From: A.E.Gorbalenya@lumec.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]; Sbaker1@luc.edu[Sbhaker1@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-periman@uiowa.edu[stanley-
periman@uiowa.edu]; impoon@hkucc.hku.hk[limpoon@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; limpoon@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, | 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[limpoon@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];
Shaker1@luc.edu[Sbaker1@luc.edu]; Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl];
b.haagmans@erasmusmec.nl[b.haagmans@erasmusmc.nl}; Benjamin
Neuman[bneuman@tamut.edu]; Periman, Stanley[stanley-periman@uiowa.edu];
lImpoon@hkucc.hku.hk[limpoon@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@Ilumc.nl]

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

Dear colleagues,

| agree this virus is technically a SL-CoV. But | 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@Iuc.edu; Groot, R.J. de (Raoul); b.haagmans@erasmusmc.nl; Benjamin Neuman;
Perlman, Stanley; limpoon@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 | are planning to put together a short paper in which we (and | 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: Benjamin Neuman[bneuman@tamut.edu]

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

Sbaker1@luc.edu[Sbaker1@Iluc.edu]; Groot, R.J. de (Raoul)[R.J.deGroot@uu.nl];
b.haagmans@erasmusmec.ni[b.haagmans@erasmusmc.nl];
lImpoon@hkucc.hku.hk[limpoon@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@Ilumc.nl]

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

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

| 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; lImpoon@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,

| know that you are correct about the WHO recommendation, but | 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 lowa
lowa City, IA 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon <limpoon@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; limpoon@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 | 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.

| 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; Shaker1@Iuc.edu; Groot, R.J. de (Raoul); b.haagmans@erasmusmc.nl;
Benjamin Neuman; Perlman, Stanley; lImpoon@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,
VI paper).

Sasha and | 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: 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]; Periman, Stanley[stanley-periman@uiowa.edu]
Cc: John Ziebuhr{john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph S[rbaric@email.unc.edu];

Sbaker1@luc.edu[Sbaker1@Iluc.edul];
b.haagmans@erasmusmc.nl[b.haagmans@erasmusmc.nl]; Benjamin
Neuman[bneuman@tamut.edu]; impoon@hkucc.hku.hk[limpoon@hkucc.hku.hk];
isola@cnb.csic.es[isola@cnb.csic.es]; A.E.Gorbalenya@lumc.ni[A.E.Gorbalenya@Ilumc.nl]

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

[ 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@yviro.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.hku.hk, isola@cnb.csic.es, A.E.Gorbalenya@lumc.nl

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

[ 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
Director, Institute of Virology

Scientific Director, Charité Global Health

Charité - Universitatsmedizin Berlin



Campus Charité Mitte

Chariteplatz 1
D-10117 Berlin

Germany

E-Mail: christian.drosten@charite.de

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

https://globalhealth.charite.de/

Von: "Perlman, Stanley" <stanley-perlman@uiowa.edu>
Datum: Donnerstag, 23. Januar 2020 um 16:53
An: Christian Drosten <christian.drosten@charite.de>
Cc: John Ziebuhr <john.ziebuhr@yviro.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@erasmusme.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 lowa

lowa City, [A 52242



On Jan 23, 2020, at 9:48 AM, Drosten, Christian <christian.drosten(@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: https://en.wikipedia.org/wiki/Public_Health 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 Virology

Scientific Director, Charité Global Health

Charité - Universitatsmedizin Berlin



Campus Charité Mitte

Chariteplatz 1
D-10117 Berlin

Germany

E-Mail: christian.drosten@charite.de

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

https://globalhealth.charite.de/

Von: John Ziebuhr <john.ziebuhr@yviro.med.uni-giessen.de>

Datum: Donnerstag, 23. Januar 2020 um 16:21

An: "rbaric@email.unc.edu" <rbaric@email.unc.edu>, "Sbakerl @luc.edu" <Sbhakerl @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>, "llmpoon@hkucc.hku.hk" <llmpoon@hkucc.hku.hk>,
"isola@cnb.csic.es" <isola@cnb.csic.es>, Christian Drosten <christian.drosten(@charite.de>,
"A.E.Gorbalenya@lumec.nl" <A.E.Gorbalenya@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.ziebuhr@viro.med.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: Periman, Stanley[stanley-periman@uiowa.edul;
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]

