 
Sasha and I are planning to 
put together a short paper in 
which we (and I hope all 
members of the 
Coronaviridae Study Group 
will join in) make a 
statement on the position of 
this virus within the existing 
taxonomy. Sasha is currently 
working on this. 
Regarding the phylogenetic 
position of the virus, it is 
clear that the virus is part of 
an existing species 
called SARS-related 
coronavirus. All other 
viruses/isolates in that 
species (irrespective of 
whether they were isolated 
from humans, bats or other 
animals) have "SARS" in their 
names (SARS-CoV XYZ, SARSr-
CoV XYZ etc.). Thus, it would 
be more than justified to 
(also) have a reference to 
SARS in the name of this 
"new" virus. 
My suggestion would be: 
hSARS-CoV 2019 (Human 

SARS coronavirus 2019). 
Having said this, I am fully 
aware that there will be 
major concerns from health 
authorities which do not 
want to give the 
impression that "SARS is 
back". The disease 
caused by the "new" 
virus may be very 
different from that 
caused by SARS-
COV. And it will be difficult 
to get the message across to 
the general public that 
closely related (even nearly 
identical) viruses may cause 
very different outcomes of 
disease (see vaccine strains 
etc.). 
To address this latter 
concern, we may call the 
virus: RS-CoV 2019 
(Respiratory syndrome 
coronavirus 2019). 
Please let me know your 
views and get back to me as 
soon as possible. 



Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: iohn.ziebuhr@viro.med.uni-
alessen.de 



From: John Ziebuhr[John.Ziebuhr@viro.med.uni-giessen.de] 
Sent: Fri 1/24/2020 7:10:13 AM (UTC-05:00) 
To: Isabel Sola[isola@cnb.csic.es]; Leo Poon[llmpoon@hku.hk]; Baric, Ralph 

S[rbaric@email.unc.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Sbakerl @luc.edu[Sbakerl @luc.edu]; bneuman@tamut.edu[bneuman@tamut.edu]; stanley-
perlman@uiowa.edu[stanley-perlman@uiowa.edu]; R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
llmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I am very sorry but I want to revoke the voting because I feel we should have another round of discussion before 
we make final decisions. Particularly, I would like to use this unique opportunity to set up a proper naming 
system for coronaviruses that, currently, does not exist. We could make such recommendations in the 
manuscript that we plan to publish in the near future. 

This naming convention should accommodate additional information on specific isolates (similar to what is 
being done in the Flu field). I am sure that there will we hundreds of SARS-CoV-2 sequences in the near 
feature, so it would be helpful to propose a system that is suitable to accommodate all these isolates. 

Most importantly, we should again remove the host reference in the prefix (,,h") from the virus name because it 
is too restrictive at this position. Instead, the virus name should remain "broad" enough to accommodate viruses 
isolated from different host species. This important additional information should rather go to the suffix, 
together with two or three other important pieces of information. 

The suffix should then contain information on (i) the host, (ii) year, (iii) location (iv) sequence identifier. 

If we can agree on SARS-CoV-2 as the virus name to be used, we could extend this for specific isolates to 
generate something like SARS-CoV-2 hu/2019/Wuhan XYZ12345 to refer to specific isolates. 

So let me invite you to another round of discussion.... 

Best regards, 

John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstr. 81, BFS 
35392 Giessen, Germany 
Phone: 

Am 24.01.2020 um 11:37 schrieb Isabel Sola <isola dcnb.csic.es>: 



Dear all, 

Mi preference is hSARS-CoV-2019 as the first option and as second option, hSARS-CoV-19. 

Thank you to all of you for the fruitful discussion. 

Isabel 

El 24/1/20 a las 8:3 1, John Ziebuhr escribio: 

Dear All, 
Many thanks for this very helpful discussion. I try to summarize the outcome of our 
discussion: 

The new name should: 

1. indicate the phylogeny of the virus (member of the species Severe acute 
respiratory syndrome-related coronavirus) 
2. indicate the host 
3. be distinct from SARS-CoV (2003) 
4. be suitable to accomodate future introductions of this virus 
5. not be overly long and thus remain practicable (to reduce the risk of people 
coming up with all sorts of abbreviations) 

Based on these considerations and having read your comments and suggestions 
again, I would like to propose four options. The order reflects my own preference. 

1. hSARS-CoV-19 (human SARS coronavirus 19) 
2. hSARS-CoV-2019 
3. hSARS-CoV-2 

(4. hSARS-CoV-2.19) 

The first two options use the year of the first isolation as a unique identifyer. Future 
introductions would then keep that virus name but be extended with sequence 
identifiers, e.g. hSARS-CoV-19 XY12345 or an additional number (if needed). 
I believe the two-digit number should suffice to indicate the year (and reduce the 
length of the name by two or more syllables, depending on the language used). 
I would prefer the year of discovery over a counting exercise of "introductions" (1st, 
2nd, 3rd introduction). The counting would probably become a matter of debate in 
cases in which a virus is detected in just a single or very few individual(s). 

I do not see a problem with year identifiers if a virus becomes established. The name 
would then still indicate the year in which it was discovered. 

Can we have a vote on these options by later today, 6 pm (CET)? 

Many thanks and best regards, 

John 



Prof. Dr. John Ziebuhr 
Institut fur Medizinische Virologie 
Justus-Liebig-Universitat Giel3en 
Schubertstral3e 81 (BFS) 
35392 Giel3en 
Tel.- -- ---
Fax: 0641-9941209 
E-mau: john.ziebuhr(diviro.med.um-giessen.de 

Am 24.01.2020 um 02:05 schrieb Leo Poon <llmtroon(chku.hk>:

Dear all, 

Sounds we almost get a consensus after my night. 

I will go for hSARS-CoV2019. This highlight the human component first, 
and this also makes it look different from SARS. 

Cheers, 

Leo 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 
Hong Kong 
Tel: 
Fax: (852) 2855 9587 

From: Baric, Ralph S <rlaaric(erl-lail.IJnc.eclu>
Sent: Friday, 24 January 2020 8:59 AM 
To: A.E.GorbalenyaC Iumc.nl; b.haagmans@erasmusmc.nl; 
iohn.ziebuhr(?viro.med.uni-giessen.de .......... 
Cc: Sbalkerl@luc.edu; bneumanc tamut.edu; stanley-periman@uiowa.edu; 
Leo Poon <Ilmpoon@hku.hk>; R.J.deGroot@uu.nl; lampoon@hkucc.hku.hk; 
isola@acnb.csic.es; christian.drosten charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Good point. SARS-HCoV 2019 or hSARS-CoV 201.9, then year of discovery 
distinguishes between introductions? 

From: ,ra::.g .Gorhalen acclumc.n! <A.s .Gor halen, a lumc.nI> 
Sent: Thursday, January 23, 2020 6:49 PM 
To: b.haagrnans@erasmusmc.nl; iohn.ziebuhr@viro.med.uni-Riessen.de
Cc: Sbaker1 luc.edu; bneuman@tamut.edu; Baric, Ralph 5 
<rbaric@email.unc.edu>; stanley-



peri a~~ ~~suo~nra.odu; itpoon ahku.hk; R.J.deGroot a uu.ni; ii coon a) kucc 
.hku.hk; isoia cnb.csic.es; chnnustian.drosten charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Thank you, Bart! 

Dear All, 

People may read digit '2' in the virus name as the indicator of 
phylogenetic lineage or the number associated with second Introduction 
of the species into human population, or both, and all of these readings 
are accurate. 

Now, I'd like to consider a hypothetical scenario with a third 
Introduction of the species into human population. 

If the new virus was phylogenetically distinct from the current two, 
using digit '3' in its name would be straightforward move. However, if 
this hypothetical virus was close to either of the current two viruses, 
using '3' in its name would be poorly compatible with the virus 
phylogeny, while using a digit of the virus cousin would be misleading 
in respect to the virus spillover #, if we want the virus name to convey 
this aspect (do we?). 

The above scenario shows that additional consideration of the name 
convention may be warranted before we go public. 

For instance, the above problem could be solved if virus name includes 
double digit with each digit separated by dot, with the predot part 
labeling phylogeny and postdot part labelling spillover #. For the current 
virus, the name would include '2.1' instead of'2'. 

Just a thought. 

Best, 

Sasha 

Sent from my Samsung Galaxy smartphone. 

-------- Original message --------
From: "B.L. Haagmans" <b.haa ransLa)erasmusmc.nl> 
Date: 1/23/20 22:25 (GMT+01:00) 
To: "Gorbalenya, A.E. (MSTAT)" 
<A.E.Gorhalenya(lumc.nl>, john.ziebuhr(dlviro.med.uni-giessen.de 
Cc: Sbakerl@luc.edu, bneuman(a)tamut.edu, rbaric@email.unc.edu, sta 
nl~ 
perlman@uiowa.edu, Ilmpoon A hku.hk, R.J.deCrroot(ci uu.nl, llmpoon( 



hkucc.hku.hk, isola(c~cnb.csic.es, christian.drosten(i-charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

CET Geneva ... 

Van: E.GorbalenyaCdiumc.nl <A.E.GorbaienyaC)iumc.nl> 
Verzonden: Thursday, January 23, 2020 10:06:12 PM 
Aan: iohn.ziebuhr a viro.med.uni-Riessen.de <iohn.ziebuhr@viro.med.uni-
g sen.de>; b.h~aa=_m,arns@.e.rasmusmc.nl <b.f~ _a.p .5..@... .rasmusmc.nl>
CC: Sbakerl@luc.edu <Sl;aker1@luc.edu>; bneurnan  tamut.edu <bneuman 
@tamut.edu>; rbaric@email.unc.edu <rbaric@email.unc.edu>; stanley-
perlman . uiowa.edu <stanley-
perlman Iuio efa.edu>; Ilmpoon@hku.hk <Ilmpoon@hku.hk>; R.J.deGroot@u 
u.nl <R.J.deGroot@uu.nl>; lim000n@hkucc.hku.hk<Ilmoon@hkucc.hku.l~k>; 
isola@cnb.csic.es <isola@cnb.csic.es>; christian.drosten@charite.de <christia 
n.da Casten charite.de> 
Onderwerp: RE: Virus name, decision of the Coronaviridae Study Group 

Bart, 

What's the time zone Maria in? 

Sasha 

Sent from my Samsung Galaxy smartphone. 

-------- Original message --------
From: John Ziebuhr <ohn.ziebuhr(a)viro.med.uni-giessen.de>
Date: 1/23/20 21:57 (GMT+01:00) 
To: "B.L. Haagmans" <h.haagmans(a)erasmusmc.nl>
Cc: "Gorbalenya, A.E. (MSTAT)" 
<A.E.Gorbalen a@lumc.nl>, Sbaker!@luc.edu, bneuman@tamut.edu, 
rbaric@, email.unc.edu, stanley-
perlman@uiowa.edu, Ilmpoon(d)hku.hk, R.J.deCrroot(d)uu.nl, llmpoon( 
hkucc.hku.hk, isola1a,cnb.csic.es, chi istian.droster@ -,c1-<rite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks, Bart. I will do this tomorrow morning (CET), hoping that 
we can all (Leo?) agree with the name SARS-CoV-2. 

Best regards, 
John 

Von meinem iPhone gesendet 

Am 23.01.2020 um 21:43 schrieb B.L. Haagmans 
<b.haaginans(ii)erasmusmc.nl>:



I talked to Maria van Kerkhove at WHO 
(vankerkhovE : :7 , vl o.int) and she will act as contact 
person. They are apparently convening a group to 
work on this. 
So probably best if John communicates the outcome 
of our discussion to WHO on behalf of the 
Coronaviridae Study Group . 
Bart 

Van: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Verzonden: Thursday, January 23, 2020 8:14:00 PM 
Aan: Alexander Gorbalenya (A.E.Gorbalenya@lumc.nl) 
<A.E.GorbalenyaC6)lursic.rxl> 
CC: Sbaker luc:aedu <Sbakerl@luc.edu>; bneuman@tamut.ed 
u <bneumanC tamut.edu>; rbaruc@eunail.unc.edu <rbaric@ema 
il.unc.edu>; stanley-perlman c uiowa.edu <stanley-
Perlman@uiowa.edu>; <Ilmpoon@hku.hk>; R. 
J.deGroot@)uu.nl <R.J.deGroot@uu.nl>;b.haagrn¤ans@erasmus 
mc.nl <b.haagmans@erasmusmc.nl>; llmpoon@ hkucc.hku.hk <1 
Impoon@I hkucc.hku.hk>; isola@cnb.csic.es <isola cnb.csic.es>; 
chrust°san.drost~n@c:harite.de <christian.drostenccharite.de> 
Onderwerp: Re: Virus name, decision of the Coronaviridae 
Study Group 

Thanks, Sasha, for this clarification in your first 
sentence. I referred in my email to PREVIOUSLY 
established virus names (genome sequences were 
deposited in databases years ago and have been 
used in many publications!). I agree with you that, for 
NEW isolates detected in whatever species, names 
should now contain a reference to SARS-CoV-1 and, 
preferably, also contain some reference to indicate 
the host species from which the respective virus was 
isolated. We could recommend this. 

