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Dear Editor, 

China has represented an unprecedented and unique landscape for

OVID-19 propagation, its population being mostly vaccinated with

hole virus inactivated vaccines, but infection- naive at the beginning of

he 2022-2023 Winter wave. China’s vaccination rate has been unfor-

unately low in people aged 80 and above (42.3%) [1] . Understanding

hether China-released data are reliable, and exactly which sublineages

irculate in China is of relevance for the evolution of the pandemic. 

In order to better assess the consistency of China-released data with

x-China surveillance implemented by several countries at the end of

022 [ 2 , 3 ], we conducted a search of the GISAID database [4] for all

ARS-CoV-2 sequences sampled in China between September 1 2022

nd January 31, 2023. We excluded sequences labeled as “imported ”

n metadata. We also searched all SARS-CoV-2 sequences labelled as

eposited from the rest of the world during the same time interval and

abelled as incoming from China in metadata: the latter data could not be

ssigned to individual provincial divisions within China. We monitored

micron sublineages which are fast-growing in the rest of the World

BQ.1. ∗ , XBB.1. ∗ , BN.1.3 and CH.1.1. ∗ ), while leaving all other lineages

ithin the “others ” group. 

Fig. 1 shows that the 2 cohorts (8380 sequences reported from 23

hina provincial divisions, and 827 sequences reported from surveil-

ance of Chinese travelers to the rest of the world) largely overlap, with

reat dominance of the novel autochthonous BA.5-derived PANGOLIN

ineages BA.5.2.48 (58.1% vs. 55.6%) and BF.7.14 (29.0% vs. 31.4%).

hree more novel autochthonous SARS-CoV-2 lineages have been also

etected in China but in very low prevalence (BA.5.2.49 7.9% vs. 4.4%,

A.5.2.50 1.4% vs 0.2%, BA.5.1.32 0.9% vs. 2.3%). BQ.1. ∗ was detected

n only 13 cases (0.2%) and 11 cases (1.3%), while BN.1.3 was detected

n just 6 (0.1%) and 5 cases (0.6%) respectively. CH.1.1 was detected

nly in 3 cases from foreign surveillance, and XBB.1.5 was not detected.

The concordance between China-released and foreign data is good

ews for transparency, and provides coverage of almost all of China’s

rovincial divisions, such sharing from China is still negligible in a coun-

ry peaking at an estimate of 1 million cases and 5,000 deaths per day

t the end of 2022. By comparison, the GISAID EpiCoV 

TM database has

ollected 14.8 million SARS-CoV-2 genomes from the rest of the world

n 3 years. 

From pandemic evolution in the rest of the world, we have learnt

ow the virus mutates to escape Spike-based vaccine-elicited and

nfection-elicited immunities. This is not the case yet in China’s first
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ave, where, despite unrestricted and massive passenger traffic between

hina and the rest of the world, autochthonous lineages are outper-

orming those currently dominant in the western world [5] . Vice versa,

he lack of relevant detection of such China-originated lineages outside

hina is likely attributable to their poor immune escape scores. The cu-

ulative infection attack rate (that is the proportion of population who

as been infected) in Beijing has been estimated at 92.3% since Novem-

er 1 2022 to January 31, 2023 [6] . In such quick burst, China has soon

eveloped its peculiar immune escaping variant soup, with derivatives

f BF.7.14 (BF.7.14.1-7), BA.5.2.48 (DY.1-4) and BA.5.2.49 (DZ.1-2).

nterestingly, no additional mutations within the Spike receptor bind-

ng domain have been reported in Chinese lineages so far. In addition to

ounder effects, differences in former exposure to variants, type of vac-

ine, and eventually host genetics are likely contributors to the ongoing

eographical restriction. 

Experience from a putative former coronavirus pandemic suggests

hat the most severe wave is not necessarily among the first ones [7] ,

nd the impressive decline in genomic sequencing rates across the world

from 5% in November 2021 to 1% in December 2022) represents a

erious concern [8] . 
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Fig. 1. China-released sequences of local COVID-19 cases stratified by province compared to data from surveillance of Chinese passengers fled abroad (September 

1 2022-January 31 2023). 
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