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Proper Citation

ALDEx2 (RRID:SCR_003364)

Resource Information

URL: https://github.com/ggloor/ALDEXx2

Proper Citation: ALDEx2 (RRID:SCR_003364)

Description: Software tool to examine compositional high-throughput sequence data with
Welch's t-test. A differential relative count abundance analysis for the comparison of two
conditions. For example, single-organism and meta-rna-seq high-throughput sequencing
assays, or of selected and unselected values from in-vitro sequence selections. Uses a
Dirichlet-multinomial model to infer abundance from counts, that has been optimized for
three or more experimental replicates. Infers sampling variation and calculates the
expected Benjamini-Hochberg false discovery rate given the biological and sampling
variation using several parametric and non-parametric tests. Can to glm and Kruskal-
Wallace tests on one-way ANOVA style designs.

Resource Type: software resource

Defining Citation: PMID:24910773

Keywords: standalone software, r, bio.tools

Availability: Free, Available for download, Freely available
Resource Name: ALDEXx2

Resource ID: SCR_003364

Alternate IDs: biotools:aldex2, OMICS_ 04634

Alternate URLSs: https://bio.tools/aldex2

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260905T132502+0000

Ratings and Alerts


https://scicrunch.org/Kravitz
https://scicrunch.org/Kravitz/data/record/nlx_144509-1/SCR_003364/resolver
https://github.com/ggloor/ALDEx2
https://pubmed.ncbi.nlm.nih.gov/24910773

No rating or validation information has been found for ALDEX2.

No alerts have been found for ALDEXx2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 609 mentions in open access literature.

Listed below are recent publications. The full list is available at Kravitz .
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