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1 MSA length = 1456 1
----------------------------------------------- TIG——————————CAATAACAGTTTCAACTGTTATTTAAAAATAACIGTTTTGCCCACCACTA

------------------------------------------------------------- CAATAACAGTTTCAACTGTTATTTAAAAATAACGGTTTTGCCCACCACTA
------------------------------------------------------------- CAATAACAGTTTCAACTGTTATTTAAAAATAACGGTTTTGCCCACCACTA
------------------------------------------------------------ CAGTAACHlT TTRAJCTGTTATTTAAAAATAACGGTTTTGCCCACCACTA
TAGAAATGGGTTGTTATTTATCTATCTGTTATTTTATAACAGTTATTTAG- == ---=- - - CAGTAACBGTTTCAACTGTTATTTAAAAATAACGGTTTTGCCCACCAC--=---=- - - TA
TAGAGATGGGTTGTTATTTAACTATCTGTTATTTTATAACAGTTAT T T - mcmmmmon-- CAGTAACGGTTTCAACTGTTATTTAAAAATAACTETGE TRTCBAR----------------
TAAAGATGGGTTGTTATTTAACTATCTGTTATTTTATAACAGTTATTTAG- == ---=- - - CAGTAACAGTTTIJAACTGTTATTTAAAAATAACGGTTTTGCCCACCACTA

CAGTAACAGTTTIAACTGTTATTTAAAAATAACGGTTTTGCCCACCACTA
CAGTAACAGTTTCAACTGTJATTT-AAAATAACGGTTTTGCCCACCACA
TAGAGATGGGTTGTTATTTAACTATCTGTTATTTTATAACAGTTATTTAG- == ---=- - - CAGTAACAGTTTCAACTGTTAJTTAAAAATAARIGGTTTTGTCCACCACTA
------------------------------------------------------------ CAGTAACAGTTTCAACTGTJATTT-AAAATAACGGTTTTGCCCACCACHA
------------------------------------------------------------ CAGTAACAGTTTCAACTGTTATTTAAAAATAACGGTTTccccfjccacTa
TAGAGATAGGTTGTTATTTAACTATCTGTTATTTTATAACAGTTATTTAG- = ----=- - - CAGTAACAGTTTCAACTGTTAJJTTAAAAATAACGGTTTTGTCCACCACTA
---------------------------------- BB lcAGTRATTTAR------- - - -[§AAJBICAGTTTCAACTGTTATTTAAAAATAACGGTTTTGCCCACCCTA
------------------------------------------------------------- CAGTAACAGTTTCAACTGTTATTTAAAATAACGfTTTGCClaCCAfjTA

AAGCATT - - -
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size: 1456bp; fragments: 2513; full length: 3 (>=1310.4bp)
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size: 1778bp; fragments: 1249; full length: 0 (>=1600.2bp)
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TE: rnd_5 family 2021

size: 1209bp; fragments: 772; full length: 8 (>=1088.1bp)
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After TEtrimmer ORF and PFAM domain plot
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