Best, 
John 

Am 23.01.2020 um 19:50 schrieb 
<A.E.Gorbalepya urnc.nl> 
<A.E.Gorbalenya 8umc.nl>: 

Hello, 

There could be a room for proceeding with the 
Susan's suggestion, if it is applied to new isolates; 
we could expect that epidemiological research on 



SARS-CoV-1 will continue. 

Since this application - as well as the virus naming 
(!) - is outside of the CSG remit, as John reminded, 
our decisions may be called "recommendations". 

Best, 

Sasha 

From: John Ziebuhr [_iohn.ziebuhrCaviro.med.uni-
caiessen.de]
Sent: Thursday, January 23, 2020 7:29 PM 
To: Baker, Susan 
Cc: Benjamin Neuman; Baric, Ralph S; Gorbalenya, 
A.E. (MSTAT); anle -
p t man@>uiowa.e u;limpoon@hku.hk; R.J.deGroot 

t u.nl; b.haa manse erasrnusrsLc.nl;lirn oontc~hl.0 
cc.hku.hk; isolaCcbcnb.csic.es; christian.drostenCoicha 
rite. sde 
Subject: Re: Virus name, decision of the 
Coronaviridae Study Group 

Hi Susan, 

No, this does not fall within the remit of the 
CSG (it is below the species level). Also, I 
think it would cause major confusion in the 
community if people started renaming 
PREVIOUSLY characterized isolates from 
different species that have been available 
in databases for many years. 

John 

Am 23.01.2020 urn 19:02 
schrieb Baker, Susan 
<Sbakerl (c Iuc.edu>: 

Hi John, 
If we go with SARS-CoV-2 (which 
seems reasonable), should our study 
group report suggest that people use 
SARS-CoV-•i when they refer to the 
2003 epidemic? 
Susan 

From: John Ziebuhr 



<'ohn.zieb~aF:r ~ virc~.med.~ani--
iessen.de> 

Sent: Thursday, January 23, 2020 
11:41 AM 
To: Benjamin Neuman 
<br eurnan tamut.edu> 
Cc: Baric, Ralph S 
<rbaric@email.unc.edu>; A.E.Gorbal 
enya lumc.nl; stanley-
periman@uiowa.edu; Ilmpoon@hku. 
hk; Baker, Susan 
<Sbakerl@luc.edu>; R.J.deGroot@u 
_u nl; b.haa groans@erasmusmc.nl; U 
mpoon@hkucc.hku.hk; isola@cnb.csi 
c.f1s; chrustian.dresten@charite.de 
Subject: Re: Virus name, decision of 
the Coronaviridae Study Group 

Ben, 

I think it will be just a matter of 
time that, similar to what 
happened to HIV-1 (instead of 
HIV) in the past, people will 
start using the name SARS-
CoV-1 if they want to refer to 
the virus from the 2003 
epidemic. 

Re Susan's question: The 
relatively short name SARS-
CoV-2 could easily be extented 
by sample/lab/sequence 
numbers. This would be much 
less practicable if we used long 
virus names, such as SARS-
like HCoV 2019. 

Am 23.01.2020 um 
18:14 schrieb 
Benjamin Neuman 
<bneurrndr, L nut. 
edu>: 

I can get behind SARS-
CoV-2 as well - 
presumably naming a 
place and a date as in 



influenza would be 
OK for a particular 
isolate? And does it 
mean 
retrospectively constr 
ucting an informal 
umbrella or 
perhaps serogroup 
without formal 
taxonomic 
standing for the 
previous epidemic 
SARS as SARS-CoV-1? 
That seems like it 
would be a 
reasonable 
recommendation, if it 
is what the 
committee proposes. 

Benjamin Neuman 

Professor and Chair of 
Biological Sciences 
STEM 309D 
Texas A&M University-
Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr 
<Iohn.ziebuhr@viro.me 
d.ur i- iessen.de>
Sent: Thursday, January 
23, 2020 11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalen a lu 
mc.nl; starjle -
perlman@uiowa.edu; II 
mpc>on ku.hk; 
Benjamin 
Neuman; Sbakerl@luc.
edu; R.J.deLrootpuu.nI 

b.haagmans@erasmus 
mc.nl; Ilm000n j2kucc. 
hku.hk; isoia@cnb.csic. 
es; christian.drosten@c 
harito.de 
Subject: Re: Virus 



name, decision of the 
Coronaviridae Study 
Group 

Many thanks for all 
your input. It seems 
we are approaching a 
consensus in terms of 
keeping "SARS" in the 
virus name. To keep 
the name simple, I 
would like to come 
back to Raoul's 
suggestion: SARS-CoV-
2. This would 
correctly reflect the 
phylogenetic 
relationship of the 
virus and perhaps, in 
the short term, not 
contribute too much 
to fear in the public 
(because health 
authorities may keep 
saying that this virus 
differs from SARS-
Coy). 

Best, 
John 

Am 
23.01.20 
20 um 
17:49 
schrieb 
Baric, 
Ralph S 
<rbaric 
email.unc
.edu>: 

Dear All, 
Dr. Shi has 
a biorix 
paper 



showing 
the new 
SARS-like 
CoV uses 
hACE2 as 
a receptor 
for entry. 
Seems to 
me there 
is no 
escaping 
the fact 
that it is a 
kissing 
cousin to 
SARS-CoV. 
Given the 
fact that 
several 
other 
SARS-like 
CoV are 
circulating 
in bats 
that also 
use ACE2 
receptors 
and grow 
in primary 
human 
cells, 
don't 
think it is 
appropriat 
e to 
uncouple 
the 
relationshi 
p with 
SARS-CoV-
both for 
long-term 
planning, 
public 
health 
priorities 
and desire 
to 
alleviate 
public 
concern. 
The fact is 
that a 



range of 
SARS-like 
bCoV that 
vary 
between 1-
25% are 
likely 
positioned 
to emerge 
at 
sometime 
in the 
future. 
Moreover, 
it is 
impossible 
at this 
point to 
alleviate 
public 
concern 
after 20 
million 
people in 
two cities 
have been 
placed 
under 
quarantin 
e. 
Conseque 
ntly, I 
favor a 
name that 
reflects 
the 
biological 
origins of 
the virus-
as it will 
prove 
critical for 
long-term 
global 
health 
planning 
for repeat 
events in 
the 
future. I 
like 
Human 
SARSr-CoV 



2019" or 
hSARS-

CoV 2019 
(Human 
SARS 
coronavir 
us 2019) 
or even 
SARS-like 
HCoV 
2019. 

I also 
believe 
that the 
CSG 
should be 
in charge, 
in 
consultati 
on with 
other 
bodies, 
e.g. WHO, 
re virus 
naming. 
Ralph 

From: A.E. 
Gorbaleny 
a@Iumc.nl 
<A.E.Gorb 
alen a 
mc.ni>
Sent: Thur 
sday, 
January 
23, 2020 
11:09 AM 
To: stanle
V-
peg loran@ 
uiowa.edu 
; lampoon

hku.hk 
Cc: bneum 
an@tamu 
t.edu; oh

n.ziebuhr
@viro.me 
d.uni-
giessen.de 
; Baric, 



Ralph S 
<rbaric e 
mail.unc.e
du>; Sbak
er1 Iuc.e 
du; R.J.de 
Groot@uu 
.nl; b.haag
mans@er 
asmusmc.
ni; Ilmpoo
n@hkucc. 
hku.hk; is 
ola@cnb.c 
sic.es; chrl 
stian.drost 
en@charit 
e.de 
Subject: R 
E: Virus 
name, 
decision 
of the 
Coronaviri 
dae Study 
Group 

Dear All, 

I assume 
that there 
are people 
on the 
CSG, who 
are 
involved 
with the 
WHO on 
this issue 
(Christian, 
Leo?). 
Could they 
enlighten 
about the 
WHO 
position 
and 
whether 
the WHO 
will be 
comfortabl 
e with the 
CSG 
deciding 
on this 
matter 



within a 
timeframe 
it finds 
reasonable 

Best, 

Sasha 

From: Per 
Iman, 
Stanley 
[stanle -

erinoan 
uiowa.edu 

Sent: Thu 
rsday, 
January 
23, 2020 
4:51 PM 
To: Leo 
Poon 
Cc: Benja 
min 
Neuman; 
John 
Ziebuhr; r 
barici aem 
ail.unc.edu 
; Sbakerl 

edu; 
Groot, R.J. 
de 
(Raoul); b. 
has rrans 
@a erasmus 
mc.nl; ilm 
poon~hku 
cc.hku.hk; 
isolard:cnb. 
csic.es; 
Drosten, 
Christian; 
Gorbaleny 
a, A.E. 
(MSTAT) 
Subject: 
Re: Virus 
name, 
decision of 
the 
Coronaviri 
dae Study 
Group 



Leo, 

I know 
that you 
are 
correct 
about 
the 
WHO 
recomm 
endation 
, but I 
like 
Ben's 
idea. 
John's 
nomencl 
ature is 
also fine 
with me. 
My 
children 
call the 
disease 
WURS 
(Wuhan 
respirato 
ry 
syndrom 
e), which 
has an 
easy 
name to 
rememb 
er, like 
SARS, 
MERS. 
This 
also 
shows 
what we 
talk 
about at 
the 
dinner 
table. 

Stanley 

Stanley 
Perlman 
,MD, 



Ph.D. 
Professo 

Depts of 
Microbial 
ogy and 
Immunol 
ogy, and 
Pediatric 
S 
BSB 3-
712 
Universit 
y of 
Iowa 
Iowa 
City, IA 
52242 

On Jan 23, 2020, at 9:45 AM, Leo Poon 
<Ilmiuoen( hku.hk> wrote: 

Ben, 

WHO doesn't want a virus named after a location any 
more. 

Cheers, 

Leo 

From: Benjamin Neuman <bneuman@Wtamut.edu>
Sent: 23 January 2020 23:39 
To: John 
Ziebuhr; rbaric@email.unc.edu; Sbakerl@luc.edu; Groot, 
R.J. de (Raoul); b.9hgaa mans erasmus,mc.nl; Perlman, 
Stanley; Ilm000n ,hkucc.hku.hk; isola @cnb.csic.es; 
Drosten, Christian; A.E.Gorbalenyaclumc.nl
Subject: Re: Virus name, decision of the Coronaviridae 
Study Group 

The name Wuhan seems to be the most often used 
by the public, but I think Wuhan seafood market 
pneumonia virus, as posted on the original genome 
sequence, is a bit wordy. But presumably, it would 
be a bit stigmatizing to name-check Wuhan? 



I think there might be push-back from the pathology 
side of our field on calling it a strain of SARS if the 
receptor is different, as appears to be the case from 
the divergent spike RBD. 

I can live with either of those names proposed, if 
there is consensus. 

What do you think of Human coronavirus-
Wuhan 2019 (HCoV-Wuhan 2019), in the model of 
229E, OC43, NL63 and HKU1? 

Or perhaps abbreviate to HCoV-WU19? 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-
giessen.de>
Sent: Thursday, January 23, 2020 9:21 AM 
To: rbaric@emaii.unc.edu; Sbakerl@luc.edu; Groot, R.J. 
de (Raoul); b.haagmans@erasmusmc.nl; Benjamin 
Neuman; Perlman, 
Stanley; lampoon@hkucc.hku.hk; isola@cnb.csic.es; 
Drosten, Christian; A.E.Gorbalenya@lumc.nl
Subject: Virus name, decision of the Coronaviridae Study 
Group 

Dear Al I, 
I would like to get your view (as members of the Coronviridoe Study 
Group) on the naming of the coronavirus causing the ongoing outbreak 
in Wuhan. Things are moving fast, so it would be good to get an 
agreement on this as soon as possible, ideally also with key WHO 
people involved once we have reached an agreement in the SG (similar 
to what we did with MERS in 2013, JVI paper). 
Sasha and I are planning to put together a short paper in which we (and 
I hope all members of the Coronaviridae Study Group will join in) make 
a statement on the position of this virus within the existing taxonomy. 
Sasha is currently working on this. 
Regarding the phylogenetic position of the virus, it is clear that the virus 
is part of an existing species called SARS-related coronavirus. All other 
viruses/isolates in that species (irrespective of whether they were 
isolated from humans, bats or other animals) have "SARS" in their 
names (SARS-CoV XYZ, SARSr-CoV XYZ etc.). Thus, it would be more 
than justified to (also) have a reference to SARS in the name of this 
"new" virus. 
My suggestion would be: hSARS-CoV 2019 (Human SARS coronavirus 
2019). 



