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1. 20204E 3 A 29 HEE

B KIR: WHO

RATEFE: 2020 4E 3 H 29 HALEAF A R4~ 5 55

B2 hitps://www.who.int/emergencies/diseases/novel-coronavirus-2019/situation-reports
AR WHO 424 #icdfs, 2020 4 3 7 29 HA3k Rit#s B b Rm #:0% A 634835 7, 4 H
BIEEAS 63159 7, RITAETC 29891 7, M HBHEALT: 3398,

o E R AAi2 82356 17, RIHFET: 3306 1, 4 HATIE #2126 B, BT 5 6.

2. TYHFTRR IR B R VA RARATIR AL T SR TR
KIEVI B E BRRER TR EER

The epidemiological characteristics of infection in close contacts of COVID-19
in Ningbo city

KIS PERFATIHEARE

KA A 2020-03-04

BE¥%: http://html.rhhz.net/zhixbx/028.htm

WIAEE: FEE

PR B T T s TS oA el Bl il B, HRNL 5 30058 T AR B

B fLAAE

WA

AW TG T TR bR 5 Al 28 03 4915 DI ik 2 ) R 8, AN [R] 2 B R0 1 3 B e R
BRI AR A B HEAT 7 0PAl . SLBESRA | 2147 L% VRS, SURYBLRDY 6. 15%, 1
I TORE R B W V)R A LA )0 6. 30% A 4. 11%, ZER LG ERE X
(P>0.05). AFERAMFETHEARE T, A/ &R (22.31%) FKEEM A (18.01%). R
(4. 73%) BAE R, BESNREVME R ARG, SEVEME AN RRREERA
it (P < 0.005). SHEIFEME (13.26%). FALF—EBETHE (11.91%). RELE
I (7.18%) BREA S GE R BRI N R SRR AE B (1.94%), R
HALECN 5 do FIAMITFUREL, SEANAEE R TC R4 BN TR SR, TRBE T RN AL
PR IZIRAL G0, AR N ) 2 A P T R St R S R L A T
Abstract:

Objective To estimate the infection rate of close contacts of COVID-19 cases,

and to evaluate the risk of COVID-19 under different exposure conditions
Methods A prospective study was used to conduct continuous quarantine medical
observations of close contacts of people infected with COVID-19, collect
epidemiological, clinical manifestations, and laboratory test data to estimate
the infection rate of close contacts under different exposures

Results The epidemiological curve of COVID-19 in Ningbo showed persistent human—
to—human characteristics. A total of 2 147 close contacts were tracked and
investigated. The total infection rate was 6.15% The infection rates of
confirmed cases and positive contacts were 6.30% and 4.11%, respectively. The
difference was not statistically significant (P>0.05). Among close contacts of
different relationships, friends/pilgrims (22.31%), family members (18.01%), and

relatives (4.73%) have a higher infection rate, and close contacts of medical
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staff were not infected. Differences in infection rates among the close contacts
were statistically significant (P < 0.005). Living with the case (13.26%), taking
the same transportation (11.91%), and dining together (7.18%) are high risk
factors for infection. Cross—infection in the hospital should not be ignored
(1.94%). The median of incubation period is 5 days

Conclusion The infection rate of close contacts of COVID-19 cases is high, and
isolation medical observation measures should be implemented in strict accordance

with the close contact management plan.

3. JLEE SARS—CoV—2 JERZL I RMIEAI 17 S M 2608 53 B ¥ HOTE FE SR

Characteristics of pediatric SARS—-CoV-2 infection and potential evidence for
persistent fecal viral shedding

KE: Nature Medicine

KA 2020-03-13

KIFBERE:  https://www.nature.com/articles/s41591-020-0817-4

i ARk

W

KB M ERER R M iE L) LB EST oG SEE A VEJBN 3 LE R )N
A R A S AR RS S AR T TR R 22 B 2 B I S IBR, 4RIE T 10 $JLE SARS-CoV-2 /&
G 5 BORAT I8 27 A RARFAE 70 A7 o X TRURIE 0 B TR E 2 9 SRR, T B . Sk eI ZE DY 3
iz .

