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1 MSA length = 5951 1

-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA
-------------------- AAATAAAAAATTTAAATATACAAAATTTAATTTAAAATTACTGACTTTTG----------ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA- - -CG
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACABTTCC
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACABTTCC
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA
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-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA
TCCTTAATATCTATCAAGTTATGTTATAAATTTAATTTCAAAAAATTTAATTTAAAATCTCCAATTTTAG - = - == = = - - - ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA - - - CCITITTTT.AAIA-T.T.— GIA-T.C

TACTC-ATGACGATTGAATTAAATAAAAACAATAAATATAAAAAAATAGATTTAAAATTTTCGACTTATG -« -«- -« - ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACABTTCG
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACABTTCGETCCTTT
AACTCAGAAT TTACCAAG - = = = = = & = & o m o m & f f o f ot f f ot f o f f i b el e ool ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA

-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACABTTHGHEMACTTT
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACAITTIG ACTTT
TACTCAATATCTATCAAGTTAAATAAAAAATTTAAATATAAAAAATTTAATTTAAAATTTCCGACTTTTG-----«---- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA- - -CG
-------------------------------------------------------------------------------- ATTAAAATCAAATGTTTAGTTTATTGTTATAATCTCTTACGAGTTATACA- - -CG
-------------------------------------------------------------------------------- ATTAAAATCAATGTTTAGTTTATTGTTATIATCTCTTACGAGTTATACAR
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 5951 bp
size: 5951bp; fragments: 88; full length: 0 (>=5355.9bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 7076bp; fragments: 88; full length: 0 (>=6368.4bp)
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divergence to consensus (%)
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size: 275bp; fragments: 44; full length: 26 (>=247.5bp)

TE: Itr_1 family 278
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 09/10/25)
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