Start crop Point End crop Point

1 MSA length = 974 1

------- GAGCTIANGHTEC - - - AR THETACGHcCBBcTTHTATTA CAGTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC- - - - - - - - - - AJJTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG T A
.TTCTAGGGTGI I I ITGCAAI ETAIAI E —AITI— A CAGTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC--------- - ATTGGCAACACAGTCJCAAGATTTTTATTCTCTCCTCCTGACATCACTG A G
------------------------------------------------ CAJJTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC- - - - - - - - - -ATTGGCAACACATCTCAAGATTTTTATTCJCTCCCTCCTGACATCACTG - A A
TATTCT--- - - - T---A TA--ABIA - - - - - - - - o e e e e e e e e e e e e ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCClTCCTGACATCACTG T G
_ATTCGC---TG T---A CAGTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC - - - ----- - ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCITCCTGACATCACTG T G
------------------- CAGTGATGTGAGTTCTAGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC----------ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTIACATCACTG T A
------- CAGTGATGTGAGTTCTAGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC——————————ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTIACATCACTG T A
------------- CAGTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC =« - - -~ -ATTGGCAACACARBCTCAAGATTTTTATTCECTCCCTCCTGACATCACTG - ==« - = m o mmm o e e oo - A A
TATTCTAGGG - GIG AGTGATGTCAGTTCTGGGGATTTTTCCCTAIATCTAGGTATTTTTTTGC ---------- ATTIGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCAITG-
------- CAGTGATGTCAGTTCTGGJGATTTTTCCCTAGATCTAGGTATTTTTTTGC- - - -« - - - - -ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG- = - = - =« = = - = - - -

TTHT-----TEABARTET - - - ABCCAABRABRABRCEC- - - - - - - ABBAR- - - - - - - oo e ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG
.ITCGAGGG ------------- ---A@TA--A CAGTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGRTATTTTRTTGC - - - - - - - - - - ATTGGACACAGTCTCAAGATTTTTATTTCTCCCTCCTGACATCACTG
TATTITAGGG CEARATTET - - - CCTTI TA- - - CAGTGATGTGAGTTCTAGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC - - ------- - ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG
T AT = - - m e e e e e e e e e e e e e e e e e e e CAGTGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC- === === - - ATTGGCAAJACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG

N TGATGTCAGTTCTGGGGATTTTTCCCTAGATCTAGGTATTTTTTTGC--------- - ATTGGJAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG
-------------------------------------------------------------------------------------------------------------- ATTGGCAACACAGTCTCAAGATTTTTATTCTCTCCCTCCTGACATCACTG
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 974 bp
size: 974bp; fragments: 3419; full length: 3 (>=876.6bp)
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tastabbed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 1276bp; fragments: 3418; full length: 0 (>=1148.4bp)
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TE: md_5. family 6491 Before TEtrimmer 678 bp

size: 678bp; fragments: 126; full length: 14 (>=610.2bp)

divergence to consensus (%)
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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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(windowsize = 25, threshold = 50.00 10/10/25)
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