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(%) All One | Two Al One | Two

word | word word | word

60 8261 | 657 | 1588 | 84.82 | 77.78 | 79.85
70 9685 | 733 | 1768 | 86.08 | 80.35 | 83.09
80 | 11114 | 751 | 1933 | 88.01 | 83.75 | 86.86
90 12551 | 841 | 2075 | 89.52 | 89.42 | 89.78
100 | 14040 | 905 | 2175 | 91.05 | 93.26 { 93.79

Table 1.Results of prediction
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