[bookmark: _Toc80022855][bookmark: _GoBack]Table S6 – Classification performance of individual features in group 2 subsets (area under ROC curve). 
We analyzed the performance of the quality features in data subsets divided by organism, assay and run type (group 1 subsets). The Table shows the areas under Receiver Operating Characteristics curves (auROCs) of every feature for the respective subsets. Subsets are given as Organism__assayTitle__runType. MAP features perform best overall, especially in the single end assays. LOC and TSS features perform much better in paired end mouse DNAse-Seq and human Histone ChIP-seq, than in the rest of the subsets. The RAW features perform good for single end assays, but not so well for paired end assays.
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RAW Basic_Statistics 0.5 0.5 0.5 .5 0.5 0.5 0.5 0.5
RAW Per_base_sequence_gquality ossm 051 0.73 57 0.5 0.5 0.54 0.51
RAW Per_tile_sequence_quality 0.52 0.5 0.52 58 0.61 0.59 0.6 0.58
RAW_Per_sequence_quality_scores  [70:83 1 0.53 0.78 57 0.5 0.5 0.5 0.5
RAW_Per_base_sequence_content 0.64 0.51 0.58 .5 0.65 0.51 0.67 0.65
RAW _Per_sequence_GC_content 0.67 0.64 0.56 52 0.51 0.53 0.67 0.63
RAW Per_base_N_content ? 0.57 0.76 52 0.51 0.5 05 0.6
RAW_Sequence_Length_Distribution .5 0.5 0.5 .5 0.66 0.53 0.5 0.54
RAW_Sequence_Duplication_Levels 0.52 0.52 0.53 .5 0.51 0.57 0.61 0.5
RAW_Overrepresented_sequences 0.78 0.53 0.67 0.53 0.63 0.6 0.58
RAW_Adapter_Content 0.51 0.52 0.55 0.51 0.54 0.5
RAW_Kmer_Content 0.58 0.52 0.51 0.59 05 0.64
MAP_SE_no_mapping 0.51 0.73 nan nan nan nan
MAP_SE_uniquely 0.55 0.74 nan nan nan nan
MAP_SE_multiple 0.57 0.75 nan nan nan nan
MAP_SE_overall 051 073 nan nan
MAP_MI_no_mapping 0.5 0.73 0.64 0.63 0.75
MAP_MI_uniquely X 0.74 0.69 0.74 0.76
MAP_MI_multiple 0.75 068 068

MAP_MI overall 0.73 0.63 0.7

MAP_PE_ con_no_mapping nan 064 063
MAP_PE_con_uniquely nan 069 074
MAP_PE_con_multiple nan 0.68 0.68
MAP_PE_dis_uniquely nan 0.55
MAP_PE_cod_no_mapping nan 0.52 0.63
MAP_PE_cod_uniquely nan 067 068
MAP_PE_cod_multiple nan 0.6 0.53

MAP_PE_overall nan 0.63 0.7

LOC_Promoter 5 0.59 5 0.72 0.56

LOC_5_UTR L 0.6 5 0.7 0.62

LOC_3_UTR . 0.66 I Y . 0.73 0.71

LOC_1st_Exon 5 0.63 . E L 0.68 0.57

LOC_Other_Exon . 0.67 5 b . 0.65 0.68

LOC_1st_Intron L 0.52 0.57 0.57 0.63 0.52 0.54 0.57 0.7 0.53
LOC_Other_Intron . 0.59 0.64 0.72 0.55 0.69 0.54 0.74 0.53 0.51

LOC_Downstream . 0.62 0.62 0.72 0.62 0.6 0.56 0.68 0.71 0.55
LOC_Distal_Intergenic . X 0.6 [WOB7ZW 06 071 053 051 078 073 051

TSS_-4500 0.59 0.56 0.6 0.72 0.71 0.57 0.55 0.55 0.58 0.75 0.72

TSS-3500 059 054 06 065 08 062 062 071 056 074 07

TSS_-2500 0.58 0.5 0.6 0.6 0.71 0.58 0.55 0.53 0.52 0.75 0.67

TSS_-1500 0.57 0.67 0.61 0.51 0.58 0.59 0.53 0.63 0.6 0.75 0.62

TSS -500 0.57 0.68 0.59 0.71 0.57 0.56 0.7 0.79 0.75 0.65

TSS_+500 0.57 0.68 0.58 0.68 0.56 0.54 0.57 0.77 0.73 0.65

TSS_+1500 0.56 0.72 0.6 7 0.61 0.6 0.67 0.71 0.74 0.61

TSS_+2500 0.56 0.69 0.62 0.71 0.71 0.62 0.54 0.73 0.54 0.73 0.67

TSS_+3500 0.56 0.57 0.61 0.77 0.71 0.69 0.51 0.52 0.53 0.73 0.65

TSS_+4500 0.58 0.51 0.6 0.65 0.75 0.67 0.59 0.51 0.54 0.73 0.65