XU FEAAN T 2020 4F 2 H 20 HAET ME € 1697 HOfua ABEf 4 10 4 J)L#E, F
W I 2 AN H 2 16 5 AN, B AH S 1l o ok el Q0 R 5 58, 80 A S A 1 14K
R &5 SR AP TE TR 2 -

PRI b, IX e ) LRI B i IR R # (7 N, BRI 39 C: HUCh
(5 A WIS (4 AD. JETE (3 ) RMIBZE (2 N); A 1 A& FEELRER, MfE
FSCAE N B s WL 55 SR MK I | BRI DRI SSRE AR M A B e B s A8 2 i 45 R s
5 BN GE WTEZE A, 10 B8 LIS X Ol v A 2 45 SR I A Tl 28 IR AAAE,  CT 434
7R b BIFEIE RO, 5 I PR R PR IRM . SKIR S A g R 2R, 10 48 )L
A9 NFEMIRAE A S & T EAS RS, TR B v Wk A s> 1 4 os
b BT R AR R DX ) LB R T B fEVRYT O I, B ) LEREEZ T o TR
R HESEAMPURTIRTT, RAE 1R UERIZH G2 T ES 2 &% RIGIT .
VAT S8 LT WP SRR BCEAE W 4 s 4 B

EARERR S, RIS EE RO, A 8 44 )L 1) B 1Al 45 SRR 2k 2 e
P, IXHGIN T AL DRI AT Rt . AR AR, SEREAC T IR B 7 AT S e
JIEBEATUESE PR G el I B 75 FLAT 38 L AR I RE 00 Rt — B A .

Abstract

We report epidemiological and clinical investigations on ten pediatric SARS—CoV-
2 infection cases confirmed by real-time reverse transcription PCR assay of SARS—
CoV-2 RNA. Symptoms in these cases were nonspecific and no children required
respiratory support or intensive care. Chest X-rays lacked definite signs of
pneumonia, a defining feature of the infection in adult cases. Notably, eight
children persistently tested positive on rectal swabs even after nasopharyngeal

testing was negative, raising the possibility of fecal - oral transmission.
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4. 2019 FBRARAEH B E X SARS-CoV-2 HIFTA RN

Antibody responses to SARS-CoV-2 in patients of novel coronavirus disease 2019

FE: Clinical Infectious Diseases

KA E: 2020. 3. 28

Rz https://doi.org/10.1093/cid/ciaa344

WIS Tk, ARSI, BRI = N REGEEIE TR T, A5 HIV
AT HBV/HCV BRYLIE FE Y, MR AR G B IR S 1k G e i pi B L 55 50 10 F PRI AR DG 1 ML
P AR RN G 4545 1) 2 FATL ) DA B B G 28 TS YR T 7 32 RO I R IR FH 45

PEF AL RYNTE S = NRIERE

ik TS

EE

5 BRI EE SARS-CoV-2 & —MiT th B EE . BRYYR N BUIR R BAT AN 2, Bt
AAS RS PR I PR AN 199 A 78 7 1R B

Tt —3EgIN 173 ] SARS-CoV-2 LB . FEAERE A SREER) 535 My MK FEARBEATHL
SARS-CoV-2 EHfifk (Ab). TgM Al TgG ¥l Z3#r 1 BEZR R Iiiksh /12

i 173 FIEE T Ab, TgM Rl TgG I MIEFEAL R 737 93. 1% 82. T%F

64. T%. 12 B EF PR Y I B R AT B8R AR o Bk = MR o I8 5 A0 [a] R A7 2 Ab
TeM Al TgG 43 7N5 11 Ky 55 12 R 14 K. fEEFHERFE 1 N EBPUARA0%, K
o3 Ja o 15 FRGEIE N, 43514 100. 0% (Ab). 94.3% (IgM) F179.8% (IgG). AHZ, RNA f7E
BT RZBIRERREA T, Al R 66. 7% (58/87) N F&FH 15-39 K] 45. 5% (25/55).

