Start crop Point End crop Point

MSA length = 667 1
AAGCCAGGGACACATTGTTCTGlCGTGTTGTGT -~ - - - -~ - - - acacAACACBACACAACACIGAACAATGTGTCICCGGCTTAGCA - - - AA
AAGCCBBTGACACATTATTCTGACGTGTTGTGT ===« -« - - - - ACAJJGACACAACACATCACGTCAGAACAATGTGTCIICCGGCTT - - CATTTAA
AAGCCAGGGACACATTGTTCTGBCGTGTTGTGT ===« - - - - - ACACGACACAATACAACACGTCAGAACAATGTGTCHICTGGCTTAGCATTTCT
AAGCCAGGGACACATTATTCTGACGTGTTGTGT - -~~~ -~ - - ACACGACACAACACATCACGTCAGAACAATGTGTCIICCGGCTTATATTTAA
AAGCCAGGGACACATTGTTCTGAC- - - - - LR CAACACATCACGTCAGAACAATGTJTClCCGGCTT - - CATTTAA

T----@7
T-GA-lT

ATATACTCAAGTTCATATCA
GTGTGCTCAAGTTCATATCA
GTATACHBBAGC- - - -ATAA
AJJATACTCAAGTTCATATCA

AAGCCAGG ACACATTATTCTGACGTGTTGTIT ---------- ICACGACACAA ACATCACGTCAGAACAATGTGTC CCGGCTTAGCAITTAT -------------- ATICCA
AGGCBGGECACATTGTTCTGACGTGTTGTGT - -« - - - - - - ACACCETCEACTGA - - - - - - - - - - oo e ACAATCCACGGTE- - ---------- Tc@rAaccaBC
AA CAGGGACACATTATTCTGACGTGITGTGT ---------------------------------------------------------------------------------------------

4 4 4 0 4 4 4 -4 < -

AAACCAGGGACACATTGTTCTGAC - === === === = mmm e e - ACACGACACAACACATCACGTCAGAACAATGTGTC GTATATTCA
AAGCCAGGG-CACATTGTTCTGAC- - - - - GTGT---=--=--- ACACAACACAR- - -« c o m e e AABIIBTG - - - - - - - s s sssssssso-osooo
AAGCCAGGGACACATTGTTCTGACGTGT TGTGT = = ==« m s s m s s mmmmmmmmmmammammammammaamaacaacaacaaaacaaoa----AACCENSECBGTE- - ----------------
AAGCCAGGGACACATTGTTCTGACGTGT TG TG T = = = =« = s s m s s m s e m i mmmam i am i ammammammaamammaacaacaacaaaaoa----AAGCEICEBGTH- - - - - - - - - - - - - - - - -
AAGCCAGGGACACATTGTTCTGBCGTGTTGTGT -« -« -« - - - - ACACGACACAATACAACACGTCAGAACAATGTGTCICTGGCTTAGCATTTCT GTEGTGTGCTCAAGTTCATATCA

AAACCAGGGACACATTGTTCTGACGTGTTGTGT === =-===-=--- ACACGACACAACACATCACGTCAGAACAATGTGTCIT ————————————— GTATATTCA

4 4 4 4 4 4 4 4 44 -4 - < -

CHRTATT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 667bp; fragments: 144; full length: 16 (>=600.3bp)
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After TEtrimmer 667 bp
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_fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 978bp; fragments: 138; full length: 0 (>=880.2bp)

divergence to consensus (%)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)
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TE: rnd_5 family 2701

size: 629bp; fragments: 131; full length: 15 (>=566.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 10/10/25)
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