Start crop Point End crop Point

1 MSA length = 674
-------------------------------------------------------------- ACGCAAIACTTATCGTACGATTTGTTGCGTCGACAAAA- - - - - - - - - - TRTGACIA ARICAAATCJTACATAAGTIIGTTACGTGTGGACCGCGCT
--------------------------------------------- AAGCGCGGTCCAACGCAABACTTATCGTACGATTTGTTGCGTCGACAAAA- - - - - - - - - - TGTCGAJGCAABCAAATCGTACGATAAGTIIGTTACGTGTGJACCGCcTTHA

-------------- AAGCGCGGTCCAACGCAACACTTATCGTACGATTTGTTGCGTCACAAAA- - ------ - -Tl§TCcGACcAA
ATAA AAGCcGGTClAACGIIAACACTTATCGTACGATTTGTTGCGTCGACAAAA - - - = - - - - - - TGTCGACGCHA
ATAA G AAGCICGITCIAACGIAACACTTATCGTACGATTTGTTGCGTCGACAAAA ---------- TGTCGACGCIA
--------------------------------------------------------------------------------------- TGTCGACGCAABMCAAATCGTACGATAAGT GTTACGTGTGIACCGCICTT
AAGCICGGTCCAACGCAACACTTATCGTACGATTTGTTGCGICGAIAAAA AA T
AAGCGCGGTCCAACGCAACACTTATCGTACGATTTITTGCGTCGACAAAA ---------- CAAATCG ACGATAAG.GITGCGTGTGGACCGCGCTTIAI

CAAITCITACGATAAGT GTTGIGIGTGGAC GCGCTT
AAATCGTACGAIAIGT GTTGCGTGTGGACCHMcGeTT
AAATCGTACGATAAGTERGTTGCGTGTGGACCHMCGCTT

AAGCGCGGTCCAACGIAACACTTATCITACGATTTITTGCGTCGACAAAA

--------------------------- TACATTTETTGCGTCGACAAAA- - -« -« - - - - AATRG TARIGATAAGTIIllTTACGTGTGACCG - - - - - lAfA
-------------------------------------------------------------------------------------------------------------- TGTCGAJcCAABCAAATCGTACGATEA TG T TGCGTGTGGAICGCGCTTHA - - -
T AAGCGCGITCCAACGIAACAiITATCGTA—GATTTGTTGCGTCGACAAAA ---------- TGTCGACGCAAMCAAATCGTACGATAAGTIGTTGCGTGTGGACCGCG|TT
TEAAGCGCGGTCCAACGCAACAIBMTATCGTACGATTTGT Tmmmmmmmmmmmmmmmme e o - TGTCGACGCAAMCAAATCGTACGATAAGTIGI TGCGTGTGGACGCGCTT

TGTCGACGCAA
TGTCGACGCA
TGTCGACICAA
TGTCGACGCAA
TITCGACGCAA
TGTCGACICAA
TGTCGACGCAA

CAAATCGTACGATAAGT
CAAATCGT.GAIAAGT
CAAATCITACGATAAGT
CAAATCGTACGATAAGT

GTTGCGTGTGGACCGCGCTT

TTACG.

GTIGCGTGTGGACCGCGCTT A

GTTGCGTGTGGACC.GITT A
CAAATCGTACGATAAGT

TGlAccGccGecTTHA
CAAATCGTACGITAAIT GA - - oo oo -

CAAATCGTACGATAAGTEIGTTGCGTGTGGACCGCGCTTHA

TGTCGAiICAA CAAATCGTACGITAAIT --------

TGTCGAMCAABCAAATCGTACGATAAGT TGCGTGTGGACC

T--- AA “A---GGrRGTTTHTE---------- l AAGCGC TCCAACGCAICAITTATCITACGATTTGTTGCGTCGACAAAA ---------- TGTCGACGCAA CAAATCGIACGATAAGT GTTGCGTITGGACC

TTTT A--TAARTATRTRTET -AG THCAACGCAACACTTATCGTACHAT TTGTTGCOTCGACAABA - - - - - - - - - - - oot e oLl
------------------------------------- C CGGTCCAACGCAACACTTATCGIACGATTTGTTGCITCGACAAAA——————————TGTCGACICA CAAATCGTACGATAAGTITTACGTGTGGACCHcGCBTRA
-------------------------------------------------------------------------------------------------------------- TGTIGACGCAA AAATCGTACGATAAGT GTTGCITITGIAC d €

