Start crop Point End crop Point

1 MSA length = 8002 1
AT TIT TATT ATA CITAI—TGTAATGAAGTTCATAAAAATTT TGGGCAACCCTGTATATTGTGTTAAT - - -------- AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA

AT THAAT AAATT ATTERTTTIRAAREC - - - - - TGTAATGAAGTTCAT -AAAATTTERTGAGCAACCCTGTATATTGTGTTAAT - --=-=--=-=--- AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA
A A AIC TTHT ACT I—TGTAATGAAGTTCATAAAAITTT TGGGCAACCCTGTATATTGTGTTAAT - --=-=--=-=--- AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA
TEAGC AGART TA

AATAATTTT
AATAA---T

ATTTTC
ATTTTT

TATGH - TGTAATGAAGTTCATAAAAMT TTBRTGGGCAACCCTGTATATTGTGTTAAT - - - - = = - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA
TAT---TGTAATGAAGTTCATAAAAAT T TRITGGGCAACCCTGTATATTGTG T TAAT - = = = = = = = = m m 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 o o -
TATEEATGTAATGAAGT TCAT - - AAART TR TGGGCAACCCTGTATATTGTGT TAAT - = - = - - - o m o m oo oL
-------------------------------------------------- TGTAATGAAGTTCATAAAAAT T T TGGGCAACCCTGTATATTGTG T TAAT = = = = = = = = = = = o o m e m e e e e e e o e e e @ e e e m e e e @ e e e o e @ e m e @ e e e e e e e e e e e e e e e e e e e e e o
TAWAB - TGTAATGAAGTTCATAAAAATTTITGGGCAACCCTGTATATTGTGTTAAT - == = = = = = - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACABIGEG- - - - - - - - - - - - - - - - - oo

TI#G ATGTAATGAAGTTCAT - AAAATTTIITGAGCAACCCTGTATATTGTGTTAAT - - - - - - = - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAAC—GGGIAGTCTCACA -------- AATATT

TTAARTA TATAGTGTAATGAAGTTCAT - AAAATTTITGAGCAACCITGTATATTGTGTTAAT - - - - - - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA- - - - - - - - AATTTT
ATAAT T - TGTAATGAAGTTCATAAAAATTTRITGGGCAACCCTGTATATTGTGTTAAT - - === - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA AAAAAATTC
ATAATEBABACTETT ATGTAATGAAGTTCATAAAAATTTIITGGGCAACCCTGTATATTGTGTTAAT - - - - - - - - - - AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA-AATAA——TT
AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGGAGTCTCACA - - - -~~~ - - - TATT
AAGGCAACTCGGCGTCCGTGAGCCTTTCTCAAAAACGGGGIAITCTCACA-AATGAATTT
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