
 

Certificate of Analysis 
 
 

CELL LINE NAME BIHi271-A hPSCreg Link: https://hpscreg.eu/cell-line/BIHi271-A 

DONOR GENDER/AGE: ☐ Male   ☒ Female   ☐ unknown           Age: n.a. 

TYPE OF DISEASE / GENETIC 
MODIFICATIONS 

n.a. 

BANK Master Bank, ID MB01 , Passage 20, Freezing Date: 23.10.2020 

FREEZING METHOD Bambanker 

CULTURE PLATFORM Feeder Independent 

Medium: E8 Coating:  

REPROGRAMMING  Sendai virus 

Vector details (e.g. Kit, Pub, AddgeneNr): CytoTune iPS 2.0 
 
 
 
 

 

TEST DESCRIPTION Test Method Test Specification Result 

STERILITY (viral pathogens) ☒ donor tested 

☐ primary cells tested 

☐ iPS clone tested 

HBV, HCV, HIV negative Pass 

REPROGRAMMING VECTOR 
CLEARENCE 

☐ parental cells tested  

☐ antibody staining 

☒ PCR 

Vector not present Pass 

KARYOTYPE  
 CNV using SNP arrays Result matches QC criteria Pass 

G-Banding 
Result matches expected 
karyotype 

Pass 

IDENTITY 
STR Analysis  Pass 

VIABILITY Images of cells immediately 
post-thaw, at 48 hrs and at 
confluence 

Growth to confluency typical of 
hPSCs 

Pass 

MORPHOLOGY 
Light microscopy of cells 

Typical morphology of 
undifferentiated hPSCs 

Pass 

STERILITY (mycoplasma) Minerva Venor®GeM 
qOneStep  

No contamination detected Pass 

STERILITY (bacteria/ yeast/ 
fungi) 

Culture for 7 days in antibiotic 
free medium 

No contamination detected Pass 

    

UNDIFFERENTIATED 
PHENOTYPE 

Markers for undifferentiated 
hPSCs 

☐ IF-Staining  ☒FACS 

Expression of at least three 
pluripotency markers detected 

Pass 

Pluritest 
Pluripotency and Novelty Scores 
above threshold 

not done 

PLURIPOTENT 
DIFFERENTIATION POTENTIAL directed differentiation 

Successful differentiation to cells 
of all three germ layers 

Pass 

CONFIRMATION OF DISEASE 
GENOTYPE / EDITING Sequencing of mutated site Sequencing shows mutation 

not 
aplicable 

 
Date: 05.01.2023 
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Cell line name BIHi271-A 

Passage No. 16 

Bank MB01 

Name operator  

Date of testing  16.10.2020 

Protocol 8.4. Testing for remaining Sendai virus_CytoTune 2.0 

 
 
Results 
 
1,5 % standard agarose gel with DNA stain Ethidiumbromid 7µL/400 mL 

 
 
 
 

 
 
 
 
 
 
 
 

 
 
PCR Results - Conclusion 
 
The cell line BIHi271-A is tested negative for Sendai virus. 
 
Responsible person / date:  / 16.10.2020 

Hu18sRNA     OL0107/8 152 bp 

SeV            OL0109/10 181 bp 

SeV_Klf 4  OL0111/2 410 bp 

SeV_cMyc OL0113/4 532 bp 

SeV_KOS   OL0115/6 528 bp 
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Sample (cell type, ID) iPSC BIHi271-A 
Passage No. 22 
Bank ID MB01 
DNA sample ID D0359 
Chip-ID and Position 205443530050, R10C01 
Date of testing  21.07.2021 
Call Rate 0.9922429 √ 
Gender (provided/estimated from chip data) Female Female √ 

 
Technology:      Illumina BeadArray 
Product:       Illumina Infinium Global Screening Array-24 BeadChip 
 Manifest:     GSAMD-24v3-0-EA_20034606_A1 
 Clusterfile:     GSA-24v3-0_A1_ClusterFile 
 
Genotype Analysis  
 GenomeStudio:    GenomeStudio V2.0.5 
 Genotyping Module:  V2.0.5 
 
CNV Analysis    
 Algorithm:     CNV-Partition 
 Version:      3.2.0 
  
Parameters are set to detect copy number variations (CNVs) ≥ 45 kb and loss of heterozygosity (LOH) regions 
> 1 Mb with a confidence value > 35. Balanced translocations and inversions cannot be detected with this 
method. Aberrant copy number regions are identified by log R ratio and B allele frequency. Copy number 
changes (gains and losses) greater than 0.4 Mb and regions of LOH above 5 Mb are considered reportable and 
taken into account for interpretation. Genomic positions are based on genome build GRCh37/hg19. 
 
Call Table 
 
CNV regions found in BIHi271-A 
 

Chr Start End Size (bp) CNV Value Variant Type Number of Genes* 
2 96,741,795 98,994,641 2,252,846 2 LOH 

 

7 10,233,678 11,246,456 1,012,778 2 LOH 
 

16 34,428,972 34,724,788 295,816 3 Gain 
 

X 6,763,910 7,770,460 1,006,550 2 LOH 
 

X 100,773,013 101,857,535 1,084,522 2 LOH 
 

X 55,355,711 57,142,874 1,787,163 2 LOH 
 

 

*Number of genes in CNV/LOH regions given only for reportable calls (see Appendix for details on genes in reported regions).  
 
 
Interpretation 
 
No reportable genomic abnormalities were detected in the BIHi271-A iPSC line at the stated level of resolution. 
Information about genes in the non-reportable detected regions and linked known diseases may be provided 
by the UCSC Genome Browser (https://genome.ucsc.edu) and Decipher 
(https://decipher.sanger.ac.uk/search).  
 

https://genome.ucsc.edu/
https://decipher.sanger.ac.uk/search
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Cell line name BIHi271-A 

Passage No. P21 

Bank MB01 

Name operator  

Date of testing  20.11.2020 

 
An aliquot of the master cell bank was thawed and monitored during antibiotics-free cultivation. ROCK 
Inhibitor was used only during the first 24 hours. 
 
Images:        

 
 
Conclusion: 
 
The cell line BIHi271-A MB01 shows typically morphology of undifferentiated hPSC after 3 days. 
 
 
 
Responsible person / date:   / 10.12.2020 
 
 










