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Scores from all gene normalization runs

Micro-Average Macro-Average
True False False F-

Team_Run | Recall Precision F-measure | Positive Positive Negative | Recall Precision measure
Maximum 0.875 0.841 0.810 687 840 541 0.876 0.898 0.811
Top

Quartile 0.767 0.782 0.770 602 271 282 0.817 0.807 0.754
Median 0.750 0.797 0.773 582 149 227 0.832 0.784 0.759
3rd

Quartile 0.732 0.735 0.717 575 198 211 0.775 0.773 0.700
Minimum 0.311 0.361 0.370 244 102 98 0.474 0.316 0.342
T004_2 0.743 0.829 0.784 583 120 202 0.865 0.784 0.777
T004_3 0.748 0.820 0.782 587 129 198 0.854 0.787 0.772
TO06_1 0.601 0.767 0.674 472 143 313 0.794 0.700 0.686
TO06_2 0.606 0.767 0.677 476 145 309 0.787 0.705 0.685
TO06_3 0.782 0.597 0.677 614 414 171 0.629 0.808 0.666
TOO7_1 0.707 0.731 0.719 555 204 230 0.755 0.728 0.687
TO07_2 0.703 0.746 0.724 552 188 233 0.770 0.725 0.694
TO07_3 0.699 0.749 0.723 549 184 236 0.770 0.717 0.688
TO13 1 0.768 0.833 0.799 603 121 182 0.848 0.803 0.779
T013_2 0.730 0.835 0.779 573 113 212 0.856 0.770 0.749
T013_3 0.803 0.779 0.790 630 179 155 0.816 0.829 0.773
T014_1 0.485 0.762 0.593 381 119 404 0.783 0.575 0.584
T014_2 0.483 0.471 0.477 379 425 406 0.474 0.517 0.419
T014_3 0.655 0.479 0.553 514 559 271 0.543 0.701 0.555
T017_1 0.708 0.720 0.714 556 216 229 0.764 0.754 0.709
TO17_2 0.641 0.806 0.714 503 121 282 0.845 0.701 0.710
T017_3 0.757 0.631 0.688 594 348 191 0.671 0.804 0.688
T030_1 0.661 0.716 0.687 519 206 266 0.736 0.695 0.649
T030_2 0.666 0.702 0.684 523 222 262 0.729 0.698 0.645
T030_3 0.707 0.580 0.637 555 402 230 0.616 0.737 0.617
TO34_1 0.815 0.792 0.804 640 168 145 0.815 0.841 0.782
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