Start crop Point End crop Point

1 MSA length = 5176 1
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TEE TEETTEE 1 ABAAT - - - - - -

TH--- - AA----TCTRTGA TGTTAAGGATTTAAAGTAAACTGEGGCAACCTIACATTCATTTGTGCGCC - - - - == - - - - AAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCGAACA --AlTTT
TA--- - AA----TCTRTGA TGTTAAGGATTTAAAGTAAACTG GGCAACCTIACATTCATTTGTGCGCC ---------- IAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAAICCCGAACA - —AITTT
TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC - - ---- -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA TTAATA
TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC - -~~~ - -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA TTAATA
TGTTAAGGATTTAAAGTAAACTGIGGCAATCTCACATTCATTTGTGCACC - - - - - - = - - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC------ - - -
TGTTAAGGATTTAAAGTAAACTG GGCAACCTCACATTCATTTGTICGCC ---------- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCIAACA-

TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC
TGTTAAGGATTTAAAGTAAACTG GGCAACCTCACAITCATTTGTGCGCC
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC

-------------------------------------------------------------------------------------------------------------- ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACA ATRrATGTRTTEAARA TRAATT
TGTTAAGGATTTAAAGTAAACTGEIGGCAACCTCACATTCATTTGTGCGCC - - - - - - -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACAGEIENG - - - - - - - - ABRTAA - AG TTAABTT
TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC------ -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACAGETENG - - - - - - - - ARTAA - AG TTAAITT
TGTTAAGGATTTAAAGTAAACTGIGGCAATCTCACATTCATTTGTGCACC - - - - - - = - - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC---- - - - ATTT----- THA - - - TEAATTT
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTIICGCC - - - - - - - m o e o e e o e e o e o e o e e e e e e e e e e e e e e e e e e e e e e o e e e e e e e e e e e e e e e e e e e e e e e e e e e o
TGTTAIGGATTTAAAGTAAACTG GGCAATITCICATTCATTTGT!IGCC ---------- ATAAACGACGATAAGAGAAAATAGTAGGTTTA—TTATTAAACCCCGAACA- --------------
TGTTAAGGATTTAAAGTAAACTGIGGCAATCTCACATTCATTTGTGCACC - - - - - - = - - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC------ - - - TTAT--ATTAA-JA

T TAAAAT - -GTCTRTCERTHCEARA - - - - - - - TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTIcGCcC---------- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA GTHTATATETEAAGHA

T-TAAAAT——GTCTITGITICIAIA ------- TGTTAAGGATTTAAAGTAAACTG GGCAACCTCACATTCATTTGTICGCC ---------- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA GTITATATITIAAG A

------------------------------------------------------------------------------------------------------------- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
T.T ---------------------- TGTTAAGGATTTAAAGTAAACTGIGGCAACCTCACATTCATTTGTGCGCC

----------- AAAT - - -TBT- - - - TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC
T.T ATIT TITA TGTTAAGGATTTAAAGTAAACTG GGCAATCTCACATTCATTTGTGIACC

76 - TAAAABATG - - -BcGABRTEBTHRABATH- - - - - TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC
TGET -AAABT---THHM- - - -BTHCEA TGTTAAGGATTTAAAGTAAACTG GGCAACCTCACATTCATTTGTICGCC

------------------------------------------------------------ ATAAACGACGATAAGAJJAAAATAGTAGGTTTATTTATTAAACCCCGAACA

_____________ ABA e e e oo

TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=--=-=---=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTIATTAAACCCCGAACA

TGTTAAGGATTTAAAGTAAACTGEGGHAATCTCACATTCATTTGTGCACC-=-=-=-=---~--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAEN - - - -------- -
TGTTAAGGATTTAAAGTAAACTG GGIAATCTCACATTCATTTGTGCACC —————————— ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAEN - - - -------- -
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC--=-=-=-=-=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA ----ATGT
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC--=-=-=-=-=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA ----ATGT

---AATAT-TC TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=-=-=-=---=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAIEIN - - - - - ------- - -

