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Data as of Sep 13, 2023

e This situational report provides the comprehensive overview of genomic
surveillance of SARS-CoV-2 in Pakistan spanning from Mar 2023 to Aug
2023, highlighting the emergence of Omicron subvariant “GW.5” in Pakistan.

e As per the GISAID data, the earliest sequence of GW.5 was documented on
May 1, 2023 from China, followed by a sequence from Pakistan on May 4,
2023. Till Sep 13, 2023, the GW.5 has been detected in 17 countries with a
total of 102 sequences. Notably, 24 cases (23.5%) of GW.5 are reported from
Pakistan which are distributed as follows: Sindh (n=9), Islamabad (n=8),
Punjab (n=6), and Khyber Pakhtunkhwa (n=1).

e Overall, SARS-CoV-2 genomic surveillance between Mar 2023, to Aug 2023,
in Pakistan showed the prevalence of XBB.1.19.1 (21.09%), XBB.1.9.1 (20.36%),
XBB.1.5 (10.55%), GW.5 (4.73%), XBB.1.9.2 (4.73%), GW.4 (4.36%), FL.2
(4.00%), XCC (3.27%), and, XBB.1.16 (1.82%), as of Sep 13, 2023.

o Pakistan has also reported two cases of the EG.5 (Eris) variant, which has
been designated as a Variant of Interest (VOI) on Aug 09, 2023 by World
Health Organization (WHO). EG.5.2 is reported on March 26, 2023 in Lahore
and EG.5.1.1 on July 19, 2023 in Karachi, Pakistan.

PAGE 1/5



o A @ 8 DORDU A U
® » ® D A f
DEPARTMENT O ROLO
PUB A ABORATOR DIVISIO P »
A ONA U O A H

21K, 21L, 22A, 22B, 22F, 23A, 238
GISAID clade Ehb

Omicron Omicron Omicron Omicron : ) g
WHO label Omicron EG.5 XBE15 | XBEWiSd | NBBiie | “INcIOM) - DIcion o Cmeron
“Eris” “Kraken” “Hyperion” “Arcturus” i P 8
; : South Africa & ; : : ; ;
Botewana Indonesia USA Singapore India China USA Austria
D V_arian_t Fo_rmer Variant of Variant of  Variant Under  Variant of
esignation Variant of el : .
Interest Interest Monitoring Interest
(World Health Concern (VOl) (VOI) (VUM) (VOI)
Organization) (VOC)
Available
sequences 7,723,084 18,273 189,754 23,540 27,509 103 931 4,239
worldwide
Cumulative
prevalence 51% <0.5% 1% <0.5% <0.5% <0.5% <0.5% <0.5%
worldwide
Available
sequences 3317 1 54 177 10 24 126 28
Pakistan
*First detection Dec 3, Mar 3, Jan 2, Dec 24, Apr 29, May 04, Feb 11, Feb 14,
from Pakistan 2021 2023 2023 2022 2023 2023 2023 2023
**Cumulative
prevalence in 90.7% <0.5% 8.45% 17.43% 14.9% 30% 22.22% 5.04%
Pakistan

*Based on date of sample collection (as of Sep 13, 2023)

**Apparent cumulative prevalence is the ratio of the variant sequences to all sequences collected since its
identification in Pakistan.

