D lifecbrain

Karyotype Report

Customer sample ID:NP0075-8D, 36
Internal sample ID: DE93DIVUKOD100184

Date of receipt: 2017-02-01
Gender

Stated: Unknown

Chr. X derived: Female

Genotype identity with: NPO075-8 F-08.12.2016 / DEDIVUKOO00161, NP0075-10 K-
08.12.2016 / DEDIVUKOO00162, NP0075-11 B-08.12.2016 / DEDIVUKO00163

Karyotyping

Technology used: lllumina BeadArray

Product: HumanOmniExpressExome-8 BeadChip v1.3
Manifest file: HumanOmniExpressExome-8v1-3_A.bpm
Cluster file: HumanOmniExpressExome-8v1-3_A.egt

Chip barcode and segment: 200729680112 R0O6CO01

Batch ID and 96 well position:  WG0086079-MSA1 FO1

Call rate: 0,998

Typing
Scanner: lllumina iScan, S/N: N234
Site of processing: Life&Brain GENOMICS, Bonn, Germany
Manufacturer: lllumina, Inc., San Diego, United States of America
Date of scan: 2017-02-09-0440

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: Illumina, Inc., San Diego, United States of America

Noteworthy findings
No larger chromosomal aberrations to be reported.

Analyst
Stefan Herms
Stefan.Herms@unibas.ch
Tel.: +41 61 328 50 19
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D lifecbrain

Control Dashboard

S?airtr:ﬁ(lff;% é | Category (ngg;[-?ple) Section 1 X | Section1Y State
2037%%223%};?20_0;3&/01 Staining (Dz'iga%*ef??i 15369 329 OK/OK
200729660012 Roscor | S@NNG | Dogiode) | 3a 259 | OKIOK
J00729680012 Roscor | S@NNG | CgESy | 247 8181 | OKIOK
200729680117 Robcor | S@nng | Tog el | 20 211 | oKioK
2057%%%%??2?&33(401 Extension E(T?Qﬂsoza,nog) 31965 411 OK/OK
208723%%??2?&(?;(401 Extension E(Xffgcf%rég) 33181 372 OKJ/OK
208723%%??2?&(?;(401 Extension E()(lt(zagii:??,no(?c):) 1263 21110 OKJ/OK
2057%%2?3%};?2(%33(401 Extension E(Xltfggg);eg);) 1692 21247 OK/OK
200720660112 R06C01 | Remowal | - (Si6ss23 | 1198 254 | OKIOK
2057'52%%%*;?20_%3%01 Hybridization (ngl(géglg)) 1549 20035 | OKIOK
2057'52%2@%*;?2(%3&;01 Hybridization Hé%g\s"ggi?“g) 480 12445 OK/OK
2055%%%‘;%‘1";3&;01 Hybridization (;'%’gl(;%vg) 1870 3698 OK/OK
2057%%%%??2?&32(201 Stringency (Sstgggg(gll\g 20780 551 OK/OK
200729660012 Roscor | Stngeney | a8 | ases 214 | OKIOK
CovUomIs [ Torspete | MSEMO | uo | me | ouo
2057%%%%??2(%3&/01 Nolgi_rﬁﬁgffc l(\lzsgz(zggg)) 318 217 OK/OK
200720680112 Ro6Co1 | Binding | (eseiraas | 2 201 | OKIOK
200729680112 Ro6CO1 | Binting | (zasrese0) | 2% 218 | OKIOK
200720680112 R06C01 | Polymorphic | _(aa6sa) | 12521 458 | OKIOK
200729680112 R06C01 | Polymorphic | (1eeagapay | 1187 349 | OKIOK
200720680112, R06CO1 | Polymorphic | (43641558) 519 11003 | OKIOK
2087%%%%??2?&32(401 Poly’\rlr?gr_phic (1:’3\163,£%9) 608 11798 OK/OK
2057%%%%??2?&3%01 Restoration (222?70:;23) 340 421 OK/OK

All ,Notable“ tagged probes are within specs. The karyogram can be evaluated.
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Karyogram
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D lifecbrain

Copy Number Analysis

Copy number events will be reported if larger than 350'000 base pairs.

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
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