Start crop Point End crop Point

1 MSA length = 1012 1

-------------------------------------- ABTAGAGTTGATACGAAATACTIGIAACGCGTACRGCG- - - ------ - TTABRGAGCCTABCEBGTTIG- - - - - - - - - - - - oo CGCAAGGTATT“

TAGTTT---------- ABTAGAGTTGATACGAAATACTGGGAACGCGTATGGCGG - = = = = - m o oo oo m oo - CTGTTATAAGAAIATACTAGTTTGTATCAACTCTATTA -------- ATT

TTT---CG
GTTTAACG

THA----AAABRARARET A
THA - - - - AAGERARANRE A

TAGTTTTGTTTTGAATEA TAGAGITGATACGAAATACTGGGAACGCITATGGCGG ---------- TTACGGAACGTACCTGTTATAIGAAAATACTAGTTTGTATCAACTCTAT ---------------------------------------------------
CAATTTTGTBCTG-- - - - - TAGAGTTGATACGAAATACTGGIAACGCGTATGGCGG ---------- TTACGGAACGTACCTGTTATAAGAAAAIACTAGTTTGTATCAACTCTAT— —TGCGAGG.TAIT_TTTTA— T TTTTIAAIAIA.ATI
T TAGAGTTGATACGAAATACTGGGAACGCGTATGGCGG - = = = = = = = - - TTACGGAACGTACCTGTTATAAGAAAATACTAGT TTGTATCAACT CTAT TA - - & & & s e e m e e e d e e e e e e e e o e COTMTGETCTC-mm oo oo oo

TAGAGTBIATACGAAATACTGGGAACGCGTACGGCGG - = = = = = - = -« o x o m o x sttt oo A--mnn-- TATA GCTTGC-=--=-=-=-- AAA

TAGAGTTGATACGAAATACTGGGAACGCGTATGGCGG------- - - - TTACGGAACGTACCTGTTATIAGAAAATACT.T-A.AACTI ------------- TTrAC

TAAGTTGATACGAAATACTGGGAACGCGTATGGCGG- - - - - - - - - - TTACGGAACGTACCTGTTATAAGAAAATACTAGTTTGTATCAACTCTA TClTACCG

TAGAGTTGATACGAAATAITGGGAACGCGTACGGCGG- - - - - - - - - - TTACGGAAC|TACCTGTTATAAGAAAATACTAGTTTGTATCAACTCTATT
T---TAGAGTTGATACGAAATACTEGGAACGCGTATGGCGG - - - - - - - - - B ACGGAACGTACCTGTTATAAGAAAATACTAGTTTGTATCAACTCT -« -« - - - - -~ -

------------------------------------------------------------ ABTAGAGT TGATACGAAATACTGGGAACGCGTATGGCGG----------TTACIGAACGTACCTGTTATAAGAAAATACTAGT TTGTATCAACTCTAT = = = - m & & & f f d e e e d e e e e e e e e ee e e e oo
TAGAGTTGATACGAAATACTGGGAACGCGTATGICGG ---------- TTAC GAACGTACCTGTTATAAGAAAATACTAGTTTITATCAACTCTAI— - CGTAAIGEI

> > > > > > > > >

TA-TT.TA.AAATAITGGIAACGCGTITGGCIG ---------- TTACGGAACGTACCTGTTATAAGAAAATACTAGTTTGTATCAACTCTATTACACAAGG TTTTACCG
TAGAGTTGATACGAAATACTGGGAACGCGTATGGCGG - == = = = = = = - TTACGGAACGTACCTGTTATAAGAAAATACTAGTTTGTATCAACTCTA - - === == = = - -
TAGAGTTGATACGAAATACTIGIAACGCGTACIGCGI ---------- TTA.GAICGTAICIGTT. ------------------------------- CGCAAGGTATT
TAGAGT.ATACGAAATACTGGGAACGCGTACGGCGG ------------------------------------------------------------ Awvmee-- TATACRGTETCAGGGC T TG - === == - - -
THATETERT AN GilE AN - - - - - - - GTTTTIAAT———TAGAGTTGATACGAAATACTGGGAACGIGTATGGCGG ---------- TTACGGAACGTACCTGITATAAGAAAATACTAGTTTGTATCAACTCT ------------ AC
TGATTTAGTTGG

TAGTTT-=-------- IAITAGAGTTGATACGAAATACTGGGAACGCGTATGGCGG ——————————————————————— CTGTTATAAGAAIATACTAGTTTGTATCAACTCTATTA --------
T A

ATETTGT AEBA TAGTTTTGTTTTGAAT TAGAGITGATACGAAATACTGGGAACGCITATGGCGG —————————— TTACGGAACGTACCTGTTATAIGAAAATACTAGTTTGTATCAACTCTAT ———————————————————————————————————————————————————



il 0 R ! il 1 | 1 | | '|'|'||I
' il b | i i il I||'| L i ||||i| 401wl
il T | ! i 1 | il
T | R il
:' 1 TN | il | i | i, 11 ||||
' ' i | i e T e
iy l AU | ‘ | | | T| I| | '




1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)
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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: 1319bp; fragments: 196; full length: 0 (>=1187.1bp)
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divergence to consensus (%)
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TE: rnd_5 family 5871
size: 1024bp; fragments: 232; full length: 5 (>=921.6bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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