Supplementary Materials

Table S1. Amino acid differences between human seasonal vaccine A/Iowa/60/2018 and the 1990.1
clade represented by A/swine/Missouri/A02257614/2018 strain. Annotations include mutations
within putative epitope and receptor binding sites.
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Table S2. Amino acid differences between A/Minnesota/11/2010 CVV and the 1990.4.A clade rep-
resented by A/swine/North Carolina/A02245294/2019 and 1990.4B.2 clade represented by
A/swine/Illinois/A02479007/2020. Annotations include mutations within putative epitope and re-
ceptor binding sites.
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Table S3. Amino acid differences between A/Ohio/28/2016 CVV and the 2010.1 clade represented
by A/Indiana/27/2018 variant strain. Annotations include mutations within putative epitope and
receptor binding sites.
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Table S4. Amino acid differences between A/Ohio/28/2016 CVV and A/Iowa/60/2018 HuVac. An-
notations include mutations within putative epitope and receptor binding sites.
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Table S5. Percentage of macroscopic lung lesions and microscopic lung and trachea scores of pigs.
Clade Group Pig # Macros.copic Lung Mi?roscopic Lung Le- chMef?;;Zil: ;; r:re
Lesions (%) sions Score (0-22) (0-8)
1990.1 446 0.4 0.0 3.0
447 0.0 0.0 0.0
448 0.0 0.0 4.0
1990.4.A 451 0.0 2.0 1.0
452 0.6 0.5 4.0
453 0.0 1.0 2.5
1990.4.B.2 456 1.3 3.0 4.0
457 0.5 0.0 1.0
458 1.6 0.0 5.0
NC 441 0.0 0.0 0.0
442 0.0 0.0 0.0
443 0.0 0.0 0.0
Table S6. Pig HI data at 0, 5 and 14 dpi.
Clade Group Pig # 0 dpi 5 dpi 14 dpi
441 <10 <10 -
442 <10 <10 -
NC 443 <10 <10 -
444 <10 <10 <10
445 <10 <10 <10
1990.1 446 <10 10 -
447 <10 10 -
448 <10 10 -
449 <10 NA 160
450 <10 NA 160
1990.4.A 451 <10 10 -
452 <10 10 -
453 <10 20 -
454 <10 NA 320
455 <10 NA 320
1990.4.B.2 456 <10 10 -
457 <10 20 -
458 <10 10 -



459 <10 NA 320
460 <10 NA 320

NA (not applicable)
Dash indicates pigs that were necropsied at 5 dpi.
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Figure S1. Proportions of detected H3N2 influenza A virus in swine with whole genome data col-
lected in 2020 in the USDA influenza A virus in swine surveillance system. The x-axis reflects the
paired genetic clade of hemagglutinin (HA) and neuraminidase (NA), and the y-axis reflects the
evolutionary lineage (triple-reassortant, T; HIN1pdmO09, P; live attenuated vaccine virus associated,
V) of the internal genes in the order of PB2-PB1-PA-NP-M-NS.