------------------------------- AAGCGCGGTCCAACCAACACTTATCGTACGATTTIITTGCGTCGACAAAA- - - - ------TGTCG CAABICAAATCGTACGATAAGT TTA CTTHA

------------------------------- AAGCGCGGTCCAACICAACACTTATCGTACGATTTITTGCGTCGACAAAA——————————TGTCGI ICAA CAAATCGTACGATAAGT TTA TG AC CTTHA
-------------------------------------------------------------------------------------------------------------- TCGACGCAAMCAAATCGTACGATAAITIIGTTGCGTGTG GCGCTTHA

--------------------------------- _TIAAGCGCGGTCCAACGCAACACTTATCGTACGATTTGTTGCGTCIA AAAA - - - = = = - - - —TITCGACGCAA CAAITCGTACGATAAGT

TTT T CECETET WA CGEEEGE - - - - - - - - - - TCCAACGCAACICTTAICGTAIGATTTGTTGCGTCGAIAAAA --------------------------------------------------------------------------------------------------------------

------------------------------------------------- I—-——-—-——-—-——-—————————————————————————————————————————————TGTCGAI———————A GTACGATAAGT GTIGCGTGTGGAICGCGCTT
TGTCGACGCA.CAA CGTACGITAAGT GTTGCITGTGGACCGIGCTT

CAAATCGT CG AAGTERGTTACGTGTGGACCGCGCTTHARA

CAAITCG ACG TAAGT GTTGCITG GGACCiIiCTT

TGTCGACGCAABCAAATCGHACGATAAGTRGTTGCGTHTGGACCHCHCTT

TTT GEARRAT - TAA
T--- “A- - -

-------------------------------------------------------------------------------------------------------------- TGTCGACGCAARCABATCGTACGATAAGTIGTTCGTGTGGANCHCGCTT
TTTT ATREAGATTA- - ------ -FTRTE TAMAATAATTTTE T------------------- ACBTATCGTECEATTTGTTGCGTCGARAAAA- - -« -« -« - TGTCGACGCAABICAAATCGTACGATAAGTIGTTIICGTGTGGARCGCGCTT
TTTT-ATIAIAIA -------- TICAACGCAICACITATCGTACIATTTGTTGCGTCGACAAAA ---------- TGTCGACGCAABICAAATCGTACGATAAGTIGTTIICGTGTGGARCGCGCTT
---------------------------------------------- THAAGCGCGGTCCAACGCAACACTTATJGTACGATTTGTTGCGTCGACAAAA- - - - - - - - - - TGTCGACGCAAMCAAATCGTACGATAAGTIGTTGCGTGTGGACCGCGCTT

CAAATCGTACGATAAGT
CAAATCGTACGETAAGT
CAAATCGTACEATAAGT
CAAATCGTACG TAA

AAATIG-GATAA

CAAATCGTACGATAAGT

GTTGCGTGTGGACCGCGCTT
GTTICGTITGGA.GCGCTT
GITGCGTGTGGACCGIGCTT

GTTGCGTITIGACCG GCTT
TTGCGT TGGACIG GC

l- - T AEICGCGGTCIAACGCAACACTTATCGTACGATTTGTTGCGTCGACAAAA ---------- TGTCGACGCAA
G

TRA CGCG.CCAACG AACACTTATCGTACGATTTGTIMcGTCGARAAAA - - - - - - - - TGTCGACGCAA
A - - —ITITIT-TI AAGCGCGGTCCAACHCAACAC-TATCGTACGATTTGTGCGTCGBICAAAA - - - - - - - - - . TGTCGACGCAA
--------------------------------------------------------------------- BB TATCGTACGATTTGTTGGTCGACAAAA- - - - - - - - - - TGTCJacGCAA

----------------------------------- TGTTCGETCTEGT @ AfcccccTCCAACHCABCACTTABBGTACGATTTGTTGCGTCGACAABA- - - - - - - - - —TGTCGACiIAA
CAA

> O > > 0O >

-------------------------------------------------------------------------------------------------------------- TGTCGAC

-------------------------------------------------------------------------------------------------------------- TGTCGEBGCAA
--------------------------------------------------------------- CGIAA1CTTATCGTACGATTTGTTGIiTCGACAAAA— - --------TGTCGACGCAABCAAATCGTACGETAARTEGTTGCGT GACCG GCTT
-JcTTATCGTACPATTTGTTGCTCGARAAAA AATCGTACGATAAGTEGTTGCGT GACCGCGCTT
-------------------------------------------- TRAAGCGCGGTCCAACGCAACACTTATCGTACGATTTfTTGCGTCGACAAA[R C e e e e e e e e e e e e e e e e e e e e e oo oo
CAAACGTACGATAAGTIIGTTGCGTGTGGACCGCGCTT
CAAATCGTACGATAAGTEGTTGCGTGTGGACCGCGCTTMABA
CAAATCGTACGATAAGTIGTGIGTGTGGACCGCCTT I .

