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SUPPLEMENTAL MATERIAL

Table S1. Amino acid differences between 1A.1.1.3 clade consensus, the within-clade CVV
A/Ohio/24/2017, and the clade representative viruses A/swine/North Caroline/A02245416/2020
and A/swine/Texas/A02245420/2020. The clade includes a two amino acid deletion and H1
numbering and corresponding 1A.1.1.3 sequential numbering are presented.
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Table S2. Amino acid differences between 1A.3.3.2 clade consensus, the within-clade human
seasonal vaccine A/ldaho/07/2018, and the clade representative
A/swine/Utah/A02432386/2019.
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Table S3. Amino acid differences between 1A.3.3.3 clade consensus, the within-clade CVV
A/Ohio/09/2015, and the clade representative virus A/swine/Minnesota/A02245409/2020.
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Table S4. Amino acid differences between 1B.2.1 clade consensus, the within-clade CVVs
A/Ohio/35/2017 and A/Michigan/383/2018, and the clade representative virus
A/swine/lllinois/A02139356/2018.
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Table S5. Amino acid differences between 1B.2.2.1 clade consensus, the within-clade CVV
A/lowa/32/2016 and the clade representative virus A/swine/lowa/A02478968/2020.
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Table S6. Amino acid differences between 1B.2.2.2 clade consensus and the clade
representative virus A/swine/Colorado/A02245414/2020.
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Gene Constellations (n=225)

total | [ HINY I HINZ
04
22 i
0.4
s
04 04
2
5 (13 18 (48] 09 04 09 09 [620 1888 09
: oo fEsl vs 22 o« [l o+ los|
2o
2 N 09 04 18
8
: oo os [ B o
@ > 04
8 !
P 0.4
0.4
o+
> > & > > ® & & ® & ® Y Y &
& & 'LQQ & & & \'}QQ F P & <P QQ \@Q N s '\@Q s P WQQ <+
SN A EC N RS I N T T A S A
PP R A N S S SN A L A
Na Na N Na

HA and NA Phylogenetic Clade Pairs

Figure S1. Proportions of detected HIN1 and H1N2 influenza A virus in swine collected 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.



