D lifecbrain

Karyotype Report

Customer sample ID:NP0078-13
Internal sample ID: DE70DIVUKOD100210

Date of receipt: 2017-12-12
Gender

Stated: Unknown

Chr. X derived: Male

Genotype identity with: NP0078-10 / DEDIVUKO00208, NP0O078-12 /
DEDIVUKOO00209

Karyotyping

Technology used: [llumina BeadArray

Product: HumanOmni2.5Exome-8 BeadChip v1.3
Manifest file: HumanOmni2-5Exome-8v1-3_Al.bpm
Cluster file: HumanOmni2-5Exome-8v1-3_Al.egt

Chip barcode and segment: 201353490092 R01CO1

Batch ID and 96 well position:  WG6906606-MSA6 A12

Call rate: 0,9976447

Typing
Scanner: llumina iScan, S/N: N234
Site of processing: Life&Brain GENOMICS, Bonn, Germany
Manufacturer: lllumina, Inc., San Diego, United States of America
Date of scan: 2018-01-04-0434

Genotype Analysis

Genome Studio: GenomeStudio V2.0.2
Genotyping module: Ver. 2.0.2

Copy Number Analysis
Algorithm applied:  CNV-Partition
Version: 3.2
Software producer: lllumina, Inc., San Diego, United States of America

Noteworthy findings

No larger chromosomal aberrations to be reported; Chr21: Duplication in telomeric
region of long arm

Analyst
Stefan Herms
Stefan.Herms@unibas.ch
Tel.: +41 61 328 50 19
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Control Dashboard

'Iife brain

Sample_ID/ Category Control Section 1 Section 1 State

Sentrix_Label (BeadType) X Y
2053%2%%5820_0%%01 Staining 5@53(5'5?23 22105 95 OK/OK
2053%2%%}3820_053%01 Staining I(Dzl\slazl(nggg)) 384 161 OK/OK
20?3%2%%}3520_053%01 Staining ?Hé%éggg) 460 7534 OK/OK
20?3%2%%}3520_053%01 Staining 8(3&(883%%0)') 397 7% OK/OK
2053%2%%532?%%01 Extension E(Xf?gf?s”og?) 22738 258 OK/OK
2053%2%%}3820_053%01 Extension E()itfggi?%g%) 26077 156 OK/OK
20?3%2%%}3520_053%01 Extension E()itggfie%no(??) 887 9400 | OK/Notable
20?3%2%%}3520_053%01 Extension E(Xltiggi:?;e(s();) 1067 8718 | OK/Notable
20?3%2%%}3520_053%01 Rziﬁ%% Ta(rgfégezargg;/ i 677 126 OK/OK
2053%2%%}33;%3%01 Hybridization (ngl(;'gs]a)) 1290 8946 | OK/Notable
20?3%2%%}3820_053%01 Hybridization H{z%éhgggi?usT) 493 5763 | OK/Notable
zofgigitg%ﬁgch’ééfé01 Hybridization (g?y,gl(;g;vs)) 994 1816 | OK/Notable
20?3%2%%}3520_053%01 Stringency (832239(51“2 15521 259 OK/OK
2053%2%%3;_0%%01 Stringency (Ségggégﬂo,\g; 4060 167 OK/OK
2053%2%%5820_0%%01 Nogi_r?dpiﬁgﬁc ’(\lzseil(gggg)) 394 129 OK/OK
20?3%2%%}3820_053%01 Nogi_r?dﬁﬁgffc l21287862(5;,:?2((5]3) 360 81 OK/OK
20?3%2%%}3520_053%01 Nogi_r?dﬁﬁgf?c I21285861(53('?2%) 375 118 OK/OK
201353490092 RO1C01 | - Bincing | (24010860 | % s | owoK
2053%%%%}3820_053%01 Poly'\rfgr-phic (3?62:%8) 7418 215 OK/OK
2053%%%%}3820_053%01 Poly'\rfgr-phic (16'\58(3?24) 10617 167 OK/OK
2053%%%%}3820_053%01 Poly'\rfgr-phic (426%%8) 594 4988 | OK/Notable
2053%%%%}3820_053%01 Poly'\rfgr-phic (1262:&2%9) 597 4239 | OK/Notable
2053%2%%5820_0%%01 Restoration (2523%23) 361 182 OK/OK
All ,Notable” tagged control probes are within specs. The karyogram can be
evaluated.
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Karyogram
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Copy Number Analysis

Copy number events will be reported if larger than 350'000 base pairs, 1Mbp for loss of heterozygosity regions.

Database of Genomic Variants comparison: Number stated represent population based copy number variants that span the reported
event completely.

Copy number analysis
Algorithm applied: CNV-Partition
Version: 3.2
Software producer: lllumina, Inc., San Diego, United States of America

Sample ID Chr Start End Type | Length Marker CN DGV Comparison
count Confidence
DEDIVUKO00210 21 14342006 15154357 3 812351 133 217,0011
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