Start crop Point End crop Point

1 MSA length = 202 1

TEAAIAT THATTEEG A CAGGGGCGGACATATCACCGGGCAGTTCGGTGCGCCGCCCTGGGlCAGAGTC- - - - - - - - - cCaTAaTATCTTTTGCcCTGAAGCCACTCGTCCTAGATTGCCACTG T
TREAATATE- - - - - - AA - - - CAGGGGCGGACATATCGCCJGGBAATTCGGTGCGGCGCCCTGGGGCCCAGAGTC - - - - - - - - - - CBCATAAATATATTATACCTGAAGCCCATTCGTCMTTAGATCTGCCACTG T A
------------------------- T-- CAGGGGCGGACAT.TICCGGG!IATTCGGIGCGCCGCCTTGGGGCCCATIGTC——————————C CATAAATATCTTTTGHCCTGAAGHCCACTCGTCRCTAGATCCGCCACTG C A
TAAATTH- - - - - - TAATT CAGGGGCGGACATATCACCGGGCAA- - - -GTGCGGCGCCCTGGGGCCCAGAGTC - - == = = - - - CECATAAATATATTATABCCTGAAGCCCATTCGTCMTTGATCTGCCACTG T A
CBABTTHRTHE--------- cAGGGCGGABARATCATCGGGCAGTTCGGTGCGCCGCCTTGHGGIBCAGHGTH- - ----- - - - CCCATAAATATATTTTGECCTGAAGCIJATTCGTCRCTAGATCCACCACTG C A
TAGTE T TGACEE - - - - - CAGIBGCGGACATITCGCCGGCAGTTCGGTGCBCGCCCMGGGGC - CAGAGTC - - - - - - - - - CCCATAAATITATTTTGRCCTJAAACCCACTCGTCCTAGATCCGCCCTG C A
TAATTT TAATT cABlGGGCGGGCATATCACCGGACAGTTCGGTGCGGCGCCCTGGMGCCCAGAGTC - - - - - = - - - CCCATAAATATATTATARCCTGAAACCCATTCGTEBTTAGATCTACCATTC T A
TAATTT TAATT CA GGGCGGGCATATCACCGGACAGTTCGGTGCGGCGCCCTGGIGCCCAGAGTC ---------- CCCATAAATATATTATABCCTGAAACCCATTCGTE@RTTAGATCTACCATTC T A
--------------------------------------------------------- ATAACCGGG.GTTCGGTICGCIGCCCTGGGGCCCIGAGTC——————————CCCATAAAIETATTTTG cTljaaacccacteeTilicTAflaTCcCcGCCACTG T A
GllGGCGGACATATAGCCGGGCAGTTCGGTGCGCCGCCCTGjeccccaGalfre---------- CBCATAAATRTATTTTGRCCTGAAANCCACTCGTCECA- - - - - - - - - - oo - T
GGCGGACATATTABCGGGCAGTTCGTGfccccecCTGGlGCCCAGAGTC - - - - - - - - - - CCATABTATATTTTGEICCTGAAGCCCACTCGTCIMBTAGATCCGCCATTG C
-------------------------------- GCICTGG GCCCAIAGT ceeee oo -CBCATHRAATATATTTTG CITGAAGCCCATTC TC CTAGATCCGCCACIC
CAGGGGCGGGCATATAACHGGGCAGTTCGG|eCcGCCGCCTTGGRGCHCATAGTY- -~ -- - - - - - cclBaTAAATATATTTTARCCTGAAGCCCATTIIGTClcTAGATCCGCCBCTG
AGGGGCGIACATATCITCGGACAGTTCGGTGCGCCICCCTGGGGCCCAGAITC ------------- ATAAATATATTTTG TGIAG CCATTCGTIBMCTAGATCCGCMACTG
CAGI ------------------------------------------ ICATAGTC ---------- CCCATAAAT TATTTIG CTGAAGC CATTIGTC CTAIATCCGCCACTG
CAGGGGCGGACATATTACCGccaaTTCGGTlfccecceceTGefcccAGAlfTl--------- - CCCATAAATETCTTTTGlCClcAAGCCCATTCG CTAGATCCGCCACTC
CAGGGGIGGACATAICATCGGGCAITICGG G GCIGCCTTGGGGCCCAT GTC CCTGAAICCIATTCGTC
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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.
size: 202bp; fragments: 26; full length: 5 (>=181.8bp)
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After TEtrimmer 202 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: 502bp; fragments: 18; full length: 0 (>=451.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)
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size: 197bp; fragments: 13; full length: 3 (>=177.3bp)

TE: rnd_5 family 8642
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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