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3 Project Mame:  GBSAZ_IK_SW403_R038_hg19
. Crick strand(-) Project Directory: Users/csi/Desktop/1K_S\W403_R038_hg19
W InputFile(s):  [Users/csifDesktop/1K_SW403_R038_hg19/1K_SW403_R038_hg19. bet
Input File(s) Format: 1 BSseeker
. BSseeker Protocol: 1 Lister et al
] W Genome Annotation File: 0 JJref_genomes/hg19.refFlat.w_cpa.bsa
i Genome Sequence File: 0 . Jref_genomes/hg19.bsq
R CpG Island File: 0 .fref_genomes/CpGislands_hg19. bet
& 10 Minimum Read Coverage:
o Remove Duplicated Reads: 2 Applied
. § Analyse Sites: 3 CHG, CHH, CpG sites
W Method 1 Gene Centric Approach: 2 Applied
Minimum C Dinucleotide: 3
Method2 Gene Independent Approach: 2 applied
10 | Promoter Size: 2000
Windows Size: 100
Average Methylation Level: 0.5
10* ) £} ) Minimum of Sequenced C in Domain: 10
Depth of caverage (# of reads) Total amount of reads: 5984686
Amount of unigue reads: 5418386
Amount of duplicated reads: 1566300
Proportion of Unique/Duplicated Reads Praject Tempoprary File:

JUsers/csijDesktopf1K_SW403_R033_hg19/GBSA2_1K_SW403_R035_hg19_GESA_resFile
Proportion of Unique/Duplicated Reads
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Supplementary Figure 1. Quality control report. The GBSA quality report consists of (A) the global depth of
of coverage, (B) the proportion of duplicated reads relative to the total amount of sequenced reads and
(C) summary of the analysis setup.
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chr19 58551893 58554713 58557533 58560353 58563173 58565933
hg13 ZSCAN1NM_182572
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Supplementary Figure 2. Data visualisation. Cytosine methylation level as well the genome depth of
coverage can be visualised via (A) all genome browsers which are compatible with the bedgraph
format such as UCSC or (B) the GBSA GUI.
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