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1311 <1900 Ex 1 skipping
2 181 €.901_1081 Ex 2 skipping; fs
3 143 €1082_1224 Ex 3 skipping; fs
4 169 €1225_1393 Ex 4 skipping; fs
5 95 .1394_1488 Ex 5 skipping; fs
6 146 €.1489_1634 Ex 6 skipping; fs
7 146 .1635_1780 Ex 7 skipping; fs
8 85 .1781_1865 Ex 8 skipping; fs
9 126 .1866_1991 Ex9 skipping

10 1267 ¢1992_2238 Ex 10 skipping; fs
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