QC report

Top scoring motifs for Assay 13896

Protein ID: pTH14348.1

8 mer E-scores for probeset 'all'
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ATGAATTA
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Alignment

--ACCCGCCC-
- -ACACACAC-
- -AAACACAC-
- -TAATTCAT-
-CGTACATA- -
GTTATCAA- - -
- -TAAAGTAC-
- -AATATCAC-
- -TAAAAGAG-
---CGCcceec

Gene: THAPA.DBD Domain: THAP Flag: Reject Array: 1M-ME
8 mer Z-scores for probeset 'all'
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Alignment

GGGCGGGT------

TATTTATA-

- - -TGCATATA- - -
GGG
---CCCACCCA- - -
- - - -ATATTTTA- -

-ATTTACTA

-GGCGGGCG- - - - -
---CGTATTTA- - -

TATTTACT-



