Start crop Point End crop Point

MSA length = 1223

TCCTTAGATCTTATAAAITTCGTGGATAAGTAAA ---------- TA AIATGGCATAGCTTTATCCACGAAGTTTATAAGATCTAAG ----- AA.A - CA- - -

ACCTTAGATCTTATAAACTTIGTGGATAAGTAAA ---------- TAIATATGGCATAGCTI— - - CACGAAGTTTIEAAGATCTAAG A.CTT GGTACITI— - - C.T ------

TICTTA ATCTTATAAACTTCGTGGATIAGTAAA ---------- TACATATGGCATAGCTTTATCCACGAAGTTTAAAGATCTAAG- - - - - - - - AGTAA - CTATTT TTGRTAT
----------------------------------------------- ACCTTAG CTTATAAACTTCGTGGITAAGTAAA——————————TACATAIG————IGCTTTATCCACGAAGTTTATAAGATCTAAG CITTTT TTAIGTTI

CTATTT----=-=-=--=------

——————————— CCTTAGAT TIATAAACTTCGTGGATAAGTAAA——————————TACATATGGCATAGCTTTATCCACGAAGTTTITAAGATCTAAG

C A
T A
T A
T A
T A
TTTCGTGIITARC- - - - - - - - o oo oo CTTAGAICTTATAAACTTC-------- GTAAA- - - - - - - - - - TACATIGGCATAGCTTTATCCACGAAGTTTATAAGATCTAAG C C A
TTTTCGTRTTA TTTATTTATGTTTTGAA- - - - - - CT ACCTTABATCTTBTAAARTTCGTGATAAGTAAA - - - - -« - - - TACATATGGCATAGCTTTATCCACGAAGTTTATAAGATCCAAG T T A
TA----THTTA TTIATC -------------------- AICTTAGATCTTATAAACTTCGTGGITAAGTAAA ---------- TACATITGGCATAGCTTTATCCACGA.T TA-ATICA T T A
TABTCGTGTTG ACTATT---GTTABBCBCAAACATT ACCTTAGATCTTATAAACTTCGTGGATAAGTAAA - - - == - - - - - TACATATGGCATAGITTTATCCACGAAGTTJATAAGATCTAAG C C A
2 5 THCTTAGATCTTATJAACTTCGTGGATAAGTAAA - - - - - - - - - - TACAJATGGCATAGCTTTATCCACGAAGTTTATAAGATCTAAG T T A
TTTGCGTGTAACTTGAlTGEBTCIBTCT---TATGTTTTGCACAAACAGCT ACCTTAGATCTTATAAACTTCGTGGATAAGTAAA - - - == - - - - - TACATATGGCATAGCTTTATCCACGAAGTTTATAAGA - - - - - - - - ATACTT T T ABCTATTT
TTTGCGTGTAACTTGABTGEBTCHBBTCT---TATGTTTTGCACAAACAGCT ACCTTAGATCTTATAAACTTCGTGGATAAGTAAA - - - - - - - - - - TACATATGGCATAGCTTTATCCACGAAGTTTATAAGA - - - - - - - - ATACTT T T ABCTATTT
ACCTTAGATCTTATAAACTTCGTGGATAAGTAAA - - - = - - - - - - TACATATGGCATAGCTTTATCCACGAAGTTTATAAGA - - - - - - - - ATACTT T T ABCTATTT

_______________ CTTGABTGETCHEEBTCT---TATGTTTTGCACAAACAGCT







.bed _uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 1223 bp

size: 1223bp; fragments: 3761; full length: 435 (>=1100.7bp)
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fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.f After TEtrimmer Extended plOt Blue lines are boundaries

size: 1524bp; fragments: 3759; full length: 0 (>=1371.6bp)
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divergence to consensus (%)

TE: md_ 1 family 92 Before TEtrimmer 1144 bp

size: 1144bp; fragments: 3085; full length: 480 (>=1029.6bp)
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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)
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