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1. 20204 4 A 4 H&1E
HHEXIR: WHO
AfEtE: 2020 F4 B 4 BILRERETF 4 =
$%4%: https://www.who.int/emergencies/diseases/novel-coronavirus-2019/situation-reports
HRIE WHO 1RHLAI%HE, 2020 £ 4 A 4 HE KR HISHEERFSZHA 1051635 i, &
H#isHHi2 79332 5, RITIETS 56985 i, L HHILILT 6664.
hERiH#i2 82875 f§l, RItF T 3335 5, LHFIERIS 73 f, FET 4 6.
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2. ELEREEMAHRNIB) SARS-CoV-2 7%E RNA
Severe Acute Respiratory Syndrome Coronavirus 2 RNA Detected in Blood Donations

SkiE: Emerg Infect Dis

%%nRtE): 2020-04-03

KiRSEIE: https://wwwnc.cdc.gov/eid/article/26/7/20-0839 _article#tnF 1

BIEZE: Lunan Wang, Lan Wang

fEERM: PEEFMNFR. RXMKH 0. EEEREDREBIRAR

HmiF: RIKIR

AEHHE:

BT COVID-19 KR4, hEMRHNHREMA— N EEFERE. N 2020 F 1 A 25 BF
g, iR ARXERNILE P O ENETBIBE M TiFE. 8Z 3 A 4 H, #@id RT-PCR
TREFIEIEME 4, AT 4 GITRERE I E A MiRFE AR RS RNA 281 b 1Ak At
[B]F1 COVID-19 FERIATE 1 Fi7w.
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1. 4 kI & BY35EKET E1F0 COVID-19 fEK .. kKRR SARS-CoV-2RNA TR ; BHE%
TRAMEER . FERTHRETERSFERREERE; BERRLR; AG=-ARETRER
HEARA TIRAZFIRE. PLT: M/MR; TS: MEMKF; WB: £I.

HRARNE 6-8 MRMASE SN EE 1.6mL MBERBIREN ., &Z3 84 H, #f
RARBEXT 2430 GBI AT T 52, €IF 1656 B/ MRFn 774 &, £1 A 28
HigRkE— D M/ NMREARF LI T E—FISSPAMER. R AREXT 2019 £ 12 B 21 H
Z 2020 £ 1 B 22 HEAELERAY 4995 R BNEHIT T BIBMHHN, KRS ERN .
£ 1 B 19 Bigski— M AR FMNE] T 550 . F—FIMmEGligskE 4 TiEK, 4
B2 RERXGRERMRFHAITRES. 1 H20H, XXIT 2 2LMmiEEs, £RH5A
55FAM, Z/EHEMT REAER. BT ELISA #—3531iX 4 flH A4 SARS-CoV-2 RY45 5
MR 19G #1 IgM, AR ABAM, RRFHABRNAIREN, FENXLEEHITHES.
7ExT 1-2 AHAEER AT Rk & I TERIERER R, HRARHET 33 BIEBKILE K I A KRIE
KRRk, MiIsvismAwEILREFER. B0, KIMAMHEARESE 1 BTE,
ERHARFEERNEIFS, 7AABUT M E RN R SRR B YN . EERE
ZHEERFRONEHI, ASRBEMRNGEFERILENRS RNA, FHHERMLER
EEXEE,

