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Table S1
- Final
Vaccinia . . Full Signal peptide Restriction protein
gene Protein Evidence for | length : . 4 :
1 s 246 d (Sig)/transmembrane | Primers endonuclease | insert
(WR topology translation (amino - . t
. ; domain sites (amino
strain) acids) s 1 \5
acids)
IEV (E)” 6 tagttaagcttgccaccatggACAGGGTACAAATCTTGATGA
F12l OCQ{;‘:]?;’; ) Mut 635 tggaggcggccgcgTTACCATCTGACTCATGGATT Hindlll/No 4-633
Cytosolic/viral
7 tagttaagcttgccaccatgGAAATTTTTAATGTAGAAGAATTGA ,
F15L ?sirgr?]r;;e(l) 147 t9gaggcggccgcgCTATTTCGAATTTAGGCTTCC Hindlll/No 2-146
Cytosol/IMV 9 tagttaagcttgccaccatggCcgAAGAACGTACTGATTATTTTCG .
GAL surface (1)° MS 124 ttggaggcggccgcgctGTAACAGGTGGCCAAACTC Hindlll/Notl 2-123
IMV surface 10. 9 . tagttaagcttgccaccatgGCGGCAAGCATACAGACGA .
L1R (E)m Ab’™; MS 250 tm: 182-204 £ggaggcggccgcgTACCAGCAACTTGTTTAGGTG Hindlll/Notl 4-182
nucleoprotein | Seq’’; F™*; tagttaagcttgccaccatggTACTGCTAGAAAACCTCATCG .
LR core (E)" M 251 £ggaggcggccgcgcATCCTTTGTCGGAATATCTGT Hindlll/Notl 4-251
IMV surface 13 9 . tagttaagcttgccaccatggACGAACAAATTTATGCATTCT :
J5L () Mut™, MS 133 tm: 110-132 £ggaggcggccgcgcTCTAATTTCCTGATTCAGATAGC Hindlll/Notl 3-109
IMV surface | Ab™; Mut™; . tagttaagcttgccaccatggcGGCGAAAACTCCTGTTATT )
H3L (E)75 Seq”; MS? 324 tm: 283-305 £ggaggcggccgcgctGAAATCAGTGGAGTAGTAAACG Hindlll/Notl 4-281
nucleoprotein | Ab’"; Mut™; . tagttaagcttgccaccatggcgAGATTTAAAAAGGTTTACATTCTA ]
D6R core (E)16 MS? 637 tm: 41-63 £ggaggcggccgcgcTGGAGAAGATACCACGTTA Hindlll/Notl 64-637
IMV surface 11. 9 . tagttaagcttgccaccatggcgCCGCAACAACTATCTCCTATT .
DL (E)"® Seq s MS 304 tm: 275-294 tggaggcggccgcgctTTCTCTTCGATATATTTTTGAT Hindll/Notl 2-274
IMV inner 19. AR 19. 9 tagttggtaccgccaccatggcGATCGGTGGGGATGACTC
D13L surface (E)"? | T »AP - MS™ | 551 £ggaggcggccgcgct TTATCTCCCATAATCTTGGTAA Kpnl/Notl 10-549
nucleoprotein 20. ppad tagttaagcttgccaccatggcgTTCTTTAACAAGTTCTCACAGG .
Al core (E)* AT MS 281 tggaggcggccgcgctAATCGTTCAAAACCTTTGACT Hindll/Notl 2-281
Non-
structural Ab?’; Mut®’; _ _ tagttaagcttgccaccatggcgCCAGTGACGGATATACAAA .
AR | ey | NS 318 | tm:241-250; 203-312 | (o0 A e I T CATAT T T HindlliNotl | 2-240
(E)21
nucleoprotein 1. 19 tagttaagcttgccaccatggcgAAAAATTTAGCCGTTAGAAGC .
A12L core (E) Seq ; MS 192 tggaggcggccgcgcgTACATTCCCATATCCAGACAA Hindill/Noti 2-192
IMV surface | Ab®*: Mut™; tagttaagcttgccaccatggcgCTTTTCCCCGGAGATGA )
A27L (E)23 Seqh; Ms? 110 £ggaggcggccgcgcATATGGGCGCCGTCCAGTC Hindlll/Notl 5-110
A33R EEV surface | Ab”®; Mut’’; 185 tm: 34-56 tagttaagcttgccaccatggGCCTAAATCAATGCATGTCT Hindll/Notl 58-183
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(E)® tggaggcggccgcgCTGTTTTAACACAAAAATACTTTCTA
IEV (not
29, np 129 . tagttaagcttgccaccatggcgAGGAAAAAGATACGTACTGTCTATAA | .
A36R I(EEE)ys) surface | F*"; Mut 221 tm: 5-24 £ggaggcggccgcgATGATACGACCGATGATTCTA Hindlll/Notl 26-219
5 o Sig: 1-21
