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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

Antibodies
Antibodies used

No statistical test was used to predetermine the number of samples. Sample sizes were determined as appropriate for detecting significant
vaccine effect in mouse studies performed by us and others and are commonly used sample sizes for similar experiments in the literature.

No data were excluded from any of the analysis.

The assay was performed in one independent experiment with multiple biological replicates. Single cell experiments were performed in one
independent experiment with biological replicates pooled together.

All animals used in the study were age- and gender-matched.

All the experiments were conducted in an unblinded way since the investigators were involved in overall conduct of the study. This is
consistent with common practice in the field with studies of this nature.

Antibody color dilution clone Cat. no.

CD205 FITC (A488) 1:100 205yekta eBioscience #53-2051-82

Ly6C BV780 1:500 HK1.4 Biolegend #128041

Ly6G APC-Cy7 1:400 1A8 Biolegend #127624

CD19 BB700 1:100 1D3 BD #566411

CD3 BB700 1:100 17A2 BD #742175

MHCII AF700 1:400 M5/114.15.2 eBioscience #56-5321-82

CD11b BV650 1:300 M1/70 Biolegend #101239

CD11c BV421 1:400 N418 Biolegend #117330

CD86 A647 1:300 GL-1 Biolegend #105020

Siglec-F PE-CF594 1:400 E50-2440 BD #562757

CD24/CD86 BUV395 1:200 M1/69 BD #744471

CD45 BV610 1:200 30-F11 Biolegend #103140

CD169 PE-Cy7 1:200 3D6.112 Biolegend #142412

PDCA-1 BUV563 1:200 927 BD #749275

CD8a BUV805 1:200 53-6.7 BD #612898

CD103 PE 1:100 2E7 eBioscience #12-1031-82

NK1.1/CX3CR1 BV510 1:200 PK136 Biolegend #108738

F4/80 BUV737 1:100 T45-2342 BD #749283

Zombie UV™ BUV496 1:250 Biolegend #423107
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Validation

Animals and other organisms
Policy information about studies involving animals; ARRIVE guidelines recommended for reporting animal research

Laboratory animals

Wild animals

Field-collected samples

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Flow Cytometry

Plots

Confirm that:

The axis labels state the marker and fluorochrome used (e.g. CD4-FITC).

The axis scales are clearly visible. Include numbers along axes only for bottom left plot of group (a 'group' is an analysis of identical markers).

All plots are contour plots with outliers or pseudocolor plots.

A numerical value for number of cells or percentage (with statistics) is provided.

Methodology

Sample preparation

Instrument

Software

Cell population abundance

Ghost Dye™ Violet 510 BV510 1:400 Tonbo Bioscience #13-0870-T100

CD95 PE-Cy7 1:200 Jo2 BD #557653

CD19 PerCP-Cy5.5 1:200 1D3/CD19 Biolegend #152406

CD38 BUV395 1:200 90 Biolegend #102702

CD4 BV650 1:100 GK1.5 Biolegend #100469

CXCR5 BV711 1:50 L138D7 Biolegend #145529

PD1 PE-Dazzle594 1:200 29F.1A12 Biolegend #135228

All antibodies used were evaluated for the species (mouse) and application (flow cytometry) by the manufacturers as provided on
their websites.

C57BL/6, 8-14 weeks old, female mice from Jackson Laboratory were used in this study. Mice were housed under specific-pathogen-
free condition with standard 12:12 light:dark light cycles. Room temperature was maintained between 20 °C and 26 °C and humidity
was maintained between 30 and 70%.

Study did not involve wild animals.

Study did not involve field-collected samples.

All animal experimentation and procedures were approved by Stanford University Institutional Animal Care and Use Committee.

Lymph node processing and flow cytometry:

Inguinal lymph nodes were harvested from mice in PBS+2% FBS and treated with 5mg/ml collagenase type IV (Worthington)
for 20 minutes at 37C, followed by smashing with a 100 micron strainer to obtain single cell suspension. Samples were then
stained with flow cytometry antibodies for 20 minutes at 4C. Samples were washed twice with PBS + 2% FBS + 1mM EDTA
and fixed with BD Cytofix (#554655).

Magnetic isolation and FACS sorting of LN cells:

Inguinal lymph nodes were harvested and processed to obtain single cell suspension. Total LN cells were then stained with
anti-CD16/32 antibodies for blocking of Fc receptors, followed by staining with biotinylated anti-CD3 (Biolegend #100244)
and anti-CD19 (eBioscience #13-0193-82) antibodies for 20 minutes at 4C. Next, samples were incubated with streptavidin
conjugated magnetic beads (BD #557812) for 30 minutes at 4C. and passed through a magnet (STEMCELL technologies),
according to manufacturer’s protocol. The negative fraction was transferred into a clean tube and stained for FACS sorting.

BD FACS Symphony, FACSAria Fusion instrument

Data were acquired using BD FACS Diva v.8.01 and the data were analyzed using FlowJo software v.10.7.1.

4 populations were sorted at each timepoint. The cell abundance was determined by cell number sorted on FACSAria Fusion
instrument and are as follows:

For scATAC-seq:

cell_type timepoint 3M052_count YF_count

cd11b+pdca1+ naïve 20600 53200

cd11b+pdca1+ d01 95400 238000

cd11b+pdca1+ d28 19500 65000

pdcs (pdca1+) naïve 1300 16200

pdcs d01 35600 86600

pdcs d28 14000 27100




