64
136
273

CMA = Correlated mutation analysis

0 9
341 Y
626 F

Q
4

F

IE:E WMooMOR s

3.05 0.10
8.00 2.00
8.00 2.00

27
27
217

90
80
80

123456789012345678901234567
Q0000000000000 EEEEEQEEQQQEE
YYYYYYYYYYYYYYWWWWWYWWYYYWW
FFFFFFFMFFFFFFWWWWWEWWFEFEFWW



CMA = Correlated mutation analysis

velka -> mala plus -> minus
mala -> velka minus -> plus

Nahrazované aminokyseliny na mutovanych pozicich se Casto
vzajemne fyzikalné nebo chemicky doplnuji.
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CLUSTALW

- globalni zarovnani vSech parti (Needleman-Wunsch)
- shlukovanim vytvorime vodici strom
- budujeme mnohocetné zarovnani podle stromu od nejpodobnéjsich sekvenci



CMA

- SCA (Statistical Coupling Analysis)
- MI (Mutual Information)
- RCA (Residue Correlation Analysis)
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Table 1. Highly coupled sites identified by SCA, RCA and MI analysis.
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