Start crop Point End crop Point

MSA length = 930 1
GTGTIT.TICIT-TT.ACTATACCGGGTGTTTCAAATTCGACTCTCACCATTGGGATCTAGGAAACI ---------- ITTTCCGAGATCCCAATGGTGAGAGCTGAATTTGIAACACCCIGTATAAT
GTG--mmmmmmmmm e mmm e o TATACCGGGTGTTTCAAATTCGACTCTCACCATTGGGATCTAGGAAACG- - - - - - - - - GTTTCCGAGATCCCAATGGTGAGAGCGAATTTGAAACACCCHGTATA -

—TAIACCGGGTGTTTCAAATTCIACTCTCACCITTGGIATCTAGGAAACG ---------- GTTTCCGAGATCCCAATGGTGAGAGCCGAATTTGAAAIACCCTGTATA—T
AATATACCGGGTGTTTJAAATTCGACTCTCACCATTGGGATCTAGGAAACG- - - - - - - - - - GTTTCCGAGATCCCAATGGTGAGAGCCGAATTTGAAACACCCTGTATA-T

AATATACCGGGTGTTTCAAATTCGACTCTCACCATTGGGATITAGAAAACG —————————— GTTTCCGAGATCCCAATGGTGAGAGCCGAATTTGAAACACCCTITATA -T

—————————————————— TATACCGGGTGTTTCAAATTCGACTC- CACCATTGIGATCTAGGAAACG— ---------GTTTCCGAGATCCCAATGGTGAGAGCTGAATTTGAAACACCCTGTATAAT
AATATACCGGGTGTTTCAAATTCGACTCTCACCATTGGGATCTAGGAAACG-=-=-=-=-=-=-=--- GTTTCCGAGATCCCAAT.TGAGAGCCGAATTTGAAACACCCTGTATA—

———————— - —TATACCGGGTGTTTCAAATTCGACTCTCACCATTGGGITCTAGAAAACG— - - === —GTTTCCGAGATCCCAATGGTGAGAGCTGAATTTGAAICACICTGTATAAT

—————————————————— AITT A—TATACCGGGTITTTCAAATTCGACTCTCACCATTGGGATCTAGAAAACG— - - === —GTITCCGAGATCCCAATGGTGAGAGCCGAATTTGAAACACCCTGTATAAT

TTTIRR TR ABAA - - - - - - AATACCGGGTGTTTCAAA-TCGACTCTCACCATTIGATCTAGGAAACG- - - - - - - - - - GTTTCCGAGATCCCAATGGTGAGAGCCGAATTTGAAACACCCTGTATR-T
ATABRATA- - TAATATAAT T TR TATTHCTRTATA- - - - - TACCGGGTGTTTCAAATTCGACTCTCACCATTGGGATCTAGGAAACG- === === - - - GTTTClJGAGATCCCAATGGTGAGAGCCGAATTTGAAACHCCCHGTETAAT
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TE: rnd_1 family 126

size: 927bp; fragments: 8154, full length: 1056 (>=834.3bp)
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After TEtrimmer ORF and PFAM domain plot
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