Abstract

Because of high rates of 2019 novel coronavirus disease in Wuhan, China, Wuhan Blood
Center began screening for severe acute respiratory syndrome coronavirus 2 RNA on
January 25, 2020. We screened donations in real-time and retrospectively and found
plasma samples positive for viral RNA from 4 asymptomatic donors.
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3. EEBKALSRERREHNRLIEE
XA SEIS KA TIN B AT AR R S E O RN EES
How sewage could reveal true scale of coronavirus outbreak
Wastewater testing could also be used as an early-warning sign if the virus returns.
SkiE: nature
% *nRtiE]: 2020.4.3
https://www.nature.com/articles/d41586-020-00973-x
HTRBINAFREAISEZIEAREEN, RS 10 Z/MRBMAFRRBE SRS
HsRMEIHTHEXBESREAK. BArAL, BERNELERT=. ZEMHARNSKERNEZ]
R RERIE.
— NSRBI IERRYISK AT EER BT B A AR A 357K 89N F] A S R E R T REIR
A EFRGEIHTHEERRERKEEIHAEET
ATHRASCEHITEE, MERNEEHERBSTKENFS RNAKEUREEERN
RNA & 8RB %D N ZHIRE.
MEFOTFERRIEEFRRM, MAZRRRMAMNEGSHERE. S5, iR
EEREBRVTRENRE.
AT RFERLIE XTARRDENERRIRT, —LRNRENSZNHEEET .
RIEESIE, SHSKNERN, BrUMEARSEXBANILIMERTERES.
MERERZ Tilburg MERRHRIZE—H COVID-19 HFAR 4 XRZEREZEAI Schiphol
HLIARYISKPAME] T SARS-CoV-2. BIFERNIEFEFR ISR RBITFT=ZR 12 &
HESEWHIUR 12 MEEERGIRET . £ Amersfoort i, RERELINHXFE—H
RAZ BT IS K PINE] T %5 .
BMRFA, BREZFEN 3 RARANEEEEHMATAELI SARS-CoV-2, {BILFTERK
AZERTERAR = EREEEREFIFK—RIE—F KL 2 A, £N5KENRK
SALUAAHTDEER 7 2 10 RERAI 2 X RERE MIZREUEINEIHRZ 28T .
BEREWNEIRS, ATLURD COVID-19 SIEMRFZFHK. FalEXBEMS.
TRFEBREZREREDERFSKENELE/LHEEHARENEHEERXNEER
B XANFERMERAZ R MR F R 2B A%
More than a dozen research groups worldwide have started analysing wastewater for the
new coronavirus as a way to estimate the total number of infections in a community, given
that most people will not be tested. The method could also be used to detect the
coronavirus if it returns to communities, say scientists. So far, researchers have found
traces of the virus in the Netherlands, the United States and Sweden.
Analysing wastewater — used water that goes through the drainage system to a treatment
facility — is one way that researchers can track infectious diseases that are excreted in
urine or faeces, such as SARS-CoV-2.
One treatment plant can capture wastewater from more than one million people, says
Gertjan Medema, a microbiologist at KWR Water Research Institute in Nieuwegein, the
Netherlands. Monitoring influent at this scale could provide better estimates for how
widespread the coronavirus is than testing, because wastewater surveillance can account
for those who have not been tested and have only mild or no symptoms, says Medema,
who has detected SARS-CoV-2 genetic material — viral RNA— in several treatment plants
in the Netherlands. “Health authorities are only seeing the tip of the iceberg.”
But to quantify the scale of infection in a population from wastewater samples, researchers



https://www.nature.com/articles/d41586-020-00973-x
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say the groups will need to find out how much viral RNA is excreted in faeces, and
extrapolate the number of infected people in a population from concentrations of viral RNA
in wastewater samples.

Researchers will also need to ensure that they are looking at a representative sample of
what is being excreted by the population and not just one snapshot in time, and that their
tests can detect the virus at low levels, say scientists representing the Queensland Alliance
for Environmental Health Sciences in Australia, a research centre that advises the state
government on environmental-health risks. And it's important that wastewater surveillance,
should it be feasible, does not take away resources from the testing of individuals, the
group says.

Some efforts to monitor the virus have been stalled by university and laboratory shut-downs
and the limited availability of reagents to conduct tests — the same ones used in clinics,
which are already in short supply, says Kyle Bibby, an environmental engineer at the
University of Notre Dame in Indiana. “We don't want to contribute to the global shortage,”
he says.

Early-warning sign

Infection-control measures, such as social distancing, will probably suppress the current
pandemic, but the virus could return once such measures are lifted. Routine wastewater
surveillance could be used as a non-invasive early-warning tool to alert communities to
new COVID-19 infections, says Ana Maria de Roda Husman, an infectious-disease
researcher at the Netherlands National Institute for Public Health and the Environment in
Bilthoven. The institute has previously monitored sewage to detect outbreaks of norovirus,
antibiotic-resistant bacteria, poliovirus and measles.

de Roda Husman’s group detected traces of SARS-CoV-2 in wastewater at Schiphol
Airport in Tilburg only four days after the Netherlands confirmed its first case of COVID-19
using clinical testing. The researchers now plan to expand sampling to the capitals of all
12 provinces in the Netherlands and 12 other sites that have not had any confirmed cases.
Medema’s group found viral RNA in the city of Amersfoort before infections had been
reported in the community.

