Start crop Point End crop Point

MSA length = 1833 1
-------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACARBM- TAATAAAA - - = - - = - - o mm e oo m oo oo oo - - - - AAAATA- -ACATAAAGATA
------------------------------------------------------------ ATTTTCACGCCCTCAAACCAAAATTTGATCTACA TTAITCA ATA---AT AAIATATTA TAAA

TATAATATTAABGAGTAATA
TAAAATITTAA T GAAAIA TA
AAAATAACAABTEIGTAATA A AT

-------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACAMN- - - - CAAAMITA - - - AA
-------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACAN- TAATAAAARAAARAT
------------------------------------------------------------------ ATTJTCACGCCCTCAAACCAAAATTTGATCTACATTAATCAAATAAAAAT

--------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACAIITAATAAAATAAAAAA - -----AGAAATA AT
-------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACAR- - - - - - AAATABAAAT ————————IA TAGAART A-
-------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACARTCETAAABTT - - - AA TEAABTA- - - - GIAAAATA AT

-GATAAATAACTAAAATTATTGATACAGTTGATCGTACTATTATTGTATAT - - - - - == - - ATTTTCACGCCCTCAAACCAAAATTIGATCTACAN- - - - - - - - - - - oo o . A TAAAAATA
-GATAAATAACTAAAATTATTGATACAGTTGATCGTACTATTATTGTATAT - - - - - == - - - ATTTTCACGCCCTCAAACCAAAATTIGATCTACA ------------------ A TAAAAATA
-GATAAATAACTAAAATTATTGATACAGTTGATCGTACTATTATTGTATAT - - - - - == - - ATTTTCACGCCCTCAAACCAAAATTTGATCTACAR- - - - ----------- A GAAAAATA
-GATAAATAACTAAAATTATTGATACAGTTGATCGTACTATTATTGTATAT - - - - - == - - ATTTTCACGCCCTCAAACCAAAATTTGATCTACAM- - - - - -~ === ==~ - A GAAAAATA - - = = = == = = - -
-GATAAATAACTAAAATTATTGATACAGTTGATCGTACTATTATTGTATAT - - - - - == - - ATTTTCACGCCCTCAAACCAAAATTTGATCTACA - - = == === m e m e o = - A
------------------------------------------------------------ ATTTTCACGCCCTCAAACCAAAATTTGATCTACAB- - ----- - - A
------------------------------------------------------------ ATTTTCACGCCCTCAAACCAAART TTGATCTACAR - - - - -« - - - s o s o s e oo oo
--------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACA TCAACAAIATTAAA—A TAI“AATI— -
------------------------------------------------------------ ATTTTCACGCCCTCAAACCAAAATTTGATCTACAM- - - - - - - - -CAAAA-A ANSIEA TCAA
-------------------------------------------------------------- ATTTTCACGCCCTCAAACCAAAATTTGATCTACAMTTAATAAAACA- - - -T TAAAA- - - - - -
AAATAACTAAAATTATCGATACAGTTGATCGTACTATTATTGTATAT - - - - == - - - ATTTTCACGCCCTCAAACCAAAATTTGATCTACA - - - == === m e e o = - TATAA-ATTAA
AAATAACTAAAATTATCGATACAGTTGATCGTACTATTATTGTATAT - - === - - - - ATTTTCACGCCCTCAAACCAAAATTTGATCTACA - - = == === m e e e o = - TATAA-ATTAA
- -GATAAATGACTAAAATTATTGATACAGTTGATCGTACTATTATTGTATAT - - - - == - = - - ATTTTCACGCCCTCAAACCAAAATTTGATCTACA - = = = = = = = m m m e e o e e e e e e @ e e @ e @ e e e e e e e e e e e e e e e e e e e e e e n o s
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