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Sequencing Data
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Sequencing Data
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QV score - 354
Total length 3,088,269,832 2,805,231,634
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Genome fraction (%) 100 95
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Specifications

S &

Fanils / QPursue-6k QPursue-6khex
R~ 150mm*150mm*66mm 355mm*408mm*126mm
= oa SR
BE 1.6kg 13kg
) . B 10°C-30°C 10°C-30°C
FERE
BE 10%-80% 10%-80%
. B 10°C-25°C 10°C-25°C
TERIE
B 35%-85%, T kRss 35%-85%, TC ik 4E
100-240VAC, 50/60Hz
B DC12V,36W ~ '
Bl i / W R AMEF200W
Ra Ubuntu 22.04LTS Ubuntu 22.04LTS
AF 128GB RAM 128GB RAM
ZARpEHESH wa 2T SSD+4T SSD+16T SATA 2T SSD+4T SSD*2+16T SATA*2
GPU NVIDIA GeForce RTX 4090 NVIDIA GeForce RTX 4090%*2
CPU Intel Core i7 /| AMD Ryzen 7 Intel Core i9 /| AMD Ryzen 9

Technical Support & Service
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