Studies have also shown that SARS-CoV-2 can appear in faeces within three days of
infection, which is much sooner than the time taken for people to develop symptoms severe
enough for them to seek hospital care — up to two weeks — and get an official diagnosis,
says Tamar Kohn, an environmental virologist at the Swiss Federal Institute of Technology
in Lausanne. Tracking viral particles in wastewater could give public-health officials a head
start on deciding whether to introduce measures such as lockdowns, she says. “Seven to
ten days can make a lot of difference in the severity of this outbreak.”

Earlier identification of the virus’s arrival in a community might limit the health and
economic damage caused by COVID-19, especially if it comes back next year, says Bibby.
Wastewater monitoring has been used for decades to assess the success of vaccination
campaigns against poliovirus, says Charles Gerba, an environmental microbiologist at The
University of Arizona in Tucson. The approach could also be used to measure the
effectiveness of interventions such as social distancing, says Gerba, who has found traces
of SARS-CoV-2 in raw sewage in Tucson
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4. IL-6 IKFAIFRERT AR COVID-19 B H IR 3EiE
Level of IL-6 predicts respiratory failure in hospitalized symptomatic COVID-19 Patients
XiE: medrxiv Z7RfE]: 2020.4.4
$%¥%: https://www.medrxiv.org/content/10.1101/2020.04.01.20047381v1
i#@1EE: Tobias Herold MD, Vindi Jurinovic PhD {E&#i: RREXFMBE=E.
EEMREDEFID, REEXE
YmiE: SREAW
HE: XRXEFLEBHE—L COVID-19 =i (MFIRFIE, EENHES) HXWE
®, BWEESREE, RREEREAE. XHoHhT7T 2020462829 HE3 A 27 H
PCR #1219 40 i COVID-19 BB E . FENMBSAESE 13/40 (32.5%) HHE#. &
HIE. ZEFLI, FIRINES qSofa A FHELES. AWM IL-6 HASSHMBSEK
BEYIEX (p=1.210-5). S5kkEN, RHFRHESLEENRAK IL-6 KFE (IEF1E 80 pg/
ml) EERBTUIAER S (p = 1.7.10-8, AUC =0.98). IL-6 KF =80 pg / ml H1EEH
IR RBEXIEZ IL-6 KFERIRBER 22 5. XMARKP IL-6 B—HENNIREY, FH
BATsst B S B ER M TUN RS £ 4 MFIRREH B EE ERHERSREE.

Abstract: The pandemic Coronavirus-disease 19 (COVID-19) is characterized by a
heterogeneous clinical course. While most patients experience only mild symptoms, a
relevant proportion develop severe disease progression with increasing hypoxia up to
acute respiratory distress syndrome. The substantial number of patients with severe
disease have strained intensive care capacities to an unprecedented level. Owing to the
highly variable course and lack of reliable predictors for deterioration, we aimed to identify
variables that allow the prediction of patients with a high risk of respiratory failure and need
of mechanical ventilation.

Patients with PCR proven symptomatic COVID-19 infection hospitalized at our institution
from 29th February to 27th March 2020 (n=40) were analyzed for baseline clinical and
laboratory findings. Patients requiring mechanical ventilation 13/40 (32.5%) did not differ
in age, comorbidities, radiological findings, respiratory rate or qSofa score. However,
elevated interleukin-6 (IL-6) was strongly associated with the need for mechanical
ventilation (p=1.2.10-5). In addition, the maximal IL-6 level (cutoff 80 pg/ml) for each patient
during disease predicted respiratory failure with high accuracy (p=1.7.10-8, AUC=0.98).
The risk of respiratory failure for patients with IL-6 levels of = 80 pg/ml was 22 times higher
compared to patients with lower IL-6 levels. In the current situation with overwhelmed
intensive care units and overcrowded emergency rooms, correct triage of patients in need
of intensive care is crucial. Our study shows that IL-6 is an effective marker that might be
able to predict upcoming respiratory failure with high accuracy and help physicians
correctly allocate patients at an early stage.
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5. Ruxolitinib }&f7F COVID-19 MIEKIRIE
RIFBEEL AT EMAIEE, Novartis 7£ 4 B 2 HE®H Incyte &1EFIE—T = HAlGKIA 1,
#5% Jakavi (ruxolitinib) &7 COVID-19 s A B &4 BI/™ & o i it 3 th A 2B AR E F M &,
XE—HERFAESHFERFRSH A . today announced plans to initiate a

https://www.novartis.com/news/media-releases/novartis-announces-plan-initiate-clinical-study-jakavi-

severe-covid-19-patients-and-establish-international-compassionate-use-program

Ruxolitinib XY JAKAVI, = JAK1 F1 JAK2 BsIEIF], 2—MIRtAT LG B EesF4EiL,
SEMME, MBEHESNEY. 1Z59E 101 NESRESHUEF T8 1X &H&E N iE P Y
—HheE 2.

