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®11: BBEALESRIZ

Sample Sample Total read Total base Clean read Clean base Clean Rate (%)
Name Type
Simulate01 Normal 664889900 83111056500 571476968 59657917639 71.78%
Simulate01 Tumor 633165724 79145540250 538312038 55353278301 69.94%
Simulate02 Normal 664889900 83111056500 571476968 59657917639 71.78%
Simulate02 Tumor 633165724 79145540250 538312038 55353278301 69.94%

Clean Rate (%) = Clean Data Size (bp)/Raw Data Size (bp)

Seguence content across all bases
100

30 B
80
70
60

50

20

o 122456789 14-15 22-23 320-31 328-39 46-47 54-55 62-63 7F0-71 78-7% B86-87 94-95 102-103 112-113 122-122
Position in read (bp)

& 1.1: # 5 Simulate01 Clean reads IRE S ESDFHE #HULIRKRT reads EIREFT
HENE, PRIRRTWELLS . MRERRESHAEENZRNFIEEREBR
KHE.



Quality scores across all bases (Sanger f lllumina 1.9 encoding)
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&1-2: kNSRS

Sample Sample Total Reads Pair Mapped Pair Mapped Rate
Name Type
Simulate01 Normal 420154240 394936188 94.00%
Simulate01 Tumor 398577754 365101772) 91.60%
Simulate02 Normal 420154240 394936188 94.00%
Simulate02 Tumor 398577754 365101772) 91.60%
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®1-3: FTARMNUFRENBZEERL
Sample Sample Depth Coverage
Name Type
Simulate01 Normal 62.2% 45.42%
Simulate01 Tumor 55.86% 47.81%
Simulate02 Normal 62.2% 45.42%
Simulate02 Tumor 55.86% 47.81%



http://xbio1.genomics.cn/NGS/report/BGI-RD-DEMO-PROJECT/BGI-RD-DEMO-PROJECT-14/report/src/page/Results_cn.html#table2
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F1-4: FERRESERALN CASBEE

Sample Sample CG (%) CHG (%) CHH (%)
Name Type
Simulate01 Normal 62.2% 45.42% 38.72%
SimulateO1 Tumor 55.86% 47.81% 44.72%
Simulate02 Normal 62.2% 45.42% 38.72%
Simulate02 Tumor 55.86% 47.81% 44.72%
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Chrosome CG (%) CHG (%) CHH (%)

Chrl 80.93% 0.55% 0.55%
Chr2 81.78% 0.54% 0.55%
Chr3 81.63% 0.54% 0.55%
Chr4 80.94% 0.4% 0.54%
Chr5 81.23% 0.53% 0.54%
Chr6 80.78% 0.54% 0.55%
Chr7 81.73% 0.54% 0.54%
Chr8 81.42% 0.54% 0.54%
Chr9 81.16% 0.55% 0.54%
Chr10 81.59% 0.55% 0.54%
Chril 80.31% 0.54% 0.54%
Chr12 81.24% 0.54% 0.54%
Chrl3 81.46% 0.55% 0.56%
Chrl4 81.14% 0.54% 0.54%
Chrl5 81.66% 0.55% 0.54%
Chrl6 81.36% 0.55% 0.54%
Chr17 81.47% 0.56% 0.54%
Chr18 81.62% 0.54% 0.55%
Chr19 79.41% 0.58% 0.54%
Chr20 80.97% 0.54% 0.54%
Chr21 80.48% 0.56% 0.56%
Chr22 82.18% 0.57% 0.54%
ChrX 81.64% 0.53% 0.53%
ChrY 76.52% 0.54% 0.55%
ChrMm 0.58% 0.49% 0.48%
Total 81.22% 0.54% 0.55%

& 2-2 : #dn Simulate01 S E R AKX RIFiIRTHSEE NI R EMAKFE

Different Genome Regions CG (%) CHG (%) CHH (%)
3-UTR 80.98% 0.54% 0.54%
5-UTR 38.84% 0.53% 0.52%
CDS 80.61% 0.54% 0.51%
CpGlsland 20.01% 0.55% 0.56%
Downstream2k 78.75% 0.56% 0.53%
Genebody 82.38% 0.55% 0.54%
Intron 82.88% 0.55% 0.54%
Upstream2k 51.93% 0.55% 0.53%
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Sample Sample CG (%) CHG (%) CHH (%)
Name Type
Simulate01 Normal 62.2% 45.42% 38.72%
Simulate01 Tumor 55.86% 47.81% 44.72%
Simulate02 Normal 62.2% 45.42% 38.72%
Simulate02 Tumor 55.86% 47.81% 44.72%
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behavior

biological adhesion |

biological phase -|

biological regulation

cell killing |

cellular component organization or biogenesis -|
cellular process

developmental process -|

growth -

immune system process

localization -

locomotion -|

metabolic process

multicellular organismal process -|
multi-organism process |

gative regulation of biological process
positive regulation of biological process |
presynaptic process involved in synaptic transmission -
regulation of biological process
reproduction

reproductive process -|

response to stimulus

rhythmic process -|

signaling

single—organism process -|

cell

cell junction |

cell part -|

extracellular matrix -|

extracellular matrix component -|
extracellular region |

extracellular region part -|
macromolecular complex -
membrane -|

membrane—enclosed lumen -|
membrane part -

organelle -|

organelle part |

supramolecular fiber -

synapse -|

synapse part |

antioxidant activity |

binding |

catalytic activity |

molecular function regulator |
molecular transducer activity -

nucleic acid binding transcription factor activity -|
signal transducer activity -

structural molecule activity -
transcription factor activity, protein binding |
translation regulator activity -
transporter activity -|
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Pathway

Top 20 Statistics of Pathway Enrichment for

dmr
Viral carcinogenesis = .
Systemic lupus erythematosus - [}
Shigellosis - @
RNA transport - =]
Retrograde endocannabinoid signaling = @
S s . Gene_number
Protein processing in endoplasmic reticulum = @ 10
-

Primary bile acid biosynthesis - : ® 20

PPAR signaling pathway - @ ® 30
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' 0.75
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0.50
Fatty acid elongation - .
) o ) 0.25
Epstein—Barr virus infection - @
Epithelial cell signaling in Helicobacter pylori infection = °
Collecting duct acid secretion -
Ascorbate and aldarate metabolism -
Amino sugar and nuclectide sugar metabolism - .
Alcoholism = .
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