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Look up gene name,
description, transcripts, etc...

primary_gene_name synonyms protein_names

CCDC136 [CCDG136]  Coilectcoil domain containing 136

biotype canonical _transcript seq region name s

protein_coding  ENSMMUT00000086187.1 3

$ gget seq

Fetch nucleotide and amino
acid sequences
>ENSMMUG00000009625
GCGAGGCGGGGCGGGGAGGCGCTGCGGGGACCTGC
GACTGCTTAGACCGCAGAAGAGCAGGAGGACGTCTG
AGACATGCTCGCAGCGCTAGGCTCTCTGGCGGCTGC
CCTCTGGGCAGTGGTCCATCCTCGAACTCTCCTGC...

$ gget archs4

Find the most correlated genes
to a gene of interest

gene_symbol pearson_correlation

80
ENSMMUG00000009625.4
60 ..
° B
=
© .
> .
o
240
)
S
! . 2
° -~
20
.
0
-1.0 -0.5 0.0 0.5 1.0 1.5 2.0

log, Fold Change

o s @ N =

ACRBP
STXBP2
ARHGAP45
FGD3
SAP25

0.561012

0.553554

0.545050

0.524292

0.521339

Cluster annotation

Normalization

& clustering

Photoreceptor Cells
Intemeurons

Enteric Glia Cells

Anterior Pituitary Gland Cells

Astrocytes

Neurons

Oxyphil Cells

Osteocytes

0

Gene

Celltype assignment

based on marker genes

4:_%—‘

——
Cluster

$ gget enrichr
Perform an enrichment analysis
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$ gget blast

Assess accuracy of reference annotation
and find homologs

Supplementary Figure 1 gget performs the database querying underlying a standard single-cell RNA-seq
data analysis workflow. The workflow and all of the figures are reproducible starting with raw reads using
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free

https://github.com/pachterlab/gget examples/tree/main/scRNAseq workflow.

and

arc

accessible

at


https://github.com/pachterlab/gget_examples/tree/main/scRNAseq_workflow

