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1 MSA length = 1985 1

claa TGATRTATE TTET TTTRA TTT ABATATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG--------- - ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACAGTA ACGTT

T TmAIAciG TTIGITTT GTATAGTGTGACCAACGGTCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG- - -« - - - - - - ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTcTCAAACHHTA ACGTA
CBAA TEHATHRE THTTCREG CTT GBATATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG--------- - A-TTTTTTTTCTCCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACAGTA ATRTIRTATTGGGA
-------------------------------------------- B AT - - - - oo ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACGGTA ACATTHT - - - -ATT

_AAI— - —ITG.TT.A-CT-AIATATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG ---------- ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACAGTA ATATA

-------------------------------------------- TATAGTGTGACCAACGGATCTGAGCTACGGGGTATCGGCAGGGGAACGCAGTTG- - - -------ATTTTTTTTTCTCGCATTCCTTCGTAGCTTCAGATCCGCTGGTCAAACAGTA e
----------------- cliTT GTATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG----------ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACAGTA e e e
CBAT TERAREACETEETTT ATATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG- === -=«-- - - ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACAGTA ACATTT- - - -ATA
CHAT TEAABEACET TRTTT ATATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG- === -=«-- - - ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACAGTA AfATTRTABTGATA
CHAT THAA CRTTHTAT ATATAGTGTGACCAACGGATCTGTAGCTACGGGGTATCGGCAGGGGAACGCAGTTG- === -=«-- - - ATTTTTTTTTCTCGCATTCCTTCCGTAGCTTCAGATCCGCTGGTCAAACGGTA CATTH-ATTGATA
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.bed _uf.bed g 3.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 1985bp; fragments: 26564; full length: 81 (>=1786.5bp)
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fasta.b.bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.f
size: 2285bp; fragments: 26479; full length: 0 (>=2056.5bp)

divergence to consensus (%)
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divergence to consensus (%)
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TE: Itr_1 family 572
size: 7721bp; fragments: 4197; full length: 0 (>=6948.9bp)
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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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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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