Start crop Point End crop Point

1 MSA length = 223
CTAATGAAGCTARB T TTT---- - m - o oo e oo e e e e e e e e e e e ee e eee e e e oo T - - o - TATGGGGCTITC ATCT CTAAAAITATTITTGTCCGGAATTTITTGTCGA GAGTGTAT
CTAATIAAGCTAETTTTAGCATTTTTTCCACAGCTTAAGTTTTTAAIGCATAAA ---------- THGG GGCTGTC!I .!CTAAAATTATCTTTGTCCAGAATTTATTGTCGI!GAGTGIAT
TT-CAA CIAIAGAAGTI ----- TI AITTTTTAAGGCI—AAA ---------- TAT GGCTGICAATCTGACTAAAATTATCTTTGICTGGAATTTATTGTCGGGAAGTGTAT
TTGAAACCAAA - - - AMCTAATGAACTABMAT T TTAGCAATTTATCCACAGCTTAAGTTTTTAAGGTAAAAARB TAACT T T T T - - - - - - - - - o o o oo o o o e o e e e e e e e e e e e e e e e e oo s GCRcBGT@T
T ATGETETA- - - - - m s o oo e TAACTTTTBTT---------- TATGGGAI———CAATCTGACTAIAATTITCTTTGTCTGIAA TTATTGTCGAGGAGTGTAT
TITAIGACTITCAATCTGAITAAAAITATCTTTGTCCGGAA TTATIGTCGGGGAGTITAT

CTGAAACCAAA---A

TTGAAATAA ---A
AACAA

CTAATGAAGCTA CAAATGAAAT TTR T TT-- - - - oo oo IAACCTIACTAIAATTATITTTAT THGAATTTATTGTCGGGGAGTGTA
TTGAAACCAAA - - - CTAATAAAICTA TATA- - = = oo e oo - - CTGACIAAAATTATCTTTG CCA AITTTATTGTCGGGGAGTGTAT
- - TTGAAACCAAA - - - AMCTAATAAAGTR- - - - - CTAABCTRA- - - ----- - - - ABEGCTATEATEEA - - ATAGET G A AAAGAA ARAARGAR AT - - - - - -

TATAGGARTGT

T
T

- GAAAAA
- GAAAAG

CTAATAAAGCT
TAATAAAGCTA

TTGAAITCIAA———A
TTGAAACCAAI———A

AATIT ACTAAAATTATCTTT.CCAGAATTTAT ----------------------- ABAAAATT -
AATCTIACTAAAAT TAT - - - - o m e e e e e e e e = - IGGGAGTGTA A ATGA

TA.GCTGT

- - -GAAAAG TTGAAACCAAA- - - AMCTAATAAAGCTA TAGGGCTITCAATCT ACTIA TTATCTTTGTHCAGAATTTATTGT -GG AITGTAT
---------------------------------------------------------------------- ACBTTTTAAGGTRR - AAABBTAARTTTT TATAGGGCTGTCAACCIGACTAAARTIT TT Tl Tl TGGAATTTATTGTCAARGAGTGTA
CTAATA AGCTAIATTTT ---------------------- TTTTIAIGITAAAAA TAACTTTT TITAGGGITGT.ATCTGACIAAAATTATTTTTATCCGGAATTTATTG.GGGAAGT

TARGAREAGE TIATARTGAAACCAAA - -
TAAAAMA TIA-T.AIAAA TT----- 0 TAA- - - - - AAABETAAR T TTTET T---------------- GCTGTCAABBTGACTAAAATTARCTTTGTCTGAJIT TTATGTCGAGGAGGRAT

CIAAA H

GIAAAAAAG --------- GAAATCAAA - - -IBcTAAAAGCT TTTHAGCAATTTTTCCACAGCTTABGTTTTTAAGGTA-AAABGTAARTTTTGRT---------- TATAGGACTGTAATCTGARTAABATTARJCTTTATCCGGAATTTATTGTCJAGGAGTGTAT
.- —AAAA ACABTGAAACAAAA - - - ABBTAATAAA CTmITTT ---------------------- TTTTTAAGGTAAAA- - - -AACTTTIRTT---------- TATAGGGCTGTIAACCTG‘AAAATTATCTTTGTCCGIAATTTAITIT GGGGAGT TAT
————AIA AIT TCAAA———A CTAATA TI ------------------------------ .TTAAGGTAAAAAITAACTTTT TT---ommmm - - TATAGGICTGTCAATCTGACTAAAATTATTTTTGTCCGGAATITATTGT G GAGT TAT
----------- CTG TCAAAA- - ABCTAATAABGT - - - - - -[BAGCAATTTTTCCACAGTTTAAGTTTTTAAGGCAAAAARBTAACET TTITT----------TATA--GCTGTCA GACTAAAATTATTTTTAICTAGAATTTATTGTCA GAAGTGTAT
———GAA T ACA TTGAAACCAAI———A CTA TAAAGCTAIATTT IATGGGACTITCA GICTIAAATTATCTTTGTCCAGAATTTATTITCAGGGAGTGIAT
—AAAIA TTGA.CTIAAAAAA C AAAIGT ------ TAIAGGGCTGTCA TCTGACTAAAATTITCTTTITITGGAAITTAITGTCAGGAAGTGTAT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 223 bp

size: 223bp; fragments: 28; full length: 6 (>=200.7bp)
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs

size: 531bp; fragments: 12; full length: 0 (>=477.9bp)
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TE: mnd_5. family 3498 Before TEtrimmer 608 bp

size: 608bp; fragments: 37; full length: 1 (>=547.2bp)
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot

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