Extended DataFig. 5| Reproducibility by year of publication for all claims. percentage of the attempts. Theright columnillustrates reproducibility as
Theleft columnillustrates the proportion of outcome reproduction attempts counts compared with the sample of claims. Thisis presented as Fig. S2 inthe
from the sample of claims. The middle columnillustrates reproducibility as a Supporting Information with additional narrative context.
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Statistics

For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.
Confirmed

IZ The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement

|:| A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly

D The statistical test(s) used AND whether they are one- or two-sided
Only common tests should be described solely by name; describe more complex techniques in the Methods section.

[ ] Adescription of all covariates tested

|:| A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons

0 XX X X[

|X’ A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient)
AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)

D For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted
Give P values as exact values whenever suitable.

X

|:| For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings

|:| For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes

X X X

|:| Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated

Our web collection on statistics for biologists contains articles on many of the points above.

Software and code

Policy information about availability of computer code

Data collection  N/A

Data analysis All analyses of the collected reproduction outcomes were performed in R (4.5.0 (2024-10-31)). The full list of loaded packages (including
dependencies) is as follows:

- abind [*->1.4-8]

- askpass [*->1.2.1]
-assertthat  [*->0.2.1]
- backports [*->1.5.0]
- base64enc [*->0.1-3]
- bayesplot [*->1.14.0]

- BH [*->1.87.0-1]

- bit [*->4.6.0]

- bite4 [* ->4.6.0-1]

- blob [*->1.2.4]

- boot [*->1.3-32]

- bridgesampling [* ->1.1-2]
-brms [*->2.23.0]

- Brobdingnag  [*->1.2-9]
- broom [*->1.0.10]

-broom.mixed  [*->0.2.9.6]
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- bslib [*->0.9.0]

- cachem [*->1.1.0]
- callr [*->3.7.6]
-cellranger  [*->1.1.0]

- checkmate [*->2.3.3]

- class [*->7.3-23]

- cli [*->3.6.5]

- clipr [*->0.8.0]

- cluster [*->2.1.8.1]
- coda [*->0.19-4.1]

- codetools [*->0.2-20]

- colorspace  [*->2.1-2]

- colourpicker  [*->1.3.0]
-commonmark  [*->2.0.0]
- conflicted  [*->1.2.0]

- corrplot [*->0.95]

- cowplot [*->1.2.0]
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-cppll [*->0.5.2]

- crayon [*->1.5.3]

- crosstalk [*->1.2.2]

- curl [*->7.0.0]

- data.table  [*->1.17.8]
- DBI [*->1.2.3]

- dbplyr [*->2.5.1]

- desc [*->1.4.3]

- DescTools [* ->0.99.60]
- digest [*->0.6.37]
- distributional [* ->0.5.0]

- dplyr [*->1.1.4]
-DT [*->0.34.0]

- dtplyr [*>1.3.2]
-el071 [*->1.7-16]
- evaluate [*->1.0.5]
- evmix [*->2.12]

- Exact [*->3.3]

- expm [* ->1.0-0]

- farver [*->2.1.2]

- fastmap [*->1.2.0]

- fontawesome  [* ->0.5.3]
- forcats [*->1.0.1]

- foreach [*->1.5.2]

- foreign [* ->0.8-90]

- Formula [*->1.2-5]
-fs [*->1.6.6]

- funkyheatmap [*->0.5.2]
- furrr [*->0.3.1]

- future [*->1.67.0]

- future.apply  [*->1.20.0]
- gargle [*->1.6.0]

- gdata [*->3.0.1]

- generics [*->0.1.4]

- ggExtra [*->0.11.0]

- ggforce [*->0.5.0]

- ggplot2 [* ->4.0.0]

- ggridges [*->0.5.7]

- ggside [*->0.4.0]

- gld [*->2.6.8]

- glmnet [*->4.1-10]

- globals [*->0.18.0]

- glue [*->1.8.0]

- googledrive  [*->2.1.2]

- googlesheets4 [*->1.1.2]
- gridExtra [*->2.3]

- gsl [*->2.1-8]

- gtable [*->0.3.6]

- gtools [*->3.9.5]

- haven [*->2.5.5]
- highr [*->0.11]
- Hmisc [*->5.2-4]
-hms [*->1.1.4]

- htmlTable [*->2.4.3]
- htmltools [*->0.5.8.1]
- htmlwidgets  [* ->1.6.4]
- httpuv [*->1.6.16]

- httr [*->1.4.7]
-ids [*->1.0.1]




-inline [*->0.3.21]
- isoband [*->0.2.7]
- iterators [*->1.0.14]
- jomo [*->2.7-6]
- jquerylib [*->0.1.4]
- jsonlite [*->2.0.0]

- knitr [*->1.50]
- labeling [*->0.4.3]
- later [*->1.4.4]

