Start crop Point End crop Point

1 MSA length = 647
TAAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTAICTTTA
TTAAGCTGGGGTTTCCTAGGAGTGTCGGCCGJCCGAAACCGACCGCGACGGA- - - - - - - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTTA
TAAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAJACCGARCGCGRCGGA- - - - - - - - - - TCGTCGTCACCGACAGTCCTAGGAAACCCTACCTTTA
TTAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGATGGA - - - - - = - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTTA
-------------------------------------------------- AAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAAJCGACCGCGACGGA- - - - - - - - - - TCGTCGTCACCGACAGTCCTAGGAAACCCTACCTTTA Ceee -
TAAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGATGGA - - - - - - - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTAA
TAAAGCTGGGGTTTCCTAGGAGTGTCGGCJGGCCGAAACCGACCGCGACGGA- - - - - - - - - - TCGTCCGTCACCGACAGTCCTAGGAAARJCCTACCTTAA
TAAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - TlGTCCTCACCGACAGTCCTAGGAAACCCTACCTTAA
TAAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTT - - - - -
TTAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGACGGA - - - - - - - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTTA
AGCTIG-TTCCTAIGAGTGTCGGCCGGCCGAAACCGACCGCGATGGA ---------- TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTAANICHE- - - - - - -
AAAGCTGGGGTTTCCTAGGATGTCGGCGGCCGAAACCGACCGCGACGGA- - - - - - - - - - TCGTCCGTCACCGACAGHECCTAGGAARCCCTACCTTAAGTCAR - - - - - - -
A = 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 e e e e e s TCGTRCGTCACCGACAGTCCTAGGAAACCCTACCTTTAGEGHAR - - - - - - -
TTAAGCTGGGGTTTCCTAGGAGTGTCGGCCGGCCGAAACCGACCGCGATGGA - - - - - = - - - - TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTTA
--------------------------------------------------------------------- TCGTCCGTCACCGACAGTCCTAGGAAACCCTACCTTTA - - -AACGC

- 4 -4 -4 4 4 - -
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size: 647bp; fragments: 135; full length: 48 (>=582.3bp)
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TE: rnd_5 family 1177

size: 633bp; fragments: 169; full length: 54 (>=569.7bp)
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After TEtrimmer ORF and PFAM domain plot
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