Start crop Point End crop Point

MSA length = 2658 1
----- GGGTCCGTTACAGTAfcccccceccC-------- - -ATTAAAGAGTTTGGAAACCGGGGGGGGGGGCTACTGTAACGGACCC - - - - AAATAATT
------ GGGTCCGTTACAGTAGC--CCCCCCC----------ATTAAAGAGTTTGGAAACCGGGGGGGGGGGCTACTGTAACGGACCCATAAAAATAATT
AA TANEE- - ------- TTTC CTBBcBrGA- - - - - - - - - - - GAATGGGTCCGTTACAGTAG- - - - - - CCCC---mmmmm-- ATTAAAGAGTTTGGAAACC - - GGGGGGGGGCTACTGTAACGGACCCATAAA - - TAAT -
AG TABBATCCCAGCGTTAT TTTC TT AAATTTTTATTTCTTGA GGAATGGGTCCGTTACAGTAGCCCCCCCCCC------=--- - AITAIAIAGTTTIGIAA.GGGGGGGGGGGCTAITGTAACGGACCC ------------
TABBATCCCAGCGTTAT TTTC TT AAATTTTTATTTCTTGA GGAATGGGTCCGTTACAGTAG----CCCCCC-------=-- ATTAAAGAGTTTGGAAACCGGGGGGGGGGGCTACTGTAACGGACCC - - - == ===~ - - -
TTINCHBAGA- - - - - - - - - -TGARTABE - - - - - GGGTCCGTTAAGTAGCCCCCCCCCCH - === - - - - ATTAAAGAGTTTGGAAACC - - - GGGGGGGGCTACTGTAACGGACCCTTAAAAA - - - - -
CT G.ATGGGTCCGTTACAGTAG ------ CCCC----nmm=-- ATTAAAGAGTTTGGAAACCGGGGGGGGGGICTACTGTAACGGACCCATGG.—TATIT
TT- - - - - m - mm s e e e GGGTCCGTTACAGTAGCCCCCCCCCC----=----- W TAAAGAGTTTGGAAACCGG- - - -GGGGGCTACTGTAACGGACCC- - = - = - = - = - - -
TTRECEAA - - - - - - - oo oo GGGTCCGTTACAGTAGCCCCCCCCCC - = = = = = = = = = m mm o m o e m e e e o e e o m e o e e e e e e e e e oo e ABATAAT - - - - -

--------------------------------------------------------------- TATHET

............................................................ AAGHEAAT T T~ BETET

ATTAAAGAGTTTGGAAACCGGGGGGGGGGGCTACTGTAACGGACCCATAAIA—TAAT-AIT-TA-TT.CAI
GGAATGGGTCCGTTACAGTAGCCCCCCCCCC--=n-mmu-- ATTAAAGAGT = = = & & 5 o o o o f o 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 e e e e e e miie e
GGAATGGGTCCGTTACAGTAGCCCCCCCCCC - = = = = o o o oo e o et o f f ot f f e ot e f f e et e e f e e e e e e e e e e e e e e i idea oo

TA
TA

ATCCCAGCGTTAT
ATCCCAGCGTTAT

AAATTTTTATTTCTTGA
AAATTTTTATTTCTTGA

TTTC ABGGAATTIET THEGA TA
TTTC ABGGAATTIET THEGA TA



End crop Point
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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

divergence to consensus (%)
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size: 2658bp; fragments: 5931; full length: 0 (>=2392.2bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 3209bp; fragments: 5834; full length: 0 (>=2888.1bp)
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divergence to consensus (%)

TE: rnd_5 family 5626

size: 1536bp; fragments: 1690; full length: 16 (>=1382.4bp)
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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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