Supplementary Figure 1: Correlation analysis of early metrics of quality. Spearman correlation

performed using the entire dataset (PS + MS), except for missing data points which were omitted

from the calculation, to compare metrics of quality generated during wet lab processing (total

PBMCs, total RNA and monosomes) and both RP and RNA-Seq sequencing library quality (as

measured by the total number of reads mapped to the human genome).
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Supplementary Table 1: Vaccines delivered by the Peruvian National Immunization Scheme in

children <2 years of age at the time of the study. BCG; Bacillus Calmette-Guerain tuberculosis

vaccine. HB: hepatitis B vaccine. DTP: diphtheria, tetanus and whole cell pertussis vaccine. DTaP:
diphtheria, tetanus and acellular pertussis vaccine. Hib: Haemophilus influenzae type b vaccine.
IPV: inactivated polio vaccine. OPV: oral polio vaccine. MMR: measles, mumps and rubella
vaccine. Pertussis vaccines of interest in this study are shown shaded in gray. Detailed
composition of the DTP and DTaP vaccines used in this study is described elsewhere (Creech et al.,

accompanying manuscript).

Vaccine Age (months)

type Newborn 2 4 6 7 8 12 15 18
BCG X
HB X X X X
Oral
Rotavirus X X
DTP/DTaP X X X X
Hib X X X
IPV X X
OPV X X
PCV13 X X X
Influenza X X
MMR X X
Yellow fever X




Supplementary Data 1: Quality metrics used to assess wet-lab workflows and bioinformatics

processing for RP (orange columns) and RNA-Seq (green columns) in both the pilot study (PS) and

main study (MS). Cells are color-coded using a heat-map, where desirable counts are shown in

blue, and less desirable counts are shown in red. Samples that failed quantification or sequencing
are shaded grey. For quick comparison purposes, we also show average values for PS (light green

row) and MS (dark green row) samples.

Supplementary Data 2: Genes differentially transcribed at Day 2 compared to Day 1 (RNA-Seq,
DTP). Sorted by descending absolute log, fold change (Day 2 vs. Day 1). Gene model summaries
and annotations are based on Ensembl Version 100 (April 2020).

Supplementary Data 3: Genes differentially transcribed at Day 2 compared to Day 1 (RNA-Seq,

DTaP). Sorted by descending absolute log, fold change (Day 2 vs. Day 1). Gene model summaries
and annotations are based on Ensembl Version 100 (April 2020).

Supplementary Data 4: Genes differentially transcribed at Day 8 compared to Day 1 (RNA-Seq,

DTaP). Sorted by descending absolute log, fold change (Day 8 vs. Day 1). Gene model summaries
and annotations are based on Ensembl Version 100 (April 2020).

Supplementary Data 5: Genes differentially translated at Day 2 compared to Day 1 (RP, DTP).

Sorted by descending absolute log, fold change (Day 2 vs. Day 1). Gene model summaries and
annotations are based on Ensembl Version 100 (April 2020).

Supplementary Data 6: Genes differentially translated at Day 2 compared to Day 1 (RP, DTaP).

Sorted by descending absolute log, fold change (Day 2 vs. Day 1). Gene model summaries and
annotations are based on Ensembl Version 100 (April 2020).

Supplementary Data 7: Genes differentially translated at Day 8 compared to Day 1 (RP, DTP).

Sorted by descending absolute log, fold change (Day 8 vs. Day 1). Gene model summaries and

annotations are based on Ensembl Version 100 (April 2020).



Supplementary Data 8: Genes differentially translated at Day 8 compared to Day 1 (RP, DTaP).

Sorted by descending absolute log, fold change (Day 8 vs. Day 1). Gene model summaries and

annotations are based on Ensembl Version 100 (April 2020).



