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Human Infection with Avian Influenza
A(H10N3) Virus, China, 2024

Appendix
Appendix Table. Clinical blood cell and biochemistry test results from hospital admission to H10N3 positive test*
Tests 19 Dect 21 Dec 22 Dect 23 Dec 24 Dec Reference range
Leukocytes, cells x 10°/L 5.52 5.71 5.85 9.81 8.09 3.5-9.5
Lymphocyte, cells x 10%L 1.5 1.27 1.15 2.18 1.19 1.1-3.2
Hemoglobin, g/L 140 126 95 101 92 115-150
Neutrophils, % 69.1 74.2 76.8 73.1 77.2 40-75
Lymphocytes, % 271 222 19.7 222 14.7 20-50
Monocyte, % 3.7 3.6 3.3 4.7 8.1 3-10
Eosinophils, % 0 0 0.1 0 0 0.4-8
Basophils, % 0.1 0 0.1 0 0 0.0-1.0
Direct bilirubin, ymol/L 2.2 ND 21 5 ND 0-6.8
Indirect bilirubin, pmol/L 3.8 ND 22 6.6 ND 2-16.2
Total protein, g/L 66.9 ND 44.8 53.2 ND 65-85
Albumin, g/L 36.3 ND 214 34.6 ND 40-55
Globin, g/L 30.6 ND 23.4 18.6 ND 20-40
C-reactive protein, mg/L 75.8 ND ND 60.7 ND 0.5-10

*ND, not done.
1The patient was admitted to hospital.

1The patient was transferred to the Respiratory Intensive Care Unit (RICU).
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Appendix Figure 1. Phylogenetic tree PB2 gene of the A/Guangxi/01591/2024(H10N3). The
phylogenetic trees were constructed with MEGA7.0 software using the maximum likelihood (ML) method.
Bootstrap analysis was performed with 1000 replicates. The virus A/Guangxi/01591/2024(H10N3)
reported in Guangxi is marked with black triangles. The other 2 viruses isolated from human in People’s

Republic of China were marked with purple circle. Scale bar indicates nucleotide substitutions per site.
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Appendix Figure 2. Phylogenetic tree PB1 gene of the A/Guangxi/01591/2024(H10N3). The
phylogenetic trees were constructed with MEGA7.0 software using the maximum likelihood (ML) method.
Bootstrap analysis was performed with 1000 replicates. The virus A/Guangxi/01591/2024(H10N3)
reported in Guangxi is marked with black triangles. The other 2 viruses isolated from human in People’s

Republic of China were marked with purple circle. Scale bar indicates nucleotide substitutions per site.
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Appendix Figure 3. Phylogenetic tree PA gene of the A/Guangxi/01591/2024(H10N3). The phylogenetic
trees were constructed with MEGA?7.0 software using the maximum likelihood (ML) method. Bootstrap
analysis was performed with 1000 replicates. The virus A/Guangxi/01591/2024(H10N3) reported in
Guangxi is marked with black triangles. The other 2 viruses isolated from human in People’s Republic of

China were marked with purple circle. Scale bar indicates nucleotide substitutions per site.
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Appendix Figure 4. Phylogenetic tree NP gene of the A/Guangxi/01591/2024(H10N3). The phylogenetic
trees were constructed with MEGA?7.0 software using the maximum likelihood (ML) method. Bootstrap
analysis was performed with 1000 replicates. The virus A/Guangxi/01591/2024(H10N3) reported in
Guangxi is marked with black triangles. The other 2 viruses isolated from human in People’s Republic of

China were marked with purple circle. Scale bar indicates nucleotide substitutions per site.

Page 5 of 7



A A/Guangxi/01591/2024(H10N3)
@ A/fYunnan/0110/2024(H10N3)
AJEnvironment/Jiangsu/1190/2020(HSN2)
A/Environment/Jiangsu/1197/2020(H9N 2)
Aliangsu/602/2021(HON2)

981 AfEnvironmentiiangsu/0114/2021(HSN2)
Adchicken/Guangdong/F93/2022(HIN2)
AMubei/03863/2021(HIN2)

L AMenan/22180/2017(H7N9)

— Afchicken/Jiangsu/JS4539/2014(HIN2)

— Alchicken/Quzhou/2/2015/H7N9

H— Adchicken/Ganzhou/GZ50/2015(H5N6)

- A/Chicken/Hunan/E1397/2014(HON2)

L A/chicken/China/chicken/2014(H9N2)

|—— AlChicken/Guangdong/GZ15274/2019(HIN2)
— AMHunan/34179/2018(HIN2)

— Afchicken/Guizhouf12.20ZYLJJ011-0/2017(HIN2)  |Eurasian lineage
— A/Chicken/Jiangxi/H1258/2017(HIN2)

- A/Sichuan/24986/2017(H7N9)

I— A/Chongging-Shapingba/62/2017(H7N9)

+— Alchicken/Primorsky Kraif03/2018(HIN2)

I— A/Chicken/Taizhou/11/2019(HON2)

L A/Environment/Jiangsu/1239/2020(HIN2)
Alchicken/Jiangxif1.11 NCNP12E2-OC/2017(HIN2)
Alchicken/China/H491/2017(HSN2)

88| A/Chicken/ShanghaiH514/2017(HIN2)
Alchicken/Jiangsu/750/2021(H10N3)
Anhui-Yingjiang/12475/2021(HSN 2)
AJEnvironment/Jiangsu/zj1058/2021(H10N3)

85| @ Aliangsu/428/2021(H10N3)
A/Environment/liangsu/1191/2020(HSN2)
Afchicken/Jiangxi/07-04N CJD21-0/2022(HON2)
Afchicken/Jiangxi/7-25N CJD7-C/2022(HIN2)
— A/blue-wingedteal/ALB/778/1978(H10N3)

_|:Almallard!Marylandl1 40S51328/2014(H10N3) North American Iineage
A/northem shoveler/Califomia/JN587/2006(H 10N3)

79

79

100

85

0.01

Appendix Figure 5. Phylogenetic tree MP gene of the A/Guangxi/01591/2024(H10N3). The phylogenetic
trees were constructed with MEGA?7.0 software using the maximum likelihood (ML) method. Bootstrap
analysis was performed with 1000 replicates. The virus A/Guangxi/01591/2024(H10N3) reported in
Guangxi is marked with black triangles. The other 2 viruses isolated from human in People’s Republic of

China were marked with purple circle. Scale bar indicates nucleotide substitutions per site.
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Appendix Figure 6. Phylogenetic tree NS gene of the A/Guangxi/01591/2024(H10N3). The phylogenetic
trees were constructed with MEGA?7.0 software using the maximum likelihood (ML) method. Bootstrap
analysis was performed with 1000 replicates. The virus A/Guangxi/01591/2024(H10N3) reported in
Guangxi is marked with black triangles. The other 2 viruses isolated from human in People’s Republic of

China were marked with purple circle. Scale bar indicates nucleotide substitutions per site.
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