
 



 



 



Supplementary Figure Legends

Supplementary Fig 1: Ex vivo ELISpot responses from healthy donors and HCV+

donors

PBMC from a set of healthy donors (right hand panel) and the cohort of HCV+ donors

(left hand panel) were stimulated in parallel in ex vivo IFNγ ELIspots using Flu matrix

peptide, HCV-NS3 and Flu-NA peptide. HCV-NS3 responses were only identified in the

HCV+ group, Flu Matrix responses were detectable in a proportion of both groups and

Flu-NA responses were not detectable in either cohort. The HCV donor cells in this

experiment were taken from a later timepoint than in Table 2. A new set of HLA-A2+

healthy donors was taken in parallel.

Supplementary Figure 2: pMHC staining and functional data using a peptide

variant of HCV-NS3

 Data are as for Figure 6A, using HCV-NS3 stimulated cell lines. A An enhanced staining

pattern with the CD8lo tetramer refolded with the genotype 4 variant compared to the

genotype 1 variant is illustrated in a further HCV+ donor (07-39). B A similar ELISpot

response is illustrated from a further donor (554), indicating a functional response at

lower peptide concentrations using the genotype 4 peptide.



Supplementary Figure 3: Variation in the Flu-NA epitope in circulating influenza

strains

A series of global influenza strains were randomly downloaded from the Los Alamos
influenza database on the basis of date at roughly 10 yearly intervals and the sequence of
the major neuraminidase types N1 and N2 analyzed. There is variability at position 9
amongst N1 strains. The consensus sequence of N2 strains is divergent from that of N1
strains in this region but there is additional variability outside the epitope. For
comparison the typical sequence of (avian) strains including N3, N4, N5, N6, N7 and N8
in this region are CIDGTCVVA, CQDEFCYTL, CIKGECYWV, CHNGICPVV and
CIQGECYWV.


