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iDEP.96 LoadData  Pre-Process  Heatmap  k-Means PCA  DEG1 DEG2  Pathway Genome  Bicluster ~ Network R &
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Ready to load data files. °
Click here to load demo data &
et N ek T b oot rad All new iDEP 1.1 released in testing mode on April 25, 2023. .
Reset The new version includes both software and database updates. With Ensembl 107 and
STRING-db 11.5, our database now has annotation for 14,000 species!
1. Optional: Select or search for your species. " i
If this server is busy, try our mirror site (faster) for IDEP 0.96 , and iDEP 1.1.
Best match v Info
Email Jenny for questions (gelabinfo@gmail.com). Follow Dr Ge on Twitter for updates
2. Choose data type
@ Read counts data (recommended) l Read Counts or FPKMS I
O Normalized expression values (RNA-seq FPKM, ¥
microarray, etc.)
O Fold-changes and corrected P values from
CuffDiff or any other program
3. Upload expression data (CSV or text)
Browse... N ted | DESeq2 /limma |
Fold Gene ' K-means PCA Hierarchical
Analyze public RNA-seq datasets for 9 changes ||StS C|u5tel'll'|8 clustering a
species o
Pathway ] [ Ennchment ] 1
Optional: Upload an experiment design file(CSV or
piatad - - analysis analysis JEE

&l 7 By BB E FR oA T2 Scanpy 48057 M » 70t EfE
1 Python FEAGES o X OHHREM T » & NCBI T
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o— /i #  Scanpy - Single-Cell Analysis in Python O Edit on GitHub
. L 4

(<]
SCaﬂPU

zulip [jom chat "
+
D Scanpy - Single-Cell Analysis in Python
Tutorials Scanpy is a scalable toolkit for analyzing single-cell gene expression data built jointly with anndata. It includes preprocessing,
visualization, clustering, trajectory inference and differential expression testing. The Python-based implementation efficiently deals
Usage Principles < o
e with datasets of more than one million cells.
Installation
D) + Di age Discourse a = el GitHut =
APl Discuss usage on Discourse and development on GitHub. Key Contributors
External AP! « Get started by browsing tutorials, usage principles or the main API
« Follow changes in the release nc
Eco: 'data graph | scanpy graph | # = maintainer
« Find tools that harmonize well with anndata & Scanpy via the ¢ 1]
Release notes APl and the ec : lead developer since 2019 %
Community « Check out our contr side for development practices. Gé verse contributions
« Consider citing Genome 018) along with original references s v, diverse contributions #
« Fide
Contributing
News '
oM developer, community & forum
) ; . Ly os: developer, div ntributions
Scanpy hits 100 contributors! zz.0a . Pt e developer, software quality, initial 2
anndata conception & o]
100 people have contributed to Scanpy’s source code .ad developer 2016-2019, initial
]

& Read the Docs

anndata & scanpy conception
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