'Iife brain

Karyotype Report

Customer sample ID:Fib2
Internal sample ID: DE68GSAUKDD100005

Date of receipt: 2021-08-05
Gender

Stated: Female

Chr. X derived: Female

Genotype identity with: FIB1-2021-08-05 / DEGSAUKDO00001, IPS1A-2021-08-05 /
DEGSAUKDO00002, IPS1B-2021-08-05 / DEGSAUKDO00003, IPS1C-2021-08-05 /
DEGSAUKDO00004, IPS2A-2021-08-05 / DEGSAUKDO00006, IPS2B-2021-08-05 /
DEGSAUKDO00007, IPS2C-2021-08-05 / DEGSAUKDO00008

Karyotyping
Technology used: [llumina BeadArray
Product: Global Screening Array + Multi Disease content 24 v3
BeadChip
Manifest file: GSAMD-24v3-0-EA_20034606_A1.bpm
Cluster file: GSAMD24v3-0-EA 20034606 _A1.egt

Chip barcode and segment: 205515290187 R05C01
Batch ID and 96 well position:  WG6822774-MSA3 C10

Call rate: 0,9921774

Typing
Scanner: lllumina iScan, S/N:
Site of processing: Life&Brain GENOMICS, Bonn, Germany
Manufacturer: lllumina, Inc., San Diego, United States of America
Date of scan: 2021-08-17-1934

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 were found.

Analyst
Stefan Herms
sherms@lifeandbrain.com
Tel.: +49 228 6885 411
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Control Dashboard

'Iife brain

Sample_ID /

Control

Section 1

Section 1

Sentrix_Label Category (BeadType) X Y State
208515200167 RosCo1 | SN | regosna) | 61930 | 81 | OKOK
208515200187 RoC01 | S99 | sggasoe) | 1759 | o | NGSUR
202516582/381@0%%055(;/01 Staining E(gjﬁtg%g;i??;)) 1643 27377 | Notable/OK
202516582/38 153[;0%%055(;/01 Staining Ezig’j&g%g‘;) 1741 113 | Notable/OK
poae e 00000 11 | Extension E(’;t?gfigg)”og?) 38946 397 OK/OK
208515200167 RosCo1 | EXenSon | igoriay) | 4073 | 321 | OKIOK
poae e 00000 11 | Extension E(’;tggfg’g‘og) 1568 16991 OK/OK
poae e 00000 11 | Extension E(’;fggg’&g);) 1777 16773 OKIOK
208615290167 05601 | Remes Ta(rgf ets;,%rggglal 1343 136 OK/OK
208515200187 RosCo1 | HYPrdizaton | (bgipidg) | 1985 | 17110 | OKIOK
208515200187 RosCo1 | HyPridization | "Gogscsrg) | 92 | 12083 | OKIOK
208515200187 RosCo1 | HyPrdizaton | odoizsid | 2087 | 338 | OKOK
208516200167 RosCo1 | Stngency | GoeSii) | 30s22 | ae1 | OKIOK
JDECSAURDO000 | | strngency | STSMW) | tsge7 | 267 | Notablelok
208515200187 R0SCO1 | Binding | (2so10552) | 413 65 | owiok
208515200187 R0SCO1 | Binding | (27024366 | %9 B | owok
208515200187 R0SCO1 | Binding | (25017543 | %3 184 | owiok
2025%82/381}2320%%0550/01 NOE{de?ﬁS'f'C '(\1284%1(23?28)) 413 100 OK/OK
205515290167 RO5E01 Poly'\rl\?c?r_phic (34'\6132%)58) 20898 305 OK/OK
2025%82/381}2320%%0550/01 Polyl\rfcr)]r_phic (16%52?24) 21882 333 OK/OK
2025%82/381}2320%%0550/01 Polyl\rfcr)]r_phic (43'\6132(1%)28) 925 10385 OK/OK
2025%82/381}2320%%0550/01 Poly'\rl\?c?r_phic (13%2(2%)59) 1087 9449 | Notable/OK
208515200167 RO5CO1 | RSOAON | (oegoraes | 5% | 238 | OKIOK

All ,Notable® tagged 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
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