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ABSTRACT Here we present the draft genome sequence of the fungus Talaromyces
adpressus A-T1C-84X (�CBS 142503). This strain was isolated from lignocellulosic
biomass of Arundo donax during biodegradation under natural conditions in the
Gussone Park of the Royal Palace of Portici, Naples, Italy.

Talaromyces adpressus, a recently described species belonging to section Talaromy-
ces, was until now only known from the indoor environment in China (1). The strain

sequenced here, CBS 142503, belonging to the microbial collection (strain number
A-T1C-84X) of the Division of Microbiology, Department of Agricultural Sciences of the
University of Naples Federico II, was isolated from lignocellulosic biomass of Arundo
donax during biodegradation under natural conditions in the Gussone Park of the Royal
Palace of Portici, Naples, Italy.

This strain was selected for its abilities to synthetize different enzymes having
potentially synergistic actions on lignocellulose conversion, such as endo- and exocel-
lulase, cellobiase, xylanase, pectinase, and laccase, assayed using specific solid media as
previously described by Ventorino et al. (2), and to produce a feruloyl esterase (FAE)
active against p-nitrophenyl-ferulate.

Talaromyces adpressus CBS 142503 was cultivated in complete medium (3). Myce-
lium was sampled after 48 h of growth, and genomic DNA was extracted using a
cetyltrimethylammonium bromide (CTAB)-based extraction buffer (4). Concentration
and quality of the samples were determined using the Life Technology Qubit and 0.6%
agarose gel, respectively. Genome sequencing was performed at GenomeScan. The
NEBNext Ultra DNA library preparation kit from Illumina (catalog number NEB E7370S/L)
was used according to the manual for library preparation. Quality and yield after sample
preparation were measured with Bioanalyzer (Agilent Technologies).

Clustering and DNA sequencing using the Illumina cBot and HiSeq 2500 were
performed according to the manufacturer’s protocols using a concentration of 8.0 pM
DNA, standard Illumina primers, and HiSeq control software HCS v2.2.58. Image anal-
ysis, base calling, and quality check were performed with the Illumina data analysis
pipeline RTA v1.18.64 and Bcl2fastq v1.8.4. Reads were trimmed for adapter sequences
and filtered for sequence quality using the in-house tool FASTQFilter v2.05. The
short-read genome assembler Abyss v1.3.7 (5) was used for assembly. An optimization
for k-mer length was performed as in previous fungal genome assemblies. A length of
64 bp was found to give the best results, optimized for the smallest number of scaffolds
with longer average length. Scaffolds shorter than 500 bp, unlikely to contain complete
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coding sequences, were removed. The 36.12-Mb genome resulted from the assembly of
599 contigs. GC content was of 46.22% as assessed by QUAST (6).

Accession number(s). The draft genome sequence of T. adpressus A-T1C-84X

(�CBS 142503) has been deposited at DDBJ/ENA/GenBank under accession number
NHZS00000000. The version described in this paper is version NHZS01000000. The
BioProject in GenBank is PRJNA381192. The strain is available from the CBS culture
collection (http://www.westerdijkinstitute.nl) housed at the Westerdijk Institute
(Utrecht, The Netherlands).
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