46 RNA FIPTARASIN AT 55 35 3 i COVID-19 197 IR A2 Wilusk i (p<0. 001D, E&7E 1 AW
FHIT B (p=0.007). B4l PUARRIETHESBRZRK 28 (p=0.006) JEXK,

S50 YUK A SARS-CoV-2 YL FEFR (it T B 2GRS B o WFFL45 R NAE COVID-19 &
S WORR YT HP LTS A ) S B T S RIS HE .

Abstract:

Background: The novel coronavirus SARS-CoV-2 is a newly emerging virus. The
antibody response in infected patient remains largely unknown, and the clinical
values of antibody testing have not been fully demonstrated

Methods: A total of 173 patients with SARS—CoV-2 infection were enrolled. Their
serial plasma samples (n=535) collected during the hospitalization were tested
for total antibodies (Ab), IgM and IgG against SARS—-CoV-2. The dynamics of
antibodies with the disease progress was analyzed

Results: Among 173 patients, the seroconversion rate for Ab, IgM and IgG was
93. 1%, 82.7% and 64.7% respectively. The reason for the negative antibody
findings in 12 patients might due to the lack of blood samples at the later stage
of illness. The median seroconversion time for Ab, IgM and then IgG were day-11,
day—12 and day—14, separately. The presence of antibodies was <40% among patients
within 1-week since onset, and rapidly increased to 100.0% (Ab), 94.3% (IgM) and
79.8% (IgG) since day-15 after onset. In contrast, RNA detectability decreased
from 66. 7% (58/87) in samples collected before day-7 to 45.5% (25/55) during day
15-39. Combining RNA and antibody detections significantly improved the
sensitivity of pathogenic diagnosis for COVID-19 (p<0.001), even in early phase
of 1-week since onset (p=0.007). Moreover, a higher titer of Ab was independently
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associated with a worse clinical classification (p=0.006).

Conclusions: The antibody detection offers vital clinical information during the
course of SARS-CoV-2 infection. The findings provide strong empirical support
for the routine application of serological testing in the diagnosis and

management of COVID-19 patients

5. Ll SARS-CoV-2 EEE AN R F EIURFAYBERKNEH T AREED
iy

Structure—Based Design, Synthesis and Biological Evaluation of Peptidomimetic

Aldehydes as a Novel Series of Antiviral Drug Candidates Targeting the SARS-CoV-

2 Main Protease

SKR: biorxiv

RAGIE]: 2020-03-28

KUREEH::  https://www.biorxiv.org/content/10.1101/2020.03.25.996348v1

VR s o R ERBE L 25 WHit 5t B Rl RO S B AL A AT 98 P45 s

WIEE . k&N, VFHEE, Mg IEIL

a Pk TH

WA

SARS—CoV-2 52 BUIX 11T COVID-19 # & [ A4 . V3 7 COVID-19 &G 2 Fa e e MED UM 7 250 o

SARS-CoV-2 M TLEE(1RG (Mpro) J—FhSCBEMTIMT Ny, 76/ S B A bR R 1

Wl E RBAER], A E BRI . Oy T PR AL EA Mpro AE R e A, 1%

WA G A 7 AL S (11a A1 11b, B —), IX P A AL S8 23 H R 0 R 400 A3 12k

IC50 fE 73179 0. 05 w M A1 0. 04 u Mo {EAFER A, X PIFIML S YILELH MK P RS b 33 2

7~ BRI BT SARS—CoV—2 R GL¥IVE T, EC50 4329 0. 42 u M A1 0. 33 uM. 7£ 1.5 A 43 ¥F

R RIME T 11a F 11b, 5 SARS-CoV-2 Mpro £54r M1 X Stk itk ai (B—). ShiR4S

K] 11a A1 11b A1 22 ABERI IS5 & R AN AT, (&b EERE 5 Mpro W) Cys145

TSN G5 G X P S YRR ARG B B S AL &Y, BA IR /1, (81532 — DT 7T

l— SARS—CoV—-2 Mpro Il FIZ5 & HAE i) 11a A1 11b
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Figure 2. SARS-CoV-2 M"™ inhibitor binding pocket for 11a and 11b.

