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Antibodies
Antibodies used

Reference sequences used in this study can be accessed through GenBank accession numbers MN645906, NM_003049.4, and U95551.1.

Datasets generated during and/or analyzed during the current study are available on the public data repository FigShare (10.6084/m9.figshare.19529476).

Given the exploratory nature and the binary readout (long-term infection vs. transient infection) of this study, we utilized small animal groups.
Animal numbers for each group were selected based on human data, showing that >80% of infants and young children infected with HBV
progress to chronic HBV infection. Using these statistics, we calculated a >99.999% power to detect chronic HBV infection in at least one
rhesus macaque.

No data were excluded.

In all cases where there was sufficient biological sample (serum, cells, DNA, RNA, etc.) we confirmed results either through repeating identical
assays (N=2 assays) or through use of parallel readout assays (ex: cinq-PCR vs T5 exonuclease PCR for cccDNA).

Randomization was not used to assign animals to their respective experimental groups. This is due to the fact that no information existed
concerning the optimal age, sex, weight, or other demographics that would lead to chronic HBV infection. The only demographic that was
used to select all rhesus macaques for all groups was age, as all animals were less than one year of age at the time of assignment and study
commencement. This age was chosen to increase chances of chronic HBV infection based on human data.

Authors were not blinded to rhesus macaque assignments, as critical clinical decisions are required during longitudinal studies that require the
attention of the investigators.

Anti-CD3 clone SP34-2 (BD #558124), anti-CD4 clone OKT4 (Biolegend #317414), anti-CD8 clone SK1 (Biolegend #344714), anti-IFNg
clone B27 (BD #554702), anti-TNF clone MAb11 (BD #557068), anti-CD14 clone M5E2 (Biolegend #301838), anti-CD20 clone 2H7
(Biolegend #302314), anti-CD28 clone CD28.2 (BD #556620), anti-CD49d clone 9F10 (BD #555502), anti-Ki67 clone B56 (BD #561284),
anti-CD8! clone MT807R1 (Nonhuman Primate Reagent Resource), anti-human IgG Fc"-specific polyclonal antibodies (Jackson




