Start crop Point End crop Point

1 MSA length = 11672

------------------------------------------------------------ CGG—TTAACTTiICGATCGATCC

------------------------------------------------------------------------------------------------------------------------ CRTEcA~AcTTHEABA TRCE THC

------------------------------------------------------------ CGG-TTAACTTCBCGATCGATCC
------------------------------------------------------------------------- CGG-TTAACTTCBCGATCGATCC
------------------------------------------------------------ CGG-TTAACTTCBCGATCGATCC

GGIT T-TAC CIATIGAT.
GGGCAACCCTGTATATTGTGTTAATTAATATACTGAATAATAGGGACTCA - = = = = = = = = = = m m o m @ e e m 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 m e - TGA- - e e s mm e e e e -
GGGCAACCCTGTATATTGTGTTAATTAATATACTGAATAATAGGGACTCA - = = = = = = = = = = m m o m m 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 e m o - TGA- - e e mmm e e e e

--------------------------------------------------------------------------------------------------------------------------------------------- AlATCGAT

GGGCAACCCTGTATATTGTGTTAATTAATATACTGAATAATAGGGACTCA - = = = = = = = = & o s ot m o m e m e m e o e o o e m e f o f ot m it ot e e e i e e e oo ememeeccmiaoemam TGATCTEECHARENGA TEGENCC
GGGCAACCCTGTATATTGTGTTAATTAATATACTGAATAATAGGGACTCA - = = = = = = = = & @ s m e m o m e f e f e ot o f e m e m e f e m o f o e e m i e ot oo mmemeecemaaoemam TGATCTEECHEA GATIG cC
----------------------------------------------------------------------- CGATCGATCCAGGATCGCGTGTGTATCCCACGGACGCGTTAACTTCGCGAATCAATCGCTG CGG-TTAACTTCBCGATCGATCC
----------------------------------------------------------------------- CGATCGATCCAGGATCGCGTGTGTATCCCACGGACGCGTTAACTTCGCGAATCAATCGCTG CGG-TTAACTTCBCGATCGATCC
G-BTAACTTC-----------

GTTEAACGGCAC CAGT
GTTEAACGGCAC CAGT

—H > > >» 4 4 > > >

>

> >

-------------------------------------------------------------------------------------------------------------- BrraaficccTe

-------------------------------------------------------------------------- TCGCGTGTGTATCCCACGGACGCGTTAACTTCGCGAATCAATCGCTG CGG-TTAACTTCEBCGATCGATCC

TTCHGGGCAACCCTGTATATTGTGTTAATTAATATACTGAATAATAGGGACTCA C---cTAAlTACEARA THGE T
TTCHGGGCAACCCTGTATATTGTGTTAATTAATATACTGAATAATAGGGACTCA C---CTAABMTACEARATHGE T
-------------------------------------------------------------------------- CGG-TTAACTTCBCGATCGATCC

CGG-TTAACTTCEBCGATCGATCC
CGG-TTAACTTCEBCGATCGATCC
CGG-TTAACTTCEBCGATCGATCC

> > > > > > > > > >



End crop Point
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 11672 bp
size: 11672bp; fragments: 3884; full length: 0 (>=10504.8bp)
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1 uf.bed g 2.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bc

divergence to consensus (%)

size: 12291bp; fragments: 3884; full length: 0 (>=11061.9bp)
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TE: Itr_1 family 907
size: 5764bp; fragments: 1631; full length: 0 (>=5187.6bp)
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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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