Start crop Point End crop Point

MSA length = 2992 1

AATGGGGTCCTTGCACGTGTCGGGTAAAAT CAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATECAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACICGTGCAAGGACCCCATT

—TAAAIAAATAATT AATGGGGTCCTTGCACGTGTCGGGTAAAATECAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACICGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAIGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATICAAATATTTATGATTTCTA ---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCIATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAAITCAAATATTTATGATTTCTA ------------------------------------------------------------
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATICAAATATTTATGATTTCTA ---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

—ATTTAAAAAITATIA.TTIAIAICTAAAAAAATAATT AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
—AIA ------------------------------------ AATGGGGTCCTTGCACGTGICGGGTAAAATTCAAATATTTATGATTTCTA ---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
--TTT--AAAT G AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCIGACACGTGCAAGGACCCCATT
--TTT A AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
A AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

GTGA- - - - - AAA- - - - - - AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

A ——AIAAA ------- AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

A TTGAABAAA - - - - - AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

G TTAAI! ------ AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

G TTAAAAAIATA.T ------------------------------------------------------------ TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

-------------------------------------------------------------------------------------------------------------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
———————————————————————————————————————————————————————————— TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
———————————————————————————————————————————————————————————— TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT ---AATGG- -A AN G
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAARATTTGAATTTTACCCGACACGTGCAAGGACCCCATT ---A--- —TCT‘ IAA
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA-=-=--=-=----- TAGAAATCATAAAIATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATAT T TATGAT T TCT A - = = = = = = = s o s e o m e e o e e o o o o e e o o e o o e e o o e o o e o o o o m o - o e o - m - m - - -

T----AAAEGTAATT
T----AAAEGTAATT
CCAAAAABABAATT
TTAAAAABABAATT

|AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA

---------------------------------------------------------------------------------- AAATATTTATGATTTCTA----------TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
-------------------------------------------------------------------------------------------------------------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCAT
AATGGGGTCCTTGCACGTGTCIGGTAAAATTCAAATATTTATGATTTCTA ---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

TT---A

AATAATEEAATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=-=-=--=---- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCAT TEHGGRENGEENNG - - - - - TAG------ - mm e e e et e m et e m e e e m e -
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCC.TT

AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA-=-=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 2992 bp

size: 2992bp; fragments: 1973; full length: 0 (>=2692.8bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 3302bp; fragments: 1967; full length: 0 (>=2971.8bp)
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divergence to consensus (%)

TE: rnd_5 family 1478

size: 639bp; fragments: 67; full length: 32 (>=575.1bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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onsensus before TEtrimmer (bp)
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