Start crop Point End crop Point

MSA length = 6442
------------------------------------------------------------ AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATATIRI- - - - - -
ATATGTTGCGACCGGTGTGGACTCGACCTAACCTAATATGCCCGCCCTCGGAT -+ - - - - - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - == - == == -=--

------------------------------------------------------------ IATAAATT-TTTITATCCACACGGAACCIACGAAAAACGTAACAATAT-— e

ATTITTTTAITAACGAAICTTAGTTTAnAT— - - —GCGGICCGTGTGGACTCGACCTAACCTAATATGCCCGCCCTCAGAT ---------- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - = - == = = == o o = -

AN @ 11 - -\ 1L ¢
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAIT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATATI I - - - - - - - - - - - - - - - mmmm e e e oo e

T
TT ABARRART T T TATTARTAARCTT-ATTTA
TT AGTAG- - - ---- - - - AACTR----- - n

TT-TTTTBAACAAACTTAGTTTA- - - ATAT
---------------------------------------------- ATATTGTTGCGGCCGGTGTGGACTCGACCTAACCTAATATGCCCGCCCTCGGAT

AATAAATTGTGAITTICTATCCACACGGAACCGACGAAAAACGTAACAATAT """""""""""""
AATAAATTGTGACTTTCTATCCACACGGAACCGACG-AAAACGTAACAATACHEEEETE - - - - - - - ABAATAAT - - - - - - - -

__-ATAIAIAATAACAAG
_____________ A————AIAT
-——ATAIAAAACGGT -------

] L I AATAAlITTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
AT—ITTTCATTAI— - —AACTT—ATTTlTATTGTTGCGGCCGGTGTGGACTCGACCTAACCTAATATGCCCGCICTCGGAT —————————— AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT
ATT—TTTTAITAATAIA.TTAGTTT— N N U IATAAATT_TTT.TATCCACACGGAACCIACGAAAAACGTAACAATAT
A-TTTTT-ATTAA---AACTT-GJTTA TATTGTTGCGGCCGGTGTGGACTCGACCTAACCTAATATGCCCGCCCTCGGAT - - - - - - - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACART---------
AT - - - - - TATTAATGAAACTIIG- - - - -[TAR- - - - - - - oo o e BATAAAT TG T T T TATCCACACGGAACCJACGAAAAACGTAACAATAT

AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT - - -@TABGAGRA - - - - TAAT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATACEM- - - - - - - - - AA- - - - TAACAA[RT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAC
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - - === === == - = -
AJTAAATTGTGACTTTCTATCCACACGGAACCGAJGAAAAACGTAACAATAC
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACARTAT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT AR-BA-TllcTAAAT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACARTAT - - -ABA —AAACAATTIEC
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT - -~ - - - - - - TAA-AAATGACTAMC
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAT-ATTATAAAAAATAGTAAGC

A-AAT
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa
size: 6442bp; fragments: 15527; full length: 322 (>=5797.8bp)

divergence to consensus (%)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 6796bp; fragments: 15935; full length: 0 (>=6116.4bp)

divergence to consensus (%)
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divergence to consensus (%)
10

size:

TE: Itr_1 family 563
504bp; fragments: 4893; full length: 2 (>=453.6bp)
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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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2nsus before TEtrimmer (bp)
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Dotplot
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