EEV surface | Ab™'; F™; tm: 125-147; 154-176; | tagttaagcttgccaccatggCTACAAAGACTATAGAGTATACAGCA .
A38L (1) Mut®’ 277 186-208: 215-237 £g9aggcggccgcgTTTGGTAATCATTAAACCAATTA Hindlll/Notl 20-124
247-269
32 33 33, 33 . . tagttaagcttgccaccatggGTATCGAATGGCATAAGTTTG .
A39R secreted (1) Ab”; Mut 295 tm: 4-21; 28-50 £09aggCcggccgCgGAATAGGTACATAATGCGGACT Hindlll/Notl 53-294
Cell surface 35, 35 . tagttaagcttgccaccatggcgTTAAAAGTTGTAGAACGTAAATTAG .
A40R (E)* % Ab””; Mut 159 tm: 7-29 £ggaggcggccgcgcAGTGTAACACGAATGCAGTTT Hindlll/Notl 30-158
EEV surface 37, 37 Sig: 1-17 tagttaagcttgccaccatggcgCCTTTTCCTCAGACATCTAAA .
A56R (E)*® Ab™"; Mut 314 tm: 279-301 £ggaggcggccgcgcTTCTACAAAGTCCTTGGTTTT Hindlll/Notl 18-278
EEV surface 38,39 Sig: 1-20 tagttaagcttgccaccatggcgCCCACTATGAATAACGCTAAA .
BSR (E)%® % Ab 317 tm: 280-302 19gaggcggccgcgCt TGATAAGTTGCTTCTAACGATT Hindlll/Notl 24-278
40 . L tagttaagcttgccaccatggCGATCGAAAATGAAATCACAGAA .
B19R Secreted (I) Mut 351 Sig: 1-24 £ggaggcggccgcGCTACTGTAGTTGTAAGGGTTTTT Hindlll/Notl 26-348
Initially tested but later excluded from the array
IEV surface
(E)"’; EEV 41 41 tagttaagcttgccaccatggCTGCGGGAGCAAAATGTA
F13L inner Ab™"; Mut 372 £ggaggcggccgcgcGTGGCTAGATACCCAATCTCT Hindlll/Notl 9-366
memegane
(E)",
Non-
structural 21, 43 . tagttaagcttgccaccatggtaTTCTTGTTTACACCCGTTT .
A32L assembly Ab*’; Mut 270 tm: 21-43 £g9aggcggccgcgtTTTTGACGACGATGATT Hindlll/Notl 44-270
(E)21
A34R EEV#344 Ab44, Mut¥44° 168 tm: 15-37 tagttaagcttgccaccatggACAAAGAAGAACTGATGCCTA Hindlll/Noti 39-165

tggaggcggccgcgctTTTT TAACACATAGTACAGATTGA

Topology considered experimentally-demonstrated (E) based on indicated reference or indirect (I) based on bibliographic, domain and bioinformatic analysis.

Evidence from vaccinia mutant analysis (Mut) or functional activity (F), from detection of virus-induced protein-specific antibodies (Ab), or from
detection in purified IMV preparations by direct protein sequencing (Seq) or by mass spectroscopy analysis of tryptic digests (MS).
Signal peptides and transmembrane domains predicted by the Simple Modular Architecture Research Tool (SMART) sequence analysis tool (Letunic I,
Copley RR, Pils B, Pinkert S, Schultz J, Bork P. (2006) SMART 5: domains in the context of genomes and networks. Nucleic Acids Res. 34:D257-60).
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Forward and reverse primers for amplification from vaccinia WR genomic DNA. Capitalized sequence represents vaccinia-encoded region; lower case
sequence is filler including restriction endonuclease site (italicized) and, for the forward primer, an optimal Kozak sequence incorporating a start codon
(gccaccATGg).

Representing domain inserted upstream of myc-His, tag encoded in pcDNA3.1 vector.
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Figure S1

recombinant insect protein (OD405nm)
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Figure S2
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