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>ret |NC_000006.12| :100001-1100000 Homo sapliens chromosome 6, GRCh38.pl3 Primary Assembly
TTGGTACCATTCCTTCTGAAACTATTCCAAACAACAGAAAAAGAGAGAATCCTCCCTAACTCATTTTATG
AGGCCAGAATAATTCTGGTACCAAAATTTGGCAGAGACACACACACAAAAAAAGAAAATTTCAAGCCAAT

ATCCCTGATGAACATCGATGCAAAAATCCTCAATAAAATACTGGCAAACCAAATCCAGCAGCACATCAAA
AGCTTGTCCACCACAATCAAGTCGGCTTCATCCCTGGGATACAAGGCTAGTTCAACATACGCAAATCAAT
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APPROACH 1 :
PLAIN MARKOV MODEL

fEFHorder 02 2rYMarkov Model - R R e
A —£z s 2 o 0.30, 0.25, 0.25, 0.20}, A/T/G/C
*ETEEHU/\E*#?E)J aﬁ%él\/loddé%’i ' Ee.ze, 0.32, 0.26, e.zzi,
/, SN=— VAN ©.30, 0.25, ©0.25, 0.20
F15ELEModel E4 L 8 A 591 bl el el s

%‘_—(,’@K@ﬁ% ° p prob2[BASE][BASE][BASE] = {

{{e.38, @.24, 0.22, 0.16},

-Order 0 = 4 state Model e
{0.40, 0.30, 0.07, 6.23}},

-Order 1 = 16 state Model b e
{0.26, ©.27, 0.26, 0.21},

-Order 2 = 64 state Model Nl
. N {9.20, 0.27, 0.33, 9.2@},
HEAESstate EIBEA T C-~ G e ]
Statez,ﬂEIEUT%gS o {{0.24, 0.24, 8.29, 0.23},

{e.16, .27, ©.32, 0.25},
{0.21, @.27, 0.28, 0.24},
{0.34, 0.33, 0.07, 0.26}}




APPROACH 1 :
PLAIN MARKOV MODEL

-FABEERES NEHEEEE ( NC_000006.12 Homo sapiens

chromosome 6 - GRCh38.p14 ) fEREXZE&@ A -
LINAZET100001T211000001E pR = 51 45

level © model log base 2 probability: -1988107.761833

level 1 model log base 2 probability: -1949355.207585
level 2 model log base 2 probability: -1932983.620669

LU A551100001 2210000018 i & 7 51 45

level © model log base 2 probability: -1987564.798169
level 1 model log base 2 probability: -1950023.124025

level 2 model log base 2 probability: -1933193.840351



APPROACH 1
PLAIN MARKOV MODEL
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APPROACH 2 :
HIDDEN MARKOV MODEL

SRAE R L,{orde 1 Markov T ————————
MOdelﬁﬁﬁ ’ % %.E_[’Q‘E.'jjfﬁ double 1n1t[ TATE ] = {0 29, ©0.29, 0.20, 0.20, 0.01, 0.01};

ATATAT. SZ S8R5 - SN
/\I_ 'ﬂEIState ° {e.18, ©.31, 0.25, 0.21, 0.01, 0.04},

{0.30, ©.24, 0.24, 0.20, 0.01, 0.01},

'1Lt|n|t|a| Stateﬁlﬁg '/fé ﬁ/J\*&? {e.35, 0.32, 0.10, 0.21, 0.01, 0.01},
A DiiifEstate - FfEstate?s [N EARE R
SREEOMES  WASHE

EEABTIRE - DU T

{0.80, ©.07, 0.07, 0.06}

ATATAT.. JJ:l:,*EEE%EF?ﬁUE/]Hj}E ° {0.07, 0.80, 0.06, 0.97}:

{0.06, ©.07, 0.80, 0.07},
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APPROACH 2 :
HIDDEN MARKOV MODEL

25100001 £11000001E we & o EEm A : #&Forward Algorithm3at
& Hlog2 1= 5-196.546934

LA 1100001 2210000018 fig & A1 Em A : &8Forward Algorithmat
Bilog2i#% 3% 7%5-196.435012
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APPROACH 3 :
AUTOCORRELATION

T . B ARYDBREEX/NBWindow - TEIEEWIindow size (20~100)
b STEFIBEMERE + kEBEMRENEE (1<k<5) -
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APPROACH 3 :
AUTOCORRELATION

k = 2, window size = 20
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APPROACH 3 :
AUTOCORRELATION

k = 2, window size = 20
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APPROACH 3 :
AUTOCORRELATION

k = 3, window size = 50
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APPROACH 3 :

AUTOCORRELATION
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APPROACH 3 :

AUTOCORRELATION
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APPROACH 3 :

AUTOCORRELATION
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