Start crop Point End crop Point

1 MSA length = 352 1

CCAGGGGIGCTATTCTGTACAATC.C TIT.GTAAGTTACCGACAGC ---------- TAACTTACCGATACCGACGATTGTCGATGCCGTITACAGAATAGCGCCCCBGE- - -TTT-----------. ITATTTC-A TCemmm e e e mm e e oo s
----- CCAGGGGCGCIATTCTGTACAATCGTC GTATCGGTAAGTTACCGACAGC----------TAACTTACCGATACCGACGAT-----------lGTACAGAATAGCGCCCCEBG ———————TTATCA————ATTI—————
CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC - = = = = = = - - - TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAGCGCCCCAGG TTTGCCGTTAGTA- === -« - - -

CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC-=-=-=-=-=-=-=--- TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAGCGCCCCAGG

CCTGGGGCGCTATTCTGTACAATCGTCGGTATCTAAGTTACCGACAGC-=-=-=-=-=-=-=--- TAACTTACIGATACCGACGAT ——————— GCCGTGTACAGAATAGCGCCCCIGG
CCAGGGGCGCTATTCTGTACAATCGTCGGTAT - -GEAAGTTACCGACAGC-=-=-=-=-=-=-=--- TAACTTACCGITACCGACGATTGTCGATGCCGTGTACAGAATAGIGCCCCAG
CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC-=-=-=-=-=-=-=--- TAACTTACCGATACCGACGAT---=-=-=-=----- TGTAIAGAATAGCGCCCCAGG

CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC - - - -~ - -~ - - TAACTTACCGATACCGACGAT - - - ===~ ==~ - TGTACAGAATAGCGCCCCAGG
CTGGGGCGCTATTITGTACAATCGTCGGTAT.GTAAGTTACCGACAGC ---------- TAACTTACIGATACCGACGATTGTCGATGCCGTGTACAGAATAGCGCICC -------
CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC - - -~~~ -~ - - PAACTTACCGATACCGACGATTGTCGATGCIGTGTACAGAATAGCGCCCCAGG
CCAGGGGCGCTATTCTTACAATCGTCGGTATCGGTAAGTTACCGACAGC- - - - - - - - - - TAACTTACCGATACCGARJGATTGTCGATGCCGTGTACAGAATAGCGCCCCA
CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAC---------- TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAGCGCCCCAGG
CCAGGGGCICTATTCTGTACAATGTCGGTATCGGTAAGTTACCGACAGC- - - - - - - - - - TAACTTACCGATACCGACGATTGTCGATGCCGTGTAJAGAATAGCGCCCCAGG
CCAGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC - - - -~ - -~ - - TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAJcGccccAGe
CCTGGGGCGCTATTCTGTACAATCGTCGGTATCGGTAAGTTACCGACAGC - -~~~ - -~ - - TAACTTACCGATACCGACGATTGTCGATGCCGTGTACAGAATAGCGCCCCIGG
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2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_ After TEtrimmer 352 b P
size: 352bp; fragments: 1685; full length: 632 (>=316.8bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



ed g 2.bed fm_Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 652bp; fragments: 1659; full length: 0 (>=586.8bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)
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TE: d 1 family 709 Before TEtrimmer 342 bp

size: 342bp; fragments: 1694; full length: 771 (>=307.8bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



[E consensus before TEtrimmer (bp)

Dotplot

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