'Iife brain

Karyotype Report

Customer sample ID:iPS2B
Internal sample ID: DE14GSAUKDD100007

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, FIB2-2021-08-05 / DEGSAUKDO00005, IPS2A-2021-08-05 /
DEGSAUKDO00006, 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 R09CO01
Batch ID and 96 well position:  WG6822774-MSA3 E10

Call rate: 0,9924718

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: 2021-08-17-1937

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
208515200187 Ro9C01 | S99 | regosge) | 61913 | 78 | OKOK
208515200187 Rooco1 | SN | zegasee) | 1998 | 31| \oche
202516582/381@0%%097(;/01 Staining E(gjﬁtg%g;i??;)) 1727 37287 | Notable/OK
202516582/38 153[;0%%097(;/01 Staining Ezig’j&g%g‘;) 1847 148 | Notable/OK
poae e 0000 o1 | Extension E(’;t?gfigg)”og?) 37080 503 OK/OK
208515200187 Rooco1 | EXension | aghrny) | ssars | a3 | owok
poae e 0000 o1 | Extension E(’;tggfg’g‘og) 1405 19729 OKIOK
poae e 0000 o1 | Extension E(’;fggg’%(s) 1748 19631 OKIOK
205615290167 09001 | Remes Ta(rgf ets;,%rggglal 1064 196 OK/OK
20551390187 Ru9Go1 | Hybridization (%21(5;%)) 2083 20212 OK/OK
208515200187 Rooco1 | HyPrdizaton | "Gogscsrg) | 697 | 14351 | OKIOK
208515200187 Rooco1 | HyPrdizaton | odoipsid | 1697 | 4162 | OKiOK
208515200187 RooCo1 | SUI9SNSY | (zpifosip) | 29194 | 583 | OWOK
200515300187 Rooco1 | Stringency %gggé%'\;')) 13559 326 | Notable/OK
208515200187 R0SCO1 | Binding | (26010552) | 51 | oKoK
208515200187 R0SCO1 | Binding | (27024366 | 373 181 | owox
208515200187 R09CO1 | - Binting | (24610%0) | O 28 | OKOK
205515290167 ROCO1 Poly'\rl\?c?r_phic (34'\6132%)58) 20489 340 OK/OK
2025%82/381}2320%%09@01 Polyl\rfcr)]r_phic (16%52?24) 20557 312 OK/OK
2025%82/381}2320%%09@01 Polyl\rfcr)]r_phic (43'\6132(1%)28) 1066 12709 | Notable/OK
20E5)E %Szgg 153[;0%%0970/01 Poly'\rl\?c?r_phic (1 3’\6132(2%)59) 1131 11281 | Notable/OK
208515200167, RoaCo1 | ReSOON | (oesrzen | 54 21 | okok

All ,Notable® tagged probes are within specs. The karyogram can be evaluated.

Page 2 of 4

DEGSAUKDO00007

iPS2B




Karyogram
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D lifecbrain

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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