Having said this, I am fully aware that there will be major concerns from 
health authorities which do not want to give the impression that "SARS 
is back". The disease caused by the "new" virus may be 
very different from that caused by SARS-Col/, And it will 
be difficult to get the message across to the general public that closely 
related (even nearly identical) viruses may cause very different 
outcomes of disease (see vaccine strains etc.). 
To address this latter concern, we may call the virus: RS-CoV 2019 
(Respiratory syndrome coronavirus 2019). 
Please let me know your views and get back to me as soon as possible. 
Best regards, 
John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: iohn.ziebuhri~viro.med.i.mi-giessen.de 

Ma Isabel Sola Gurpegui 
Laboratorio Coronavirus 
Departamento de Biologia Molecular y Celular 
Centro National de Biotecnologia, CNB-CSIC 
Darwin, 3. Campus UAM-Cantoblanco 
28049 Madrid 
Tfno. 



From: A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl] 
Sent: Fri 1/24/2020 7:24:20 AM (UTC-05:00) 
To: John.Ziebuhr@viro.med.uni-giessen.de[John.Ziebuhr@viro.med.uni-giessen.de]; 

bneuman@tamut.edu[bneuman@tamut.edu] 
Cc: Ilmpoon@hku.hk[llmpoon@hku.hk]; Baric, Ralph S[rbaric@email.unc.edu]; 

b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Sbakerl @luc.edu[Sbakerl @luc.edu]; stanley-perlman@uiowa.edu[stanley-perlman@uiowa.edu]; 
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
isola@cnb.csic.es[isola@cnb.csic.es]; christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: RE: Virus name, decision of the Coronaviridae Study Group 

...and SARS-2 may be seen as a disease — rather than virus — definition... 

From: John Ziebuhr <John.Ziebuhr@viro.med.uni-giessen.de> 
Sent: vrijdag 24 januari 2020 13:22 
To: Benjamin Neuman <bneuman@tamut.edu> 
Cc: Leo Poon <Ilmpoon@hku.hk>; Baric, Ralph S <rbaric@email.unc.edu>; Gorbalenya, A.E. (MSTAT) 
<A.E.Gorbalenya@lumc.nl>; b.haagmans@erasmusmc.nl; Sbakerl@luc.edu; stanley-perlman@uiowa.edu; 
R.J.deGroot@uu.nl; Ilmpoon@hkucc.hku.hk; isola@cnb.csic.es; christian.drosten@charite.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks, Ben. I agree with you. One thing is practicability, the other scientific correctness and usefulness for, say, 
epidemiological studies. 

If we go for SARS-CoV-2, this is short (4 syllables) and distinctive enough and will probably be used. I am very pleased 
to see your suggestion in the second paragraph (which is essentially what I wanted to say...) 

John 

Am 24.01.2020 um 12:57 schrieb Benjamin Neuman <bneuman@tamut.edu>:

I think there is a balance to strike here between full information and usability. 

My suggestion would be to try to say these names out loud. 

Something like hSARS-CoV-2019 has twelve or thirteen syllables minimum, and it doesn't 
shorten gracefully to anything that would be distinct from SARS 2002. 

In other words, you can name your kid Benjamin, but to everybody except his headstone, he is 
always just going to be Ben. 

Separately to the above, I prefer SARS-CoV-2 with an influenza-
style host/place/month/year that is there for when you are writing things down and need 
precision, but would be dropped after the first time it appears in a paper. 

A third outbreak is either phylogenetically closer to 1, 2 or different (3), but the details are built-
in, and it can handle whatever weird new thing comes up. 



The first part is for talking, the second part is for writing. It shortens to SARS-2 when you talk, 
and SARS-CoV-2 when you write. 

I think people would actually use it. And SARS-2 is shorter to say than anything with Wuhan in 
the name, so the WHO and China feel OK about it. 

Benjamin Neuman 

Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <iohn.ziebuhr@viro.med.uni-giessen.de>
Sent: Friday, January 24, 2020 1:31 AM 
To: Leo Poon; Baric, Ralph S; A.E.Gorbalenya@lumc.nl; b.haagmans@erasmusmc.nl; Sbakerl@luc.edu; 
Benjamin Neuman; stanley-perlmari(@uio}wa.edu; R.J.deGroot@uu.nl; Ilmpoon@hkucc.hku.hk; 
isola@a;cnb.csic.es; christian.drosten charite.de 
Cc: John.?iebuhrOviro.med.u:,i iessen.de 
Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Dear All, 

Many thanks for this very helpful discussion. I try to summarize the outcome of our discussion: 

The new name should: 

1. indicate the phylogeny of the virus (member of the species Severe acute respiratory 
syndrome-related coronavirus) 
2. indicate the host 
3. be distinct from SARS-CoV (2003) 
4. be suitable to accomodate future introductions of this virus 
5. not be overly long and thus remain practicable (to reduce the risk of people coming up with 
all sorts of abbreviations) 

Based on these considerations and having read your comments and suggestions again, I would 
like to propose four options. The order reflects my own preference. 

1. hSARS-CoV-19 (human SARS coronavirus 19) 
2. hSARS-CoV-2019 
3. hSARS-CoV-2 

(4. hSARS-CoV-2.19) 

The first two options use the year of the first isolation as a unique identifyer. Future 
introductions would then keep that virus name but be extended with sequence identifiers, e.g. 
hSARS-CoV-19 XY12345 or an additional number (if needed). 



I believe the two-digit number should suffice to indicate the year (and reduce the length of the 
name by two or more syllables, depending on the language used). 
I would prefer the year of discovery over a counting exercise of "introductions" (1st, 2nd, 3rd 
introduction). The counting would probably become a matter of debate in cases in which a 
virus is detected in just a single or very few individual(s). 

I do not see a problem with year identifiers if a virus becomes established. The name would 
then still indicate the year in which it was discovered. 

Can we have a vote on these options by later today, 6 pm (CET)? 

Many thanks and best regards, 

John 

Prof. Dr. John Ziebuhr 
Institut fir Medizinische Virologie 
Justus-Liebig-Universitat Giegen 
Schubertstra(3e 81 (BFS) 
35392 GieRen 
Tel.: 
Fax: 0641-9941209 
E-mail: iohn.ziebuhr viro.med.uni- iessende 

Am 24.01.2020 um 02:05 schrieb Leo Poon <Ilmpoon@hku.hk>:

Dear all, 

Sounds we almost get a consensus after my night. 

I will go for hSARS-CoV2019. This highlight the human component first, and this 
also makes it look different from SARS. 

Cheers, 

Leo 

************************************** 

Leo Poon 
Professor 
School of Public Health 
The University of Hong Kong 
Hong Kong 
Tel:
Fax: (852) 2855 9587 
************************************** 

From: Baric, Ralph S <rbaricC er ail.iJric.eclu> 



Sent: Friday, 24 January 2020 8:59 AM 
To: A.E.Gorbalenya@Iumc.nl; b.haagmans@erasmusmc.nl; iohn.ziebuhr@viro.med.uni-
giessen.de 
Cc: Sbakerl@luc.edu; bneuman@tamut.edu; stanley-Perlman@uiowa.edu; Leo Poon 
<Ilmpoon'`-)hu.hk>; R.J.deGroot@uu.nl; lampoon@hkucc.hku.hk; isola@cnb.csic.es; Christi 
an.drexst' n:" - L .ante. e 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Good point. SARS-HCoV 2019 or hSARS-CoV 201.9, then year of discovery distinguishes 
between introductions? 

From: A.s .Gorbalen ac lumc.nl <A.s .Gorhalen ar lumc.n!> 
Sent: Thursday, January 23, 2020 6:49 PM 
To: b.haagmans@erasmusmc.nl; iohn.ziebuhr@viro.med.uni-giessen.de 
Cc: Sbaker11 luc.edu; bneuman@tamut.edu; Baric, Ralph S 
<rbaric ¤? email.unc.edu>; stanle --
perlman@auiowa.edu; lampoon@hku.hk; R.J.deGroot@uu.nl; lampoon@hkucc.hku.hk; isola 
facnb.c.,ic.es; christian.droster charite.de 
Subject: RE: Virus name, decision of the Coronaviridae Study Group 

Thank you, Bart! 

Dear All, 

People may read digit '2' in the virus name as the indicator of phylogenetic lineage or 
the number associated with second Introduction of the species into human 
population, or both, and all of these readings are accurate. 

Now, I'd like to consider a hypothetical scenario with a third Introduction of the 
species into human population. 

If the new virus was phylogenetically distinct from the current two, using digit '3' in 
its name would be straightforward move. However, if this hypothetical virus was 
close to either of the current two viruses, using '3' in its name would be poorly 
compatible with the virus phylogeny, while using a digit of the virus cousin would 
be misleading in respect to the virus spillover #, if we want the virus name to convey 
this aspect (do we?). 

The above scenario shows that additional consideration of the name convention may 
be warranted before we go public. 

For instance, the above problem could be solved if virus name includes double digit 
with each digit separated by dot, with the predot part labeling phylogeny and postdot 
part labelling spillover #. For the current virus, the name would include '2.1' instead 
of'2'. 

Just a thought. 

Best, 

Sasha 



Sent from my Samsung Galaxy smartphone. 

-------- Original message --------
From: "B.L. Haagmans" <b.haagmans(aserasmusmc.nl>
Date: 1/23/20 22:25 (GMT+01:00) 
To: "Gorbalenya, A.E. (MSTAT)" 
<A.E.Gorbalenya@lumc.nl>, john.ziebuhr(cvviro.med.uni-giessen.de 
Cc: Sbakerl 1uc.edu, bneuman ca,tamut.edu, rbaric(d email.unc.edu, stanley-
perlmanuiowa.edu, llmpoon(d)hku.hk, R.J.deCrroot(c)uu.nl, llmpoon(ii~hkucc.hku.h 
k, iso'a(.cnb.csic.es, christian.drosten~a,charite.de 

o 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

CET Geneva 

Van: A.E.Gorbaienya@lumc.nl <A.E. oo rbalenva@lumc.ni> 
Verzonden: Thursday, January 23, 2020 10:06:12 PM 
Aan: iolhn.ziebui:r@viro.med.urii-giessen.de <iohn.ziebuhr@viro.med.uni-
giessen.de>; b.haagmans@erasmusmc.nI <b.haagmans[)erasmusmc.nl> 
CC: Shakerl@luc.edu <Sbakerleã)iuc.edu>; bneuman~^tarnut.edu <bneuman@tamut.edu> 

rbaric@eniail.unc.edu <rbaric s sail.unc.edu>; staniey-Perlman@uiowa.edu <stanley-
oerlman@uiowa.edu>; lampoon )hku.hk <Ilmpoon )hku.hk>; RJ.deGroot@uu.nl <R.J.deG 
root@uu.nl>; Ilmpoon@hkucc.hku.hk<llmpoon phkucc.hku.hk>; isola@cnb.csic.es <isola 
Cnb.csic.es>; christian.drosten a chaarite.de <christian.drosten@charite.de> 
Onderwerp: RE: Virus name, decision of the Coronaviridae Study Group 

Bart, 

What's the time zone Maria in? 

Sasha 

Sent from my Samsung Galaxy smartphone. 

-------- Original message --------
From: John Ziebuhr <ohn.ziebuhr~viro.med.uni-giessen.de>
Date: 1/23/20 21:57 (GMT+01:00) 
To: "B.L. Haagmans" <b.haagmans(aerasmusmc.nl>
Cc: "Gorbalenya, A.E. (MSTAT)" 
<A.E.Gorbalenya@lumc.nl>, Sbakerl@luc.edu, bneuman@tamut.edu, rbaric(2i)emai 
l.unc.edu, stanley-
perlman uiowa.edu, llmpoon(d)hku.hk, R.J.deCrroot(c)uu.nl, llmpoon A hkucc.hku.h 
k, iso'a (.:lcnb.csic.es, christian.drosten~a,charite.de 

o 

Subject: Re: Virus name, decision of the Coronaviridae Study Group 

Many thanks, Bart. I will do this tomorrow morning (CET), hoping that we can all 
(Leo?) agree with the name SARS-CoV-2. 



