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D lifecbrain

NP0012-19iPSC-1
DE25DIVUKOD100050
2015-02-06

Unknown
Female

lllumina BeadArray

HumanOmniExpressExome-8 BeadChip v1.2
HumanOmniExpressExome-8v1-2_A.bpm
HumanOmniExpressExome-8v1-2_A.egt

3999269034 RO01CO1

WG0082838-MSA1 A02

0,9976457

llumina iScan, S/N: N234

Life&Brain GENOMICS, Bonn, Deutschland

lllumina, Inc., San Diego, USA
2015-02-11-1748

GenomeStudio V2011.1
Ver.1.9.4

CNV-Partition
3.2
lllumina, Inc., San Diego, USA

Berichtenswerte Beobachtungen

Keine berichtenswerten, groesseren Events

Auswertender Bioinformatiker

Seite 1 von 4

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

DEDIVUKOO00050
NP0012-19iPSC-1



Control Dashboard

D lifecbrain

giirtr:sf[;%é Category (ngg_trr;; e) Section 1 X | Section 1Y State
359%2%%};?_0;8?%1 Staining (ngge)(:;fzg 14559 59 Notable/OK
3099260034 RO1C01 | SN | (rogiozrs) | 190 8 | oKok
359%2%%52?85%1 Staining '?Hgneégi?%) 92 6820 OK/Notable
3009260034 R01C0L | SN0 | Gagsezy | 114 o7 | owok
3050269034 Roscor | Extension | RICRRORAY | 34044 269 OKIOK
3090260034 RO1C0L | XN | lggoray) | 3042 | 187 | OKOK
3099260034 ROLC0L | EXESOn | Sgocisnyy) | 1112 | 16467 | OKiNotable
3999269034, RO1C01 | BeNSOn | “7Gognesy | 1139 | 1645 | OKiNotable
3999269034, RO1C01 | Removal | | (s1623323) | 1069 140 | KoK
359%2%%};?_()@8%1 Hybridization (ngtél(ggglg)) 1458 16769 | OK/Notable
3099269034, Ro1c01 | FPIdZaton | "esicargl | 372 982 | OKIOK
3999260034 Ro1C01 | YPTOZAtoN | (NGl o | 1493 | 3018 | OKIOK
359%2%%25{)?8?861 Stringency (S;;igggfl“g 22534 330 OK/OK
3099260034 RO1C01 | SN | (asgenaoy) | 1657 107 | KoK
SSooess | oSt | 1SSEU0 | 03 | s | oo
SEoMon0 T | uele | WS | o | o2 | ouor
3009260084 ROICOL | - Binding | (561548 | 4240 a8 | ook
3999269034, RO1COL | Einding | (24s16%50) | 23 345 | OKioK
359%2%%};?_05858(/)1 Poly’:?gr-phic (34'1\162%)58) 13691 229 OK/OK
3999269034, RO1C01 | Poymorphic | (1osaszbe) | 12255 | 153 | OKIOK
359%2%%};?_05858(/)1 Poly’:?gr-phic (4:;\16%(328) 581 9888 OK/OK
3999269034, R01C01 | Polymorphic | (1364238%) | 9508 | OKioK
359%2%%2??@8?2(41 Restoration (zggéc't?()srgs) 251 217 OK/OK
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Karyogramm
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CNV-Analyse

D lifecbrain

Berichtet werden Kopienzahlvarianten ab einer Groflze von 350°000bp.
DGV-Abgleich: Anzahl CNVs in gesunden Kontrollen, die den ermittelten CNV komplett Gberspannen.

CNV-Analyse

Algorithmus: CNV-Partition

Version: 3.2

Hersteller:  Illumina, Inc., San Diego, USA

Sample ID Chr Start Ende Type Lange SNPs CNVConf DGV-Abgleich

DEDIVUKO00050 3 108608767 109011263 3 402496 120 617.8739
DEDIVUKO00050 23 2700163 58483247 2 55783084 9384 2618.4650
DEDIVUKO00050 23 61730485 83128216 2 21397731 2056 1096.1520
DEDIVUKO00050 23 83132635 154892230 2 71759595 | 10985 1213.8330
DEDIVUKO00050 24 2657176 10019072 0 7361896 547 5397.6030
DEDIVUKO00050 24 13281348 19563894 0 6282546 586 10086.1300
DEDIVUKO00050 24 20828795 24891486 0 4062691 317 22622.0000
DEDIVUKO00050 24 28374713 28817442 0 442729 20 877.4322
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