Start crop Point End crop Point

1 MSA length = 296 1

AAGTGAIGTCAGA —IAAAAACATTAAAAIAIAA TAAAAAICICTAATAAACAAGA ---------- TCACTTTTTGCTCCT———GCTTGATGCAGAATCGGCCTTCTCCITCTACT
CATCA--------- AAAG AAGTGACGTCAGAN- - AAAAACATTIAAAAACAABITAAAAACCGCTAATAABICAAGA- - - - - - - - - - TCACTTCCTGCTCET
CGCCA-GAMGTA AAGTGAGTCBGA AAAAAAACATTIAA AACAABTAAAAACCGCTAATBAACAAGA - - - -« -« - - - TCACTTTTTGCTTL TTAAATRATT
CATCA-AGA AAGTGAC - - - AGEMAAAAAAACATTAAAANA AAAAACCGCTAATAAACAAGA - - - = = = = = - - L T ol ol O e TH- - TAABC
------------------------- ABAAAACATTAAABAACAAMTAAAAACClCTAA AGA= === -TCACTTTTTGCRTCR- - - - - -THTETTG- -CAATT
' ATIGATTC CATI IIGTA —I!AAAACATTAAAA ACA TAAAAACI!CTAA1 L ---------- .ACTT --------------------------------------------- --THT TIG——CIGTT
GAABABATCGATTCHMBCATCA - GGAGCA -AAAAAACATIIAAAAAACAA TAAIAACCGCTAATAAACAAGA ---------- TCACTTCCTGCTCCT---GCCTGATGCAGAATCGGCCTTCTCCCTCTACTH- - -
AAIAAIAIA‘

A
GGGG I I ATC CGTCA—GAIGC AIAAAA AA TAAAAACCGCTAAIAAACAAGA ---------- ICACTTCCTGCTCCTCTGTCCTGATACAGAA -------------------
GGG AGAAGGEBGET TCHBCATCAAGGAGCA -AAAAAACATTAAAAAAC TAAAAACCGCTAATAIACAAGI ---------- TCACTTCCTGCTCCTCTGTCCTGATGIAGAAAC.CCTTCT ----------

AGGGAGAAGGCCGATTC
AIGGAGIAGGCIGATTC
AGGGAGAAGGTCGATTC
GGIGAGAAGICIGATTC
___________________ CAT

CATCA—AGAICA.— - -GAG

- TABGETTA- - TAGET

TTARTHTTH- - CAATC
T-ATCATAA

> > > > > > >

GGGGAGAAGGCCGATTCHMBCGTCA- - - - - - - - - - -AAAAACATTAAA-AACAABTAAAAACHIGCTAATAAACAAGA - - - - - - - - - - TCACTTCCTRCTCT7T-- - -TaTGCcAGAATCGGCCTTCTCCCCTACTR- - A CATAAT
GEGEAGEAGGCCGATTCTMCGCC - - - - AGBA AAGTGACGTCAGA TAAAAAC!ICTAATA-AAG ----------- TCACTTTTTICTCCTC ---------------------------------- -TAMCBTTG--TBG-----------------
AGGIRAGABIGCCGATTCMMCATCA - GGAGCA AIGTGAC- - - AG TAAAAACCGCTAATAAACAAGA - - = = - = = === = m e o mmmm e mmmmmmmmmmemmmmmeeeeeeeeeeeeeeeeee oo - - - - AR TTRTARE - - - - - TTA--BAATC- - TETRRAT TEAGTR
AGGGAGAAGGCCGATTCHMBCATCATGGAGCA AAGTGACGTCAG- - - AAAAAACA TAAAAACCGCTAATAAACAARA- - - - - oo L <o < [ e e R
GGGGARARA T CIcBlcGTCA - GARGC AIAAIﬂAIA TAAAAACCGCTAEIAAACAAGA ---------- TCACTTCCTGCTCCTCTGTCCTGATACAGAAA - = - - = = = == === oo o= = - I - —IAIT1TA.CI— —AHTA— - TAGITIACIA.TIATIT
--------------------------------------------------- ACA AAAAACCGCTAJJTAAACAAGA- - --------TCACTTCCTGCTTCTCTGTCCTGATGCAGAATCGGCTTCTCCCTCTACTITTARBANT THTA TH- - ABCEBTG- - TAARTRATHET THATTT
ABBGEGAAGACCGATTC GClATGGA[fcA AAGTGACGTCAGAN- AAAAAACATTAAAAAA TAAAAACCECTAATAAACAAGA- - - -« -« - - - TCACTTCCBGBT CC T C- - - - - - e - e e e e e Lo
GGGJJacaacGeccGATTCEMcATCATGAGC -AGTGACGTCAGA[R- AAAAAACATTAAAAAA AAAABICGCTAATAAACAAGA - - = - - - - - - - TcCBcTTccTGCTCCRCMG- - - - - - - - - - oo oo TRTTAAATAT CBACH T R
AGGGAGABGGCCGATTCIMCATCA - GAAGTA AARTGACGTAGAMAAABAAACATTAAAAAACAA TAAAAACCGCTAA AACAAGA ---------- TClCTTTTTGlcC T——TITTGATG.GAITCGGCCTTCTCICTCTACT TARAAGCT TTA--CAATTW--------------
AIGAGAAGGCGATTCBBICATCATGGAGTA AAGTGARlGTCAAlAAABAAARATTAAAAAACAA TAAAAACCGCTAA Acmmmmmea o TCACTTCCTGCTTC TTA——IAAT
AGGGAAAAGGCCGATTC AAATGEBIC- -CA- - - -AAAAAACATTAAAAAACAA TAAAAACCGCTIATAA AAGH- - -------- Iclc.c ---------------------------------------------- TTA---AGTT
AGGGAGAAGGCCGATTC AGTG CG-G AAAAAAACATTAAAAAACAAGTABAAACCGCTAATAAACAARBA - - - - - v B oo TTAAATAATT@GT

AGGGAGAAGGCCGATTC
AGGGAGAAGGCCGATT
AGGGAGAERGGTCGATTC
AGGGAGAERGGTCGATTC
AGGGAGAEGGCCGATTC

A GTGAC———AG -AA AAACITTA AAAACAA
CATTA AAAAC
AAIAAC
AAAACA

AAAACA

TAAAIACCOIITAATAAACAAGA - - - - - - -« < o« e oo oo oLl
TAAAAACCGHTAATAAACAAGA----------lIcCBclTccTlicBccTc- - TccTGATGCAGAATClGCCTTCTCCCTCTACTI- - - - - - - - o o oo e e e e eie e o
TAAAA CTAATAAACAAGA - - = = = = & & o e mm e o e e e e e e e ke e e et B e e
TAAAAABICGIITAATAAACHAGA ATTE
TAAAAABICG TAATAAACIAGA ATTT

CATCATGAAGEA
CATCA-GGAGCA
CATCA-GGGC- - - - AlG
CITCA—GGIGC————A G

AAGTGACGTCAGA- -
AGTGAC------- CAAAAAACA
AGTGAC------- CAAAAAACA
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.b.bed _uf.bed g 1l.bed fm _1.bed O O bcIn.fa aln.fa _cl.fa_gs.fa ce After TEtrimmer 296 bp

size: 296bp; fragments: 7; full length: 2 (>=266.4bp)
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5.fasta.b.bed uf.bed g 1.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs After TEtrimmer Extended plOt Blue lines are boundaries

size: 600bp; fragments: 2; full length: 0 (>=540bp)
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size: 1151bp; fragments: 5; full length: 2 (>=1035.9bp)

TE: rnd_5 family 23715
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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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Dotplot

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