Best regards, 
John 

Von meinem iPhone gesendet 

Am 23.01.2020 um 21:43 schrieb B.L. Haagmans 
<b.haagmans(c~erasmusmc.nl>:

I talked to Maria van Kerkhove at WHO (vankerkhovern(c)who.int) and 
she will act as contact person. They are apparently convening a group to 
work on this. 
So probably best if John communicates the outcome of our discussion to 
WHO on behalf of the Coronaviridae Study Group. 
Bart 

Van: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>
Verzonden: Thursday, January 23, 2020 8:14:00 PM 
Aan: Alexander Gorbalenya (A.E.Gorbalenya@lumc.nl) 
<A.E.Gorbalenya@lumc.nl>
CC: Sbairerl@luc.edu <Sbakerl@luc.edu>; bneuman@tamut.edu <bneuman 
@ta iLit.edu>; rbaric@email.unc.edu <rbaric@email.unc.edu>; stanley-
perlman@uiowa.edu <stanle --
perlmanCaluiowa.edu>; Ilmpoon@hku.hk <Ilmpoon@hku.hk>; R.J.deGroot@u 
_u ni <R.J.deGroot@uu.nl>;b.haag means@erasmusmc.nl <b.haagmansi e;-asm 
usmc.nl>; llmpoont hkucc.hku.hk <IlmpoonLihkucc.hku.hk>; Isola d1cnb.csic. 
es <isola@cnb.csic.es>; christian.drosten@charite.de <christian.drosten@cha 
rite.dre> 
Onderwerp: Re: Virus name, decision of the Coronaviridae Study Group 

Thanks, Sasha, for this clarification in your first sentence. I referred in 
my email to PREVIOUSLY established virus names (genome sequences 
were deposited in databases years ago and have been used in many 
publications!). I agree with you that, for NEW isolates detected in 
whatever species, names should now contain a reference to SARS-CoV-
1 and, preferably, also contain some reference to indicate the host 
species from which the respective virus was isolated. We could 
recommend this. 

Best, 
John 

Am 23.01.2020 um 19:50 schrieb 
<A.E.Gorbaleny,LiCt lumc.nl> <A.E.Gorbalenya(a),lumc.nl>: 

Hello, 

There could be a room for proceeding with the Susan's 
suggestion, if it is applied to new isolates; we could expect that 
epidemiological research on SARS-CoV-1 will continue. 



Since this application - as well as the virus naming (!) - is outside 
of the CSG remit, as John reminded, our decisions may be called 
"recommendations". 

Best, 

Sasha 

From: John Ziebuhr [john.ziebuhrCuiviro.nmed.uni-giessen.de]
Sent: Thursday, January 23, 2020 7:29 PM 
To: Baker, Susan 
Cc: Benjamin Neuman; Baric, Ralph S; Gorbalenya, A.E. 
(MSTAT);st !!,Ig 
edlnoan@uiowa.edu;llmpoon(hku.hk; R.J.deGroot@uu.nI; b.haa 

gmAn5@erasnn smc.nl;llmpoon@hkucc.hku.hk; isoia@cnb.csic.es 
cl,iristian.dros eenii)c~sarite.c:... 

Subject: Re: Virus name, decision of the Coronaviridae Study 
Group 

Hi Susan, 

No, this does not fall within the remit of the CSG (it is 
below the species level). Also, I think it would cause major 
confusion in the community if people started renaming 
PREVIOUSLY characterized isolates from different 
species that have been available in databases for many 
years. 

John 

Am 23.01.2020 um 19:02 schrieb Baker, Susan 
<Shakerl 1uc.edu>: 

Hi John, 
If we go with SARS-CoV-2 (which seems 
reasonable), should our study group report 
suggest that people use SARS-CoV-1 when they 
refer to the 2003 epidemic? 
Susan 

From: John Ziebuhr <.I.ohh! . zi.e . .h.r@y i.r. ....niedLu~''_z..- 
g essen.de> 
Sent: Thursday, January 23, 2020 11:41 AM 
To: Benjamin Neuman <bneuman@tamut.edu>
Cc: Baric, Ralph S 
<rbaric@email.unc.edu>; A.E.Gorbalenya@Iumc.nl 
stanle—Perlman@uiowa.edu; Iimpoon@hku.hk; 

Baker, Susan 
<Sbakerl@luc.edu>; R.J.deGroot@uu.n1; b.haagm 
ans@erasmusmc.nl; lampoon@hkucc.hku.hk; isoia 



C c:nb.csic.es; chrustian.droston( charite.de 
Subject: Re: Virus name, decision of the 
Coronaviridae Study Group 

Ben, 

I think it will be just a matter of time that, 
similar to what happened to HIV- 1 (instead of 
HIV) in the past, people will start using the 
name SARS-CoV-1 if they want to refer to the 
virus from the 2003 epidemic. 

Re Susan's question: The relatively short name 
SARS-CoV-2 could easily be extented by 
sample/lab/sequence numbers. This would be 
much less practicable if we used long virus 
names, such as SARS-like HCoV 2019. 

John 

Am 23.01.2020 urn 18:14 schrieb 
Benjamin Neuman 
<bneuman(ir)tamut. edu>: 

I can get behind SARS-CoV-2 as 
well - presumably naming a place 
and a date as in influenza would 
be OK for a particular isolate? 
And does it mean 
retrospectively constructing an 
informal umbrella or 
perhaps serogroup without 
formal taxonomic standing for the 
previous epidemic SARS as SARS-
CoV-1? That seems like it would 
be a reasonable 
recommendation, if it is what the 
committee proposes. 

Benjamin Neuman 

Professor and Chair of Biological 
Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr 



<iohn.ziebuhr@viro.med.uni-
5en.de> 

Sent: Thursday, January 23, 2020 
11:01 AM 
To: Baric, Ralph S 
Cc: A.E.Gorbalenya@lumc.nl; stanlev-
QeJ an@uiowa.edu; lampoon@hku. 
f•hk; Benjamin 
Neuman; Sbakerl@luc.edu; R.J.deGr 
oot@uu.nl; b.haa rnans(ca)erasmusm 

Ilmpoon@hkucc.hku.hk; Isola c 
nb.csic.es; christian.drosten@charite 
.de 
Subject: Re: Virus name, decision of 
the Coronaviridae Study Group 

Many thanks for all your input. It 
seems we are approaching a 
consensus in terms of keeping 
"SARS" in the virus name. To keep 
the name simple, I would like to 
come back to Raoul's suggestion: 
SARS-CoV-2. This would correctly 
reflect the phylogenetic 
relationship of the virus and 
perhaps, in the short term, not 
contribute too much to fear in the 
public (because health authorities 
may keep saying that this virus 
differs from SARS-CoV). 

Best, 
John 

Am 23.01.2020 um 
17:49 schrieb Baric, 
Ralph S 
<rbaric@email.unc.ed
u>: 

Dear All, Dr. Shi has a 
biorix paper showing 
the new SARS-like CoV 
uses hACE2 as a 
receptor for entry. 
Seems to me there is 
no escaping the fact 
that it is a kissing cousin 



to SARS-CoV. Given the 
fact that several other 
SARS-like CoV are 
circulating in bats that 
also use ACE2 receptors 
and grow in primary 
human cells, I don't 
think it is appropriate 
to uncouple the 
relationship with SARS-
CoV-both for long-term 
planning, public health 
priorities and desire to 
alleviate public 
concern. The fact is 
that a range of SARS-
like bCoV that vary 
between 1-25% are 
likely positioned to 
emerge at sometime in 
the future. Moreover, it 
is impossible at this 
point to alleviate public 
concern after 20 million 
people in two cities 
have been placed under 
quarantine. 
Consequently, I favor a 
name that reflects the 
biological origins of the 
virus-as it will prove 
critical for long-term 
global health planning 
for repeat events in the 
future. I like Human 
SARSr-CoV 2019" or 
hSARS-CoV 2019 
(Human SARS 
coronavirus 2019) or 
even SARS-like HCoV 
2019. 

I also believe that the 
CSG should be in 
charge, in consultation 
with other bodies, e.g. 
WHO, re virus naming. 
Ralph 

From: A.E.Gorbalenya
lumc.nl <A.E.Gorbale 

nya@lumc.nl> 
Sent: Thursday, January 



23, 2020 11:09 AM 
To: stanley-
perlman@uiowa.edu; li 
mpoon@hku.hk 
Cc: bneuman@tamut.e 
du; iohn.ziebuhr@viro. 
med.uni-giessen.de; 
Baric, Ralph S 
<rbaric@email.unc.edu 
>; Sbakeri@Iuc.edu; _R J 
.deGroof@uu.nk b.haa 

@erasmusmc.nl; 
Ilmpocn hkucc.hku.hk 
Isola@cnb.csic.es; chn 

stian.drosten@charite. 
de 
Subject: RE: Virus 
name, decision of the 
Coronaviridae Study 
Group 

Dear All, 

I assume that there are 
people on the CSG, who 
are involved with the 
WHO on this issue 
(Christian, Leo?). Could 
they enlighten about 
the WHO position and 
whether the WHO will 
be comfortable with the 
CSG deciding on this 
matter within a 
timeframe it finds 
reasonable? 

Best, 

Sasha 

From: Perlman, Stanley 
[Ltan~e`  
perlrnan(a, uiowa.edu]
Sent: Thursday, 
January 23, 2020 4:51 
PM 
To: Leo Poon 
Cc: Benjamin Neuman; 
John 
Ziebuhr; rbaric@email.0 
nc.edu; Sbakerl-~Iuc.ed 
u; Groot, R.J. de 
(Raoul); b.haagmans@e 



rasmusmc.nl; Ilm oon 
hkucc.nku.hk; isola cn 
b.csic.es; Drosten, 
Christian; Gorbalenya, 
A.E. (MSTAT) 
Subject: Re: Virus 
name, decision of the 
Coronaviridae Study 
Group 

Leo, 

I know that you are 
correct about the 
WHO 
recommendation, but 
I like Ben's idea. 
John's nomenclature 
is also fine with me. 
My children call the 
disease WURS 
(Wuhan respiratory 
syndrome), which has 
an easy name to 
remember, like 
SARS, MERS. This 
also shows what we 
talk about at the 
dinner table. 

Stanley 

Stanley Perlman, MD, 
Ph.D. 
Professor 
Depts of 
Microbiology and 
Immunology, and 
Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 
23, 2020, 
at 9:45 
AM, Leo 
Poon 
<limpoon

> wrote: 



Ben, 

WHO 
doesn't 
want a 
virus 
named 
after a 
location 
any 
more. 

Cheers, 

Leo 

From: Ben 
jamin 
Neuman 
<bneuma
n@tamut. 
edu>
Sent: 23 
January 
2020 
23:39 
To: John 
Ziebuhr; r 
baric em 
ail.unc.ed 
u;Sbakerl

luc.edu; 
Groot, R.J. 
de 
(Raoul); b. 
haagrnans 
@erasmus 
mc.nl;
Perlman, 
Stanley; II 
mpoon@h 
kucc.hku.h
k; isola@c 
nb.csic.es;
Drosten, 
Christian; 
A.E.Gorbal
en a lu 
mc.ril
Subject: R 
e: Virus 



name, 
decision 
of the 
Coronaviri 
dae Study 
Group 

The 
name 
Wuhan 
seems to 
be the 
most 
often 
used by 
the 
public, 
but I 
think 
Wuhan 
seafood 
market 
pneumon 
is virus, 
as posted 
on the 
original 
genome 
sequence 
, is a bit 
wordy. 
But 
presuma 
bly, it 
would be 
a bit 
stigmatizi 
ng to 
name-
check 
Wuhan? 

I think 
there 
might be 
push-
back 
from the 
patholog 



y side of 
our 
field on 
calling it 
a strain 
of SARS if 
the 
receptor 
is 
different, 
as 
appears 
to be the 
case 
from the 
divergent 
spike 
RBD. 

I can live 
with 
either of 
those 
names 
proposed 
, if there 
is 
consensu 
S. 

What do 
you think 
of Huma 
n 
coronavir 
us-
Wuhan 2 
019 
(HCoV-
Wuhan 
2019), in 
the 
model of 
229E, 
OC43, 
NL63 and 
HKU1? 

Or 



perhaps 
abbreviat 
e 
to HCoV-
WU19? 

