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Notes: PHlab_4ChIPsamples_Input-con-BC5_Input-dox-BC6_K27-con-BC7_K27-dox-BC8

Barcode Name Sample Bases > Q20 Reads Mean Read Length
No barcode None 49,826,575 42,242,926 370,279 134 bp
TonXpress_005 1. INPUT-CON 1,944,386,249 1,725,664,465 12,689,650 153 bp
TonXpress_006 2_INPUT-DOX 885,521,342 791,054,863 6,049,083 146 bp
TonXpress_007 3_K27-CON 1,856,703,466 1,631,726,216 12,484,193 148 bp
TonXpress_008 4 K27-DOX 487,164,473 427,261,052 3,375,646 144 bp
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Alignment Summary (aligned to Homo sapiens)
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AQ17 AQ20 Perfect
Total Number of Bases [Mbp] 42G 3.7G 29 G
Mean Length [bp] 140 130 107
Longest Alignment [bp] 345 344 339
Mean Coverage Depth 14 1.2 1.0
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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_04_30_05_24_09_user ION-56-PHLab_140430_ChIP-seq
April 30, 2014, 5:27 a.m.

520

PHLab_ChIPSeq

3_K27-CON, 1_.INPUT-CON, 4_K27-DOX, 2. INPUT-DOX

IONAS
TACGTACGTCTGAGCATCGATCGATGTACAGC
TCAG

ATCG

Passed

P1.1.17

tiled

TonXpress

Auto_user ION-56-PHLab_140430_ChIP-seq_82
April 30, 2014, 7:21 p.m.

0

E55B6

Software Version

Torrent_Suite
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LiveView
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Graphics

4.0.2
FW7DQV1
4.0.6-1
4.0.39-1
4.0.0-1
4.0.12-1
4.0.37-1
4.0.3
4.0.4-1
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