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Table 1. Summary of Calibration Reports for i) Protein and ii) Moisture in Wheat.

i) Protein Number of LVs used : 6 + intercept
LV Correl. of LV Regression Std. error t-value Sig.
Number with property Coefficient of R.C. Lev.%
1 0.8298 5.82 0.1961 29.67 0.00
2 0.2590 1.669 0.1646 10.14 0.00
3 0.4893 2.66 0.1637 16.24 0.00
4 0.15S8S 0.9108 0.1656 5.50 0.00
S 0.2314 1.328 0.1635 8.12 0.00
6 0.1613 0.9859 0.1611 6.12 0.00
Intercept 0.1966 -0.06268 0.0196 -3.19 0.22
Std Error of Prediction: Estimate = 0.1659 Actual 0.2824
Multiple Correlation = 0.9819
Mean Property Value = 10.46
% Variance (R squared) = 96.4107
Std Error of Estimate (SEE) = 0.159
F-value = 268.6

ii) Moisture Number of LVs used : 6 + intercept
LV Correl. of LV Regression Std. error t-value Sig.
Number with property Coefficient of R.C. Lev.%
1 0.5654 3.965 0.2389 16.59 0.00
2 0.5432 3.935 0.2351 16.74 0.00
3 0.2324 2.214 0.2546 8.70 0.00
4 0.2632 1.72 0.2454 7.01 0.00
S 0.319S 2.228 0.2220 10.03 0.00
6 0.0845 0.9262 0.2334 3.97 0.02
Intercept 0.2766 0.08827 0.0279 3.16 0.25
Std Error of Prediction: Estimate = 0.2314 Actual 0.4938
Multiple Correlation = 0.9642
Mean Property Value = 13.55
% Variance (R squared) = 92.9637
Std Error of Estimate (SEE) = 0.2189

F-value

123.3




Table 2. Samples 1 and 2.

QUANT+ V4.00 PREDICTION RESULTS PLS1

Sample 1 Sample 2
Sample V20030 (1 of 2) V20033 (1 of 2)
Calc.Name R0O1V2030.SP R0O1V2033.SP
Normalization None None
Method WHEAT.MD Ver: 2 ID: 3294 WHEAT.MD Ver: 2 ID: 3294
Total M-Distance 0.379 0.611
Residual Ratio 1.33 1.15
Property Calc.Value (Ref Value) R-Error M-Distance Calc.Value (RefValue) R-Error M-Distance
Protein 10.13% 10.00 0.275 0.397 12.15% 12.50 0.28 0.59§
Total M-Distance 0.368 0.55S§
Residual Ratio 1.18 1.33
Property Calc.Value (Ref Value) R-Error M-Distance Calc.Value (RefValue) R-Error M-Distance
Moisture 12.96% 12.34 0.378 0.387 12.57% 12.44 0.383 0.547
Prediction complete Prediction complete
Table 2. Samples 3 and 4.
QUANT+ V4.00 PREDICTION RESULTS PLS1
Sample 3 Sample 4
Sample V20073 (1 of 2) V20077 (1 of 2)
Calc.Name RO1V2073.SP RO1V2077.SP
Normalization None None
Method WHEAT.MD Ver: 2 ID: 3294 WHEAT.MD Ver: 2 ID: 3294
Date 10-Apr-1997 15:55:02 10-Apr-1997 15:55:05
RMS Error 1.807e-006 1.612e-006
Peak to Peak Error 2.126e-005 2.116e-005
Total M-Distance 0.652 0.573
Residual Ratio 1.84 1.47
Property Calc.Value (Ref Value) R-Error M-Distance Calc.Value (RefValue) R-Error M-Distance
Protein 9.463% 9.50 0.281 0.63 9% 9.10 0.279 0.563
RMS Error 1.691e-006 1.654e-006
Peak to Peak Error 1.932e-00S 2.022e-005
Total M-Distance 1.06 0.508
Residual Ratio 1.51 1.44
Property Calc.Value (Ref Value) R-Error M-Distance Calc.Value (RefValue) R-Error M-Distance
Moisture 15.94% 15.61 0.398 0.977 13.76% 14.03 0.382 0.507

Prediction complete

Prediction complete




Table 2. Samples S and 6.

QUANT+ V4.00 PREDICTION RESULTS PLS1

Sample § Sample 6
Sample V20181 (1 of 2) V20380 (1 of 2)
Calc.Name RO1V2181.SP RO1V2380.SP
Normalization None None
Method WHEAT.MD Ver: 2 ID: 3294 WHEAT.MD Ver: 2 1ID: 3294
RMS Error 1.318e-006 1.441e-006
Peak to Peak Error 1.229e-00S 1.754e-00S
Total M-Distance 0.111 0.427
Residual Ratio 0.982 1.17
Property Calc.Value (Ref Value) R-Error M-Distance Calc.Value (RefValue) R-Error M-Distance
Protein 10.89% 11.00 0.269 0.167 10.78% 10.50 0.276 0.438
RMS Error 1.353e-006 1.579e-006
Peak to Peak Error 1.423e-00S 1.735e-00S
Total M-Distance 0.17 0.358
Residual Ratio 0.963 1.31
Property Calc.Value (RefValue) R-Error M-Distance Calc.Value (RefValue) R-Error M-Distance
Moisture 14.11% 13.40 0.372 0.217 12.52% 12.58 0.378 0.379

Prediction complete

Prediction complete
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