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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.
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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 description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

BLAST v2.10.0

HumanMycobiomeScan (no version listed)

R code is available at https://zenodo.org/record/6508549

TEDDY ITS2, 16S rRNA gene, and metagenomic data that support the findings of this study are available in the NCBI database of Genotypes and Phenotypes (dbGaP)
with the primary accession code phs001442.v3.p2, in accordance with the dbGaP controlled-access authorization process.

Clinical metadata analyzed during the current study will be made available in the NIDDK Central Repository at https://www.niddkrepository.org/studies/teddy/.

HMP 'Healthy Human Subjects' HiSeq metagenomic data is available at the HMP Data Analysis and Coordinating Center website (https://portal.hmpdacc.org).

Metagenomic data from other studies (listed in Supplementary Table 1) is available via NCBI SRA Run Selector (https://www.ncbi.nlm.nih.gov/Traces/study).

Human Microbiome Project ITS2 sequences are available at NCBI (BioProject PRJNA356769).

The database used for HumanMycobiomeScan ('Fungi_Fuller') containing 288 genomes is available in Supplementary Data 7.

Longitudinal stool samples between months 3-48 of life were analyzed by sequencing of the second internal transcribed spacer region
(n=11,778 samples from 845 children) and metagenomic sequencing (n=12,262 samples from 888 children). Bacterial 16S rRNA genes (12,616
samples from 910 children) were used as a comparison. The cohort is a nested case-control design.

Sample sizes were chosen previously to allow for in-depth study of the etiology of Type 1 Diabetes. This dataset is larger than any previous
study of fungi in children and allowed for extensive, accurate analyses to be conducted.

All samples with low sequencing depth were excluded (less than 3,000 ITS2 or 16S rRNA gene reads, and less than 4.6 million metagenomic
reads).

Observational cohort. No replication.

IA and T1D controls were matched individually to cases as described previously. Cases were sampled until diagnosis of T1D and matched
control samples were included up until the corresponding day of life.

There was no blinding used. TEDDY is an observational follow-up study.




