


2

n
atu

re
research

|
rep

o
rtin

g
su

m
m

ary
A

p
ril2020

Data
Policy information about availability of data

All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
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Study description

Research sample

Sampling strategy

Data collection

Timing and spatial scale

Data exclusions

Reproducibility

Randomization

Blinding

Did the study involve field work? Yes No

Reporting for specific materials, systems and methods

Supplementary Data 1 lists all genome data used, with read accessions and source information

Supplementary Data 2 lists marker SNVs used to define genotypes

Regions of the S. sonnei 53G reference genome excluded from SNV calling are available in Figshare (doi: 10.26180/5f1a443b19b2f)

Interactive annotated trees (in microreact) are available for (i) Discovery data: https://microreact.org/project/fG2N7huk9oZNCaVHu8rukr ; (ii) Validation data:
https://microreact.org/project/g8BvA2JCXWaZNDyPyjsWXF ; (iii) CipR clade: https://microreact.org/project/kMRoFFXxkB6JAn9bgBAdMz

Instructions for running Mykrobe v0.9.0 and parsing the output for S. sonnei is available at https://github.com/katholt/sonneityping

Mykrobe S. sonnei probe panel is available in Figshare https://doi.org/10.6084/m9.figshare.13072646

The goal of this study was to produce a genotyping framework for S. sonnei, and to then use this framework to assess trends in the
evolution and spread of important S. sonnei genotypes.

Our sample consists of 6,715 publicly available S. sonnei genomes that have been sequenced on the Illumina platform. Full details
(including source, published study, Bioproject ID and accession) of all genomes included can be found in Supplementary Data 1. Our
rationale for our collection was to include all publicly available genome data, and to make our collection as globally representative as
possible, but were limited by what genome data is currently available.

Our sampling strategy was to obtain all publicly available short read genome data that met standard QC thresholds (described in Data
exclusions)

Data was downloaded from the SRA or ENA by JH and KP using Monash University's high performance computing system, with all
accessions stored in a single spreadsheet, including BioProject ID and published study describing the data. For data included in
published studies, metadata (including geographic origin, year of isolation, etc) was extracted from the supplementary information of
those studies and included in our master spreadsheet.

Discovery (n=1,935) and validation (n=2,015) data used to create and validate the genotyping scheme was collated during the first
half of 2019. The remaining 2,765 genomes were collated during the second half of 2019 and the first half of 2020, to include as
much public data as possible before manuscript submission.

Genomes were excluded if they did not meeting one or more of the following mapping criteria:

- coverage of reference genome 53G was <90%

- total percentage of reads mapped to reference genome 53G was <50%

- average depth across the 53G reference genome was <10x

- the ratio of heterozygous to homozygous SNV calls was >1

We validated our genotyping scheme on 2,015 genomes from GenomeTrakr (deposited on or before May 7 2019). Validation was
performed by genotyping strains using Mykrobe, and we compared their called genotype with their phylogenetic placement in a tree
of all discovery and validation genomes.

N/A, not statistically comparing groups to one another

N/A, this study was not a clinical trial




