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Whole genome
W% OR
Candidate Band: | 6q24-925 |

genes OR
File: [ C:16g24-q25_genes.txt ]

. Gene: | GATA6 |
H. sapiens OR
OMIM: | Congenital Heart Defects |

OR
File: | C:\CHD_genes.txt ]

e

Seed
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4. Interpretacion de resultados

Group breakdown Total selected

M Training gene M Candidate gene M Training and candicate gene < Restore Y Keep & Export o o
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Gene name Group P-value |Annotati... Annotati... Text-min.., Annotati... Annotati.. Annotati.. Annotati.. Annotati.. Annotati... Annotati... | Annotati...| Annotati... A
CYP7B1 Training gene 0.24 0.4167 0.16 0.4 0.25 0.75 0.2609 0 0.2143 0.2174 0.1429 0.5 0.2 =
HSPD1 Training gene 0.28 0.4583 0.08 0.5333 0.0417 0.3333 0.6087 0 0.3571 0.1304 0.2857 1 0.8
PNPLAG Training gene 0.32 0.375 0.4 0.6 0.0833 0.1667 0.2609 0 0.0714 0.3478 0 0 0.4
KIAA0196 Training gene 0.36 0.0417 0.04 0.3333 0.2083 0.0417 0.8696 0 0 0.6957 0 0 0
ZFYVE27 Training gene 0.4 0.1667 0.2 0 0.5 0.4583 0.4348 0 0 0.6957 0 0 0
NIPAL Training gene 0.44 0.0833 0.44 0 0.3333 0.25 0.2609 0 0 0.1304 0 0 0
KIF1A Candidate gene 0.48 0.25 0.24 0.6667 0.4167 0.375 0.6087 0.5 0.7857 0.6957 0 0 0
SNED1 Candidate gene 0.52 0.7083 0.92 0 0.7917 0.75 0.6087 0 0.7857
PASK Candidate gene 0.56 0.5417 0.56 0.8667 0.7917 0.75 0 0 0.4286 meﬂvm
4
) : Showing all 25 rows
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