A. Cartoon representation of the crystal structure of M™ in complex with 11a. The
compound 1l1a is shown as brown sticks in the substrate-binding pocket located
between domain I and II of SARS-CoV-2 M™. Water molecules involve in stabilizing
the 11a shown as spheres colored red.

B. Close-up view of the 1l1a binding site. The binding pocket is divided into four
subsites (S1°, S1, S2 and S4). The residues involving in inhibitor binding are shown
as green sticks. 11a and water molecules are shown as brown sticks and red spheres,
respectively. Hydrogen bonds are indicated as dashed lines.

C. Comparison of the binding model of 11a and 11b in SARS-CoV-2 M™. The major
differences between 11a and 11b are marked with dashed circles. The compounds of
11a and 11b are shown as brown and green sticks, respectively.

D. Close-up view of the 11b binding site. Hydrogen bonds are indicated as dashed
lines.

Abstract

SARS—CoV-2 is the etiological agent responsible for the COVID-19 outbreak in
Wuhan. Specific antiviral drug are urgently needed to treat COVID-19 infections.
The main protease (Mpro) of SARS-CoV-2 is a key CoV enzyme that plays a pivotal
role in mediating viral replication and transcription, which makes it an
attractive drug target. In an effort to rapidly discover lead compounds targeting
Mpro, two compounds (1la and 11b) were designed and synthesized, both of which
exhibited excellent inhibitory activity with an IC50 value of 0.05 M and 0.04
uM respectively. Significantly, both compounds exhibited potent anti—-SARS—CoV-
2 infection activity in a cell-based assay with an EC50 value of 0.42 uM and
0.33 ©M, respectively. The X-ray crystal structures of SARS-CoV-2 Mpro in
complex with 1la and 11b were determined at 1.5 A resolution, respectively. The
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crystal structures showed that 1la and 11b are irreversible, the aldehyde groups
of which are bound covalently to Cysl45 of Mpro. Both compounds are promising

drug leads with clinical potential that merits further studies

6. BeihEHX SARS-CoV-2 (R R4l MR AE KA BRI R ) SR AR IR R S 3 1 771
Design of potent membrane fusion inhibitors against SARS—CoV-2, an emerging
coronavirus with high fusogenic activity

SKYR: biorxiv

RFWHE: 2020-3-26

BERE: https://www.biorxiv.org/content/10.1101/2020.03.26.009233v1

HIR/EE: Yuxian He

Ve BAr: o R ARt e A MR 2 B

vk XIS

ES

ASCHIBE AR AR SARS—CoV—2 RRE NI A2 AL [e) i i 15 20 BR B 5O 3 25 ) i it 7 EE 32
R TERXTT TR, 135 15 JC50IE T A ACE2 /E8 SARS-CoV-2 (AR Ztk, H S EHAAE
BRI AT . 5 SARS-CoV M7 FIAHLL, SARS-CoV-2 [ S2 A& & A i-CIKE R 7
F 1 (HRD) AT RIG N o —s@ et AEaa e tt, LU HAHR-CIRE E 741 2 (HR2) A
BHE NG IEM ) R )G, (w7 —FhE T HR2 7 51 1 iR kRt & 4055, #7J9 IPBO2,

FEAMH] SARS-CoV-2 S & /13 A 4 i~ 4 0 R 5 MRS 75 TR e v 3R T Y 5 K A3 4 . TPBO2
A ZAMH T SARS-CoV BB 5. b4k, TPBO2 MILEMIAIEMESC R (SAR) FI—4L#E AR Ik
FAE, a7 7 RHESSPUR B RE ) B ORE EN A R AT