Cc: Leo Poon[limpoon@hku.hk]; Benjamin Neuman[bneuman@tamut.edul];
john.ziebuhr@viro.med.uni-giessen.de[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph
S[rbaric@email.unc.edu]; Baker, Susan[Sbaker1@luc.edu]; B.L.
Haagmans[b.haagmans@erasmusmc.nl]; impoon@hkucc.hku.hk[limpoon@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.hk>, Benjamin Neuman <bneuman@tamut.edu>, john.ziebuhr@yviro.med.uni-
giessen.de, "Baric, Ralph" <rbaric@email.unc.edu>, "Baker, Susan" <Sbaker1@luc.edu>, "Groot, R.J. de
(Raoul)" <R.J.deGroot@uu.nl>, "B.L. Haagmans" <b.haagmans@erasmusmec.nl>, llImpoon@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

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 lowa
Towa City, 1A 52242

On Jan 23, 2020, at 10:09 AM, A.E.Gorbalenya@lumec.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 [stanley-periman@uiowa.edu]

Sent: Thursday, January 23, 2020 4:51 PM

To: Leo Poon

Cc: Benjamin Neuman; John Ziebuhr; rbaric@email.unc.edu; Sbakerl@Iluc.edu; Groot, R.J. de
(Raoul); b.haagmans@erasmusmec.nl; limpoon@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 lowa

lowa City, [A 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon <limpoon(@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@erasmusmec.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.

| 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; limpoon@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 | are planning to put together a short paper in which we (and | 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, | 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: 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@lumec.nl]; stanley-periman@uiowa.edu[stanley-
periman@uiowa.edu]

Cc: lImpoon@hku.hk[limpoon@hku.hk]; bneuman@tamut.edu[bneuman@tamut.edul;
john.ziebuhr@viro.med.uni-giessen.de[john.ziebuhr@viro.med.uni-giessen.de]; Baric, Ralph
S[rbaric@email.unc.edu]; Sbaker1@Iluc.edu[Sbaker1@luc.edu];
b.haagmans@erasmusmec.ni[b.haagmans@erasmusmc.nl];
lImpoon@hkucc.hku.hk[limpoon@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@lumec.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; limpoon@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 lowa
Towa City, 1A 52242



On Jan 23, 2020, at 10:09 AM, A.E.Gorbalenya@lumec.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 [stanley-periman@uiowa.edu]

Sent: Thursday, January 23, 2020 4:51 PM

To: Leo Poon

Cc: Benjamin Neuman; John Ziebuhr; rbaric@email.unc.edu; Sbakerl@Iluc.edu; Groot, R.J. de
(Raoul); b.haagmans@erasmusmec.nl; lImpoon@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 lowa

lowa City, [A 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon <limpoon(@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 <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; 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 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 | are planning to put together a short paper in which we (and | 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, | 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: Baker, Susan[Sbaker1@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@erasmusmec.nl[b.haagmans@erasmusmc.nl}; Benjamin
Neuman[bneuman@tamut.edu]; Periman, Stanley[stanley-periman@uiowa.edu];
lImpoon@hkucc.hku.hk[limpoon@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@Ilumc.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. | 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-Tor2, 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 — | 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 60153

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 <Sbaker1@Iluc.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>; Impoon@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

E-mail: john.ziebuhr@viro.med.uni-giessen.de




From: Periman, Stanley[stanley-periman@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]; Periman, Stanley[stanley-
periman@uiowa.edu]; impoon@hku.hk[limpoon@hku.hk];
bneuman@tamut.edu[bneuman@tamut.edu]; Sbaker1@Iluc.edu[Sbaker1@luc.edu];
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl]; limpoon@hkucc.hku.hk[limpoon@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 lowa
lowa City, [A 52242

On Jan 23, 2020, at 11:22 AM, B.L. Haagmans <b.haagmans@erasmusmc.nl> wrote:

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

Van: Drosten, Christian <christian.drosten@charite.de>

Verzonden: donderdag 23 januari 2020 18:06

Aan: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>; Baric, Ralph S <rbaric@email.unc.edu>
CC: A.E.Gorbalenya@lumc.nl; stanley-

perlman@uiowa.edu; llmpoon@hku.hk; bneuman@tamut.edu; Sbakerl@luc.edu; R.J.deGroot@uu.nl;
B.L. Haagmans <b.haagmans@erasmusmc.nl>; limpoon@hkucc.hku.hk; isola@cnb.csic.es

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

| fully support SARS-CoV-2.