4 B¥)ABMI Ruxolitinib j&F7 COVID-19 HIIEARIRILE M«

JEMR 1 $%4%: https://clinicaltrials.gov/ct2/show/NCT04331665

R BIRZ:

A Single Arm Open-label Clinical Study to Investigate the Efficacy and Safety of Ruxolitinib
for the Treatment of COVID-19 Pneumonia

—/MA 5 Ruxolitinib j&¥7 COVID-19 & £ AR B E AR E G R .
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XX University Health Network, Toronto (IIZEX) 3%, ¥MTF 482 H, KT 4
A 6 BFE, RNEELERMWELHZ 2021 F1 8.

RIS REBENHFAR 12 S E COVDI-19 #ZEEFAM, HBEEWMERIFME AFE
93%HIfRA . IHXIBHEHRAKERL 64 &-

REMEEIRKAESE 6 MR COVID-19 AT EEMNLLE (FEENWES. UKk
HEKEAMEL (FIO2) #Bid 60%).

A 2§

https://clinicaltrials.gov/ct2/show/NCT04334044

I & FR: Treatment of Severe Acute Respiratory Syndrome Caused by COVID-19
With Ruxolitinib

F Ruxolitinib ;877 COVID-19 5|2 E 2 MMFIREEE

XA phase |, Il i 3& 5 Grupo Cooperativo de Hemopatias Malignas (£ &) £+, it
F4A83H, itXIHAHETF 2020564 81 H, %5KkT2020F6 81 H. 2—M2EFHR
1.

RIGTTRIIBE 20 & 18 ZRAERIRA . NAFZHZZERCNAY, MFRSIERERRE, 7
ERERFEF N

RIEMEEARSZERRT 14 RNEAEIRAEIRBUE R

6. ERFHBELMFREZTENRK? ERTERFHER
How sick will the coronavirus make you? The answer may be in your genes
SkiB: Science
A B8 2020-03-27

3k B $% 13 ¢ https://www.sciencemag.org/news/2020/03/how-sick-will-coronavirus-make-you-answer-

may-be-your-genes?from=timeline&isappinstalled=0#

NEHE:

COVID-19, H#FIMARITHERFREE, BAERMNEEME. RAERIBREESRK, |
AREZHBERABZLZEAN, HBCHRFEREM, BEHFETH COVID-19 HALL
AR, EZERENEREN. TRARMELEEXRARNEELBFETT DNA TR
5, R —iRH] . XL L I A] AR SR E ARLL & A 7l e B E A AFIARLE A BEZ BRI
A, WAL SIHRRETT A%,

XEHGHE: EEH#HITHRTZES5EM DNA iR, HEdh—& AMERRT BRFES;
FTIEEFBRERAFFERXILE COVID-19 £ DNA. BRRLLBISERERR. (LIEH
S AR EERREY COVID-19 ERERE, SRERTEREBER DNA. “BINERIRKSE
RMBZEZBNERER. FEPEFZLRHRESRMBREN, XZ2—15HE." F=H
RERXZDFEFMREA (FIMM) BEfEZER Andrea Ganna ift.

—LEMRARIAS, REMMNILEERFRLTEMHLLER. B2, BEXIHMERRBAR
FrEY%eZ 5 2R Philip Murphy $2H “HRSMAEREEAME XKk RiFiEE 2 (ACE2) mIE
&, SRmEFHAEENSEAE. ACE2 BEMT R REEREHANARESESHRE
B S EAES—MALMREER CCRS HAI T —HAEXE ILANRE, XE
F—EARG BRI HHE .