Benjamin 
Neuman 

Professor 
and Chair 
of 
Biological 
Sciences 
STEM 
309D 
Texas 
A&M 
University-
Texarkana 
Texarkana 

TX 75503 

From: Joh 
n Ziebuhr 
<iohn.zieb 
uhr@viro. 
med.uni-
Riessen.de 

Sent: Thur 
sday, 
January 
23, 2020 
9:21 AM 
To: rbaric
@email.0 
nc.edu; Sb 
a ken l lu 
c.edu;
Groot, R.J. 
de 
(Raoul); b. 
haagrnans 
@erasmus 
mc.nl; 
Benjamin 
Neuman; 
Perlman, 
Stanley; II
mpoon@h 



kucc.hku.h
k; isola@c 
nb.csic.es;
Drosten, 
Christian; 
A.E.Gorbal
en a Iu 
mc.nl
Subject: V 
irus name, 
decision 
of the 
Coronaviri 
dae Study 
Group 

Dear All, 
I would like 
to get your 
view (as 
members of 
the Coronviri 
doe Study 
Group) on 
the naming 
of the 
coronavirus 
causing the 
ongoing 
outbreak in 
Wuhan. 
Things are 
moving fast, 
so it would 
be good to 
get an 
agreement 
on this as 
soon as 
possible, 
ideally also 
with key 
WHO people 
involved 
once we 
have 
reached an 
agreement 
in the SG 
(similar to 
what we did 
with MERS 
in 2013,JVI 
paper). 
Sasha and I 
are planning 
to put 
together a 
short paper 
in which we 
(and I hope 
all members 



of the 
Coronavirida 
e Study 
Group will 
join in) make 
a statement 
on the 
position of 
this virus 
within the 
existing 
taxonomy. 
Sasha is 
currently 
working on 
this. 
Regarding 
the 
phylogenetic 
position of 
the virus, it 
is clear that 
the virus is 
part of an 
existing 
species 
called SARS-
related 
coronavirus. 
All other 
viruses/isola 
tes in that 
species 
(irrespective 
of whether 
they were 
isolated 
from 
humans, 
bats or other 
animals) 
have"SARS" 
in their 
names (SARS-
CoV XYZ, 
SARSr-CoV 
XYZ etc.). 
Thus, it 
would be 
more than 
justified to 
(also) have a 
reference to 
SARS in the 
name of this 
"new" virus. 
My 
suggestion 
would be: 
hSARS-CoV 
2019 
(Human 
SARS 
coronavirus 
2019). 



Having said 
this, I am 
fully aware 
that there 
will be major 
concerns 
from health 
authorities 
which do not 
want to give 
the 
impression t 
hat "SARS is 
back". 
The diseas 
e caused 
by the 
"new" 
virus may 
be very 
different 
from that 
caused 
by SARS-
COV. And it 
will be 
difficult to 
get the 
message 
across to the 
general 
public that 
closely 
related 
(even nearly 
identical) 
viruses may 
cause very 
different 
outcomes of 
disease (see 
vaccine 
strains etc.). 
To address 
this latter 
concern, we 
may call the 
virus: RS-
CoV 2019 
(Respiratory 
syndrome 
coronavirus 
2019). 
Please let 
me know 
your views 
and get back 
to me as 
soon as 
possible. 
Best regards, 
John 



Prof. Dr. John 
Zlebuhr 
Institute of 
Medical 
Virology 
Justus Liebig 
University 
Giessen 
Schubertstrass 
e 81(BFS) 
35392 Giessen 
Germany 
Tel.: 

Fax: +49-641-
9941209 
E-
mail: iohn.zieb 
uhr(aviro.med. 
uni-eiessen.de 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Fri 1/24/2020 9:24:59 AM (UTC-05:00) 
To: Baric, Ralph S[rbaric@email.unc.edu]; B.L. Haagmans[b.haagmans@erasmusmc.nl]; 'Drosten, 

Christian'[christian.drosten@charite.de]; John Ziebuhr[John.Ziebuhr@viro.med.uni-giessen.de]; 
Isabel Sola[isola@cnb.csic.es]; Leo Poon[llmpoon@hku.hk]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; Sbakerl@luc.edu[Sbakerl@luc.edu]; 
bneuman@tamut.edu[bneuman@tamut.edu]; stanley-perlman@uiowa.edu[stanley-
perlman@uiowa.edu]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk] 

Subject: RE: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

Me too ( except perhaps hu instead of human?) 

Raoul 

Sent from my Samsung Galaxy smartphone. 

Original message --------
From: "Baric, Ralph S" <rbaric@email.unc.edu> 
Date: 1/24/20 15:14 (GMT+01:00) 
To: "B.L. Haagmans" <b.haagmans@erasmusmc.nl>, "Drosten, Christian" <christian.drosten@charite.de>, 
John Ziebuhr <John.Ziebuhr@viro.med.uni-giessen.de>, Isabel Sola <isola@cnb.csic.es>, Leo Poon 
<llmpoon@hku.hk>, A.E. Gorbalenya@lumc.nl, Sbakerl@luc.edu, bneuman@tamut.edu, stanley-
perlman@uiowa.edu, "Groot, R.J. de (Raoul)" <R.J.deGroot@uu.nl>, llmpoon@hkucc.hku.hlc 
Subject: RE: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

I could be happy with this as well. 

From: B.L. Haagmans <b.haagmans@erasmusmc.nl> 
Sent: Friday, January 24, 2020 8:26 AM 
To: 'Drosten, Christian' <christian.drosten@charite.de>; John Ziebuhr <John.Ziebuhr@viro.med.uni-giessen.de>; 
Isabel Sola <isola@cnb.csic.es>; Leo Poon <Ilmpoon@hku.hk>; Baric, Ralph S <rbaric@email.unc.edu>; 
A.E.Gorbalenya@lumc.nl; Sbakerl@luc.edu; bneuman@tamut.edu; stanley-perlman@uiowa.edu; 
R.J.deGroot@uu.nl; llmpoon@hkucc.hku.hk 
Subject: RE: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-•2/Human/201.9/Wuhan_XYZ...12345 would perfectly make sense to me. 
Bart 

Van: Drosten, Christian <chr 1: E ,fro;'# of ° E r¤ r.: > 
Verzonden: vrijdag 24 januari 2020 13:16 
Aan: John Ziebuhr <vohn. ,r viro.med.uni iessen.de>; Isabel Sola <isola@cnb.csic.es>; Leo Poon 
<Ilmpoon hku.hk>; Baric, Ralph S <rbaric@eemail.unc.edu>; A.E.Gorbalenya@lumc.nl; B.L. Haagmans 
<b.haag_n:'@erasmusmc.n¤>; Sbakerl luc.edu; bneuman@tamut.edu; stanley-perlman@uiowa.edu: 

Onderwerp: Re: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2_hu/2019/Wuhan_XYZ12345 is good IMHO, but the "human" could as well go like with the influenza 
nomenclature: SARS-CoV-2/Human/2019/Wuhan_XYZ12345 



Christian 

Professor Christian Drosten 
::: -  : 1St) of :•., 

)i!rctcr, Cs. . . ...'. !oh l Health 

Charit, I. !niv-i-=&tatsrr+ediz-: , Berlin 
Ca!T'p;.,s -hare ilitte 

Charitr. 

Germany 

E •Ma: christian.drostentcharite.de 
https://virc ,:.1 .= :.'^r-. : d. e/ 

tps:llpobahealth.charite.de/ 

Von: John Ziebuhr <Iohn.Ziebuhr@viro.med.uni-Riessen.de>
Datum: Freitag, 24. Januar 2020 um 13:10 
An: Isabel Sola <isola@cnb.csic.es>, Leo Poon <Ilmpoon@hku.hk>, "Baric, Ralph S" 
<rbaric@email.unc.edu>, "A.E.Gorbaienya@iumc.nl" <A.E.Gorbalenya@iumc.ni>, 
"b.haaRmans@erasmusmc.nl" <b.haagmans@erasmusmc.nl>, "Sb.. ..: '. . :" iuc.edu" <Sbakerl@luc.edu>, 
"bneuman@tamut.edu" <bneuman',-.tamut.edu>, "stanley-periman@uiowa.edu" <stanle -
perlman@uiowa.edu>, "R.J.deCroot@uu.nl" <R.J.deGroot@uu.nl>, "llmpoon@hkucc.hku.hk" 
<I  kucc.hl<u.hk>, Christian Drosten <christir en . rosten,^?charite.de> 
Betreff: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2_h u/2019/Wu ha n_XYZ12345 



From: Perlman, Stanley[stanley-perlman@uiowa.edu] 
Sent: Fri 1/24/2020 10:57:24 AM (UTC-05:00) 
To: John Ziebuhr[John.Ziebuhr@viro.med.uni-giessen.de] 
Cc: B.L. Haagmans[b.haagmans@erasmusmc.nl]; Baker, Susan[Sbakerl@luc.edu]; Drosten, 

Christian[christian.drosten@charite.de]; Isabel Sola[isola@cnb.csic.es]; Leo 
Poon[llmpoon@hku.hk]; Baric, Ralph S[rbaric@email.unc.edu]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
bneuman@tamut.edu[bneuman@tamut.edu]; R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk] 

Subject: Re: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

I am fine with this as well. Either Human or Hu is ok with me. 
Stanley Perlman, MD, Ph.D. 

Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 24, 2020, at 8:35 AM, Baker, Susan <Sbakerl a1uc.edu> wrote: 

SARS-CoV-2/Human/2019/W u ha nXYZ12345 

Makes sense to me, and supports a consistent naming scheme. Thanks to all for the discussion. 
Susan 

From: B.L. Haagmans <
Sent: Friday, January 24, 2020 7:26 AM 
To: 'Drosten, Christian < ; iristian.dr osten@char ->; John Ziebuhr <Jo un.Z ebuhr;wviro.rned.un -
eiessen.de>; Isabel Sola <isoia@cnb.csic.es>; Leo Poon <s,l;,F: ..;,: n: hku.hk>; Baric, Ralph S 
<rbar is@ema l.unc.edu>; A_E-Gorbalenya - lumc.ni; Baker, Susan 
<Sba erl{: luc.edu>;bneuma i+ tarnut..edu; star[¤.y_ 

R.J.deGroot~'!Juri , I I T_pCori l~lfl *'f'.~lcLl Tl: 

Subject: RE: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-•2/Human/201.9/Wuhan_XYZ.12345 would perfectly make sense to me. 
Bart 

Van: Drosten, Christian < n c> 
Verzonden: vrijdag 24 januari 2020 13:16 
Aan: John Ziebuhr < ', ,. , _, viro.m d.0 ni-Riessen.de>; Isabel Sola <isola cnb.csjc. >; Leo Poon 
<iInipoon@hku.hk>; Baric, Ralph S <rbaric;wemail.unc.edu>; A.E.Gorbalenya@lurr►c.nl; B.L. Haagmans 
<b.haagmans@erasrrmusmc. i>; Sbakerl @ luc.edu, bneuman@tarmut.edu; stanley-
aeY ~'. r; ~;snwa. d !; R_J.deGroot@uu.ni; !':•m oon; hk.ucc.h;;u.hk 
Onderwerp: Re: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2_hu/2019/Wuhan_XYZ12345 is good IMHO, but the "human" could as well go like with the 
influenza nomenclature: SARS-CoV-2/Human/2019/Wuhan_XYZ12345 

Christian 



Professor Christian Drosten 
S .a of \. ..

Sci; ii1i: ' )  ctor. c:.'s -lobal Health 

iii-. Llnivr: ::•mediz-: Beriirs 

Char 1 

Germany 

E  cliristian.drosten.achar~ie de 
h+t's ~; ro' ina f i.dei 
ht s://a]obaftealthcharite.de/ 

Von: John Ziebuhr <Jahn.Ziebuhriviro.med.uni-giessen,re>
Datum: Freitag, 24. Januar 2020 um 13:10 
An: Isabel Sola <isola@.@cfib.csic.es>, Leo Poon <ilmpoon@hku.hk>, "Baric, Ralph S" 
<r i ar ic@ernaii.unc.ed :>, "A.E.Gorbaienya@iumc.nl" <A.E.GorbaIenya@lumc.ni>, 
"h.hagmans@erasrnusrnc.nl" <b.haagmans@erasmusmc.nl>, "Sbakerl@luc.edu" 
<Sba oer' @luc.edu>, "bneuman@tamut.edu" <bneuman@tamut.edu>, "stanley-
perlrnan @uio`J`Ja.edu" <stanley-perlman@ulowa.edu>,  "R.J.deGroot{ uu.nl" 
<R.J.deGroot@uu.nl>, "ilmpoon ~hkucc.hku.hk" <Iimpoon. hkucc.hku.hk>, Christian Drosten 
<, F  tan.drostenQcharite.de> 
Betreff: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2 hu/2019/Wuhan XYZ12345 



From: John Ziebuhroohn.ziebuhr@viro.med.uni-giessen.de] 
Sent: Fri 1/24/2020 1:12:29 PM (UTC-05:00) 
To: Perlman, Stanley[stanley-perlman@uiowa.edu]; B.L. Haagmans[b.haagmans@erasmusmc.nl]; 

Baker, Susan[Sbakerl@luc.edu]; Drosten, Christian[christian.drosten@charite.de]; Isabel 
Sola[isola@cnb.csic.es]; Leo Poon[Ilmpoon@hku.hk]; Baric, Ralph S[rbaric@email.unc.edu]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
bneuman@tamut.edu[bneuman@tamut.edu]; R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
Ilmpoon@hkucc.hku.hk[Ilmpoon@hkucc.hku.hk] 

Subject: Re: [ext] Virus name, decision of the Coronaviridae Study Group 

Dear All, 
I think we reached an agreement, which is great! - I thank you all for these very constructive discussions. 

