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Analysis results

Cutoff Finder analysis of "TCruziECOFF" using R version 2.15.0 (2012-03-30).

21 patient data sets loaded.

21 data sets with biomarker measurements.
0 data sets with outcome information.

0 data sets with survival information.

Optimal cutoff value using method "distribution": 2.689

cutoff = 2.689, 11 (52.4%) BenzEpi+, 10 (47.6%) BenzEpi-
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Analysis results

Cutoff Finder analysis of "TCruziECOFF" using R version 2.15.0 (2012-03-30).
21 patient data sets loaded.

21 data sets with biomarker measurements.

0 data sets with outcome information.

0 data sets with survival information.

Optimal cutoff value using method "distribution": 1.089

cutolf = 1.089, 12 (57.1%) NifEpi+, 9 (42.9%) NifEpi-
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Analysis results

Cutoff Finder analysis of "TCruziECOFF" using R version 2.15.0 (2012-03-30).
21 patient data sets loaded.

21 data sets with biomarker measurements.

0 data sets with outcome information.

0 data sets with survival information.

Optimal cutoff value using method "distribution": 4.016

cutoff = 4.016, 14 (66.7%) BenzTrypo+, 7 (33.3%) BenzTrypo
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Analysis results

Cutoff Finder analysis of "TCruziECOFF" using R version 2.15.0 (2012-03-30).
21 patient data sets loaded.

21 data sets with biomarker measurements.

0 data sets with outcome information.

0 data sets with survival information.

Optimal cutoff value using method "distribution": 3.238

cutoff = 3.238, 8 (38.1%) NifTrypo+, 13 (61.9%) NifTrypo
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Analysis results

Cutoff Finder analysis of "TCruziECOFF" using R version 2.15.0 (2012-03-30).
21 patient data sets loaded.

21 data sets with biomarker measurements.

0 data sets with outcome information.

0 data sets with survival information.

Optimal cutoff value using method "distribution": 2.677

cutoff = 2.677, 14 (66.7%) Benz+, 7 (33.3%) Benz-
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Analysis results

Cutoff Finder analysis of "TCruziECOFF" using R version 2.15.0 (2012-03-30).
21 patient data sets loaded.

21 data sets with biomarker measurements.

0 data sets with outcome information.

0 data sets with survival information.

Optimal cutoff value using method "distribution": 2.123

cutoff = 2.123, 10 (47.6%) NifAma+, 11 (52.4%) NifAma-
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