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Nine coronaviruses are now

known to infect humans

Two new ones since SARS-
CoV-2

SARS-CoV-2 isin the
betacoronavirus genus and
the sarbecovirus subgenus
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Does
Cross-Neutralization of
SARS-CoV-2 Only
Relate to High
Pathogenic
Coronaviruses?

Zhongren Ma,' Pengfei Li,* é
Agsa lkram," and Qiuwei Pan'+>*
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SARS-CoV-2 related to first SARS virus (SARS-CoV)
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¢ Horseshoe bat SARS-CoV-1 Rhinolophus spp. (horseshoe bats)
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Evolutionary origins of the SARS-CoV-2

sarbecovirus lineage responsible fo
19 pandemic

r the COVID-
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The ‘variants of concern’/VOCs
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Influenza A virus: Protection across HA
subtypes iIs possible, but antigenic imprinting

an Issue
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Potent protection against H5NI and
H7N9 influenza via childhood
hemagglutinin imprinting

Katelyn M. Gostic,! Monique Ambrose,! Michael Worobey,2* James O. Lloyd-Smith'-3*
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Excess cases

H7N9 cases, corrected for demography
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Editor’s Note: This article was published on August 18, 2021, at NEJM.org.

ORIGINAL ARTICLE

Pan-Sarbecovirus Neutralizing Antibodies in BNT162b2-Immunized SARS-
CoV-l Survivors

Chee-Wah Tan, Ph.D., Wan-Ni Chia, Ph.D., Barnaby E. Young, M.R.C.P,, Feng Zhu, Ph.D., Beng-Lee Lim, M.Sc., Wan-Rong Sia, B.S., Tun-Linn Thein, M.P.H., Mark |.-C. Chen,
Ph.D., Yee-Sin Leo, F.R.C.P,, David C. Lye, F.R.C.P., and Lin-Fa Wang, Ph.D.



SARS-CoV-2 related to first SARS virus (SARS-CoV)
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