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In the original publication [1], there was a mistake in Table 3: the units of three rows
were incorrectly labeled as kb instead of bp. The corrected table appears below. The authors
state that the scientific conclusions are unaffected. This correction was approved by the
Academic Editor. The original publication has also been updated.

Table 3. Summarized genome information for Fo-HL23-1.

Assembly Statistics Scaffolds
Genome size (Mb) 40.96
Total sequence number 140
Total sequenced length (bp) 35,904,424
Maximum sequence length (bp) 2,467,745
Minimum sequence length (bp) 5510
GC (%) 49.62
N20 length (bp) 1,658,848
N50 length (bp) 917,125
N90 length (bp) 141,141
Total gene length (bp) 23,522,018
Gene Percentage of Genome (%) 65.51
Total number of genes 14,256
Average gene length (bp) 1649.9
Total exon length (bp) 19,949,251
Exon percentage of genome (%) 55.56
Average Exon Length (bp) 250.7
Total coding sequence (CDS) length (bp) 19,949,251
Average CDS length (bp) 1399.3
CDS percentage of genome (%) 55.56
Average intron length (bp) 54.7
Sequencing platform PacBio CLR, [llumina

J. Fungi 2025, 11, 605

https://doi.org/10.3390/jof11080605


https://doi.org/10.3390/jof11080605
https://doi.org/10.3390/jof11080605
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/jof
https://www.mdpi.com
https://orcid.org/0009-0003-4398-1304
https://orcid.org/0000-0003-3837-0050
https://doi.org/10.3390/jof11080605
https://www.mdpi.com/article/10.3390/jof11080605?type=check_update&version=1

J. Fungi 2025, 11, 605 20f2

Reference

1. Li, W,; Shang, J.; Bao, D.; Wan, J.; Zhou, C.; Feng, Z.; Li, H.; Shao, Y.; Wu, Y. Whole-Genome Sequence Analysis of Flammulina
filiformis and Functional Validation of Gad, a Key Gene for y-Aminobutyric Acid Synthesis. . Fungi 2024, 10, 862. [CrossRef]
[PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.3390/jof10120862
https://www.ncbi.nlm.nih.gov/pubmed/39728358

	Reference

