Start crop Point End crop Point

1 MSA length = 5042 1
-------------------------------------------------------------------------------------------------------------- ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTAI——TTG

AT----- AGTALCEATAGARARGE- - - - - - - - ATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - == - -«--- ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATA---TTA

AAARC- - - - TAA AAATATTABTTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - = = = = = - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTAMAATTG
GTAACTTATTAGCHGHE ~ ABEGEl- - - - - - - - !.ATATTTCITITCIT.T.AAAIAIATATICACACGTIGIAT— R < B ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTGITATTA
ATGATfTATCAA ATATATATATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - - == = = - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAAJJTTCCTACAGGTAAGTCGTTTGTTCTTATAAT - - - - - - - -
- - - TTTABCAAREATAAAGATAA- - - - - - - - ATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - = - - = - - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAARTARAT - - -
ATAAT---------BTABABABEH- - - - - - - - ATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - = = = - = = - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTGEAGTTA
-------------------------------------------------------------------------------------------------------------- ATTATGATACTACGTGT--ATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTARTATTA
CECATTTRTCATRGRTAAA - - - - - - - - TATATATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - == - - - - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTGE- - - - -
GTGATTTATTHABNTEAA ATATATATATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - - == = = - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTABMATTTA
ATG- - - - - TTAA AAA GTAJJAT - -ATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - - - - - - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTAMTA - - -
X TTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA - - = = - = = = - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTGIAG - - -

AAG- - - - mmee e TAANBAEBEN - - - - - - - - ATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA- - - - -« - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTAMAATTA
A----TTATTATEETAAA ATGTATATATTATATTTCGTATCCTCGTCCAAATAGATATACACACGTAGTATCATAA- - - === - - - - ATTATGATACTACGTGTGTATATCTATTTGGACGAGGATACTCATATAATTCAGAACGAACTTCCTACAGGTAAGTCGTTTGTTCTTATAATTGHBA - - -
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TE: rnd_5 family 1152

size: 3983bp; fragments: 1199; full length: 11 (>=3584.7bp)
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After TEtrimmer ORF and PFAM domain plot
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