- lattice [*->0.22-7]
- lazyeval [*->0.2.2]
- lifecycle [*->1.0.4]
- listenv [*->0.9.1]

-lme4 [*->1.1-37]
-lmom [*->3.2]
-loo [*->2.8.0]

- lubridate [*->1.9.4]
- magrittr [*->2.0.4]
- MASS [* ->7.3-65]
- Matrix [*->1.7-4]
- matrixStats  [*->1.5.0]
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- memoise [*->2.0.1]
- mgev [*->1.9-3]

- mice [*->3.18.0]

- mime [*->0.13]

- miniUl [*->0.1.2]

- minga [*->1.2.8]

- mitml [* ->0.4-5]

- mnormt [*->2.1.1]
- modelr [*->0.1.11]
- mvtnorm [*->1.3-3]
- nlegslv [*->3.3.5]
-nlme [*->3.1-168]
- nloptr [*->2.2.1]

- nnet [*->7.3-20]

- numDeriv [*->2016.8-1.1]
- officer [*->0.7.0]

- openssl| [*->2.3.4]

- ordinal [*->2023.12-4.1]
- otel [*->0.2.0]

- pan [*->1.9]

- pandoc [*->0.2.0]
- parallelly  [*->1.45.1]
- patchwork [*->1.3.2]
- pbapply [*->1.7-4]
- pillar [*->1.11.1]

- pkgbuild [*->1.4.8]
- pkgconfig [*->2.0.3]
- plyr [*->1.8.9]

- polyclip [*->1.10-7]
- posterior [*->1.6.1]
- prettyunits  [*->1.2.0]

- processx [*->3.8.6]
- progress [*->1.2.3]
- promises [*->1.4.0]
- proxy [*->0.4-27]
-ps [*->1.9.1]

- purrr [*->1.1.0]

- QuickJSR [*->1.8.1]
-R6 [*->2.6.1]

- ragg [*->1.5.0]

- rappdirs [*->0.3.3]

- rbibutils [*->2.3]

- RColorBrewer  [*->1.1-3]

- Repp [*->1.1.0]

- ReppArmadillo [* ->15.0.2-2]
- RcppEigen [*->0.3.4.0.2]
- RcppParallel  [*->5.1.11-1]
- Rdpack [*->2.6.4]

- readr [*->2.1.5]

- readx| [*->1.4.5]
-reformulas  [*->0.4.1]

- rematch [*->2.0.0]

- rematch2 [*->2.1.2]
-renv [*->1.1.5]

- reprex [*->2.1.1]




- reshape?2 [*->1.4.4]
-rlang [*->1.1.6]

- rmarkdown [*->2.30]
- rootSolve [*->1.8.2.4]
- rpart [*->4.1.24]

- rstan [*->2.32.7]
-rstantools  [*->2.5.0]

- rstudioapi [*->0.17.1]

- rvest [*->1.0.5]
-S7 [*->0.2.0]

- sass [*->0.4.10]

- scales [*->1.4.0]

- selectr [*->0.4-2]

- shape [*->1.4.6.1]
- shiny [*->1.11.1]

- shinyjs [*->2.1.0]
-sourcetools  [*->0.1.7-1]
- SparseM [* ->1.84-2]
- StanHeaders  [*->2.32.10]
- stringi [*->1.8.7]

- stringr [*->1.5.2]

- survival [*->3.8-3]

- sys [*->3.4.3]

- systemfonts  [*->1.3.1]

- tensorA [*->0.36.2.1]
- textshaping  [*->1.0.4]

- tibble [*->3.3.0]

- tidyr [*->1.3.1]

- tidyselect  [*->1.2.1]

- tidyverse [*->2.0.0]
-timechange  [*->0.3.0]
- tinytex [*->0.57]
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- tweenr [*->2.0.3]
- tzdb [*->0.5.0]

- ucminf [*->1.2.2]
- utf8 [*->1.2.6]

- uuid [*->1.2-1]

- vctrs [*->0.6.5]
-viridisLite  [* ->0.4.2]
-vroom [*->1.6.6]
-wCorr [*->1.9.8]
- weights [*->1.1.2]
- withr [*->3.0.2]
- xfun [* ->0.53]
-xml2 [*->1.4.1]
- xtable [*->1.8-4]
-yaml [*->2.3.10]
- zcurve [*->2.4.5]
- zip [*->2.3.3]

All code will be made available on the Open Science Framework at https://osf.io/ed8pj/.

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.

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 description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Data, materials, and code associated with this research that can be shared without restriction are publicly available in a living OSF repository (https://osf.io/ed8pj/;
DOI: 10.17605/0SF.I0/ED8PJ). The living OSF repository represents improvements, fixes, and additions that occur post-publication. Readers can also access a
registered, archived version of this repository that is precisely the data, code, and documentation as they existed upon publication of this paper (https://
osf.io/4m8xa/; DOI: 10.17605/0SF.I0/4M8XA).

