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0~9 7769 33 0.004
10~19 2796 102 0.036
20~29 2085 99 0.047
30~39 2080 121 0.058
40 ~ 49 1784 67 0.038
50 ~ 59 1912 59 0.031
60 ~ 69 1767 78 0.044
70~79 1318 84 0.064
80~ 89 1357 56 0.041
90 ~ 99 1131 98 0.087
100 ~ 109 803 39 0.049
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190 ~ 199 26 3 0.115
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210 ~ 219 17 _1 0.059
220 ~ 229 9 1 0.111
230 ~ 239 11 2 0.182
240 ~ 249 31 0 0.000
Total 27566 1077 0.039
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