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Brachyury iv

Figure 2: A) Screenshot of the NVERTx portal. Ai: Users can search for genes
using the gene name, Nemvel accession number, or NCBI genebank accession
number. Aii: The transcriptome can also be searched using BLASTn or tBLASTn.
Aiii: Multiple transcripts can be queried simultaneously. Aiv: Users can also
directly explore co-expression clusters from embryogenesis and regeneration to
identify groups of co-expressed genes. B) Screen shot of results from searching
the annotations using the term “Brachyury”. C) tBLASTn results using Mus
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musculus Brachyury as a query (genbank AAI20808.1) identifies several
homologous transcripts. The top scoring isoform is reported first.
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Figure 3: Example results for the transcripts NVERTx.4.100808 and
NvERTx.4.100809. A) Expression plots for regeneration (left) and
embryogenesis (right). The two transcripts are isoforms of the same genes so
their expression profile plots and counts are equivalent. B) Count data from each
of the datasets. C) Transcript annotations. D) Sequences in FASTA format. E)
Bibliographical resources including Pubmed links and PaperBlast queries. F)
MUSCLE alignment to compare similar transcripts. The alignment shown is
cropped to display the homologous region.
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Figure 4: Example output plots from NVERTx comparing multiple gene
expression patterns. Three genes from regeneration cluster 2, Nvbra
(NVERTx.4.100808, yellow), Nvdickkopf3 (NVERTx.4.57897, red), and a FoxG1-
like protein (NVERTx.4.40781, blue) are co-expressed during regeneration (A)
but not embryogenesis (B).


http://dx.doi.org/10.1101/242370
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint first posted online Jan. 4, 2018; doi: http://dx.doi.org/10.1101/242370. The copyright holder for this preprint
(which was not peer-reviewed) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity.
It is made available under a CC-BY-NC-ND 4.0 International license.

Embryogenesis Regeneration

co0UY YoooDY

(0 oL ol ol AR
Figure 5: Screenshot from NVERTx Co-Expression Clusters Page. Users can

directly explore co-expression clusters to identify groups of genes that share
expression patterns during embryogenesis (blue) or regeneration (red).
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