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Biomarker Technologies provides whole genome, genome survey, draft genome and fine genome sequencing of fungi

depending on specific research goal. Genome sequencing, assembly and functional annotation can be achieved by

combining Next-generation sequencing + Third-generation sequencing to achieve high-level genome assembly.
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Genome sequencing:

© Fungal whole genome sequencing-Illumina
Genome assembly:

@ Fungal whole genome sequencing-Illumina
© Draft fungal genome-Illumina

O Hi-C based fungal genome

© Fungal fine genome-Nanopore

O Fungal fine genome-PacBio
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© Multiple sequencing strategies are available for different fungal
genome research goals.

© In pathogenicity, resistance, environmental adaptability, metabolic
pathways and other multi-angle to dig deeper into functional genes.

© Provide a variety of fungal genome analyses, interpret the detai
-led information of fungi, and have a comprehensive understanding
of genomic information.

© Highly experienced in fungi genome assembly with over 10,000
microbial genomes assembled.

© Professional after-sale technical support team fulfilling more s
-pecific research needs.
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/ Library Sequencing Recommended data Turnaround Time \\\
[lumina PE150 GS<60M;100X NGS (Survey: 50X NGS) 30
PacBio ZMW GS<60M; 30X HIFI+50X NGS 33
Nanopore ONT GS<60M; 100X ONT +50X NGS 33
|.S ample;Requirementsgmsss
44444
// ~ Platform Qubit Conc. (ng/pL) Amount (ng) Volume (pL) Purity )
[llumina 1 0.06 20
L ue/l G 0D260/280: 1.7-2.2;
PacBio 20 ‘f; 0 20 0D260/230: >1.6;
- Nanodrop/Qubit: 0.8-2.5
Nanopore 40 2 20
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1.Fungal whole genome sequencing 2.Fungal genome survey 3.Draft fungal genome 4.Fungal fine genome
-SNP annotation result statistics -K-mer depth distribution -Nr database annotation -GO database annotation
Kmer distribution Nr Homologous Species Distribution
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