Abstract

The presented results have provided important information for understanding the
entry pathway of SARS-CoV-2 and the design of antivirals that target the membrane
fusion step. In this study, we firstly verified that SARS—-CoV-2 uses human ACE2
as a cell receptor and its spike (S) protein mediates high membrane fusion
activity. Comparing to that of SARS-CoV, the heptad repeat 1 (HR1) sequence in
the S2 fusion protein of SARS—-CoV-2 possesses markedly increased a -helicity and
thermostability, as well as a higher binding affinity with its corresponding
heptad repeat 2 (HR2) site. Then, we designed a HR2 sequence-based lipopeptide
fusion 1inhibitor, termed IPB02, which showed highly potent activities in
inhibiting the SARS-CoV-2 S protein mediated cell-cell fusion and pseudovirus
infection. IPB02 also inhibited the SARS—CoV pseudovirus efficiently. Moreover,
the structure and activity relationship (SAR) of IPB02 were characterized with
a panel of truncated lipopeptides, revealing the amino acid motifs critical for

its binding and antiviral capacities

7. SARS-CoV-2 P& LRITIR

The SARS-CoV-2 Vaccine Pipeline: an Overview

SKJE: Current Tropical Medicine Reports

R E: 2020. 3. 3

BEFz: https://link.springer.com/article/10.1007/s40475-020-00201-6
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iRER: Maria Elena Bottazzi, EZXHGTEEZFFEREIBEL, DB F ) LR R

VR AT BB a5 N ) L2 I8 e 2 o R Fe v, 2 R i 7 M AR S0 it DL 881y 2 22 e [T ¢ iy
B 2 B ) LRI 7310 B8 S AE ) 2 &

T

KR R ) H B2 3R 4y 2019 4835 B 5 IR Y9 55 SARS—CoV—2 el tR I #5203 F1 995 J5L A4 (COVID—
19) HIBUR ) TFREEE A K TAER SN EA o 1R fEM0A 7 — %8 = Bk DL R S
PRI APk . SO T EF 7 LU = AR RIS AR, IR VR R A T
PERRER T TR LA SRS, N PRALRE T, HOMT 51 AR S—spike B H IS SN,
PARTIEF 51 ACE2 S2 AN 1% IR W, JLR EER AV A FHAH T COVID-19 1)
SRRV 6 . RIS, AR JG AT SARS-CoV JE I IIZLS, kBT COVID-19 25 Hi#h 7 2
X G I DR HEAT AT AN ) 22 A VAL, PR DI RT B8 3 BURGL I g T MR A IR I X 0 - BRI
b, COVID-19 it H bR/ dh KRR DL I R s e A, Bdd —ZRB=4 AL, 60 % DL ERIA
LS B VAR AT N ZE 55 TSV B9 N HE -

Abstract

Purpose of Review

The goal of this review is to provide a timely overview on efforts to develop a
vaccine for the 2019 novel coronavirus SARS-CoV-2, the causative agent of

coronavirus disease (COVID-19).

Recent Findings

Previous research efforts to develop a severe acute respiratory syndrome
coronavirus (SARS-CoV) vaccine in the years following the 2003 pandemic have
opened the door for investigators to design vaccine concepts and approaches for
the COVID-19 epidemic in China. Both SARS—CoV and SARS-CoV-2 exhibit a high
degree of genetic similarity and bind to the same host cell ACE2 receptor. Based
on previous experience with SARS-CoV vaccines, it is expected that all COVID-19
vaccines will require careful safety evaluations for immunopotentiation that
could lead to increased infectivity or eosinophilic infiltration. Besides this,
a COVID-19 vaccine target product profile must address vaccinating at—risk human
populations including frontline healthcare workers, individuals over the age of
60, and those with underlying and debilitating chronic conditions. Among the
vaccine technologies under evaluation are whole virus vaccines, recombinant

protein subunit vaccines, and nucleic acid vaccines

Summary

Each current vaccine strategy has distinct advantages and disadvantages.
Therefore, it is paramount that multiple strategies be advanced quickly and then
evaluated for safety and efficacy. Ultimately, the safety studies to minimize
undesired immunopotentiation will become the most significant bottleneck in terms

of time.
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Table 1 Major COVID-19 vaccine development programs

