1 2 2 1

Abstract. sim2 Sim2 n n ≥ chain. Sim2

sim2 for . Sim2

ChromoScope.

The

n

sim

k ≥ k blast

__________________ 1 USA. 2

sim2, sim2 Sim2 n Sim2

sim2 sim2 compute n

sim2aln blast search.

Sim2 @ instructions.

Basically, sim2

Chao n A = a_1a_2 a_M and B = b_1b_2 b_N fragment i, j,k a_i =b_j , a_{i+1} =b_{j+1}, , a_{i+k− 1} =b_{j+k− 1} and k ≥ k_min k_min f (i′, j′,k′ above fragment f =(i, j,k i k i and j k j

f_1, f_2, ,f_l f_i f_{i+1} for i = 1, ,l− 1.

f i, j,k k sc(f ).

constant g e and r

gap (t) = g +te t diagonal f =(i, j,k j − i, Diag (f f (i′, j′,k′ f =(i, j,k connecting f ′and f Connect(f ′, f

: Diag (f ) = Diag (f ′):

Connect(f ′, f ) = (i − i k′)r . : Diag (f ) > Diag (f ′):

Connect(f ′, f ) = gap (Diag (f )− Diag (f ′))+(i − i k′)r . : Diag (f ) < Diag (f ′):

Connect(f ′, f ) = gap (Diag (f ′)− Diag (f ))+(j − j k′)r .

The score f_1, f_2, ,f_l

i=1Σ^{l sc(f}i^{) −}_{i=1}Σ^{l− 1Connect(f}i^{, f}i+1^)

O((M +N +F logN)logM O(M +N F n

sim2

sim2 i i+ i sim2 sup-

Chao O(R O(M+N) R

sim2

sim2 above f (i′, j′,k′ above fragment f =(i, j,k i′< i and j′< j f ′and f

Sim2 remedy sim2

sim2 M +8N M +2N

3M +3N ⁄ p = M +13N M +21N M +2N sim2 M +8N M +5N I/O Sim2 FASTA Entrez Sequence

Seq-align

Since sim2

sim2

×10^6 bp

land

E. coli

blast sim2 blast blast Sim2 genome.

sim2 . ChromoScope (Zhang ,

sim2 Chromo- Scope

sim2 is

A B B A B A A B.

sim2 Sch" n inversions sim2 Acknowledgements

cine. References 215

21

Genomics 16 55 Algorithmica

minutes. Science 257 39 subsequences. 18 similarities. CABIOS6 parison. 85

minutes. 21 33 case study. 59 Sch" 54 sequences. 147

197 728. 80 sequences. 44 for V, 58-67.