EfEAXFZZHMBHRI NI U
Keio Associated Repository of Academic resouces

Title

EVANAT /LABRICEDHFEIOFT VNN AORRBEH AT LDRE

Sub Title

Development of infection control system for COVID-19 by whole viral genome sequencing

Author

B R, #48(Takenouchi, Toshiki)

Publisher

BR&EZAF

Publication year

2021

Jtitle

FERELESHRRAREERESE (2020.)

JaLC DOI

Abstract

FEIOF VA I ARRE (COVID-19) DARTE., BELERTREORETH S, COVID-1
INHARAMNENE RN SIE., TORIEBREEFIBOTEETHS. ZAXERBRICHEVT,
REFICHIZL TRELEEBDNEEROCOVID-197 T AR —ICH L T, BRERETHJEED
T, FHEIOOF VA4 A (SARS-CoV-2) DETVAIINARYT /) LBEHETO2I2e DAINART /LD
BENZ—N, BREBREECNLTEVTHAI N ERFLE, TORR, SREBR VRIS
K BPCRIEBERRBRENSTAINAY / ARNAZHEL . COVID-19NDET AL ARY / L%
52 &lCkY), RBIZCOVID-19VANARYT / LAONTOARA THBREFARETHY ., TONE—
JICEDVT, BREBRBRHEEICEATHICEERLE, HRAREZEERPIEF L (The
Journal of Hospital Infection) [CFZER %K E & EHEE & L THEKL Iz (Takenouchi T et al. Clinical
utility of SARS-CoV-2 whole genome sequencing in deciphering source of infection.).
BEOCOVID-IINYTFIVIEVSHLERZERIDE, AHROBRERARICARIZ L
kY, BEBRZOABSTABLLLAKICERIZEN VDETHDEERZ, TOLHIC,
AR ZBEL TCOVID-1ODETAINARY / LABHOLEHICEHRLAEATILIVALZA 2 R—XY
NEEZ—BABEL. BHICATVO—RAEICLE, Z0%, COLHEKE. RECEEREKX
FRRRH S 10 EOBEERRICES W TERAE A, COVID-19RRMEICODVWTHMRZLFTVS
o THICHREHEL T, BFEMND DRLICAATRICTA LN VEEER, HEIOOTFTVA
ILAORNAHEA SRR =T H—IC KB 2T/ LABTETOIRE —BBRESEAFNE
gL,

The pandemic of novel coronavirus infection (COVID-19) is an urgent issue at a global level. The
inference of its transmission route is critically important from the viewpoint of nosocomial infection
control of COVID-19. In this study, we sequenced the whole viral genome of a novel coronavirus
(SARS-CoV-2) obtained through multiple COVID-19 clusters that appeared to have occurred
simultaneously and independently in a tertiary care facility. We examined its efficacy in inferring the
route of infection. The present study showed that the whole viral genome sequencing is indeed
useful for estimating the infection route based on the viral genome haplotype. The results were
published in the Journal of Hospital Infection with the principal investigator as the first author
(Takenouchi T et al. Clinical utility of SARS-CoV-2 whole genome sequencing in deciphering
source of infection). In the current social situation of a pandemic, we felt it necessary to make the
results available not only for Keio University but also for our entire society in a timely fashion. We
made the analytic algorithm of the COVID-19 viral genome available to the public on the internet.
This system has since been implemented at Keio University Hospital and more than 10 affiliated
hospitals.
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Development of infection control system for COVID-19 by whole viral genome sequencing

1. HIREBRFROBE

FROOF IV RBEEAE (COVID-19) D KFRITIE. RESHF TERDFEETH S, COVID-19 DENRLEX KD A M BIE.
FTORLEBRBHEETEIIBOTCEETHD, ZREEERICSVT, FABFICHILTRELEEEDN-EHD COVID-19 Y5 RE—(Z
LT, BREEBRABEHLEHT, HFEAOF 1M ILR(SARS-CoV-2) DEYIAILRY ) LW E{T otz 9M1IWART I/ LDER /I
—Uh, BRERBETICHLTEN THEINERET Lz, TOREER. ERZEALHCLVERIZES PCRREBRBRANSDAILRT /L
RNA Z3#iH L. COVID-19 MEIA LAY/ LBTEITSIZEIZEY . EFEIZ COVID-19 r74)bx'7/L\o)/\7°n947°h\$ﬁth‘I ETH
U, ZFDIRE—VIZEDNWT, BRERBRBRMEIZERATHALERLE IERREEZEE K LEF S (The Journal of Hospital
Infection) (TP R RELZEEEE L THRRKLI= (Takenouchi T et al. Clinical utility of SARS-CoV-2 whole genome sequencing in
deciphering source of infection.),

WTED COVID-19 N TEVIELIHEBEREEETHE. AMBEORRETRICARTEHIEICKY . BERBDAHELT A
HELRKRIZEMTEENADETHDIEEZ T, TD=HIZ, KAEZEEL T COVID-19 DEVAILAY / LEFRO=OIZFHFELT
WYX LEAB—Ryb EIZ—RARL, BRIZAYVO—RAEEICL-, TDH%., COEHEA T, ERICEBEZZ2REFRRES LU
10 LI E QOB ERIRIZBLTEREN ., COVID-19 B FEIZTDODVWTHREZLIF TS, SSIZHELEEL T, BENADODRLIZFH|

TREICT BHENRELEZ FHEOOFIMIILRD RNA ISR RS — o —I2&DeS / LBTETOIRE—REE
S AFIBERL -,

2. HIRERRAEEOBE (R

The pandemic of novel coronavirus infection (COVID-19) is an urgent issue at a global level. The inference of its transmission route is
critically important from the viewpoint of nosocomial infection control of COVID-19. In this study, we sequenced the whole viral
genome of a novel coronavirus (SARS-CoV-2) obtained through multiple COVID-19 clusters that appeared to have occurred
simultaneously and independently in a tertiary care facility. We examined its efficacy in inferring the route of infection. The present
study showed that the whole viral genome sequencing is indeed useful for estimating the infection route based on the viral genome
haplotype. The results were published in the Journal of Hospital Infection with the principal investigator as the first author
(Takenouchi T et al. Clinical utility of SARS—CoV-2 whole genome sequencing in deciphering source of infection). In the current social
situation of a pandemic, we felt it necessary to make the results available not only for Keio University but also for our entire society
in a timely fashion. We made the analytic algorithm of the COVID-19 viral genome available to the public on the internet. This system
has since been implemented at Keio University Hospital and more than 10 affiliated hospitals.
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