Start crop Point End crop Point

1 MSA length = 1079 1
CAIAGAATACGTAIAAATCAGAAIT——CACTTATAIGATTTTCITTGTCA ---------- ATGAAAAITACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG

TABMCACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA---=-=-=----- ATGAAAAGTACCGACGTTAAGTAAAATTTCTGATTTITACGTATTITGTG
TA CACAGAITACGTACAAATCAGAAGTTICACTTATGGGATTTTCCTTGTCA —————————— ATGAIAAGTACCGACGTTAAGTAAIATTTCTGATTTGTACGTATTCTGTG
TA CACAGAATITITACAAATCAGAAGTTTCACTT.AGGATTTTCCTTGTCA —————————— ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
TABCACAGAATACGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTTGTCA---=-=-=----- ATGAAAAI ——————————— AGTAAAATTTCTGATTTGTACITAITCTITG

ABCACAGAATATGTACAAATCAGAAGITTJACTTATAGGATTTTCCTTATCA- - - - - - - - - - ATGAAAAGTACCGAJGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG

------------------------------ CAGAATATGTACAAATCAGAAGTTTCACTTATAGGATTTTCCTGTJA- - ------- -ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGRG
TAICACAGAATACGTACAAATCIGAAGTTTIACTTATAGGATTTTCCTTGTCA ---------- ATGAAAAGTACCGACGTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG
TABCACAGAATACGTACAAAT CAGAAITTTCACTTATAGGATTTTCCTTATCA- - - - - - - - - - ATGAAAAGTACCGACGTTAATGAAATTTCTGATTTGTACGTATTCTGTG
T——CACAGAATATGTACAAATCAGAAGTTTIACTTATAGGATTTTCCTTGTCA ---------- A GAIAA-C.C TIAAITIAIATTT—TIATTIGTA.TATTITGT
AIC-A.ACGTAIAAATIAIAAGTTTCACTTATGGGATTTT.TTATCA ---------- TGAAAAGTACCGACHMTTAAGTGAAATTTCTGATTTGTACGTATTCTGTG '
TABICACAGAATACGTACAAATCAGAART- - - -CTTATGGGATTTTCCTTGTCA=- - - - - - - - - - ATGAAAAGTACCGACHTTAAGTGAAA-TTCTGATTTJTACGTATTCTGTG TAAGAC
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size: 1379bp; fragments: 914; full length: 0 (>=1241.1bp)
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size: 1019bp; fragments: 1122; full length: 1 (>=917.1bp)
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
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