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Tatal finished | Euchromatic gaps Heterochromatic E=ztimate of Unfinished clones
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1 222 828 32 1605 2 19510 21115 17 aa0
2 237 503 20 2512 1 2900 Sa12 ] ]
3 194 636 =) 1935 1 1500 3435 1] ]
4 187 161 14 1250 1 3000 4250 1] ]
5 177,703 ) 92 1 340 432 ] ]
B 167,318 10 ESS 1 2300 2053 ] ]
7 154,759 11 GE69 1 4630 5499 1] ]
g 142 613 ] GE2 1 2190 2852 1] ]
g 117,781 40 1955 2 18000 19955 12 B0
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20 59,505 4 1157 1 1766 2023 ] ]
M 34170 3 53 2 11620 11673 1] ]
22 34,765 11 460 2 14330 14790 u] ]
¥ 150,394 12 750 1 3000 3rs0 14 iuln]
hd 24 872 ] 1480 2 HME1S 33093 T 350
TOTAL || 2,851,331 250 25165 33| 200167 225332 58 2900