The repository includes all available documentation for reproduction attempts regardless of whether they were completed. This includes most of the data and code
from the individual reproduction attempts, save for any data that is proprietary or protected that will not be made available, or for which analyst teams were
uncertain or unable to confirm that they were allowed to share secondary data. It is possible that some data, materials, or code that could be shared openly is not
available at the time of publication. Readers are encouraged to contact the corresponding author or the authors of the relevant subproject (Table S2) to see if more
research content can be shared in the living repository.




This paper is part of a collection of papers reporting on the SCORE program. Documentation, data, and code for the entire program is available at https://osf.io/
dtzx4/, DOI: 10.17605/0SF.10/DTZX4).

Research involving human participants, their data, or biological material

Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender N/A

Reporting on race, ethnicity, or  N/A

other socially relevant
groupings

Population characteristics
Recruitment

Ethics oversight

N/A
N/A

N/A

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

Field-specific reporting

Please select the one below

|:| Life sciences

that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Behavioural & social sciences |:| Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Behavioural & social sciences study design

All studies must disclose on

Study description

Research sample

Sampling strategy

Data collection

Timing

Data exclusions
Non-participation

Randomization

these points even when the disclosure is negative.

This is a quantitative study reporting data on 164 reproduction studies and availability of reproduction resources for 600 published
articles.

The sample for this study is aggregated data from reproduction attempts of 557 claims from 148 original articles that were published
between 2009-2018 in 62 social and behavioral science journals, alongside assessments of the availability of materials to conduct
reproduction attempts from 600 original studies. There is no relevant demographic information to report as this study's units of
observations are the individual reproduction outcomes and the original articles. Original studies were made eligible for reproduction
through stratified sampling based on the journal and the year of publication, in an attempt to collect a representative sample of
articles published in these journals in this 10-year period. Original results were selected for reproduction by the researchers
conducting the reproduction attempts, so the resulting sample is based on factors like the match between the original studies and
the analysts' research expertise, as well as data availability, timing, and other contingencies. We conducted these reproduction
studies to provide a sample of recent reproduction outcomes that cut across the core domains of the social and behavioral sciences.

We targeted stratified random selection of 30,000 papers from 62 journals across the social and behavioral sciences to be the largest
sample of the published literature that could feasibly be managed with the resources of the program. We randomly selected 3,900
papers from this sample as the largest feasible sample for coding claims that could be evaluated by human and machine assessment
teams. We selected 600 papers from 3,000 of them as eligible for reproduction attempts with the recognition that costs of
reproduction studies in both time and money would limit the number of reproductions that could be completed, so subsetting the
larger sample would increase the feasibility of maintaining representativeness of the reproduction studies with the larger sample.

Data collection occurred through a group of independent labs, research groups, and principal investigators who selected the original
claims that they wanted to attempt to reproduce. Researchers were not blinded to the original studies' claims/hypotheses that they
were attempting to reproduce. Please see the "Sourcing Reproduction Analysts" section of the manuscript for details.

Analysts collected or prepared data for the individual reproduction projects during the period of active program funding
(approximately February 2019 through March 2023). We do not have the precise dates of data collection for the reproduction
studies themselves, which were administered by the respective reproduction teams.

We did not exclude reproduction outcomes from the aggregated data.
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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.

Materials & experimental systems Methods
Involved in the study n/a | Involved in the study
Antibodies |Z |:| ChiIP-seq
Eukaryotic cell lines |Z |:| Flow cytometry
Palaeontology and archaeology |Z |:| MRI-based neuroimaging

Animals and other organisms
Clinical data
Dual use research of concern

Plants

XXXXNXNXX s
OoOooooO

Plants

Seed stocks Report on the source of all seed stocks or other plant material used. If applicable, state the seed stock centre and catalogue number. If
plant specimens were collected from the field, describe the collection location, date and sampling procedures.

Novel plant genotypes Describe the methods by which all novel plant genotypes were produced. This includes those generated by transgenic approaches,
gene editing, chemical/radiation-based mutagenesis and hybridization. For transgenic lines, describe the transformation method, the
number of independent lines analyzed and the generation upon which experiments were performed. For gene-edited lines, describe
the editor used, the endogenous sequence targeted for editing, the targeting guide RNA sequence (if applicable) and how the editor
was applied.

Authentication Describe-any-atithentication-procedures for-each-seed-stock-tised-ornovel-genotype-generated—Describe-any-experiments-used-to
assess the effect of a mutation and, where applicable, how potential secondary effects (e.g. second site T-DNA insertions, mosiacism,
off-target gene editing) were examined.
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