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IT.GIAIA-AIAA THATT T TARAATETRG- - - - - - - - - - - - TGTAACATCAATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT === ----=- - TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACARTABEEANARE™- - 7-
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AT TGTAACATCAATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT - - - - - - - - - - TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA
AATTGTAACATCAATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT - === ===~ - - TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA
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G TTAATTGTAACATCAATAAAAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT --=-=-=-=----- TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA
CmAGHE- - --------- TIATTGTAACATCAATAAAAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT —————————— TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA
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ABEBARGE N AGA - - - - --------GElG- ------------ TGTAACATCAATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT
ATTAAGGA TAGGGEGAAT TAAGGE T TAGGCACACTGA AAGGGT - - - - - TGTAACATCAATAAAAATITGGGGAATCTTATTTGGTCGT GCTCTACCT
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AARAAACA TTATTARAA - ACAGGGE | T AMAATT - - - - -ATGATT - - - - - TGTAGCAGCCATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT - -=-=-=-=-=-=--- TTTTCTTTGACTTGAGCGAACCCCTAACICCTTATAAGAGTTTTGTTACA
————————————————————— TIA.TGTAGCAGCCATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT— ---------TTTTCTTTGACTTGAGCGAACCCCTAACCCTTTATAAGAGTTTTGTTACA----=-=-=-----
--TTAGAAAAA TTACTGAA -GECAAG T TATAATTTTTAAACAATT - - - - - TGTAGCAGCCATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTAICT —————————— TTTTCTTTGACTTGAGCGAACCCCTAACCCTTTATAAGAGTTTTGTTACA
TCACATTATATGTATAAAAAATTATGTGAAAATATTTTAACTGGT - - - - - TGTAGCAGCCATAACAATGTGIGGAATCTTATTTGGTCGTAGCTCTACCT —————————— TTTTCTTTGACTTGAGCGAACCCCTAACCCTTTATAAGAGTTTTGTTACA
--ATGTETAGGCATCGAAA - -----ATTATATTTTTATCEARATAT - - - - - TGTAGCAGCCATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTAICT —————————— TTTTCTTTGACTTGAGCGAACCCCTAACCCTTTATAAGAGTTTTGTTACA
- TTAATTGTAGCAGCCATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT - -=-=-=-=-=---- TTTTCTTTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA

TTAATTGTAACATCAATAAAAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT === ==~ - - - TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA
----- TGTAACATCAATAAAAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT----------TTTTC-TTGACTTGAGCGAACJCCTAACCCCTTATAAGAGTTTTGTTACA
TTAATTGTAACATCAATAAAAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT - === -~ - - - TTTTC-TTGACTTGAGCGAACCCCTAACCCCTTATAAGAGTTTTGTTACA
TPABTGTAGCAGCCATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT - -« -« - - - - - TTTTCTTTGACTTGAGCGAACCCCTAACCCTTTATAAGAGTTTTGTTACA
----- TGTAACAGCAATAACAATGTGGGGAATCTTATTTGGTCGTAGCTCTACCT----------TTTTCTTTGACTTGAGCGAACCCCTAACCCCTTATAAGAITTTTGTTACA
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i fm_1.bed 0 0 n.bed g_1.bed fm_2.bed 0 0 bcin.fa_aln.fa_cl.fa After TEtrimmer 5287 bp
size: 5287bp; fragments: 272; full length: 22 (>=4758.3bp)
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size: 5587bp; fragments: 262; full length: 21 (>=5028.3bp)
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TE: Itr_1 family 424
size: 5268bp; fragments: 2362; full length: 1 (>=4741.2bp)
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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 09/10/25)
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