Christian

Professor Christian Drosten
Director, Institute of Virology
Scientific Director, Charité Global Health

Charité - Universitatsmedizin Berlin
Campus Charité Mitte

Chariteplatz 1
D-10117 Berlin
Germany



E-Mail: christian.drosten@charite.de
https://virologie-ccm.charite.de/
https://globalhealth.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>, "limpoon@hku.hk" <limpoon@hku.hk>,
"bneuman@tamut.edu" <bneuman@tamut.edu>, "Sbakerl@luc.edu" <Sbakerl@luc.edu>,
"R.J.deGroot@uu.nl" <R.J.deGroot@uu.nl>, "b.haagmans@erasmusmec.nl"
<b.haagmans@erasmusmc.nl>, "llmpoon@hkucc.hku.hk" <llmpoon@hkucc.hku.hk>,
"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

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, | 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, | 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, | 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. | like Human SARSr-CoV 2019” or hSARS-CoV
2019 (Human SARS coronavirus 2019) or even SARS-like HCoV 2019.

| 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.Gorbalenya@lumec.nl>
Sent: Thursday, January 23, 2020 11:09 AM




To: stanley-periman@uiowa.edu; limpoon@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; Impoon@hkucc.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 wiill
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; Sbakeri@luc.edu; Groot, R.J.
de (Raoul); b.haagmans@erasmusmec.nl; limpoon@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 lowa

Towa City, 1A 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon <llmpoon@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@Ilumc.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 |
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; 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 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 | are planning to put together a short paper in which we (and | 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, | 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: A.E.Gorbalenya@lumec.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-periman@uiowa.edu[stanley-periman@uiowa.edul;
lImpoon@hku.hk[limpoon@hku.hk]; Sbaker1@]luc.edu[Sbaker1@luc.edu];
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl];
b.haagmans@erasmusmc.ni[b.haagmans@erasmusmc.nl];
lImpoon@hkucc.hku.hk[limpoon@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; limpoon@hku.hk; Sbakerl@Iluc.edu;
R.J.deGroot@uu.nl; b.haagmans@erasmusmc.nl; lImpoon@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 um 18:14 schrieb Benjamin Neuman <bneuman@tamut.edu>:

| 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.eduy; lImpoon@hku.hk; Benjamin Neuman;
Sbakerl@luc.edu; R.J.deGroot@uu.nl; b.haagmans@erasmusmec.nl; lImpoon@hkucc.hku.hk;
isola@cnb.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, | 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, | 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, | 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. | like Human SARSr-CoV 2019” or hSARS-CoV
2019 (Human SARS coronavirus 2019) or even SARS-like HCoV 2019.

| 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@Ilumc.nl <A.E.Gorbalenya@Ilumc.nl>

Sent: Thursday, January 23, 2020 11:09 AM

To: stanley-perlman@uiowa.edu; llmpoon@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; Impoon@hkucc.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 wiill



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

Sasha

From: Perlman, Stanley [stanley-periman@uiowa.edu]

Sent: Thursday, January 23, 2020 4:51 PM

To: Leo Poon

Cc: Benjamin Neuman; John Ziebuhr; rbaric@email.unc.edu; Sbakerl@Iluc.edu; Groot, R.J.
de (Raoul); b.haagmans@erasmusmec.nl; limpoon@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 lowa

lowa City, [A 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon <llmpoon@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@erasmusmec.nl; Perlman,

Stanley; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten,

Christian; A.E.Gorbalenya@Ilumc.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 |
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; 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 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 | are planning to put together a short paper in which we (and | 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, | 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: 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-periman@uiowa.edu[stanley-
periman@uiowa.edul; impoon@hku.hk[limpoon@hku.hk]; Sbaker1@luc.edu[Sbaker1@luc.edul;
R.J.deGroot@uu.nl[R.J.deGroot@uu.nl];
b.haagmans@erasmusmc.ni[b.haagmans@erasmusmc.nl];
limpoon@hkucc.hku.hk[limpoon@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@tamut.edu>:




| 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; lImpoon@hku.hk; Benjamin
Neuman; Sbakerl@luc.edu; R.J.deGroot@uu.nl; b.haagmans@erasmusmec.nl;
lIImpoon@hkucc.hku.hk; isola@cnb.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, | 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, | 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, | 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. | like Human SARSr-CoV 2019” or hSARS-CoV 2019 (Human
SARS coronavirus 2019) or even SARS-like HCoV 2019.

| 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.Gorbalenya@lumc.nl>

Sent: Thursday, January 23, 2020 11:09 AM

To: stanley-perlman@uiowa.edu; liImpoon@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; Impoon@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 [stanley-periman@uiowa.edu]

Sent: Thursday, January 23, 2020 4:51 PM

To: Leo Poon

Cc: Benjamin Neuman; John

Ziebuhr; rbaric@email.unc.edu; Sbakerl@Iluc.edu; Groot, R.]J. de

(Raoul); b.haagmans@erasmusmc.nl; lImpoon@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 lowa

Towa City, 1A 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon
<lImpoon(@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@Iuc.edu;
Groot, R.J. de (Raoul); b.haagmans@erasmusmec.nl; Periman,
Stanley; llmpoon@hkucc.hku.hk; isola@cnb.csic.es; Drosten,
Christian; A.E.Gorbalenya@Ilumc.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 | 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.

