Start crop Point End crop Point

1 MSA length = 16748 1
----- TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- - - - - - - - - —GATGCAGAAACCCCCATCCCCCTCTACT.— e e e

TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- === === - - - GATGCAGAAACCCCCATCCCCCTCTAC- - - - - - ATGTATTTTA TT
TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- === -- - - - - GATGCAGAAACCCCCATCCCCCTCTAC- - -[llICAATTCATTTTA TT
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T‘TTIATT'—AITITT TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- ===~ - - - - GATGCAGAAACCCCCATCCCCCTCTACTRMTCAARTTHTT7A

C GTGTACTAACGAANTGT T T TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- - = = = = = = = - GATGCAGAAACCCCCATCCCCCTCTACTE- - - - - - - - TTTHEA

------------------------------------------ TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG=- - - - - - - - - -GATGCAGAAACCCCCATCCCCCTCTACT
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- - - = = = = = - - GATGCAGAAACCCCCATCCCCCTCTACT
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AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- = = = = = = = = = GATGCAGAAACCCCCATCCCCCTCTACT
CAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG - = = = = = = = = - GATGCAGAAACCCCCATCCCCCTCTACT
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-------------------------- TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG--=--------GATGCAGAAACCCCCATCCCCCTCTACT TCAGTGTATTTIA GIAAAA A

T-TTIAATT-TAIT.A TAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG- - - === - - - GATGCAGAAACCCCCATCCCCCTCTACT TAATTTATTTTGHRT - - - AARTT

----------------------- AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG——————————GATGCAGAAACCCCCATCCCCCTCTAC———TCIATTCAITTTG AAACAANT

T----- GTETTTTRTEA T TIGA CAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG -~ -~~~ - - - GATGCAGAAACCCCCATCCCCCTCTACT = = = = = = = = s m m e e e e e e e o e e e e oo oo e e oo

——————————————————————————————————————————— CAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=-=-=-=-=-=--- —GATGCAGAAACCCCCATCCCCCTCTACT.
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 16748 bp

size: 16748bp; fragments: 16486; full length: 61 (>=15073.2bp)
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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: 17052bp; fragments: 16485; full length: 54 (>=15346.8bp)
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TE: rnd_4 family 733

size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)

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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