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KEY FINDINGS

Results: Peptide Identifications by Protein
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*  Large differences in number of peptide identifications between PR8 and HK identified across Step 1: Strip and Step 2: IP «  Examining protein origin allows for the selection of peptide candidates from highly conserved regions,
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 NEGS is highly conserved across flu strains, but has only been predicted at the genomic level
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350 - 60 HA = Hemagglutinin; NA = Neuraminidase; M1 = Matrix protein 1; M2 = Matrix protein 2; NEG8-167 = Negative stand segment 8
. i PRS8 HK (167); NEG8-216 = Negative stand segment 8 (216); NEP = Nuclear export protein; NP = Nucleocapsid protein; NS1 = Non-
LC—-MS/MS Anal\/SlS 300 — , ' _ structural 1; NS2 = Non-structural 2; PA = Polymerase; PA-X = Polymerase X; PB1 = Polymerase basic protein 1; PB1-F2 =
_ _ _ _ o o _ Step 1: Strip 50 - Step 1: Strip Polymerase basic protein 1 F2; PB2 = Polymerase basic protein 2; RF-1_1 = Reverse frame-1 (segment 8 potential novel ORF 1);
* Thermo UltiMate 3000 RSLCnano system coupled with Thermo Orbitrap Eclipse Tribrid MS operating in Step 2: IP Step 2: IP RF-1_2 = Reverse frame-1 (segment 8 potential novel ORF 2); RF+3 10 = Reverse frame-3 (segment 8 potential novel ORF 10);
data-dependent analysis (DDA) mode ™ 250 _/ = RF-3 11 = Reverse frame-3 (segment 8 potential novel ORF 11)
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