Start crop Point End crop Point

MSA length = 933

AA----GTTTCA----------ATATETAAAGTAGTTETT - - ------ - GT----ATACABGGTGGCCAATGGAAACTTTCCACCC- - - - - - - - - - GAACGAGBAAAATTGGGTGGAAAGT TTCCATTGGCCCA = - = - =« s - s m s m s e e e e e e e e e o

G ———AATTIGTIT-ATTAT ATACAGGGTGGGCCAATGGAAACTTTCBACCC---------- AAACGAGAAAAATTGIGGTGGAAAGTTTCCATTGGCICACCCTITAIAAATTT TGAGATRAT
ATTTTTAC - - - - - mmmm e e e e o o ATACAGGGTGGGCCAATGGAAA TTTCWACCC------=- - - AAACGAGAAAAATTGGGGTGIJAAAGTTTCATTJACCCICCCTGTATAGATTT TT T ARG T
A ATHIC A----AATACAGGGTGGGCCAATGGAAAMT - Tllcaccc---------- AAACIIAGAAAAATTGGGGTGGAAAGTTTCCATTGACCCACCCTGTATA- -TCTA TTARARAAT
G .ATTAIAITACAGGGTGGGCCAATGGAAACTTTCCACCC ---------- AAACGAGAAAAATTGGGGTGGAAAGT TTIBCA - - - < - c o s e o m et e e
AGECCTTCE TAAGTCMGTAT - - - - - TATAATACAGGGTGGGJCAATGGAAACTTTCCACCC- - - - - - - - - - AAACGAGAAAAATTGGGGTGGAAAGTTTCCATTGACCCACCCTGTATAAAGTARBT T THABA
TT----- oo - SAAGTATC- - -- - - - GTTATAATACAGGGTGGGCCAATGGAAACTTCCACCC- -~ ------- AAACJAGAAAAATTGGGGTGGAAARTTTCCATTGGCCCACCCTGTATA- - TTTAI— THAIAI - -
A
G
A

TAAATGEBABTA-GTTTTH- - - - - - - TAT-ATACAGGGTGGGCCAATGGAAACTTTCHBCIC- - - ------- AAACGAGAAAAATTGGGGTGGAAAGTTTCCATTGGCCCACCCTGTATAACTCTAIMTT
----------- GATTTTHA- - - - - - e-e--s-c--------BATACAGGGTGGGCCAATGGAAACTTTCCACCC- - - - - - - - - - AAACGAGAAAAATTGGGGTGGAAAGTTTCCATTGGCCCACCCTGTABAAAGT TARM - T
AAAATIRA - - - - - - - - TT@----------GTGGT TAATGTCAATTAG- - - - - - - - IATIT-ATTATAATACAGGGTGGGCCAATGGAAAITTTCCACCC ---------- AAACGAGAAAAATTGGGGTGGAAAGTTTCCATTGGCCIAC ----------- TT T
AAAATIIAATTGTATT T - 8 e ATACAGGGTGGGCCAATIGAAACTTTCCACCC------- - - - AAACGAGAAAAATTGGIIGTGGAABGTTTCCATTGGCCCACCCTGTATG - - - - - - - TT
AAAAA AI— - - —GITTT TGE TGGGACA,GACGEGA A AAACAATATE - - - - - - - - - - - == - mm oo - TICAIGG_AT AAAITTTCCACCC ---------- AAACGAGAAAAATTGGGGTGGAAAGTTTCCATTGACCCACCCTGTATA- - - - - - - - TT

ATACAGGGTGGGCCAATGGAAACTTTCCACCC---=-=-=-=---- AAACGAGAAAAATTGGGGTGGAAAGTTTCCATTGGCC-ACCCTGTATG-=-=-=-=-=-=---
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size: 933bp; fragments: 967; full length: 91 (>=839.7bp)
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size: 1236bp; fragments: 970; full length: 0 (>=1112.4bp)
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TE: md_5. family 6981 Before TEtrimmer 913 bp

size: 913bp; fragments: 968; full length: 94 (>=821.7bp)
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