Additional File 1: CHANCE feature comparison table

Solexa CANGSix

Feature CHANCE | BEADS! | htSeqToolsii | Avardisii | FastQCv | SAMStat' | Homer" QAvii ConDeTrivii | FASTA Galaxy*
BAM,
SAM, BAM,
BOWTIE, BAM, SAM,
BED, none (R SAM, BAM, BOWTIE, BED,
tagAlign, data BED, SAM, BED, WIG,

File type support MATLAB | GFF structure) ELAND FASTQ SAM ELAND FASTQ | FASTQ Others

Does not require

knowledge of

programming/shell

commands X X X X

Detects base call

quality bias X X X X X X X X

Detects nucleotide

content bias X X X X X X X X

Graphical interface | X X X X

Coverage estimate X X X X

Classifies failed

experiments and

identifies reasons

for failure X

Detects insufficient

sequencing depth X

Detects batch

effects X

Detects PCR

amplification bias X

Does normalization

of multiple (IP-

Input) pairs X

Compares IP

enrichment

between multiple

(IP-Input) pairs X

Compares overlap

in signal between

user data and a

consensus of

ENCODE samples X

Contains a full suite

of plot tools X
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