Note: The lineage assignment was performed using latest Pangolin USHER model (Pango v.4.3.1, pangolin-USHER v1.2.1)
(https://github.com/cov-lineages/pangolin).
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Lineage % Total
XBB.1.19.1 21.09% m
- - B |
a0 . - XBB.1.9.1 20.36%
GW.5, n=1 XBB.1.5 10.55% =
||
g ™ — o GW.5 4.73% m
(=]
< - — GW.5, n=3 -
f . —_— " m XBB.1.9.2 4.73%
‘_—; . EG.5.2, n=1 : GW.4 4.36% =
S 50% GW.5, n=1 FL.2 4.00%
s
& o GW.5.n=3 ews.n=13  XCC 3.27%
= - XBB.1.5.24 2.91%
30%
XBB.1.22.1 2.91%
20% XBB.1.16 1.82%
EG.4 1.64%
10%
EG.5.2 0.18% =
0% EG.5.1.1 0.18% =
14/03/2023 28/03/2023 11/04/2023 25/04/2023 09/05/2023 23/05/2023 06/06/2023 20/06/2023 04/07/2023 18/07/2023 01/08/2023 15/08/2023 29/08/2023
Others 22 20 4 5 3 2 0 0 0 0 0 0 1 Others 10.00%
FL.2 9 4 0 1 0 1 0 0 0 0 0 0 0
XCC 6 7 1 0 0 0 0 0 0 0 0 0 0
HGW.4 3 9 3 0 1 1 0 0 0 0 0 0 0
XBB.1.9.2 4 8 0 0 1 0 0 0 0 0 1 0 4
nXBB.1524 8 3 1 0 0 0 0 0 0 0 0 0 0
EG.4 1 3 2 0 0 0 0 0 0 0 0 0 0
uXBB.15 14 21 3 2 0 1 0 0 0 0 0 0 0
XBB.1.22.1 2 3 2 3 0 0 1 0 0 0 1 0 0
“EGS5.2 0 1 0 0 0 0 0 0 0 0 0 0 0
XBB.1.16 0 0 0 0 2 5 1 0 0 2 0 0 0
mEG5.1.1 0 0 0 0 0 0 0 0 0 0 1 0 0
=GW.5 0 0 0 0 1 0 0 3 1 3 2 1 13
mXBB.1.9.1 26 43 14 4 5 1 0 1 0 0 0 0 0
=XBB.119.1 38 42 1 5 6 1 1 0 1 1 1 0 2

Collection Date, Two-Week Ending
mXBB.1.19.1 WXBB.1.9.1 EGW.5 BEG.5.1.1 » XBB.1.16 "EG.5.2 XBB.1.22.1 8 XBB.1.5 EG.4 # XBB.1.5.24 = XBB.1.9.2 ®GW.4 = XCC FL.2 = Others

e Enumerated lineages are circulating above 1% nationally from Mar to Aug, 2023."

e XBB.1.5 sublineages including XBB.1.5.1.101 (n=1), XBB.1.5.15 (n=1), XBB.1.5.20 (n=1), and XBB.1.5.23 (n=1), XBB.1.5.31 (n=1), and,
XBB.1.5.48 (n=2), are aggregated to XBB.1.5, except XBB.1.5.24 (n=26).

e Sublineages of XBB.1.16" including XBB.1.16.8 (n=1), and, XBB.1.16.16 (n=1) are aggregated to XBB.1.16.

e Further, sublineages of FL, including FL.4 (n=11), FL.10 (n=11), FL.13, (n=4), and, FL.26 (n=9) are aggregated to ‘others’, except FL.2
(n=15).

Note: The lineage assignment was performed using latest Pangolin  USHER model (Pango v.4.3.1, pangolin-data v1.19)
(https://github.com/cov-lineages/pangolin).
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As of 06 Sep, 2023, EG.5, XBB.1.5, and XBB.1.16 are designated as Variants of Interest (VOIs), while, XBB.1.9.1,
and XBB.2.3 as Variants Under Monitoring (VUMs).
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. %
mXBB.1.19.1 mXBB.1.9.1 mGW.J5 mEGS5.1.1 XBB.1.16 =EG.5.2 XBB.1.22.1 mXBB.1.5
EG.4 ©XBB.1.5.24 = XBB.1.9.2 mGW.4 XCC FL.2 Others

One case of EG.5.2 “Eris” on Mar 26, 2023, from Lahore, and one case of EG.5.1.1 on Jul 19, 2023, from
Karachi have been reported.

This report is produced by Department of Virology, PHLD, NIH & can also be accessed
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at NIH website, www.nih.org.pk