The following decisions were made: 

1) The name will be SARS-CoV-2 (SARS coronavirus 2). 

2) A recommendation will be made that specific isolates should be named according to the following 
scheme: SARS-CoV-2/Hu man/2019/Wu han_XYZ12345 

I have contacted WHO this morning (indicating where the study group is going) but did not receive a reply yet. I 
can imagine that, in the current emergency state in China, WHO is not keen on going ahead with adopting a 
name that makes a reference to SARS. I must say that I fully understand this policy at this moment in time. 

As for the CSG, it will now be important to put together a paper that firmly establishes the phylogeny of SARS-
CoV-2 and puts this virus in context to previously described viruses in that particular species and lineage. Sasha 
is working on this. This manuscript will present the scientific basis for the decision of the CSG to introduce this 
particular virus name and it will also include biological implications of Sasha's analysis. 

Many thanks again and best regards, 

John 

Am 24.01.2020 um 16:57 schrieb Perlman, Stanley <stanley-perlman(uuiowa.edu>:

I am fine with this as well. Either Human or Hu is ok with me. 
Stanley Perlman, MD, Ph.D. 
Professor 
Depts of Microbiology and Immunology, and Pediatrics 
BSB 3-712 
University of Iowa 
Iowa City, IA 52242 

On Jan 24, 2020, at 8:35 AM, Baker, Susan <Sbakerl iluc.edu> wrote: 

SARS-CoV-•2/Human/201.9/W a ha n_XYZ12345 



Makes sense to me, and supports a consistent naming scheme. Thanks to all for the 
discussion. 
Susan 

From: B.L. Haagmans <
Sent: Friday, January 24, 2020 7:26 AM 
To: 'Drosten, Christian <christiaan.drosten vcl ari --.de>; John Ziebuhr 
<John.Ziebuhr virus adruh aiessen.de>; Isabel Sola <isola@cnb.csic.es>; Leo Poon 
<'Irrtcoc r-.äi%u.hk>; Baric, Ralph S <rbaric@erriai nc.edu>, A E. Gorbalen lu is 
Baker, Susan <Sbaker1Ca)Iuv.eu:>;bnepmanQ_tamu .e 1p; staney 

R.J.deGroot )uu.rii; I!mDoon@hkucc.hku.h'.
Subject: RE: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-•2/Human/201.9/Wuhan_XYZ..12345 would perfectly make sense to me. 
Bart 

Van: Drosten, Christian <chr tan.d oen@chdrit cE> 
Verzonden: vrijdag 24 januari 2020 13:16 
Aan: John Ziebuhr < ' n. n-,uh.r;'vifc,m d.uni-glesSEn dd->; Isabel Sola 
<isuia cnb.csic.es>; Leo Poon <ilr goon@hku.hk.>; Baric, Ralph S 
<rbarici ue:raiI.unc.edu>; ,• _L-'.Gorbalenya - lumc.ni; B.L. Haagmans 
<b.haag naps meta smusmc.nl>; Sbaker1@uc.edu bneuma;i@tamut.edu; Startley-

, r , si; R, eGroot tuL , on t cC !!~.ilt ;m~.c U IIRia. 

Onderwerp: Re: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2_hu/2019/Wuhan_XYZ12345 is good IMHO, but the "human" could as well go 
like with the influenza nomenclature: SARS-CoV-2/Human/2019/Wuhan_XYZ12345 

Christian 

Professor Christian Drosten 
Di'. .e of V:' - y 

•;c:o., Chi. Global Health: 

C barite niv rsitatsrredia : Berlin 
Campos i.hae Vlitte 

Charitepla — 1 

C •. Flirt 
Germany 

E-Mail: c°hristian.drosten(charite.de 
httpS 11viroloq ie- ccrn. charite. de: 

httos://o]obaIFealth.charite.de/

Von: John Ziebuhr <.john.ZlehuhrPyiro.med.uni-gjessen.de>
Datum: Freitag, 24. Januar 2020 um 13:10 
An: Isabel Sola <isola_@cnu.csic.es>, Leo Poon <ilm cone^~•hku.hk>, "Baric, Ralph S' 
<rbarict ema►l.unc.edu>, A.E_Gorbalenva@i ms.ni <A.E.Gor. -4 enyaLLiurn7.rii> ------------- 
"b.haagmans@erasmusmc.ni" <b.haagmaris@erasmusmc.nl>, " Sbaker 1@luc.edu" 
<Sbaker @luc.edu>, "bneuman@tamut.edu" <bneuman@tamut.edu>, "stanley-



perlman@ uiowa.ed; <stanley-periman uio-vla.edu>, "R.J.deGroot@uu.nl" 
<".!   r v t(i'uu nl>, "11,-npoont hkucc.hku.hk" <limpoon@hkucc.hku.hk>, 
Christian Drosten <c rist an.drostep char ite.de> 
Betreff: [ext] Re: Virus name, decision of the Coronaviridae Study Group 

SARS-CoV-2 hu/2019/Wuhan XYZ12345 



From: zlshi[zlshi@wh.iov.cn] 
Sent: Thur 2/13/2020 3:26:25 AM (UTC-05:00) 
To: Baric, Ralph S[rbaric@email.unc.edu] 
Subject: virus name 
Attachment: A unique and unified name is needed for the novel coronavirus from Wuhan_SJ_clean.docx 

Dear Ralph, 

We heard that the 2019-nCoV was renamed as SARS-CoV-2. We had a fierce discussion among 
Chinese virologists. We have some comments on this name, I'm wondering if the CoV study group 
would consider a revision. 

I attached the comments from me na dmy Chinese colleague. 

Best regards, 
Zhengli, 

SHI Zhengli, Ph. D 
Senior Scientist & Professor 
Wuhan Institute of Virology, Chinese Academy of Sciences 
44 Xiao Hong Shan 
430071 Wuhan, Hubei 
China 
Tel & Fax: 
Email: zlshi a),wh.iov.cn 



Suggestion to the Coronavirus Study Group (CSG) of ICTV 

A unique and unified name is needed for the novel coronavirus identified from 
Wuhan 

An outbreak of unusual pneumonia of unknown cause in Wuhan, China was first 

reported in December, 2019. By 5 January, 2020, Chinese scientists had quickly 

identified the causative agent as a new type of coronavirus (CoV) belonging to the 

Betacoronavirus genus of the Coronaviridae family that also includes severe acute 

respiratory syndrome (SARS)-CoV and Middle East respiratory syndrome (MERS)-

CoV (Zhu et al., 2020; Zhou et al., 2020; Wu et al., 2020; Chen et al., 2020). On 12 

January 2020, the World Health Organization (WHO) temporarily named the virus as 

2019 novel coronavirus (2019-nCoV) (WHO webpage). On 30 January, WHO 

recommended naming the disease as "2019-nCoV acute respiratory disease" (WHO 

webpage). On 8 February 2020, the China National Health Commission (CNHC) 

announced naming the disease as "Novel Coronavirus Pneumonia" (NCP) (CNHC 

webpage). On 11 February 2020, WHO renamed the disease as "coronavirus disease 

2019" (COVID-19) (WHO webpage). On 7 February 2020, the Coronavirus Study 

Group (CSG) of the International Committee on Virus Taxonomy (ICTV) posted a 

manuscript at bioRxiv and suggested designating the novel coronavirus as "severe 

acute respiratory syndrome coronavirus 2 (SARS-CoV-2)" based on the 

phylogenetic analysis of related coronaviruses (Gorbalenya et al., 2020). 

By 11 February 2020, the new coronavirus had caused more than 40,000 confirmed 

infections and more than 1000 deaths, mostly in mainland China, in spite of efforts by 

the Chinese government and its people to contain spread of the virus in past weeks. It 

goes without saying that the effects of the epidemic on all the aspects of Chinese life 

are devastating and, possibly, irreversible. Consequently, appropriately naming the 

virus and disease becomes a matter of importance to the Chinese people, in general, 

and virologists, in specific, and the issue has been fervently discussed and debated 



among scientists with outcomes so far, as noted above. We fully agree that the new 

virus and SARS-CoV belong to the same virus species by classification. However, the 

consensus opinion of Chinese virologists is that none of the currently proposed names 

reflects the uniqueness and characteristics of the novel virus and that more 

consideration is needed for naming the virus. Based on the following reasons, we 

propose giving a unique and unified name to the new virus. 

1. All proposed names are either too generic, or too similar, to previously well-

known viruses, or contain an Arabic number. This makes it hard to remember or 

recognize, leading to a tendency among the general population and scientists alike to 

use a shorthand term such as "Wuhan coronavirus" or "Wuhan pneumonia". This has, 

in fact, been the case since it was named as 2019-nCoV. This practice would, 

however, stigmatize and insult the people in Wuhan, who are still suffering from the 

outbreak. 

2. The new virus has clinical, virological and epidemiological manifestations 

different from those of previously known coronaviruses, including SARS-CoV. 

Therefore, the name of the virus should be unique and characteristic to its identity. 

Phylogenetic analysis does show that the new virus and SARS-CoV, as well as many 

SARS-like-CoVs from bats and some intermediate hosts, belong to the same virus 

species (SARSr-CoV) (Guan et al., 2005; Ge et al., 2013; Zhou et a1., 2020; 

Gorbalenya et al., 2020). Nonetheless, it is not appropriate to designate this new virus 

as SARS-CoV-2. First, if this new virus is named as SARS-CoV-2, then the 

previously known SARS-CoV should be renamed as SARS-CoV-1. This will lead 

bibliographic problems for the previous publications, and it is unnecessary. Second, 

the name SARS-CoV-2 does not reveal any apparent difference from SARS-CoV, 

thus misleading many into believing that it is just one type of SARS-CoV. This 

would, for example, lead many into thinking that the CFR of 2019-nCoV will increase 

to 10%, as it did for SARS, but this would cause worldwide panic and have a 

disastrous effect on the international economy. It might also be thought that a "SARS-

CoV-2" epidemic will plateau by summer- time and be gone like the SARS virus. This 

2 



may not be the case and may have adverse effects on the implementation of the 

outbreak control activities. 

3. The new virus is still evolving, and it is still too early to predict the outcome of 

the current outbreak. However, it is already clear that the infection of the new virus 

has diverse symptoms, from asymptomatic infection to severe pneumonia and even 

death. It has less case-fatality rate and higher transmissibility than SARS-CoV, 

indicating its clear difference from SARS-CoV. Again, therefore, it is not appropriate 

to designate the new virus as SARS-CoV-2 before we know more properties of the 

virus. 

4. In consideration of the above reasoning and in view of the contagiousness and 

transmissibility of the new virus, we suggest proposing a unique and easy-to-use name 

for it, such as "Transmissible acute respiratory coronavirus (TARS-CoV)" (Jiang 

and Shi, 2020). Another choice is "Human acute respiratory coronavirus (HARS-

CoV). In this way, the new coronavirus and SARS-CoV, as well as related bat SARS-

like coronaviruses, would, together, comprise the biological species of SARSr-CoV, 

which complies with the conventions of the classification and nomenclature of ICTV. 

