Start crop Point End crop Point

1 MSA length = 2978 1

----------------------- TTAATA - —AIT.A AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA----------TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AT TTTAATAA- - - - - oo oo o oo . . [BBAATGGGGTCCTTGCACGTGTCGGGTAAAAT TCAAATAT T TATGAT TTCTA = = - - = & & & o m ot o d f e e e d f d e e f e e f e e e e e et dd e e e e e

TTIC————AAA TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
------------------------- AATI—AA TAGAAATCATAAAIATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
.TITT.T-CIA-TT T AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - = - - = - - - - TAGAAATCATAAABMATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
CAATI—A AATGGGGTCCTTGCACGTGTCIGGTAAAATTCAAATATTTATGATTTCTA ---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - = = = = = = = - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATTEEE- - - ------- -CGHABGTCHET T THEGECE- - - - - AAAA
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATAT T TATGAT T TC T A -« & & 5 o o e d e o e e f e e e i d e e e e et ii e e e e iiiieeeeiceecee oo ccATACAACATEE A BTCCHE T HEEE TR - - - - - AIAA
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - = = = = = = = - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT AATCTAAA
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - - = = = = = = - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATITTTATGATTTCTA --------------------------------------------------------------------------------------------------------------
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - - = = = = = = - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGICGGGTAAAATTCAAATATTTATGATTTCTA ---------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATAT T TATGAT TTCTA « « « o o m o o o o e e e o e e o e e e o e o o d o 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 e e e e e e e e e e e e e e e
TTAITAAAA T AATTTTI——— AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - = = = - = = = - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT CA--CATCA

TT CAATIAIA AITTTTAAA AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA-=-=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT —IACATCG
—————————————————————————————————————————————————— AATGGGGTCCTTGCACGTGTCGGGTAAAATICAAATATTTATGATTTCTA——————————TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT

- - - -TAAAARTEH- - - - - - -
- - - -TAABA
AATCTAAA

CAATA--A@T

————————— AAAA AATTTCTAAA AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA----------TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT e I I I R
T.CAAT -AAG TN - - - ----- - AATGGGGTCCTTGCACGTGTCGGGTAAAATICAAATATTTATGATTTCTA —————————— TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT - —TACATCG-A
TTTTAIT -GGAGTTA----- - AAA AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=-=-=-=----- TAGAAATCATAAATATTTGAATTTTACCIGACACGTGCAAGGACCCCATT ———————————————————————————————
TITT ————————————————————— AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=-=-=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACEBCGTGCAAGGACCCCATT --TACA----- AATT-AAAA
AATGGGGTCCTTGCACGTGTCGGGTAAAATICAAATATTTATGATTTCTA —————————— TAGAAGTCATAAATATTTGAATTTTACCCGACICGTGCAAGGACCCCATT --TACA----- AATT-AAAA

- ---TAAAA

GTTIAIAA

AGTT-AAAA

AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=-=-=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=-=-=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAAITCAAATATTTATGATTTCTA ————————————————————————————————————————————————————————————
AATGGGGTCCTTICACGTGICGGGTAAAATTCAAATATTTATGATTTCTA ————————————————————————————————————————————————————————————
AATGGGGTCCTTGCACGTGTCGGGTAAAATECAAATATTTATGATTTCTA----=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCIATT
-AATGGGGTCCTTGCACGTGTCGGGTAAAATICAAATATTTATGATTTCTA —————————— TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
————————————— AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA——————————TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAIGGACCCCATT
————————————— AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA----------TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=-=-=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
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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 2978 bp

size: 2978bp; fragments: 1972; full length: 0 (>=2680.2bp)
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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: 3294bp; fragments: 1971; full length: 0 (>=2964.6bp)
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TE: md_5. family 1477 Before TEtrimmer 929 bp

size: 929bp; fragments: 786; full length: 36 (>=836.1bp)
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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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: consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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