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i M\ErE +-8ElE Ea ZEE En 8B Et Eb
1 36.3 + =»36.8
2 + == 329
3 + == 28.3
4 34.3 +++m 31.5
5 + == 355 + == 35.6
6 36.4 + 34.0 + == 33.3 36.8
7 + =$349 39.8
8 FAZ FHAW ++ == 30.9
9 + == 33.9
10 + == 32.3 + =304
11 + =5 303
12 ++ w283
13 + == 349 + +++ = 26.0
14 ++ == 30.5 + ++ == 31.9
15 + =354
16 + == 340 ++ 308
17 SN ++ 31.7
18 X% +
19 -3 + == 350 34.5 + =$31.0 365
20 +++mp 32.2
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