CAAAICITACGATAAGT

TGTCGACGCAA CAAITCGTACGATAAIT G1ACGIG.G ---------
TGTCGACGIAA CAAATCGTACGATAAGTHGT GIGTGTGGACCGCGCTT
TGTCGACGCAABCAAATCGTACGATAAGTIGTTGCGTGTGGACCHcGeTT
TGTCGACGCAA CAIATCITACGATAAGT GTTGCGTGTGGAMGCGCTT
TGTCGACGCAABMAAATCGTAC- - - AAGIGTTGCGTGTcACCBcGeTT

TGTCGACGCAABCAAATCG AIGATAAGT TTGCGTGTGEACCGCHECTT
GTTGCGTGTHGACCERGCTT

TGTCGHCIAABCAAATCTACGATAAGT
I GTTGCGTGTIHMACCGCGCTTHABNACCEMAR- - - - - - - - - A CREA TIEA T TAGAC
GTTGCGTGTHGACCHCcGCTTHAR- - - - - - - - - - - - - - - - AIREABEAREA - - - TARRT A T
GTTGCGTGTGGACCHcGCTINAGATEGH- - - - - - - - - - - CRECTAABE T TA--------------

TGTIG CGCAABCAAATCGTACGATAAGT
TGTCGACGCAMBCAAATCGTAC - - - AAGT
GTTGCGTITGGAC CGCTT
GTTGCGTGTGGACCHCGCTT

TGTCGACGCAABICAAATCGTACGATAAGT
TGTCGACICAA CAAATC

TACGATAAGT
TGTCGACGCAABCAAATCGACGATIAGT
CAAITC T

TGTCGACGCAA
CAAATCGTACGATAANT
CAAATCGT.GATAAGT

GTTGCGTGTGGACC C CTT
TTGCGTGTGGACCG GCTT

AIC

TGTCGACGCAA

CGCGGTCCAACCAACACTTATCGTACGATTTGTRClTCGACAAAA - - - - - - - - - - TGTCGACGCAARMANATCGTACGRTAAGT GTTACGT GAICGCGCTT ------------
CGCGGTCCAACICAACACTTATCGTACGATTTGETICHBTCGACAAAA - - - -« = = - - - TGTCGACGCA ATCGTACGETAAGT GTTACGT TBGACCGCGCTTA - - - === === - - -
-------------------------------------------------------------------------------------------------------------- TGTCGACGCAABCAAATCGTACGATAGT

-------------------------------------------------------------------------------------------------------------- TGTCGACjcAARCAAATIGTACIATAAG
Ce- - TRTABAGGAT - - AAT T TR TR T TR T T TG R AT T T TG - - - - - - - - - - - - - - = c = o o o oo s o e oo ot oo TGTCGACGCAABCAAATCTACGATAAGT
Ce- - TATACAGGAT - - AAT T TATA T T TETET TGACAT TTTEOEG - - - - - - - - = - = & = @ = &= & s m s m s m e o e m e o e o e oo o oo oo o i oo oo TGTCGACGCAA

CAAATCHETACGATAAGT

GTTGCGT TGGACCGHEGCTT AA---TTAATT
GTTGCGT TGGACCGHEGCTT AA---TTAATT

GTTGCGTGTGEACCECGCTTIRANRAREEE - - - - - TTAATT
GTTGCGTGTGACCGEGCTTHAN - - - - - AA———TIAATT



End crop Poin
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1.bed_fm_1.bed 0 0 _n.bed_g_1.bed fm 2.bed_0 0 _bcln.fa_aln.fa After TEtrimmer 674 bp
size: 674bp; fragments: 165; full length: 0 (>=606.6bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1054bp; fragments: 66; full length: 0 (>=948.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: md_4_family 2150 Before TEtrimmer 742 bp

size: 742bp; fragments: 384; full length: 0 (>=667.8bp)
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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)

Dotplot

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