Start crop Point End crop Point

MSA length = 907 1
LRI ATAAA A CATATATACTTA GTGGATAAATCAACGCCATIAGT ---------- GACAGTTTCEMATAGTGATTTACTTATCC CGTAAGTATATAIGATCT
TTT AAA CT TATIT ATT ABABAAATA TATATACTTAIGTGGATAAATIAACGCCATAAGT ---------- GACAGTTTI!ATAGTGAITAACTTATCC!IGTAAGTATATATGATCTAGG ------------------------------------
TA ATG TTRTACATEATC TAAATA AGATCATATATACTTACGTGGATAAATCAACGCCATAAGT ---=-=-=----- GACAGTTTCCATAGTGATTTACTTATCCACGTAAGTATATATGATCTAGG ATATTATT--------
TAT AAA CTRTATAAMATCRCT - - - - - - - - - - - - - - AGATCATATATACTTACGTGGATAAATCAACGCCATAAGT - ----=----- GACAGTTTCCATAGTGATTA.TTATCCACGTAAGTATATATGATCTAGG ATATTACTA-AI
TTT AA T---GTAABATCRCT - - ------------ AGATCATATATACTTACGTIGATAAATCAACGCCATAAGT ---------- GACAGTTTCCATAITGATTTACTTATCCACGTAAGTATATATGATCTAGG
TAT AAGHIGEN - - - - - - - - GCATEGTC ARATAAAT - - - - - - ATCATATATACTTACGTGGATAAATCAACGCCATAAGI ---------- GACAGTTTCCATAGTGATTTACTTATCCACGTAAGTATATATGATCTAGG
--------------------------------- GCAT ATT T ATA.TA-AGATCATATATACTTACGTGGATAAATCAACGCCATAAGT— ST —GACAITTTCCATAGTGATTTACITATCCACGTAAGTATATATGATCTAGG
TAT AAA T---ATAA ATCRCT--AB-------------- ATA ATACTTACGTGGATAAATCAACICCAIAAGT ---------- GACAGTTTCCATAGTGATTTACTTATCCACGTAAGTATATATGATCTAGG ABBIEG - - - - - - - - - AA
TAT ATA ATATRGTTETTEEABATAAA - A GIAI!-!ATACTTACGTGGATAAATCAACGCIATAAGT ---------- GACAGTTTCCATAGTGATTTACTTATCCAIGTAAGTATAT— - -ATCTAGG AAATCATGA AA
--------------------------------- ATC S AGATCATA——TACTTACGTGGATAAATCAACGCCATAAGT——————————GACAGTTTCCATAGTGATTAACITATCCACGTAAGTATATATGATCTAGG ATATTGTTA

B N S Bl B B -G TCATA - -~ TACGTGGATAAATCAACGCCATARGT - - -~~~ - -GACAGTTTCCATAGTGATTTACTTATCCAC]TAAGTATATATGAT CTARERA--- - an <l NG RN G- - ---

AGATCATA------ TACGTGGATAAATCAACGCCATAAGT - -=-=-=-=-=-=--- GACAGTTTCCATAGTGATTTACTTATCCACITAAGTATATATGATCTA
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3.bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 907 bp

size: 907bp; fragments: 5881, full length: 1490 (>=816.3bp)
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ed g 3.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_

divergence to consensus (%)
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size: 1208bp; fragments: 5846; full length: 0 (>=1087.2bp)
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TE: nd_2_ family 473 Before TEtrimmer 897 bp

size: 897bp; fragments: 5786; full length: 1512 (>=807.3bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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