Proposers: 

Zhengli Shi, Wuhan Institute of Virology, Chinese Academy of Sciences 

Shibo Jiang, Fudan University School of Medicine 

Wenjie Tan, China Center for Disease Control and Prevention 

Yuelong Shu, Sun Yat-sen University, School of Public Health (Shenzhen) 

Deyin Guo, Sun Yat-sen University School of Medicine 
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From: Drosten, Christian[christian.drosten@charite.de] 
Sent: Thur 2/13/2020 7:40:21 AM (UTC-05:00) 
To: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Perlman, Stanley[stanley-

perlman@uiowa.edu]; B.L. Haagmans[b.haagmans@erasmusmc.nl]; Baker, 
Susan[Sbakerl @luc.edu]; Isabel Sola[isola@cnb.csic.es]; Leo Poon[llmpoon@hku.hk]; Baric, 
Ralph S[rbaric@email.unc.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
bneuman@tamut.edu[bneuman@tamut.edu]; R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk] 

Subject: Re: [ext] Fwd: virus name 

Dear John, 

Bart and me joined a discussion in WHO while in the meeting yesterday. Your rendering of the situation is 100% correct. 
WHO entirely prioritizes on risk communication and inter-country sensitivities. Bart and I made the point that an acronym 
like COVID will inevitably be confused with a virus name because acronyms (HBV, CMV) are commonly associated with 
virus names. This whole discussion was to no avail. They will stick to COVID19 now that it is out, and will try to speak of 
"the virus that causes COVID19". We will have to live with this situation. 

Christian 

Professor Christian Drosten 
Di;.  :, rf Jr. .)gy 

.rctor. Uhs: Global Health 

Ch&ité Ur. .•.: Itsrrediz5; , Berlin 
Campos Cl ;itte 

Ci"'-:riteplatz 
D rlir+ 
Germany 

F •Mail: christ!an.dr(:,sterl c  ,c ,3r de 
httDs://virolo ..,-ccm.ch te.de/ 

tps:llaobalhealth.chanite.de/ 

Von: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de> 
Datum: Donnerstag, 13. Februar 2020 urn 13:20 
An: "Perlman, Stanley" <stanley-perlman@uiowa.edu>, "B.L. Haagmans" <b.haagmans@erasmusmc.nl>, 
"Baker, Susan" <Sbakerl@luc.edu>, Isabel Sola <isola@cnb.csic.es>, Leo Poon <Ilmpoon@hku.hk>, "Baric, 
Ralph S" <rbaric@email.unc.edu>, "A.E.Gorbalenya@lumc.nl" <A.E.Gorbalenya@lumc.nl>, 
"bneuman@tamut.edu" <bneuman@tamut.edu>, "R.J.deGroot@uu.nl" <R.J.deGroot@uu.nl>, 
"Ilmpoon@hkucc.hku.hk" <Ilmpoon@hkucc.hku.hk>, Christian Drosten <christian.drosten@charite.de> 
Betreff: [ext] Fwd: virus name 

Dear All, 

I am swamped with emails from Chinese colleagues, including eminent scientists in the field. You might be 
experiencing similar things at the moment. As the vast majority of these emails (or statements) do not make 
reference to the SCIENTIFIC ESSENCE of our paper, I am more than reluctant to enter such discussions because I fear 
that I would end up in heated POLITICAL rather than scientific discussions. Also, I feel that, if we start compromising 
the scientific basis of our taxonomic assignment and naming of the virus, we will get lost in never-ending discussions 
that are not helpful at the end of the day and may even complicate things further. 



In yesterday's discussions with WHO, CSG members including myself did their best to get across our central point that 
the name SARS-CoV-2 makes reference to a variety of (not just one) virus(es) isolated mainly from bats which all have 
been classified as belonging to an established virus species called Severe acute respiratory syndrome-related 
coronavirus. The virus name that the CSG decided upon makes reference to (the names of) genetically related viruses 
in that species (which all carry "SARS" in their names) rather than the disease (SARS) that few of these many viruses 
in that species caused in (some) humans in 2003. All this is laid out very clearly in our paper available at bioRxiv. And 
there is little to add... 

WHO did not question in any way that ICTV is in charge of classifying and naming viruses including the current one. 
There was no argument about that! - Possibly, they may resort to using (only) the name of the disease (COVID-19) 
whenever they can. If this helps in communications with Chinese health authorities, I do not mind and would even 
support this. 

The research arena, however, is a completely different matter. We should stick to what we decided upon using solid 
scientific arguments. In the long run, and following acceptance and publication of our manuscript (we hope, early 
next week??) and with NCBI, ICTV and other major research/virology players using the name we introduced, it will 
probably be just a matter of time that people will be using the new name SARS-CoV-2. 

In short, it will be important that CSG members (when approached by the press) highlight that our decision is purely a 
SCIENTIFIC judgement. And this decision is unlikely to be changed. 

Please let me know if you feel otherwise or want to have a discussion on this among study group members. 

Many thanks and best regards, 

John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: iohn.ziebuhr@viro.med.uni-giessen.de 



From: Benjamin Neuman[bneuman@tamut.edu] 
Sent: Thur 2/13/2020 7:50:10 AM (UTC-05:00) 
To: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Perlman, Stanley[stanley-

perlman@uiowa.edu]; B.L. Haagmans[b.haagmans@erasmusmc.nl]; Baker, 
Susan[Sbakerl @luc.edu]; Isabel Sola[isola@cnb.csic.es]; Leo Poon[Ilmpoon@hku.hk]; Baric, 
Ralph S[rbaric@email.unc.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
Drosten, Christian[christian.drosten@charite.de] 

Subject: Re: virus name 

That really explains what the WHO has been doing - thanks. 

I don't think changing the shared species name is a good option from a taxonomic or scientific perspective. 
And assuming the species stays, there really isn't much choice about what to call the virus. 

I don't think the name needs to change. A better solution may be to keep talking to whoever will listen, and 
to eventually normalize the broader concept of what a SARS coronavirus is. You have explained it very 
well. It's going to be a slow process, but we will get there eventually. 

Benjamin Neuman 
Professor and Chair of Biological Sciences 
STEM 309D 
Texas A&M University-Texarkana 
Texarkana, TX 75503 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de> 
Sent: Thursday, February 13, 2020 6:14 AM 
To: Perlman, Stanley; B.L. Haagmans; Baker, Susan; Isabel Sola; Leo Poon; Baric, Ralph S; A.E.Gorbalenya@lumc.nl; 
Benjamin Neuman; R.J.deGroot@uu.nl; llmpoon@hkucc.hku.hk; Drosten, Christian 
Subject: Fwd: virus name 

Dear All, 
I am swamped with emails from Chinese colleagues, including eminent scientists in the field. You might be 
experiencing similar things at the moment. As the vast majority of these emails (or statements) do not make 
reference to the SCIENTIFIC ESSENCE of our paper, I am more than reluctant to enter such discussions 
because I fear that I would end up in heated POLITICAL rather than scientific discussions. Also, I feel that, if we 
start compromising the scientific basis of our taxonomic assignment and naming of the virus, we will get lost 
in never-ending discussions that are not helpful at the end of the day and may even complicate things further. 

In yesterday's discussions with WHO, CSG members including myself did their best to get across our central 
point that the name SARS-CoV-2 makes reference to a variety of (not just one) virus(es) isolated mainly from 
bats which all have been classified as belonging to an established virus species called Severe acute respiratory 
syndrome-related coronavirus. The virus name that the CSG decided upon makes reference to (the names of) 



genetically related viruses in that species (which all carry "SARS" in their names) rather than the disease 
(SARS) that few of these many viruses in that species caused in (some) humans in 2003. All this is laid out very 
clearly in our paper available at bioRxiv. And there is little to add... 

WHO did not question in any way that ICTV is in charge of classifying and naming viruses including the current 
one. There was no argument about that! - Possibly, they may resort to using (only) the name of the disease 
(COVID-19) whenever they can. If this helps in communications with Chinese health authorities, I do not mind 
and would even support this. 

The research arena, however, is a completely different matter. We should stick to what we decided upon 
using solid scientific arguments. In the long run, and following acceptance and publication of our manuscript 
(we hope, early next week??) and with NCBI, ICTV and other major research/virology players using the name 
we introduced, it will probably be just a matter of time that people will be using the new name SARS-CoV-2. 

In short, it will be important that CSG members (when approached by the press) highlight that our decision is 
purely a SCIENTIFIC judgement. And this decision is unlikely to be changed. 

Please let me know if you feel otherwise or want to have a discussion on this among study group members. 

Many thanks and best regards, 

John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: john.ziebuhrL~viro.med.uni-giessen.de 



From: Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl] 
Sent: Thur 2/13/2020 7:53:41 AM (UTC-05:00) 
To: John Ziebuhr[john.ziebuhr@viro.med.uni-giessen.de]; Perlman, Stanley[stanley-

perlman@uiowa.edu]; B.L. Haagmans[b.haagmans@erasmusmc.nl]; Baker, 
Susan[Sbakerl @luc.edu]; Isabel Sola[isola@cnb.csic.es]; Leo Poon[llmpoon@hku.hk]; Baric, 
Ralph S[rbaric@email.unc.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
bneuman@tamut.edu[bneuman@tamut.edu]; Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
Drosten, Christian[christian.drosten@charite.de] 

Subject: RE: virus name 

Dear all, 

I fully concur. We should stick to our guns. As CSG and editors/reviewers of manuscripts, we are also in a position to 
ensure proper use of nomenclature in publications and we should do so. The issue will resolve itself. 
Politics and science mix poorly. You might be interested in the report by Martin Enserink in Science. 

Kind regards, Raoul 

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de> 
Sent: donderdag 13 februari 2020 13:14 
To: Perlman, Stanley <stanley-perlman@uiowa.edu>; B.L. Haagmans <b.haagmans@erasmusmc.nl>; Baker, Susan 
<Sbakerl@luc.edu>; Isabel Sola <isola@cnb.csic.es>; Leo Poon <Ilmpoon@hku.hk>; Baric, Ralph S 
<rbaric@email.unc.edu>; A.E.Gorbalenya@lumc.nl; bneuman@tamut.edu; Groot, R.J. de (Raoul) 
<R.J.deGroot@uu.nl>; llmpoon@hkucc.hku.hk; Drosten, Christian <christian.drosten@charite.de> 
Subject: Fwd: virus name 

Dear All, 

I am swamped with emails from Chinese colleagues, including eminent scientists in the field. You might be 
experiencing similar things at the moment. As the vast majority of these emails (or statements) do not make 
reference to the SCIENTIFIC ESSENCE of our paper, I am more than reluctant to enter such discussions because I fear 
that I would end up in heated POLITICAL rather than scientific discussions. Also, I feel that, if we start compromising 
the scientific basis of our taxonomic assignment and naming of the virus, we will get lost in never-ending discussions 
that are not helpful at the end of the day and may even complicate things further. 

In yesterday's discussions with WHO, CSG members including myself did their best to get across our central point that 
the name SARS-CoV-2 makes reference to a variety of (not just one) virus(es) isolated mainly from bats which all have 
been classified as belonging to an established virus species called Severe acute respiratory syndrome-related 
coronavirus. The virus name that the CSG decided upon makes reference to (the names of) genetically related viruses 
in that species (which all carry "SARS" in their names) rather than the disease (SARS) that few of these many viruses 
in that species caused in (some) humans in 2003. All this is laid out very clearly in our paper available at bioRxiv. And 
there is little to add... 

WHO did not question in any way that ICTV is in charge of classifying and naming viruses including the current one. 
There was no argument about that! - Possibly, they may resort to using (only) the name of the disease (COVID-19) 
whenever they can. If this helps in communications with Chinese health authorities, I do not mind and would even 
support this. 

The research arena, however, is a completely different matter. We should stick to what we decided upon using solid 
scientific arguments. In the long run, and following acceptance and publication of our manuscript (we hope, early 



next week??) and with NCBI, ICTV and other major research/virology players using the name we introduced, it will 
probably be just a matter of time that people will be using the new name SARS-CoV-2. 

In short, it will be important that CSG members (when approached by the press) highlight that our decision is purely a 
SCIENTIFIC judgement. And this decision is unlikely to be changed. 

Please let me know if you feel otherwise or want to have a discussion on this among study group members. 

Many thanks and best regards, 

John 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
E-mail: iohn.ziebuhr viro.med.uni-xiessende 



From: John Ziebuhroohn.ziebuhr@viro.med.uni-giessen.de] 
Sent: Fri 2/14/2020 9:26:34 AM (UTC-05:00) 
To: guodeyin@mail.sysu.edu.cn[guodeyin@mail.sysu.edu.cn]; 

shibojiang@fudan.edu.cn[shibojiang@fudan.edu.cn]; zlshi@wh.iov.cn[zlshi@wh.iov.cn] 
Cc: Isabel Sola[isola@cnb.csic.es]; Leo Poon[llmpoon@hku.hk]; Baric, Ralph 

S[rbaric@email.unc.edu]; A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Sbakerl @luc.edu[Sbakerl @luc.edu]; bneuman@tamut.edu[bneuman@tamut.edu]; stanley-
perlman@uiowa.edu[stanley-perlman@uiowa.edu]; R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
llmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: virus name 

Dear Deyin, dear Zhengli, dear Shibo, dear colleagues, 

Thank you very much for sharing your thoughts with me and other members of the CSG. Obviously, I 
(personally) cannot speak for other CSG members but would like to tell you and your colleagues that 
I am very grateful for your very thoughtful and balanced statement. 