Consortium Candidate vaccine Reference

‘Whole virus vaccines
Janssen (Johnson & Johnson) Adenovirus-vectored vaccine using AdVac® and PER.C6® technology [10]
Codagenix/Serum Institute of India Live-attenuated vaccine [11]

Subunit vaccines

University of Queensland/CEPI Protein-based vaccine using Molecular Clamp platform [12]
Novavax Recombinant nanoparticle technology [13]
Clover Bipharmaceuticals S-trimer recombinant protein using Trimer-Tag technology [14]
Baylor College of Medicine, Fudan University, Coronavirus RBD protein-based vaccine [15]
New York Blood Center, Univ Texas Medical Branch
Vaxart Oral recombinant protein vaccine using VAAST platform [16]
Nucleic acid vaceines
Inovio/Beijing Advaccine Biotechnology Co./CEPI DNA vaccine (INO-4800, based on INO-4700 MERS vaccine) [17]
Moderna/NIH/CEPI mRNA vaccine [18]
CureVac/CEPI mRNA vaccine [19]

8. FIEIFERERIL L B B4 SARS-CoV-2 R T E [ I s i ek i N—HE 4k

Site—specific N-glycosylation Characterization of Recombinant SARS—-CoV-2

Spike Proteins using High—-Resolution Mass Spectrometry
KIE: biorxiv
A HI: 2020-03-29
4% https://www.biorxiv.org/content/10.1101/2020.03.28.013276v1
WWAERE: DUNRAEAEPIEERE Hao Yang
e RCE
SRR B R 2 1T B AT v EERE R AL IR, DRI AR P 2 B SR R A 1 B 4L PR 7 V5 %8 5E T SARS—
CoV-2 R IEFEA AL . N TR E B G, 1R KM ZMEE (trypsin Al Glu-C) Bk
77 BRI 2 B IR R EARRER (SEA), ZEASH 22 FREM N FiE
L rle FUBBIER, P RO S ERAR 2] 7858, R R EREREYS. = HF
BRIE R F AL L (N-X-C) AT RESE L . Ak, 1EEH SARS-CoV-2 [¥IFFFI[E GISAID
database P 753 A~ SARS-CoV-2 FHILLEL, KIL 38 AMHEIEAL AL (Alteration) #it
B, 22 A N PERALAL s LR ORAT ) (BR T N717 glycosite). [A] SARS-CoV S
protein FLAL, 18 AN N-WERALAL fURCRSFIY, XKW THERACAEZME . Fribn 4 Shikk
A7 s (N17, N74, N149, and N657)fiF S1 WHESE RBD X%, SARS-CoV S H [/ Mk
AT S (N29, N73, N109, and N357) fE SARS-CoV-2 Hi&A # kB, Hr N357 f7F RBD [X
e
[F]ZRIATE human cell FFAHEL, FRIXTE insect T FORIF R ONERE /)N, dikafie., @
WIME, RIATE insect FIMEER A RE™ LRI S i, Ah, 1EE NN, SARS-CoV-2 &
JE 7 AL R N BEBEAL AT B2 77 AR AN [F) e S St ) S R . PRIV E B SR HH ) insect RBRIA
S HEHERIT R .

The global pandemic of severe acute pneumonia syndrome (COVID-19) caused by SARS-
CoV-2 urgently calls for prevention and intervention strategies. The densely
glycosylated spike (S) protein highly exposed on the viral surface is a
determinant for virus binding and invasion into host cells as well as elicitation
of a protective host immune response. Herein, we characterized the site—specific
N-glycosylation of SARS-CoV-2 S protein using stepped collision energy (SCE)
mass spectrometry (MS). Following digestion with two complementary proteases to