[E)B 5% /B F % E Broad Ff5Fi#Y Ganna S T —HUL &k B itt 7 & #18 COVID-19 B&
ERFEATIE. Ganna i, XMUERERM BIMERARER, HFTBDHAZLE
ENETEEX ARG .
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Ganna # FIMM F{f Mark Daly RIRAMB(IAIE COVID-19 faEi&EEF TRl (Host
Genetics Initiative) 81 7T—/ M4 (https://www.covid19hg.org/), HEERT =R AREE
VERRINESE, XLRRRE THTREEESE, SHM(1109 DNA SR EIMELR.
ZOEFHLREMRIT (FERBRONFEED RRBHB, [EETE COVID-19 BERER
R EIE. EPEHE FinnGen, iZAFIHHE 500 A= A0 5% DNA #AF{#
BREIRE, URASLFREZRE (Icahn School of Medicine) 41, B 5 F&s5%
HIHHE.

ZIBABEHEF ELXMIEER, B 50 F£5% DNA BRI Lke KEMRITZ—1
UK Biobank t1it%1%£& 5%/ COVID-19 #REER MBI B HIEE S .. kBT deCODE
Genetics, AKBRAIS AORETHERN, ZATEFBNTEIR, BACKIFA )
11X L 4E X BURFNEAATRES A COVID-19 ERARMEIEHKBES, ZBIEEERKS 364
FERP—HEFEBFEREIE.

ST ERPMHSH 5 DNA TR TERHBMRH KT eorge Church SISHIN AEELH
B,z BIBEEES FeBEF A AP ARBREEN AFITHR . KA R LrHE,
ERHETFREE5E L% TIO)%E, G148 COVID-19 R7s. 600 SAIEE AT 48 IEFA
fEE TEIR. {BfERIFRNE S BMA BN EE.

5 Ganna iHXIGEMEMIAR ARIEEERAEREAS COVID-19 BEFITEREEZFM
K. BAFIBIBMAFHIRIEF SR Alessandra Renieri 128, Fiit, EAFZELHE 11 RE
Bd it R FIBA 46 F T R IRIA ], A B BRI EG, A FBART LA B & 5 E K& DNA #A.
wikAa (BE) EFRERESH™EAMMAS RN XERER.
BREIEMAFRILBIESE Jean-Laurent Casanova &1 IR EEFRRMNERA G B LT
BEERFHNELER, EEFAHISHAILBNEENE, FHENROHELRK
COVID-19 EfEMER A IR “RMNIAMRUGRRNEE 50 SUTHESE,
Afthfi180 COVID-19 EEE AJ REFIREE AL,

P27 ACE2 ZAMERERTRIN, REREETHRENERAZNHREMNAERZHALBE
WHEMEEENESEETLEN COVID-19 WEERE. HBEAF AL REER
ManuelRiva B EIRA % BB BRi#t — T R B 3 NAETREN AR P AL I : O BUIMA A A REXT TR &
5%,

fEE IR EMRRERE, THTEREEZERN COVID-19 BHEMNHE LS IRIFEK ., Ganna
mit, F—itGREETRE/LNAREEEL K.

Abstract

COVID-19, caused by the new pandemic coronavirus, is strangely—and tragically—
selective. Only some infected people get sick, and although most of the critically ill are
elderly or have complicating problems such as heart disease, some killed by the disease
are previously healthy and even relatively young. Researchers are now gearing up to scour
the patients’ genomes for DNA variations that explain this mystery. The findings could be
used to identify those most at risk of serious illness and those who might be protected, and
they might also guide the search for new treatments.

The projects range from ongoing studies with DNA for many thousands of participants,
some now getting infected with the coronavirus, to new efforts that are collecting DNA from
COVID-19 patients in hard-hit places such as Italy. The goal is to compare the DNA of
people who have serious cases of COVID-19 (which stands for coronavirus disease
2019)—but no underlying disease like diabetes, heart or lung disease—with those with


https://www.covid19hg.org/
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mild or no disease. “We see huge differences in clinical outcomes and across countries.
How much of that is explained by genetic susceptibility is a very open question,” says
geneticist Andrea Ganna of the University of Helsinki’s Institute for Molecular Medicine
Finland (FIMM).

