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BACKGROUND

During an analytic treatment interruption (ATI), the
elimination of HIV-infected cells by HIV-specitic
cytotoxic CD8 T cells (CTLs) is required to control

METHODS

RESULTS

IMAP identifies highly networked regions within Gag p24 core and periphery

Mathematical equations designed to identify protein core
and periphery regions containing physicochemical
interactions that contribute to side-chain clusters (C-f3

Immunoinformatics Analysis Pipeline (IMAP)

HIV protein region and
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The highly networked HIV protein regions are
essential for HIV protein structure and function.

Where 2Eetweness _, = 2[Ratio of all the shortest paths passing through a node o the fotal number of shortest
paths in the network]
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Determine if the selected peptides are genetically-  steps: Binders to multiple HEA=I alleles/supertypes 3% 2
(top 2% predicted binding affinity) -

conserved across global
circulating recombinant forms.

HIV subtypes and

v

Step 7: A positive score for one of the following parameters:
1) TAP binding; 2) Proteasomal processing;

Protein structure of chain A Gag p24 (PDB ID 5HGL)
Red sticks: CTL immune escape mutations

43 164 165 168 o
MV Gag p24 positions compared 1o HXB2

The R/K variations within the HN-peptides were not
found at the sites important for HLA-I anchoring.

HIV Gag p24 positions compared to HXB2

Determine if the selected peptides are found within . ore
rebound HIV during an ATI. and 3) 1‘-“ | Inmunogenicity

Final HIV peptides selected from structurally
important and highly networked regions of HIV

HN-peptides selected from Gag p24 are predicted binders to many

HN-peptides from Gag p24 were found within viral sequences derived HLA-I alleles, including the alleles of HIV-infected individuals who
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Applying the IMAP, we defined novel HIV peptides within a structurally important region of the Gag protein (n = 33). These
peptides were genetically conserved, avoided known CTL escape mutations, and were identified within ATl-derived plasma
HIV RNA sequences, indicating these peptides as a pool are highly promising for eliciting a CD8 T-cell immune response
during treatment interruption.
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