| 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; 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 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 | are planning to put together a short paper in which we (and | 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, | 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: Baric, Ralph S[/O=EXCHANGELABS/OU=EXCHANGE ADMINISTRATIVE GROUP
(FYDIBOHF23SPDLT)/CN=RECIPIENTS/CN=BBOD9CC80C184735A4E862C3BDD8A15D-
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[Sbaker1@Iluc.edu]

Cc: Benjamin Neuman[bneuman@tamut.edu]; A.E.Gorbalenya@Ilumc.nl[A.E.Gorbalenya@lumc.nl];

stanley-periman@uiowa.edu[stanley-periman@uiowa.edu]; limpoon@hku.hk[limpoon@hku.hk];
b.haagmans@erasmusmec.ni[b.haagmans@erasmusmc.nl];
lImpoon@hkucc.hku.hk[limpoon@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. | 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.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@Ilumc.nl;
stanley-perlman@uiowa.edu; limpoon@hku.hk; b.haagmans@erasmusmec.nl; Impoon@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 <john.ziebuhr@yviro.med.uni-giessen.de>

Date: 1/23/20 19:29 (GMT+01:00)

To: "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, llmpoon@hku.hk, "Groot, R.J. de (Raoul)"
<R.J.deGroot@uu.nl>, b.haagmans@erasmusmec.nl, llmpoon@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 <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-1 when they refer to the 2003 epidemic?

Susan

From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.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-

perlman@uiowa.edu; liImpoon@hku.hk; Baker, Susan

<Sbakerl@luc.edu>; R.J.deGroot@uu.nl; b.haagmans@erasmusmc.nl; liImpoon@hkucc.hku.hk; isola@c
nb.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 um 18:14 schrieb Benjamin Neuman <bneuman(@tamut.edu>:

| 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@lumec.nl; stanley-perlman@uiowa.edu; llmpoon@hku.hk; Benjamin
Neuman; Shakerl@luc.edu; RJ.deGroot@uu.nl; b.haagmans@erasmusmec.nl; Impoon@h
kucc.hku.hk; isola@cnb.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, | 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, | 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, | 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. | 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.Gorbalenya@lumc.nl>

Sent: Thursday, January 23, 2020 11:09 AM

To: stanley-perliman@uiowa.edu; lImpoon@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
@erasmusmec.nl; Impoon@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 [stanley-periman@uiowa.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.haagmans@erasmusmc.nl; lImpoon@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 lowa

Towa City, 1A 52242

On Jan 23, 2020, at 9:45 AM, Leo Poon
<lImpoon(@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@Iluc.edu;
Groot, R.J. de (Raoul); b.haagmans@erasmusmec.nl; Periman,
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 | 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.

| 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; 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 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 | are planning to put together a short paper in which we (and | 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, | 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: 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[Sbaker1@luc.edu]; Benjamin Neuman[bneuman@tamut.edu];
A.E.Gorbalenya@lumc.nl[A.E.Gorbalenya@lumc.nl]; stanley-periman@uiowa.edu[stanley-
periman@uiowa.edu]; impoon@hku.hk[limpoon@hku.hk];
b.haagmans@erasmusmc.ni[b.haagmans@erasmusmc.nl];
lImpoon@hkucc.hku.hk[limpoon@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>:

| am okay with SARS-CoV-2. | 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.deGroot@uu.nl>

Sent: Thursday, January 23, 2020 1:51 PM

To: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>; Baker, Susan <Sbakerl@Iluc.edu>

Cc: Benjamin Neuman <bneuman@tamut.edu>; Baric, Ralph S <rbaric@email.unc.edu>;
A.E.Gorbalenya@lumc.nl; stanley-periman@uiowa.edu; lImpoon@hku.hk; b.haagmans@erasmusmc.nl;
IImpoon@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.



From: John Ziebuhr <john.ziebuhr@viro.med.uni-giessen.de>

Date: 1/23/20 19:29 (GMT+01:00)

To: "Baker, Susan" <Sbakerl @luc.edu>

Cc: Benjamin Neuman <bneuman(@tamut.edu>, "Baric, Ralph S" <rbaric@email.unc.edu>,
A.E.Gorbalenya@lumec.nl, stanley-perlman@uiowa.edu, llmpoon@hku.hk, "Groot, R.J. de
(Raoul)" <R.J.deGroot@uu.nl>, b.haagmans@erasmusme.nl, llmpoon@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 le<ns1:XMLFault xmlns:ns1="http://cxf.apache.org/bindings/xformat"><ns1:faultstring xmlns:ns1="http://cxf.apache.org/bindings/xformat">java.lang.OutOfMemoryError: Java heap space</ns1:faultstring></ns1:XMLFault>