Start crop Point End crop Point

MSA length = 1511
CGCGCACAGTGGAGTATTTTTCATATCTACGAAATA- - -------- TTGTTGATTATTAATTTTTAATTGCTAGITTATTCATTTTACCCACTGTGCG
------------------------------------------------------------------ CGCA-T.AGTA.TTTCATATCTACGAAATA— - - - - - - - - -TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGAG

T T ARTHRGT AGEBETGG- - - ------------- CACACAGTGGAGTATTTTTCATATCTACGAAATA - - - ----- - - TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG
T T ARTHRGT AGEBETGG- - - ------------- CACACAGTGGAGTATTTTTCATATCTACGAAATA - - - ----- - - TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG
T ARTHEA ATEEABEMAACAATAAAGTTA-CGCGCACAGTGGAGTATTTTTIMATATCTACGAAATA - - - - - - - - -- TAGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG
----------------------------------------------------------------------------------- TT!ITATCTACGAAATA— - - - - -----TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG
TTA-CGCGCACAGTGGAGTATTTTTCATATCTACGAAATA - - ------- - TAGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG
TTA---CGCACAGTGGAGTATTTTTCATATCTACGAAATA - - -------- TAGTTGATTAITAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTG
T T I CCICGCACAGTGGAGTATTTTTCATATCTACGAAATA ---------- TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGC
TGCT C T GETEGT TT AATATTAAAGCTACCGCGCACAGTGGAGTATTTTTCATATCTACGAAATA- - -------- TAGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG

TGCA C T ABTEAT AG
TGIA C T AGCEGTGGTECTECAGE - - - - - - - ---- - - CCGCACACAGTGGAGTATTTTTCATATCTACGAAATA - - - - - - - - - - TAGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGCG
------------------------------------------- AT - -----------CCGCGCACAGTGGAGTATTTTTCATATCTACGAAAT A - = - - - - s s s e s e s e e e e e e e e e e e oo oo o - o - - - - TAGATTATTCATTTTACCCACTGTGCG
----------------------------------------------------------- GTTATIGCGCACAGTGGAGTATTTTTCATATCTACGAAATA——————————TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGAG

-C.C-TT.T.ATT-T-T-AITIG-AT.T.AATAAAAAAGCTI— - - CICAIAGTGGAGTATTTTTCATATCTACGAAATA ---------- TTGTTGATTATTAATTTTTAATTGCTAGATTATTCATTTTACCCACTGTGA




S —foE == ==
| 1




b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 1511 b P

size: 1511bp; fragments: 92599; full length: 14 (>=1359.9bp)
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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: 1814bp; fragments: 90292; full length: 0 (>=1632.6bp)
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divergence to consensus (%)
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TE: rnd_5 family 9515
size: 851bp; fragments: 120; full length: 21 (>=765.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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