TABLE SI Primers used to construct virB10 mutations

Ala-Cys 5 - 3 primer

Insertions

05 5-CATGTGCCGCTTGCTGGCATGCACTATCGTTATTC-3
10 5-GATGCATCAACCTCGCATGCATGTGCCGCTTG-3’

15 5-CGGAGACCAGGGATCCGCATGCAGATGCATCAA-3
20 5-CGGCGATGTTTGTCGCATGCGGAGACCAGGGATC-3’
25 5-GACCCCGAAAGACGGCATGCCCGGCGATGTTTG-3
30 5-GATCAATTTCTGGCATGCAGACCCCGAAAG-3’

35 5-CGAGAACGACACCTCCGCATGCGACGATCAATTTC-3
40 5-CTTAACGATAACGCGCATGCGAGAACGACACC-3’

45 5-CCTAGCCAAATGAGGCATGCGCTTAACGATAAC-3’
50 5-CTTTTGACGCCCGCATGCACCTAGCCAAAT-3’

Cys

Substitutions

S61C 5-AGTTGACGGGCATGCGTTGTC-3’

N69C 5-GAAATGGCTTAGTGCATGCTGCGAT-3’

pP77C 5-GCACCTCAATGCATGCTGGAT-3

V87C 5-GAACAGCCTCTTGGCATGCTGGAGT-3’

P99C 5-CGGCTCGCCCCTGCAGGGTTGAGGAAC-3’

Y118C 5-CGCCACTGCTGCATGCAAAAATC-3’

S130C 5-GCCCATGTCGCCCTGGCATGCGCGCTTG-3

T173C 5-GTGCGGCAAGAGGCATGCCCTGCTG-3’

N218C 5-CAAGAAGCAGCATGCAGTTCGTTGTTC-3

G230C 5-ACCGTTGTTTGCGAAATACAGCGTG-3’

V243C 5-AGGGAGATGAGGCATGCTTTGTGTTGTGG-3’

D278C 5-GGCTCGGTCTGCAGCCACTTCTGG-3’

Q295C 5-TTGAGTGCTGTTTGCGGCGCCTTCCAGGCA-3’

G306C 5-AGCACCTACGCATGCAGCTCGGGTGGC-3’




TABLE SI

Continued

C190S 5-ACAATAATTCCGAGCATCCTGCAAACCG-3

C206S 5-AGGCTATGTAAAGAGTGTCTTGCCTCATTAT-3

RDLDF- 5-TTCGTGGCACGGAAGCTCGATTTCTTTGGTG-3

RKLDF 5-CACCAAAGAAATCGAGCTTCCGTGCCACGAAA-3

RDLDF- 5-CTGGCACGGGACCTCTGCTTCTTTGGTGTTTACCA-3

RDLCF 5-GTAAACACCAAAGAAGCAGAGGTCCCG-3’

RDLDF- 5-TTTCCATTTTCGTGGCACAGAACGCCCTTATGTTTGGTGTTTACCAG-3’

QNALM 5-GTAAACACCAAACATAAGGGCGTTCGTGCCACGAAAATGG-3

Deletions

AN18 5-CGAGCTAAGGAGATAACATATGGTCTCCGACAAACATCGCCGGCGTC-3’

5-GACGCCGGCGATGTTTGTCGGAGACCATATGTTATCTCCTTAGCTCG-3

AN46 5-CTGGTCTCCGASAAACATCGCCGGCGTCATATGATTTGGCTAGGTGGGCGTCAAAAGAAG -3
5-GTCATTCACCTTCTTTTGACGCCCACCTAGCCAAATCATATGACGGCGGCGATGTTTGTCGGA-3

A181-377 5-CCCGATTTTTAAAGTAACGCAAGGGAC-3
5-TTGCGTTACTTAAAAATCGGGGTG-3

A72-92 5-GATCGCAGCAAACACTAGCCTACTGTTCCTCAACCGCCAAGGG-3
5-CCCTTGGCGGTTGAGGAACAGTAGGCTTAGTGTTTGCTGCGATC-3'

A70-114 5-TCAACTTTGATCGCAGCAAATATTTTTGCATATAGCAGTGGCGATCAAGG-3’
5-CCTTGATCGCCACTGCTATATGCAAAAATATTTGCTGCGATCAAAGTTGA-3’

A93-114 5-TCAAGAGGCTGTTCAGATTTTTGCATATAGCAGTGGCGATCAAGG-3’
5-CCTTGATCGCCACTGCTATATGCAAAAATCTGAACAGCCTCTTGA-3

Aa1(268-287) | 5-GTTAACTAGTCCAAGCGCGGACGAAGCCATGCTCTTGAGTGCTGTTCAAGGCG -3’
5-CGCCTTGAACAGCACTCAAGAGCATGGCTTCGTCCGCGCTTGGACTAGTTAAC-3

AAC(308-337) | 5-AGGCAGCTAGCACCTACGCTGGATCCACCCTGAAGAAGAATCAGGGTGAGGGTGACACGGTTTC-3
5-GAAACCGTGTCACCCTGATTCTTCTTCAGGGTGGATCCAGCGTAGCTGCTAGCTGCCTGG-3’

A02(308-320) | 5-CAGCTAGCACCTACGCTGGATCCGGTGAACAAACAACTGAGACAGCCC-3’
5-GGGCTGTCTCAGTTGTTTGTTCACCGGATCCAGCGTAGGTGCTAGCTG-3’

Aa3(323-337) | 5-GCTTTCAAAATAACGGTGAAACCCTGAAGAAGAATCAGGGTGACACGG-3’

5-CCGTGTCACCCTGATTCTTCTTCAGGGTTTCACCGTTATTTTGAAAGC-3

Bases in bold identify Sphl (GCATGC) and Pstl (CTGCAG) restriction sites.

TGC in bold expresses the cysteine residue.



