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[image: image4.png]Sequence Probability x100 Log odds

Consensus A CAC--ATC 4.7 6.7
Original ACA---ATG 33 49
sequences T CAACTATC 0.0075 3.0
ACAC--AGC 12 53
AGA---ATC 33 49
ACCG--ATC 0.59 4.6
Exceptional TGCT--AGG 0.0023 -0.97





1. Profile HMM
[image: image5.png]



The structure of the profile HMM

[image: image6.png]e e e e e e e
A 1 4 54 4 A A A A it o o A
ZEENZZ 2R ZA AR ZZOZ NN > A AR AAZZ
DONDEDDANNNNNINNDN <O X NN DD
000 4 2 2 2 2 B By B B By 4 B 4 3 B
BB 3 5 52 15 52 o 5 5 e B
B 5 54 54 54 B 2 5 4 e 1 5 o 54 B H 14
HOUBTYBVYYVVVVVVVVVBVB VBBV
OHLH 0L H D000 O UAS O DN > O > DM H O
20 51 DO B 8 DO £ 1 DO A D O DO
X DI O DIMDIOE H W D1k DI~IOTS 5 DI D1 DT
O FD D 0 01000 0 613 £ et O vl 00 6
ER G B> QMDD ke D -
R e R I
NEA N B0 0 0 00 00 5T TG > Hrbord O >y bt 03
T D D D 4 8 0 O X DA D 0 0T 005 © b
VOVL L LI LIS > D> VVVVVOO L VLD
412 1 O] 0 3434 3B 4 B 4.0 A 2 X et X O
EAEEEEEEs=sSUSE==EEEEsssssOss
S=Esssssssssssssssssssssssssss
DOZHEAAAAMANEAAAIEATAZHOTOROAN
OHAATOD | DOVVVN IR HN>AHHDACDDVZ




[image: image7.png]



[image: image8.png]



2.  HMMs for gene finding
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coding region
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