Metric (0,1)-norm. scores Mus_musculus

Misassemblies

m : 0.37 Mean_ORF_percentage
' 0.26 0.73 m Nucleotide_F1

Mismatches_per transcript
Missing_BUSCOs
RSEM_EVAL

KC_score

Complete BUSCOs

Overall_mapping_rate

Full_length_transcripts
Transcripts_1000_bp
Contig_F1

Perc95_assembled_isoforms

Reference_coverage

Average_alignment_length

Ex90N50

Optimal_score

Percentage bases_uncovered

Duplication_ratio

Number_of ambiguous_bases
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