It's hard to predict what will pop out from these gene hunts, some researchers say. But
there are obvious suspects, such as the gene coding for the cell surface protein
angiotensin-converting enzyme 2 (ACE2), which the coronavirus uses to enter airway cells.
Variations in the ACE2 gene that alter the receptor could make it easier or harder for the
virus to get into cells, says immunologist Philip Murphy of the National Institute of Allergy
and Infectious Diseases, whose lab identified a relatively common mutation in another
human cell surface protein, CCRS5, that makes some people highly resistant to HIV.
Ganna heads up a maijor effort to pool COVID-19 patients’ genetic data from around the
world. The idea “came quite spontaneously” about 2 weeks ago when “everyone was sitting
at their computers watching this crisis,” says Ganna, who is also affiliated with the Broad
Institute, a U.S. genomic powerhouse.

He and FIMM Director Mark Daly quickly created a website for their project, the COVID-19
Host Genetics Initiative, and reached out to colleagues who run large biobank studies that
follow thousands of volunteers for years to look for links between their DNA and health. At
least a dozen biobanks, mostly in Europe and the United States, have expressed interest
in contributing COVID-19 data from participants who agreed to this. Among them are
FinnGen, which has DNA samples and health data for 5% of the 5 million—person Finnish
population, and the 50,000-participant biobank at the Icahn School of Medicine at Mount
Sinai.

The UK Biobank, one of world’s largest with DNA data for 500,000 participants, also plans
to add COVID-19 health data from participants to its data set, the project tweeted this
month. And the Icelandic company deCODE Genetics, which is helping test much of the
nation’s population to see who is infected with the new coronavirus, has received
government permission to add these data and any subsequent COVID-19 symptoms to its
database, which contains genome and health data on half of Iceland’s 364,000 inhabitants,
says its CEO Kari Stefansson. “We will do our best to contribute to figuring this out,”
Stefansson says.

Another effort to identify protective or susceptibility DNA variants is the Personal Genome
Project led by Harvard University’s George Church, which recruits people willing to share
their full genome, tissue samples, and health data for research. Earlier this month, it sent
questionnaires to its thousands of participants, asking about their COVID-19 status. More
than 600 in the United States responded within 48 hours. “It seems that most people want
to do their part,” says Church, whose group isn’t yet part of Ganna'’s collaboration.

Other researchers working with Ganna’s initiative are recruiting COVID-19 patients directly
within hospitals for such genomics studies. Italian geneticist Alessandra Renieri of the
University of Siena expects at least 11 hospitals in the nation to give ethics approval for
her team to collect DNA samples from willing patients. “It is my opinion that [host] genetic
differences are a key factor ... for susceptibility to severe acute pneumonia,” Renieri says.
Pediatrics researcher Jean-Laurent Casanova at the Rockefeller University, who
specializes in identifying rare genes that can make healthy young people susceptible to


https://www.covid19hg.com/
https://www.sciencemag.org/news/2019/01/huge-trove-british-biodata-unlocking-secrets-depression-sexual-orientation-and-more
https://twitter.com/uk_biobank/status/1239603172739616768?s=20
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certain serious diseases, is drawing on a network of pediatricians around the world to look
for the relatively few young people who develop COVID-19 serious enough to get admitted
to intensive care. “We study exclusively patients who were previously healthy” and under
50, as their serious COVID-19 illness is more likely to have a genetic basis, he explains.
In addition to genetic variants of the ACE2 receptor, scientists want to see whether
differences in the human leukocyte antigen genes, which influence the immune system’s
response to viruses and bacteria, affect disease severity. And some investigators want to
follow up a finding, which a Chinese team reported in a preprint: that people with type O
blood may be protected from the virus. “We’re trying to figure out if those findings are
robust,” says Stanford University human geneticist Manuel Rivas, who is contributing to
Ganna’s initiative.

The catastrophic spread of the coronavirus should soon increase the number of COVID-
19 patients available to these gene hunts. And that could speed findings. Ganna expects
the first susceptibility genes could be identified within a couple of months.
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The FDA-approved Drug lvermectin inhibits the replication of SARS-CoV-2 in vitro
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Although several clinical trials are now underway to test possible therapies, the worldwide
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response to the COVID-19 outbreak has been largely limited to monitoring/containment.
We report here that lvermectin, an FDA-approved anti-parasitic previously shown to have
broad-spectrum anti-viral activity in vitro, is an inhibitor of the causative virus (SARS-CoV-
2), with a single addition to Vero-hSLAM cells 2 hours post infection with SARS-CoV-2 able
to effect ~5000-fold reduction in viral RNA at 48 h. Ivermectin therefore warrants further
investigation for possible benefits in humans.



