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MATERIALS AND METHODS
Data collation

From three online platforms, CNGB, GEO, and Cardiovascular Research, we manually
compiled zebrafish spatial transcriptome-related articles published before December 2022 and
retrieved 56 datasets covered by 10 projects (Figure S2A, S2B). These datasets use 5 different
sequencing technologies, including 10x Genomics Visium (Hunter et al., 2021), Stereo-seq (Liu et
al., 2022), ST (Baron et al., 2020),Geo-seq (Xue et al., 2019), and Tomo-seq (Burkhard and Bakkers,
2018; Derrick et al., 2022; Holler et al., 2021; Junker et al., 2014; Wu et al., 2016; Yvernogeau et
al., 2020). Based on the type of experiment and sample status from the published articles, we divided

the datasets into three biological study directions, including baseline, cancer, and regeneration.



Database construction

Database architecture

The Python programming language was used to create the FishSED website, which is hosted
on a CentOS server and built on the Django web framework (Figure S2C). The data is stored in a
MySQL relational database. The Bootstrap framework, which offers dynamic page layouts
dependent on the resolution of the user's monitor, serves as the foundation for the database front-
end. Highcharts, echarts, amcharts, and plotly packages are used to develop data visualization and

produce interactive charts that make the user experience more pleasant.

Database function realization

The text search function is implemented using Django's ORM model, while comprehensive
search, advanced search of gene/project/dataset, and so on are implemented by in-house Python
scripts. The homology search function for sequences relies on BLAST software. JBrowse2
implements the visualization of results based on genomic location and gene structure. The
expression profile visualization is generated dynamically using in-house JavaScript scripts. The data

download service is built by Django static file system.

Data Availability

All data used in this study were derived from public sources mentioned in the method section. All

generated data and analyzed results were uploaded to FishSED (http://bioinfo.ihb.ac.cn/fishsed)

with corresponding download options. Related script files are available upon reasonable requests.
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FishSED. D, Sitemap of FishSED.

BROWSE AND DOWNLOAD

« Download of the paper and supplement.
« The expression profile data for each dataset can be downloaded by clicking the download link.

Dataset ID Tissue Technique Experiment Sample description Source Project ID Download
/ organ type dataset ID link

GSE159709 (Visium- tumar Visium cancer adult, zebrafish with BRAFVG00E-driven melanomas GSM4838131 GSE159709 GSM4838131
sample A) [

GSE159709 (Visium- tumor  Visium cancer adult, zebrafish with BRAFVG00E-driven melanomas GSM4838132  GSE159709 GSM4838132
sample B) ¢

GSE159709 (Visium- tumor Visium cancer adult, zebrafish with BRAFVB00E-driven melanomas GSM4838133  GSE159709 GSM4838133
sample C) ]

GSE158849 (embryo embryo Tomo-seq  baseline one-cell stage, 0.3hpf, untreatment GSM4812175  GSE158849 GSM4812175
replicate1) (<]

GSE158849 (embryo embryo Tomo-seq baseline one-cell stage, 0.3hpf, untreatment GSM4812176  GSE158849 GSM4812176
replicate2) <]

GSE158849 (embryo embryo Tomo-seq  baseline one-cell stage, 0.3hpf, untreatment GSM4812177  GSE158849 GSM4812177
replicate3) @

GSE74652 (3 days-post- heart Tomo-seq  regeneration adult, cryoinjured ventricle of the heart, extracted heart at 3 GSM1924887 GSE74652 (GSM1924887
cryoinjury) days-post-cryoinjury [

GSET74652 (7 days-post- heart Tomo-seq  regeneration adult, cryoinjured ventricle of the heart, exiracted heart at 7 GSM1924888  GSE74652 GSM1924888
cryoinjury) days-post-cryoinjury ¢

Figure S3. Browse page of FishSED.
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Figure S6. Project detailed page of GSE159709.
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Figure S7. Dataset detailed page of GSE159709 (Visium-sample C).
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