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10 The sorting of genomes rearrangements becomes an important research area of
computational biology and bioinformatics.
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20 This was especially surprising, as the human and chimpanzee genomes are extremely
similar overall, Noonan said.

oo, oo ouoouoouoooood,udgao.

30 Eukaryotic genomes are composed of individual genes and their intergenic regions.
gooooooooooooooooan.

4[] Bacterial genes can transfer to eukaryotic host genomes.
gooouoooooouogoooog.

50 Interspecific hybrids also have two or more difference genomes.
gododootuoouobogonogag.

601 Perhaps the most interesting genomes do both : They are a panacea and a Pandora's
box.

o, ooougooo:-goooonogooooao.

700 As genomes grew in length, internal selection began to rule the genome.
godotdootdoo,odoogouoogog.

801 People may not understand genes or genomes but they certainly understand races.
gooodgooooodoooooooooao.

900 There are thousands of reverse-transcriptase genes in the genomes of all mammals.
oo oooogooad.

100 The notion of measure representation of complete genomes and protein sequences is
introduced.

goboobogobodgbbooboonon.
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1100 Many cancer genomes are riddled with mutations.
guoodoouoodgogod.

120 Using the computational approach, we studied the oligonucleotides repeats in
current available bacterial whole genomes.

gooogood,
gogogoobbboobododoooogoouoobobbbooooaaa.

130 Newly sequenced genomes should be helpful in identifying good candidates.
Ooo0odoooooOoooo,0o0o0o0ooooooon.

140 A New Method for Identification of Differences between Different Genomes.
ooodooooooo0o0o0——>0o0o0oooon.

150 Sorting genomes by translocations plays an important role in computational
biology.

gbobooboogbuonoboobootoboaubo.

O0o0o0obooodbOdgenomesi DO O000D0ODODODDODOOODOOODODOODODOO
good

Ul genomest O U

U genomes) U [0 0 genomesU O U

0000 0O 0O https://dict.jiandongshicai.cn/genomes



http://www.tcpdf.org