I am pleased that you agree with the study group's decision to assign this newly discovered 
coronavirus to the species Severe acute respiratory syndrome-related corona virus. The scientific 
basis for the assignment and naming has been laid out in the paper we recently published in a 
manuscript submitted to the bioRxiv preprint server and, at this stage, I cannot add much to this. 
There is one key point, however, that I would like to stress again: In their decision on the virus name, 
the CSG did not intend to make any reference to a specific disease (for example a severe respiratory 
disease in humans) when introducing yet another virus name derived from the term "SARS". The 
universal use of "SARS(r)" in names of viruses in this species just serves to underline the close 
genetic relatedness of these viruses. A large proportion of viruses in this virus species have been 
identified in bats and other animals in China and a few other countries, and virtually all these viruses 
were named SARS or SARS-related coronaviruses — most of them not because of their association 
with a disease (called SARS) in humans but because of their close genetic relatedness with a 
previously described VIRUS (called SARS-CoV) and clearly NOT the DISEASE that this particular 
virus caused. This (and nothing else) was the reasoning behind the study group's decision to 
continue the naming tradition established by researchers studying animal and human viruses of this 
virus species. 

In a slightly different context, I would like to point out that it is not within the remit of the CSG to 
decide on names for clinical manifestations, progression, transmissibility etc. of coronavirus-
associated diseases. This lies within the responsibility of WHO. Obviously, Chinese clinicians 
involved in the clinical management of patients infected with SARS-CoV-2 would be in the best 
position to provide advise to WHO officials on that matter. On a more personal note (and outside my 
role as member of the ICTV and chair of the CSG), I feel that your suggestion to name the disease 
"Transmissible acute respiratory syndrome (TARS)" could be a very good starting point for 
discussions with WHO. In my opinion, the recently introduced disease name COVID-19 could be 
improved and I would encourage you to enter or renew discussions with WHO on this matter. 

I very much hope that I was able to convince you that the CSG's decision on this particular virus 
name was made with the very best intentions and based purely on SCIENTIFIC judgement. 
Personally, I feel reassured by the positive response I have been receiving over the past few days 
from other colleagues, ICTV, NCBI and other players and believe that the CSG has made a decision 
that will facilitate future communication among virologists studying these viruses. As part of these 
efforts, the CSG also suggested a naming convention to be used for specific SARS-CoV-2 isolates 
(and other coronavirus isolates). 



With many thanks and kind regards, 

John Ziebuhr 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 81 (BFS) 
35392 Giessen 
Germany 
Tel.: 
Fax: +49-641-9941209 
F-maii: john.ziebuhr(alviro.med.uni-giessen.de 



From: John Ziebuhroohn.ziebuhr@viro.med.uni-giessen.de] 
Sent: Sat 2/15/2020 7:55:22 AM (UTC-05:00) 
To: fSti iR[guodeyin@mail.sysu.edu.cn] 
Cc: shibojiang@fudan.edu.cn[shibojiang@fudan.edu.cn]; zlshi@wh.iov.cn[zlshi@wh.iov.cn]; Isabel 

Sola[isola@cnb.csic.es]; Leo Poon[Ilmpoon@hku.hk]; Baric, Ralph S[rbaric@email.unc.edu]; 
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; 
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; 
Sbakerl @luc.edu[Sbakerl @luc.edu]; bneuman@tamut.edu[bneuman@tamut.edu]; stanley-
perlman@uiowa.edu[stanley-perlman@uiowa.edu]; R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; 
Ilmpoon@hkucc.hku.hk[llmpoon@hkucc.hku.hk]; 
christian.drosten@charite.de[christian.drosten@charite.de] 

Subject: Re: virus name 

Dear Dr. Deyin Guo, dear colleagues, 
I am sorry to learn that I was not able to get my point across, which is that the name SARS-CoV-2 links this 
virus to other viruses (called SARS-CoVs or SARSr-CoVs) in this species including the prototype virus of the 
species rather than to the disease that once inspired the naming of this prototype virus nearly 20 years ago. The 
suffix -2 is used as a unique identifier and indicates that SARS-CoV-2 is yet ANOTHER (but closely related) 
virus in this species. I'd like to thank you for your comments because they indicate that we may need to explain 
our line of reasoning even more clearly when it comes to publishing a more advanced version of our manuscript. 

As you again link virus classification and naming to specific diseases (as was unfortunately done quite 
frequently in the pre-genomic era) rather than to sequence relationships of the respective virus with previously 
identified viruses, I would like to ask you whether your reasoning implies that researchers describing all the 
other viruses in that species were wrong when they named the viruses they discovered? To my knowledge, the 
vast majority of these viruses has not been shown to cause a human disease called SARS and yet, they were 
called SARS coronaviruses or SARS-related coronaviruses in virtually all cases. I think it is accepted in the 
field that these viruses are genetically closely related but also differ in specific phenotypic aspects from one 
another, which is reflected (at the level of naming) by attaching pre- and suffixes to the (SARS-containing) virus 
name. When introducing the name SARS-CoV-2, the CSG followed the tradition established mainly by Chinese 
researchers to name viruses in this particular species. 

With kind regards, 

John Ziebuhr 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstr. 81, BFS 
35392 Giessen, Germany 
Phone: 

Am 15.02.2020 um 07:32 schrieb fST ik <guod.eyituZImail.sysu.edu.cn>:

Dear Dr. John and CSG members, 



Thank you very much for your prompt reply and for your willingness to listen to us, the 
representatives of Chinese virologists in coronavirus studies. 

After discussing with many members of the Chinese Society for Virology of Chinese Society for 
Microbiology, and the Sub-Society for Medical Virology of Chinese Medical Association, we 
still believe that SARS-CoV-2 is not the most appropriate name for 2019-nCoV. 

You claimed that the CSG does not intend to make any reference to a specific disease (for 
example a severe respiratory disease in humans) when introducing yet another virus name 
derived from the term "SARS". However, "SARS" is a disease name, and if the new virus is 
called SARS-CoV-2, it actually implies for SARS, especially for non-corona virologists and the 
public domain. In such sense, it is truly misleading. It is clear that there are significant 
differences in viral genome, transmissibility, and pathogenicity and pathogenesis of the diseases 
caused by 2019-nCoV and SARS-CoV. We are concerning about the name of a natural virus in 
one virus species, and we think that the natural virus should have its unique name to show some 
of its own properties. This is similar to the situation for Betacoronavirus 1, where the species 
includes several distinct natural viruses with their unique names, e.g. human OC43 and bovine 
coronavirus, and Alphacoronavirus, which includes distinct natural viruses like feline infectious 
peritonitis coronavirus, canine CoV and transmissible gastroenteritis coronavirus. It is not 
appropriate to use one disease-based virus' name (like SARS-CoV) to name all other natural 
viruses that belong to the same species but have very different properties. 

To the best of our knowledge, none of the virologists from mainland of China attended the CSG's 
discussion on 2019-nCoV, and CSG had not consulted with virologists including the first 
discovers of the virus and first describers of the disease from mainland of China before making 
the decision. It is our wish that the CSG can take our opinion into the consideration. 

It appears to us (as from the News reports of Science and Nature) that the CSG and WHO did not 
consult with each other in naming the virus and the disease. It will be very confusing to use 
totally different or unrelated names for the virus and its disease. We hope that the CSG of ICTV, 
the WHO and the Chinese side can have a trilateral negotiation on the naming issues. 

Because of these reasons, we still hope CSG being able to reconsider naming 2019-nCoV. Our 
suggestion is to name it as TARS-CoV, but not SARS-CoV-2. 

Thank you very much for your help! 

Sincerely yours, 

Deyin Guo, on behalf of the group: 

Zhengli Shi, Wuhan Institute of Virology, Chinese Academy of Sciences 
Shibo Jiang, Fudan University School of Medicine 
Wenjie Tan, China Center for Disease Control and Prevention 
Yuelong Shu, Sun Yat-sen University, School of Public Health (Shenzhen) 
Deyin Guo, Sun Yat-sen University School of Medicine 

-----Original Messages-----
From: "John Ziebuhr" <john.ziebuhr(Tviro.med.uni-giessen.de>



Sent Time:2020-02-14 22:26:34 (Friday) 
To de amail.sysu. edit .en, shiboiiang(cfudan. edit .en, zlshi(),wh.iov.cn 
Cc: "Isabel Sola" <isola(a.cnb.csic.es>, "Leo Poon" <llmpoon(a'1n4r"i.hk>, "Bark, Ralph S" 
<rbaric a),email.unc.edu>, "A.E.Gorbalenya i),lumc.nl" <A.E.Gorbalenya(ashunc.nI>, 
" b.haagmans(~uerasmusmc.nl" <b.haagmans(c,erasrnusmc.nl>, "Sbakerl c luc.edu" 
<Sbaker l (ti luc. edu>, "bneuman( ,tamut. edu" <bneuman d tamut. edu>, "stanley-
perlman(iLuiovra.edu" <Stanley-perlxnan(i uiowa.edu>, "R.J.d.eGroot(ZZLuu.nl" 
<R.1.deGroot(rz)uu.nl>, "Ilmpoon ahkucc.hku.hk" <Ilmpoon(@Thkuec.hku.rik>, 
"christ:i n.drosten(irycharite.d.e" <christian.drosten( charite.de> 
Subject: virus name 

Dear Deyin, dear Zhengli, dear Shibo, dear colleagues, 

Thank you very much for sharing your thoughts with me and other members of the 
CSG. Obviously, I (personally) cannot speak for other CSG members but would like to 
tell you and your colleagues that I am very grateful for your very thoughtful and 
balanced statement. 

I am pleased that you agree with the study group's decision to assign this newly 
discovered coronavirus to the species Severe acute respiratory syndrome-related 
coronavirus. The scientific basis for the assignment and naming has been laid out in 
the paper we recently published in a manuscript submitted to the bioRxiv preprint 
server and, at this stage, I cannot add much to this. There is one key point, however, 
that I would like to stress again: In their decision on the virus name, the CSG did not 
intend to make any reference to a specific disease (for example a severe respiratory 
disease in humans) when introducing yet another virus name derived from the term 
"SARS". The universal use of "SARS(r)" in names of viruses in this species just serves 
to underline the close genetic relatedness of these viruses. A large proportion of 
viruses in this virus species have been identified in bats and other animals in China 
and a few other countries, and virtually all these viruses were named SARS or SARS-
related coronaviruses — most of them not because of their association with a disease 
(called SARS) in humans but because of their close genetic relatedness with a 
previously described VIRUS (called SARS-CoV) and clearly NOT the DISEASE that 
this particular virus caused. This (and nothing else) was the reasoning behind the study 
group's decision to continue the naming tradition established by researchers studying 
animal and human viruses of this virus species. 

In a slightly different context, I would like to point out that it is not within the remit of the 
CSG to decide on names for clinical manifestations, progression, transmissibility etc. of 
coronavirus-associated diseases. This lies within the responsibility of WHO. Obviously, 
Chinese clinicians involved in the clinical management of patients infected with SARS-
CoV-2 would be in the best position to provide advise to WHO officials on that matter. 
On a more personal note (and outside my role as member of the ICTV and chair of the 
CSG), I feel that your suggestion to name the disease "Transmissible acute respiratory 
syndrome (TARS)" could be a very good starting point for discussions with WHO. In my 
opinion, the recently introduced disease name COVID-19 could be improved and 
would encourage you to enter or renew discussions with WHO on this matter. 

I very much hope that I was able to convince you that the CSG's decision on this 
particular virus name was made with the very best intentions and based purely on 
SCIENTIFIC judgement. Personally, I feel reassured by the positive response I have 
been receiving over the past few days from other colleagues, ICTV, NCBI and other 



players and believe that the CSG has made a decision that will facilitate future 
communication among virologists studying these viruses. As part of these efforts, the 
CSG also suggested a naming convention to be used for specific SARS-CoV-2 isolates 
(and other coronavirus isolates). 

With many thanks and kind regards, 

John Ziebuhr 

Prof. Dr. John Ziebuhr 
Institute of Medical Virology 
Justus Liebig University Giessen 
Schubertstrasse 8I (BFS) 
35392 Giessen 
Germany 
Tel.
Fax: +49-641-9941209 
E-mail: ioim.z;ebahr(iuviro.med.uni-guess n.de 
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