Start crop Point End crop Point

1 MSA length = 359
----- TTTAT TETT -------TATATATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG----------AATTGATTATTAGTGATCTAACATITATHCIlTAGACEN BT - - - - T
---------- TAET ATATITATGTTATATTGGTICACCCAGTACATTCACCCGACAGGCCAIATICCATTG——————————AATTGATTATTIGTGATCTAACATITATI————————————————————— T
GTTETTTC- - TEHET A TTATATATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG - === - - - - AATTGATTATTAGTGATCTAACA - = = = = = = = = = e e e e e e e e e e e e e e e e e e e e e e e e e e e e o - T
---------- TETT A - ------------TGTTATATTGGTCCACCAGTACATTCACCCGACAGGCCACATCCCATTG----------AATTGATTATTAGTGATCTAACATITATCAGTEGAARTIRGE T TACAA C
GTTTTTHC- - TAGT A ATATATATGTTAJJATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG- - === - - - - - AATTGATTATTAGTGATCTAACA - - = = = = e e e e e e e e e e e o THT T
ATTTITITI— TGTA ABAA - - - - - - - ATATATATGTTATATTGGTCCACCCAGTACATTCACCCGAJAGGCCACATCCCATTG- - = - - -- - - - AATTGATTATTAGTGATCTAACATITATI— - —TAAAGIAIG ------ THT T
---------- THET A - - -s---------TGTTATATTGGTCCACCCAGTACATTACCCGACAGGCCACATCCCATTG----------AATTGATTATTAGTGATCTAACATETATH- - - CCAAG T---- ARTRA T TETAALAGTG T T
- - -TTTTCAT TEHA A TTHRATATAATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG - == == - = - - - AATTGATTATTAGTGATCTAACA - - = = = = = e e e e e e e e e e e o ATAA T CATATACTGT T
- - -TTTTCAT TEA A TT ATATAIATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG ---------- AATTGATTATTAGTGATCTAACA - - = = = = = e e e e e e e e e e e o ATAA T CATATACTAT T
TRAEA ATTT----- - - TTRAATATATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATICCATTG- - - - - - - - - - AATTGATTATTAGTGATCTAACAARTGGICAGTCGAG TTAAAC ACGG T TETIREA C T
TETT ARACGCEGGrEGE- - - - --------- TGTTATATTGGTCCACCCAGTAC- - -[MBECCGACAGGCCACATCCCATTG = - - - - - - - - AATTGATTATTAGTGATCTAACATETATHCEICCGAA L AR T TIATAAAGGA T T
TATTGTATGGTE- - - - - - - - TTATATATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG - = === - = - - - AATTGATTATTAGTGATCTAACAARTGGECAGTCGAG TTAAAC ACGG T TETIREA C T
GTTTTTTCAT TACTATGTGATT-------- ATATATATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG- === === - - AATTGATTATTAGTGATCTAACAARTGGECAGTCGAG TTAAAC ACGG T TETIREA C T
GTTTTTTCAT TACTATGTGATT-------- ATATATATGTTATATTGGTCCACCCAGTACATTCACCCGACAGGCCACATCCCATTG- == === - - AATTGATTATTAGTGATCTAACAARTGGECAGTCGAG TTAAAC ACGG T TETIREA C T






.bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 359 bp

size: 359bp; fragments: 25; full length: 15 (>=323.1bp)
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asta.b.bed ufbed g 2.bed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries
size: 661bp; fragments: 86; full length: 0 (>=594.9bp)
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TE: Itr_1 family 269

size: 356bp; fragments: 160; full length: 154 (>=320.4bp)

0 50

|
100

150 200
TE consensus (bp)

|
250

|
300

|
350

coverage (bp)

100

140

120

80

Before TEtrimmer 356 bp

I I I I I
50 100 150 200 250 300
TE consensus genomic coverage plot (bp)

I
350

TE consensus self dotplot (bp)

100 150 200 250 300 350

50

50

100 150 200 250
TE consensus self dotplot (bp)

I
300

I
350

No TE domain detected

I I I I I
50 100 150 200 250 300
TE consensus structure and protein hits (bp)

I
350



After TEtrimmer ORF and PFAM domain plot
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