cover all potential N-glycosylation sequons and integrated N-glycoproteomics
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analysis, we revealed the N-glycosylation profile of SARS-CoV-2 S proteins at
the levels of intact N-glycopeptides and glycosites, along with the glycan
composition and site—specific number of glycans. All 22 potential canonical N-
glycosites were identified in S protein protomer. Of those, 18 N-glycosites were
conserved between SARS-CoV and SARS-CoV-2 S proteins. Nearly all glycosites were
preserved among the 753 SARS—CoV-2 genome sequences available in the public
influenza database Global Initiative on Sharing All Influenza Data. By comparison,
insect cell-expressed SARS-CoV-2 S protein contained 38 N-glycans, which were
primarily assigned to the high-mannose type N-glycans, whereas the human cell-
produced protein possessed up to 140 N-glycans largely belonging to the complex
type. In particular, two N-glycosites located in the structurally exposed
receptor-binding domain of S protein exhibited a relatively conserved N-glycan
composition in human cells. This N-glycosylation profiling and determination of
differences between distinct expression systems could shed light on the infection

mechanism and promote development of vaccines and targeted drugs

9. RAZRBHMEFIXT COVID-19 KIHE BT B&EZEB/K- PR
SARS—CoV-2 proteome microarray for mapping COVID-19 antibody interactions at

amino acid resolution

SFeE: biorxiv

RAGHA]: 2020-03-28

BE¥E. https://www.biorxiv.org/content/10.1101/2020.03.26.994756v1

WIEE: ExREAFREE O dbat, XA REH L) Xiaobo Yu

itk WAL

E &R EABAE O bR, X RURA ) 15T AR 2 A 5 R 51

(1975 %5 COVID-19 9 N F=2E BBk AT 1 2 200 B 14348 (mapping) « W74 16T X SARS—
CoV-2 1) 10 NMEHE & H T 966 /> 16 MR KERNZIK (2K iLE 5 AR ES
Wit)e BHIXEEARELLL M 4K E. N LUK 5 Dl S & s A& - R K e 3|
WS b HIX AN AR N B L AT B S PR AT R . 1R AN AL (R A
1.5 /NF, A 100 FE AT INTE B, SRR M AR B 2 94 F wi/ =Tt . W 7L R R ILIX AN SARS-
CoV—2 HIER A 2t Fr A BT AL Y SARS—CoV—1 FiAR AT LA SARS—-CoV-2 HIEE H o 2 M 705t
10 /™ COVID-19 Ji AN TgM  F1 TG PR RALEAT T 8. FHPEAS 5 MERAL AT LTS BhIRAT]
T COVID-19 ¥ ) Riff1 53 FAric ), BEn]&enT LA kA COVID-19 B2 W, thnlsef 7%
TR o JE I EE 0 A A, AL e R T — e nT B ORI M A4 T DA 9
I ACE2 33 A4 .
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a Applications
Epitope mapping
SARS-CoV-2 proteome .o ’.
orflab S orf3a E M
SARS-COV-2 proteome
s(alshzncHgv”z orf7a orf8 N orf10 peptide micr%a"ay Antibody characterization
‘ Antibody biomarker identification
» Peptide library » i o
‘ L L M
Peptldes Diagnosis, Prediction, Prognosis
48 X41= 1968 spots Immune monitoring
15 amino acids/each 96,3 fpep;tide probes I ‘
5 amino acids overlapped 1 N full-length protein
it 1 E full-length protein _j,\
5 S truncated proteins
Drug and vaccine development
Neutralizing antibody isolation
Therapeutic regime
Ay Zly, A -
b B AU B R B
( ) has quickly become a worldwide pandemic, which has si ntly

impacted the economy, education, and social interactions. Undersvaumuing the
humoral antibody response to SARS-CoV-2 proteins may help identify biomarkers
that can be used to detect and treat COVID-19 infection. However, no immuno-—
proteomics platform exists that can perform such proteome-wide analysis. To
address this need, we created a SARS-CoV-2 proteome microarray to analyze
antibody interactions at amino acid resolution by spotting peptides 15 amino
acids long with 5—amino acid offsets representing full-length SARS-CoV-2 proteins
Moreover, the array processing time is short (1.5 hours), the dynamic range is

"2 orders of magnitude, and the lowest limit of detection is 94 pg/mL.
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Re—analysis of SARS-CoV-2 infected host cell proteomics time—course data by

impact pathway analysis and network analysis. A potential link with inflammatory

response.

