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1 MSA length = 1461
A——ICCGAAAACTATCGACCTATTAGCTTGGCAAGTGTCATTTGTAAGTGTCTG ---------- ATAGTCTCATCIGGTTTTACCCGCCTACTGTTGATTTTTGTAATIATAAT ---------- ITATTTATGA TIAA
A- - —TCGAAAACTATCGACCTATTAGCTTGACAAITGTCATTTGTAAGTGTCTG ---------- ATAGTCTCATCGGGTTTTACCCGCCTACTITIGATTTTTGTAATAATAATAAT— - —ATAATTAIITATAA ATTA
A--BCCGAAAACTATCGACCTATTAGCTTGACAAGTGTCATTTGTAAGTGTCTG---------- ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAATAATATTATAITIA

I ATAGTCTCATCGGGTTTTACCCCHCTACTGTTGATTTTTGTAATAATAATAATATTAT -« -« s c s e s e meme e e e -
A- -BCCGAAAACTATCGACCTATTAGCTTGACAAGTGTCATTTGTAAGTGTTG---------- ATAGTCTCATCGGTTTTAJJCCGCCTACTGTTGATTTTTGTAATAATAATAA - - - TATTTGfTT-------- TTA
A--BCCGAAAACTATCGACCTATTAGCTTGACAAGTGTCATTTGTAAGTGTCTG- === === - - ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAATAATATTATAATTATTT - - - AfiCc

------------------------------------------------------------ ATAGTCTCATCGGGTTTTACCCGCCTACTG- TJETTTTGTAATAATAATEA
TTR--- - - - m e e e e AAGTGTCATTTGTAAGTGTCTG----=---- - ATAGTCICATCGGGTTTIACCCICCTACTGTTGATTTTTGTAATAATAATII!ATAGTA

------------------------------------------------------------ BTAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAATAATAATGAA
------------------------------------------------------------ ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAATAATATAATAAT T - -« mnmmnm--
------------------------------------------------------------ ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATARTIAT- - - - - -ATTGTfTATGG
--------------------------------------------------------------- ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAATAAT - - - ATAATJATTCATGA
-------------------------------------------------------------------------------------------------------------- ATAGTCTCATCGGGTTTTACCCGMCTECTGTTGATTTTTGTAATAATAATAAT - -« -« - v o v o e e -
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-------------------------------------------------------------------------------------------------------------- ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAATAATATTATAANT
------- TClTTAAT ... ATAGTCTCATCGGGTTTTACCCGCRTACTGTTGATTTTTGTAATAATAATAATAATCRBAAT
AT ABACETETTAA-TCHTHAGTTTEEEA ABATCTET T TGGAAGREG T TG- - - - - - - - - - - - - - - - - o= - - o - om oo ATAGTCTCATCGGGTTTTACCCGCCTACTGTTGATTTTTGTAATAATAAT G- - - --------------
-------------------------------------------------------------------------- ATAGTCTCATCGGGTTTTACCCIICCTACTGTTGATTTTTGTAATAATAATAAT = = - == m - oo o e - -
------------------------------------------------------------ ATAGTCTCATCGGGTTTTACCCHCCTACTGTTGATTTTTGTAATAATAATAAT - = - = - m oo e o e o -



End crop Point

Start crop Point

—— — o ==

= —

==
===
= - -
EEScessesseas
=

e e e e e e e e e e e e
—— —_— _—
—————— —— —— ———e

B — B —

— S R S I S
e e e e P e (! P s o ) ) —

EEEEEEEREReS

= 4. kA

———— —_——————

=

.|.||||
e e o o e S r—
e e e e e

R Lt ———1 - — - ——1—]
IIIII“
II I II II

=

e PTG

1]

WL

1000

750

500

250

2000

1750

1500

1250



d_uf.bed g 1.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 1461 b P

size: 1461bp; fragments: 168; full length: 17 (>=1314.9bp)
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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: 1771bp; fragments: 151; full length: 0 (>=1593.9bp)
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TE: md_5. family 2733 Before TEtrimmer 1155 bp
size: 1155bp; fragments: 177; full length: 26 (>=1039.5bp)
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After TEtrimmer ORF and PFAM domain plot
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