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Introduction

MAJORBIO CLOUD NEW RELEASED IN 2024

Snngle-omlcs Workflows Multi-omics Workflows
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Single-Cell Transcriptome
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Workflow 2: Proteomics workflow
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Workflow 3: Metabolomics workflow
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4. ‘Pipelinet+Extensions’, a new interactive analysis mode
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Summary

( Majorbio Cloud offers an easy and powerful approach to profiling the bulk
transcriptome, single-cell transcriptome, proteome, metabolome,
metagenome, and other omics data. It facilitates researchers to analyze
complex multi-omics data and infer the biological meaning of integrated
omics data.

d Since Majorbio Cloud’s first publication in iMeta, it has attracted the
attention of researchers around the world, and has been widely used by

researchers who are not specialists in omics or bioinformatics.

J Website: https://cloud.majorbio.com/
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“iMeta” is an open-access Wiley partner journal launched by iMeta Science Society consist of scientists in bioinformatics and
metagenomics world-wide. iMeta aims to promote microbiome, and bioinformatics research by publishing research,
methods/protocols, and reviews. The goal is to publish high-quality papers (top 10%, IF>20) targeting a broad audience. Unique
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