Start crop Point End crop Point

1 MSA length = 113
—————— CAGTGGCGTAGTCAI—GGGG— ---- CCCCCCAGAAGCATGTAAAAATGTAGCGAAATAATATAATAAAT.TAAAACCCGT— - - - ----- —AGCCGCCAAGTCAAAACCCCCTCCAAGAAGAAATTCIGGCT CGCCACTGIT.— ---TAA
TATTEMCAGTGGCGTAGCCA - -GGGGTG —CCCCCCAIAAGCATGTAAIAATGTAGCGAAATAATATAATAAATAATAAAACCCGT —————————— AG TGCCAAGTCAIAAACCCCTCCA GAAGAAATTCTGGCTA GCCACTG————AATTIAA
---- CAGTGGCGTAGCCABGGGGGTG -C CCCCAGAAGCITGTAAAAATGTAGCGAAATAATATAATAAATAATAAAACICGT —————————— A ABAAGAAATTCTGGCTACGCCACTG

CCITCAAITCAAAACCCIiTCCA
C

CAGTGG.TAGC A GAAICATGTAAAAATGTAGCGAAATAATATAITAAATAATAAAACCCGI ---------- AGCCGCIAAGTCAAAACCC

CCCECCT

TCCAAGAAGAAATTCTIGCTACGCCACTG

- 4 -4 4 4 4 - -

- - - -BGCAGTGGCGTGCC cCCClcCBGAAGCATGTAA-AATGTAGCGAAATAATATAATAAATAATAAAACCCGT == - == - = - - - AGCCBTCArBTCAAAAACCCCTCCABGAABAAATTCTGGCTACGCCACTGETIBMA - - = - = - = - oo e e me e e o

- - - CGBCAGTGHCGTAGCCA CCCCCBCAGAAGCATGTAAAAATGTAGCGAAATAATATAATAAATAATAAAACCCGT - - -~ - - -~ - - AGCTRCCAAGTCABAAJlcCCTCCAAGAAGAAATTCTGGCTACGCTACTICEEA - - - - - -

-ATTEICAGTGGCGTAGCCA cCCCljCBAGAAGCATGTAAAAATITAGCAAAATAATATAATAAATAATAAAACCCGT - - - - - - - - - - AGCCGCCAAGTCAAAACCCCI|TTCAAGAAGAAATTIITGGCTACGCCACTG T

- - -TEMcAGTGEGTAGCC cccljccacancCAllTAAAAATGTAGIIGAAATAATATATAAATAATAAAACCGT - - - - - - - - - - AGCCGCCAAGTCAAAAACCCCTCCAAGAAGAAATTITGGCTACGCTACTG A

------ AffTGGljGTAGCCA CllccccTAGAAGCATGTAARAATGTAJJGAAATAATATAATAAATAATAAAACCHGT - ---------AlCCGCCAAGTCAAAACTCCCTCCAAGAAGAAATTCTGGCTACGCTACTG A
CAGTGGCGTAGTA - - GAGAGG ccccCCAAAGRATGTAAAAATITAGRGAAATAATATAAJBAATAATAAAACCCGT - - - - - - - - - - ABCTGCCAAGTCAAJACTCCCTCCAAGAAGAAATTCTG|cTACGCCACTG A
CAGTIGCGTAGCCA GIAGGG —CCCCCTAGAAGCATGTAAAAATGTAGCGAAGTAITATAATAAATAATAAAACC Temmm e e - A CCGCCAAGTCAAAACICCCTCIAAGC GAAATTCTGGTACGCCACTG A
CAGTGGCGTAGTCA —ICCCCCAIAAGCATGTAAAAAEITAGCAAAATAATATAATAAATAATAAAACCC g [ AGCCGTCA.TCAAAACCCCITCCAAG A AAAITCTG CTACGICACTG T
CAGTGGCGTAGTCA -cccCcCCAGAAGCATGTAAAAAIGTAGCGAAATAATATAATAA- - - - TAAAACCCGT - - == - - = - - - AGCTGTCAAGTCAAAACTCCITCCAAGCAGAATTCTGGCTACGCCCT A
CAGIGGCGTAGTCA CCCCCITAGAAICATGTAAAAATGIAGCAAAATAATATAATAAATAATAIAACCCGT ---------- AGICGCCAA.CAAAACCCCCTCCAAGAAGAAATTITGGCTACGCTACTG T

CAGTGGCGIAGCCA
CAGTGGCGTAICCA
AGTGGCGTAGCCA

AARACEC CCCAGAAGCATGTAAAAATGTAGCGAAGTAATATAATAAATAATAAAICCC. ---------- AGCCGTCAAGTCIAAAACCCCTTCAAGCAGAAATTCTGGCTACICCACTG --------------------------------------------------
AANCHIC CCCIGAA CATGTAAAAATITIGCGAAGTAATATAATAAA AATAIAACCCGT ---------- AGCCGCCAAGTCAAAICTCCCTTCAAICAGAAATICIGGCTICGCCACTG --------------------------------------- AIT
CCHICCCAGAAG ATITAAAAATGTAGIAAAGTAATATAATAAAT ATAAAAICCGT ---------- AGCTGCCAAGTIAAAAACCCCTTCAAGCAGAAATTCTGGCTACGICACTGIC.AITTTAA.T-A_AIA.TIT.AAA







.b.bed _uf.bed g 1l.bed fm _1.bed O O bcIn.fa aln.fa _cl.fa_gs.fa ce After TEtrimmer 113 bp

size: 113bp; fragments: 22; full length: 9 (>=101.7bp)
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3.fasta.b.bed uf.bed g 1.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs¢ After TEtrimmer Extended plOt Blue lines are boundaries

size: 413bp; fragments: 22; full length: 0 (>=371.7bp)
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15

10

5

TE: rnd_5 family 30113

size: 157bp; fragments: 23; full length: 6 (>=141.3bp)
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[E consensus before TEtrimmer (bp)

Dotplot

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