Start crop Point End crop Point

MSA length = 336 1
AAG.GIATT AI ----------- GG—GA.C.CGCIAGTCACGTACGCCACGAGTACGGCT ---------- GGTTTTCTAGAAGAAATCCTATATGGTGGATAGGGTAGACCITACTCCCCCA GTTANABCT A
- - -AGTAGGCCGBCAACTGCGCCGTGAAGGCGACGCATCGCCAGTCACGTACGCCACGAGTACGGCT - ----- -~ - - GGTTTTCTAGAAGAAAJCCTATATGGTGGATAGGGTAGACCTTACTCCCCAC AATA CT A
N ITA.GCT ---------- GGTTTTCTAGAAGAAATCCTATATGGTGGATAGGGT-CC.AT ------- GTTTH- A
CAGITAGGCCG CAAC - = = = = = m o e e e e e e e e e e e e e oo s ACCACGAGTACGGCT - - ===~~~ - AATTTCTTAIAAGAAATCCTATATGITIGATAGGGTAGACCTTACTCCCCCA ARTEETE T THCABCES - - - ------------- -
———GGTAIGACT CAIT -------------------------- G.ACGIAIAACIC.GTACGGCT ---------- AATTTCTTAGAAGAAATCITATATGGTGGATAIGGTIGACCTTACTCCCCCA A
- - -AGTAGGCCGHCAACTGCGCCGTGAAGGCGACGCATCGCCAGTCACGTACGCCACGAGTCGGCT---------- GGTTTTCTAGAAGAAATCCTATATGGTGGATAGGGCAGACCTTATTCCCCCAMA
- - -AGTAGGCCGHBCAACTGCGCCGTGAAGGCGACGCATCGCCAGTCACGTACGCCACGAGTIICGGCT --------- - GGTTTTCTAGAAGAAATCCTATATGGTGGATAGGGCAGACCTTATTCCCCACHA
- -AGTAGGCCG CAACTGCACCGTGAA.CGACGCATCICCAGTCAIiTACGCCACGAGTACGGCT ---------- GGTTTTCTA—IAIAAATCCTITATIGTGGATAGGGTAGACCTTACTCCCCCA A
- -AGTAGGCCGCAACTGCGCCGTGAAGGCGACGJATCGCCAGTCACJTACGCCACGAGTACGGCT - - - - - - - - - - GGTTTTCTAGAAGAAATCCTATATGGTGGATAGGGTAGACCTTACTCCCCACHA
---------------------------------------------------------------------------------------------------------------------------- cAlA
CAAGGIGGCT.AAAT ------------------------------------ A-G.TAIGGCT ---------- GGTTTTCTAGAAGAAATCCTATATGGTGGATAGGGCAGACCTTATTCCCCCAMA

-------------------------------------------------------------------------- AATTTCTTAGAAGAAATCCTATATGTGGATAGGGTJcCcTAC- - - - - - -

ARG TTTETG TEAA T TTRARCC A
CEGCRT THAARE - - - - - - - - e CBABTACGGCT - - oo GGTTTTCTAGAAGAAATCCEATATG I - © C[EFY o Y GTEATARCTCAAA
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 336 bp

size: 336bp; fragments: 17; full length: 7 (>=302.4bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f

divergence to consensus (%)

size: 636bp; fragments: 18; full length: 0 (>=572.4bp)
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TE: It 1 famiy_157 Before TEtrimmer 315 bp

size: 315bp; fragments: 14; full length: 9 (>=283.5bp)
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[E consensus before TEtrimmer (bp)
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