£ TE S g A A

—_—

Quantifying Repetitive Sequence i1n Genomes
BEAAY © ARG
HEkE » FETF
B TH : GCC 8.1.0 ~ Visual Studio Code ~ MATLAB R2022a
SHIEAPEES © Windows 10
— ~ fB&IT
DNA EFFFEEHIHTA ~ T ~ C ~ GERFEAVHET | 520 - ARUNHESY 7 T2
B B ER YA o 1 H TP ZE ARG s SR MR R I RE S 2 BT AL R
I 45 8 (%8 12 5 T AR A R B B -
ABEENH I EE A C 355 E1F Markov Model ~ Autocorrelation FZ 751
SRR B AR EIE L - WE F MATLAB EF b N\ FEE RS T > S IR
DNA Pl B o s M NBEREA S RAY T % -

NIENHG >

v

RS Y
L R —»  MATLAB program [EEL ifan,

DNA 1] FA % C program H( e Lol

[ — * Z AR E]



o~ HIEREE R -
& NCBI fe ity N AN S /N E v Ege (NC_000006.12 Homo sapiens
chromosome 6 * GRCh38.p14) £ 100001 Z 1100000 {EfsEL5IE Bl A > 5-5]2A

4351 B Markov Model 1 Autocorrelation FY#ig 455 -

@ model log base 2 probability: -

1 model log base 2 probability: -
2 model log base 2 probability: -

& — : Markov Model BY log DA 2 ByJEE 7

k = 3, window size = 50
0.9 T

08—

e
3
I

o
>
T

b
o

Match rate

o
=

Sequence number x10°

B = : k=3, window size=50 2~ Autocorrelation 45



