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A. Input sequence groups

B. Multiple sequence alignment

v

__ C.Inputfiles for simFluVar
divided into the group(a) and group2(b)

D. Calculate codon variations
using SimFluVal

v
E. SimFluVar’s Output Files

Counting matrix ~ G+C% pattern  Transition matrix

Group1.seq Group2.seq

| Group1-Group2_MSA _input.seq |

v

| Group1-Group2_MSA Output.seq |

Divide into each group

Group1-Group2_a.seq Group1-Group2_aseq

>Group1 #1
AUGAAAGCAA--AAAGCA...

>Group2 #1°
AUGAAAGCAAUGAAAGCA

>Groupl #2 >Group2 #2'
AUGAAAGCAA-AAAGCA

>Group2 #3'
AUGAAAGCAAUGAAAGCA AUGAAAGCAAUGA-~GCA

N _%_ [

| 4 |

| ?‘[ AUGAAAGCAAUGAAAGCA |

| >Group #3 N |
>

| a |

Group1-Group2_SimFluVal_Count.xls

Group1-Group2_SimFluVal_TM.txt Group1-Group2_SimFluVal_Summary.txt

Group1-Group2_SimFluVal_GCpattern.xls
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