https://www.biorxiv.org/content/10.1101/2020.03.26.009605v1

FePE: biorxiv
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The disease known as coronavirus disease 19 (COVID-19), potentially caused by an
outbreak of the severe acute respiratory syndrome—coronavirus 2 (SARS—-CoV-2) in
Wuhan, China, has hit the world hard, and has led to an unprecedent health and
economic crisis. In order to develop treatment options able to stop or ameliorate
SARS-CoV-2 effects, we need to understand the biology of the virus inside cells,
but this kind of studies are still scarce. A recent study investigated translatome
and proteome host cell changes induced in vitro by SARS-CoV-2. In the present
study, we use the publicly available proteomics data from this study to re-—
analyze the mechanisms altered by the virus infection by impact pathways analysis
and network analysis. Proteins linked to inflammatory response, but also proteins
related to chromosome segregation during mitosis, were found to be regulated
The up—regulation of the inflammatory-related proteins observed could be linked
to the propagation of inflammatory reaction and lung injury that is observed in
advanced stages of COVID-19 patients

ik 1: Bojkova, D.:; Klann, K.: Koch, B.:; Widera, M.: Krause, D.: Ciesek, S.;
Cinatl, J.; Minch, C. SARS-CoV-2 infected host cell proteomics reveal potential
therapy targets. Preprint available at Research Square 2020 Mar 11.
https://dx. doi. org/10. 21203/rs. 3. rs—17218/v1

11. FDA #it# Y &M F COVID-19 677 .

FDA approved Chloroquine for COVID-19 on last Sunday.
JUE D IR 45 B S KF, S5 FDA3 H 29 Hlid'E 2ol HEZ R J7 Atk 7 S fss
AEH TI697 COVID-19. X /&3 [E FDA 1 IR HLHEBA X RIS K259 .
B https://www.biocentury.com/article/304766

12. 2 E FDA 1Bt B A/ A& BIAE T Battelle AF R COVID-19 N95 D EFEEHEH
S

FDA approves expansion to Battelle’ s COVID-19 mask decontamination process
RATKFA]: 2020-03-28

R
https://www.battelle.org/newsroom/press-releases/press-releases-detail/battelle-ccds-
critical-care-decontamination-system-being-deployed-to-meet-urgent-need-for-personal-
protective-equipment-for-nation-s-healthcare-workforce

TR Battelle HIFRIE, 1Z AT H—% CCDS Critical Care Decontamination System —K
RZ AT LU 80000 MNHE ., EXAMRGA Y, BARALUHERDNABF s IEZ .
Battelle CCDS Z 4t HIKs N95 11 SEAE e I B UM AL S0 V5 G RO AL BE 2. 5 /N DB 31 2
B 55 SARS-CoV-2 [ AEMIT5 G

Each Battelle CCDS Critical Care Decontamination System™ 1is capable of

decontaminating up to 80,000 masks per day at full capacity. Because it is

scalable, the system is capable of processing even more pieces of personal


https://www.biocentury.com/article/304766
https://www.battelle.org/newsroom/press-releases/press-releases-detail/battelle-ccds-critical-care-decontamination-system-being-deployed-to-meet-urgent-need-for-personal-protective-equipment-for-nation-s-healthcare-workforce
https://www.battelle.org/newsroom/press-releases/press-releases-detail/battelle-ccds-critical-care-decontamination-system-being-deployed-to-meet-urgent-need-for-personal-protective-equipment-for-nation-s-healthcare-workforce
https://www.battelle.org/newsroom/press-releases/press-releases-detail/battelle-ccds-critical-care-decontamination-system-being-deployed-to-meet-urgent-need-for-personal-protective-equipment-for-nation-s-healthcare-workforce
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protective equipment (PPE) each day. Battelle CCDS™ uses concentrated, vapor
phase hydrogen peroxide (VPHP) and works by exposing used respirator masks to
the validated concentration level for 2.5 hours to decontaminate biological
contaminates, including SARS—CoV-2.
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