1 1 0 0.0
6 5 1 16.7
1 1 0 0.0
7 7 0 0.0
2 2 0 0.0
4 4 0 0.0
2 1 1 50.0
17 15 2 11.8
11 11 0 0.0
18 18 0 0.0
69 65 4 5.8
8 7 1 12.5
18 15 3 16.7
53 48 5 9.4
79 70 9 114
| |
28 23 5 17.9
14 13 1 7.1
DNA 13 13 0 0.0
11 11 0 0.0
9 9 0 0.0
8 5 3 37.5
9 6 3 33.3
7 6 1 14.3
ES 7 4 3 429
13 11 2 15.4
15 12 3 20.0
11 3 8 727
21 11 10 47.6
166 127 39 23.5
25 19 6 24.0
19 18 1 5.3
32 28 4 12.5
13 13 0 0.0
21 19 2 9.5
13 10 3 23.1
14 13 1 7.1
31 20 11 355
168 140 28 16.7




10,810 6,761 4,049 375
2,646 1,769 877 33.1
1,836 1,157 679 37.0
77 43 34 44.2
15 4 11 733
15,384 9,734 5,650 36.7
| |
611 317 294 48.1
642 315 327 50.9
2,007 897 1,110 55.3
624 384 240 385
190 111 79 416
675 509 166 24.6
272 192 80 29.4
1,050 835 215 205
743 544 199 26.8
507 113 394 71.7
332 181 151 455
171 18 153 89.5
235 92 143 60.9
101 62 39 38.6
2,120 1,882 238 11.2
445 234 211 474
85 75 10 118
| 10810 6,761 4,049 375







15 4 11 73.3
15 4 11 73.3
| |
554 504 50 9.0
435 361 74 17.0
118 96 22 18,6
457 351 106 23.2
2 1 1 50.0
| 1,566 1,313 253 16.2
580 528 52 9.0
458 377 81 17.7
127 101 26 205
519 397 122 235
2 1 1 50.0
1686 1404 282 16.7
| o |
2 2 0 0.0
75 55 20 26.7
2 0 2 100.0
| 79 57 22 278
| |
4 3 1 25.0
118 72 46 39.0
9 0 9 100.0
3 0 3 100.0
134 75 59 440




59 51 8 136
42 37 5 11.9
204 141 63 30.9
202 85 117 57.9
85 41 44 51.8
592 355 237 40.0
8 7 1 12,5
27 27 0 0.0
29 25 4 138
8 6 2 25.0

| 72 65 7 9.7




