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>

Absorbance at 280 nm (OD)

6.2 64 66 68 70
Radius (cm)
0.06 1 N 1 N 1 N 1 N 1 N 1

®

0.04

0.02

0.00

Residuals

-0.02 1

-0.04

-0.06 T T T T T T T T T
6.2 6.4 6.6 6.8 7.0

Radius (cm)



Figure S2
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Figure S3
A. Glutaraldehyde(%)

=
0 0.005 0.01 0.02 0.04 0.08 0.16

97—
66 — Tetramer
37 —
28 —

Dimer
14 —

Monomer

B. Glutaraldehyde(%)

-

0 0.005 0.01 0.02 0.04 0.08 0.16

- Oligomer

Tetramer

Dimer

Monomer




Figure S4

OrigSeq 245 EKPRWKROPNDDVTSNVTQCEGPRDLDHNFGSAGVVANGVEAKGYPQFAELVPS 298

Inet 245 - E--------- EEEEE----------- HHHHHHHH - - - - - HHHHH- --- 298
j hmm 245 - EEEE----------- HHHHHHHH- - - -HHHHHH- - - - 298
jpssm 245 ------ | FEFEE----------- HHHHHHHH- - - - - - HEHH---- 298
FI-Pred 245 ------mmmmmmm e - HHHHH- - - - - - - - HHHHHH--- 298
Porter 245 ---H-——-—--—---—-—- HHHHH- - --------- HHHHHH- - - - - - HHHHAH---- 298
APSSP2 245 --------meo - HHHH----- - - - HHAHH- - - -------- E----- 298
PROF 245 - EEEE-------------- HHHHH- - - - - - - HHHEE--- 298
OrigSeq 299 TAAMLFDSHIVSKESGNTVVLTFTTRVTVPKDHPHLGKFLEELNAFTREMQOHP 354
Inet 299 HHHHH------------ FEEEEEEEEFEE- - - - - - HHHHHHHHHHEH - - - - - - - - 354
jhmm 299 HHHHH- - - - -------- BEEEEEEFEFEE- - - - - - HHHHHHHHHHH - - - - - 354
jpssm 299 HHHHHH----------- FEEEEEEEEFEE- - - - - HHHHHHHHHH-H- - - - - -- - 354
FI-Pred 299 - EEEE--EEE----- EEEEEEEFEFEE- - - - - SIS 8I818/81818181818151S SR 354
Porter 299 HHHHHH- -FEEE----- EEEEEEEFEEEE- - - - - 41818181 518151515 NN, 354
APSSP? 299 HHHHHH- -E-EFEE- - -EEEEEFEEFFEE- - - - - - HHHHHHHHHHHHHEH - - - - 354
PROF 299 -FEEEE--FEE------ EEEEEEEEFEEE- - - - - - - - - - - 354
OrigSeq 355 LLNPSALEFNPSQTSPATAEPVRDEVSIETDIIDEVN 389
Inet 355 - EEEEEEE- - - 389
j hmm 355 - EEEEEEE- - - 389
jpssm 355 -----emme e EEEEEE- -- 389
FI-Pred 355 --------------ommmo - EEEEEFEEEE- - - 389
Porter 355 ---------------- HHH--------- EEEEE---- 389
APSSP2 355 -----mmeee e E- -FEFEEEEEEE- - - 339

PROF 355 ~-cmmmommmocoe FEEEE---- 389



Figure S5
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HRRYCKRTIPPNY--RYDOVFGPRTKGK-EGNFGDDKHNEEGIKDGRYTA

292 330
FRELYPSTRAANLFDSHIVS KESGNTYYLTFTTRVYTYPKD
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Figure S6

—— HCoV-0OC43 NP
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