Run Report for Auto_user ION-102-MFlab_GARNAseq_141024_MFR19-20_153

Run Summary

10.6 G 91 84,459,220 None 126 bp 86 bp
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Barcode Name Sample Bases > Q20 Reads Mean Read Length
No barcode none 222539,498 171,363,909 1,882,581 118 bp
TonXpressRNA_010 MFR19 4,340,173,864 3,821,841,392 37,636,806 115 bp
IonXpressRNA_012 MFR20 6,049,956,642 5,221,702,376 44,930,813 134 bp
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Alignment Summary (aligned to Homo sapiens)

84 G 2.7X 97.0%

Total Alignment Bases Average Coverage Mean Raw Accuracy 1x
Depth of Reference

100 - -
82,567,619 81% -
Aligned Bases -S
W
19% &
) Unaligned I
K =
o (%]
& £
i
2
=

] 90 L I [ i | 4
0 50 100 150 200 250 0 50 100 150 200 250
Position in Read Position in Read

AQ17 AQ20 Perfect
Total Number of Bases [Mbp] 59G 51G 43 G

Mean Length [bp] 95 87 7
Longest Alignment [bp] 306 301 291
Mean Coverage Depth 1.9 1.7 14
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Analysis Details

Run Name
Run Date
Run Flows
Projects
Sample
Reference
PGM

Flow Order
Library Key
TF Key

Chip Check
Chip Type
Chip Data
Barcode Set
Analysis Name
Analysis Date
Analysis Flows
runlD

R-2014.10-24_11_46_05_user ION-102-MFlab_GARNAseq-141024_MFR19-20

Oct. 24, 2014, 11:48 a.m.
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Oct. 24, 2014, 7:36 p.m.
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