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FastQC: Sequence Duplication Levels
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FastQC: Sequence Counts
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QoRTs: Strand Test
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STAR: Alignment Scores
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QoRTs: Alignment Locations
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FastQC: Status Checks
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FastQC: Overrepresented sequences

trim_NA_Eriksson_10_S98_L002__ ..

trim_NA_Eriksson_13_S112_L00__.
trim_NA_Eriksson_16_S101_L0O__.

trim_NA_Eriksson_19_S165_1L00__.
trim_NA_Eriksson_21_S184_L00. ..
trim_NA_Eriksson_24_S140_L00. ..
trim_NA_Eriksson_27_S187_L00...
trim_NA_Eriksson_2_S127_1002_...
trim_NA_Eriksson_32_S136_L00.._.

trim_NA_Eriksson_35_S172_L00__.
trim_NA_Eriksson_38_S166_L00__.

trim_NA_Eriksson_40_S100_L0O0O__.
trim_NA_Eriksson_43_S144_100._.

trim_NA_Eriksson_46_S190_L00. .
trim_NA_Eriksson_49_S185_L00. ..
trim_NA_Eriksson_51_S158_L00._.

et
=
!
a2

10% 15% 20% 25%

Percentage of Total Sequences

Top over-represented sequence @ Sum of remaining over-represented sequences

. . I Page 12
Created with MultiQC



Percentage N-Count

FastQC: Per Base N Content

20

40 60

Position in Read (bp)

80

Created with MultiQC

Page 13



	fastqc_sequence_duplication_levels_plot.pdf
	fastqc_per_base_sequence_quality_plot.pdf
	fastqc_per_sequence_quality_scores_plot.pdf
	fastqc_per_sequence_gc_content_plot.pdf
	fastqc_sequence_length_distribution_plot.pdf
	fastqc_sequence_counts_plot.pdf
	qorts_strand_test.pdf
	star_alignment_plot.pdf
	qorts_alignments.pdf
	fastqc-status-check-heatmap.pdf
	fastqc_adapter_content_plot.pdf
	fastqc_overrepresented_sequences_plot.pdf
	fastqc_per_base_n_content_plot.pdf