---AATAT-TC TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=--=-=---=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAIEIN - - - - - ------- - -
TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=-=-=-=---=--- ATAAACGACGATAAGAGAAAATA----GTTTA-TTATTAAACCCCGAACAN - - ------------ TAA - A
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTECGCC - -=-=-=--=-=-- - ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA GTTT@TATATTAA - A
TGTTAAGGATTTAAAGTAAACTG GGCAACCTCACATTCATTTGTICGCC —————————— ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA GTTT@TATATTAA - A
TGTTABGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC--=-=-=-=-=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA ATERTABAR-BTEAA A
TGTTAIGGATTTAAAGTAAACTG GGCAACCTCACATTCATTTGTGCGCC---=-=-=-=-~--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA ATI -BTEAA A
TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=-=-=-=--=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA GTTTAT - -ATHAGG A TTAETAT
TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=--=-=---=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA GTTTAT - -ATHAGG A TTAITAT
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC-=-=-=-=-=-=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAERGIIREE - - - - - - - - - - --AATT
TGTTAAGGATTTAAAGTAAACTGEGGCAATCTCACATTCATTTGTGCACC-=--=-=---=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTIATTAAACCCCGAACA ————ATATATIAG ———————————————————————————————
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC--=-=-=-=-=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAEERGIIIE - - - - - - - - - TTAA -

TGTTAAGGATTTAAAGTAAACTG GGCAATITCACATTCATTTGTGCGCC —————————— ATAAACGACGATAAGAGAAAITAGTIGGTTTATTTATTAAACCCCGAACA ATTTATATAITAA—
TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC-=-=-=-=-=-=-=--- ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA AITTITATATTAAA
TGTTAAGGATTTAAAGTAAACTGERGGCAACCTCACATTCAT TTGTGCGECC - - = = = = = = = = m = m o o o o o e o o o o e o m m o o o e o o e o o o o o e o o e o o o e o o m o o e o mm o o o o m e o o o o oo o o o o m o o o m o oo m o oo o m oo m oo m o - o - o -

-------------------------------------------------------------------------------------------------------------- ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC---=--==-==-=----TAA- -
ATGTCTECAARTHRTHGRAT - - - - - - - - - - - TGTTAAGGATTTAAAGTAAACTGBIGGCAACCTCACATTCATTTGTGCGCC === === - = - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC - = = = = == = === s mme e me e o
ATGTCTECAAMTHR THGEAT - - - - - - - - - - - TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC === === - = - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC - = = = = == = === s mmemma e o

AAGARA - -TC-WTGA TGTTAAGGATTTAAAGTAAACTGEGGCAACCTCACATTCATTTGTGCGCC = = = = = = = = = = = % = s % @ e & @ e & @ e & f e & @ e @@t & f e & f e & f e & m e & f e @ f e @t e @ f e @ f ot @ @t @ f e f ot e m ot e m ot e df e df ot fm e mmemmemmdm i ea i ee i aa e

-------------------------------------------------------------------------------------------------------------- ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCGAACA

TIATTT

THA TGTTABGGATTTAAAGTAAACTGIGGCAATTCBCATTCATTTGTGjlGCC- - - - - - - - - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACA TTAATIT
CllGEA TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC - -~~~ -~ - - ATAAACGACGATAAGAAAAATAGTAGGTTTA-TTATTAAACCCCGAACA TRATATATTEG - TTAABA T
CllGEA TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC- - --- - -~ - - ATAAACGACGATAAGAIAAAATAGTAGGTTTA—TTATTAAACCCCGAACA T ATATATTIG— TTAABA T
cEABA TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC - == === - = - - R e
TEClARAT TGTTAAGGATTTAAAGTAAACTGGGCAATIITCACATTCATTTGTGCGCC- -~ - - - -~ - - ATAAACGACGATAAGAGAAARITAGTIIGGTTTATTTATTAAACCCCGAACA
THABAT TGTTAAGGATTTAAAGTAAACTGIGGCAATITCACATTCATTTGTGCGCC - - - - - - -~ - - ATAAACGACGATAAGAGAAAMMAGTAGGTTTA-TTATTAAACCCCGAACA
THANA TGTTAAGGATTTHAAGTAAACTGEGGCAATITCACATTCATTTGTGCGCC- - - - - - - - - - ATAAACGACGATAAGAGAAAMMAGTAGGTTTA-TTATTAAACCCCGAACA
THTEAEA TGTTAAGGATTTAAAGTAAACTGIGGCAACCTCACATTCATTTGTGCGCC - == === - = - - ATAAAGACGATAAGAGAAAATAGTAGGT TTA =TT -« s e oot ottt ot oL oo oo
B 12X 1 1 ATAAACGACGATAAGAGAAAATAGTAGGTTTA—TTATTAAACCCCGAACA-
THA TGTTAAGGATTTAAAGTAAACTGIIGGCAATCTCACATTCATTTGTGCACC - - - - - - = - - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAAC--- - - - -
CIAAAA TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC- -~ -- -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACA
CIAAAA TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC- - --- - -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC - - ---- -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACA
----------------------------------------- TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC----------ATAAACGACGATAAGAGAAAATAGTAGGTTTA-TTATTAAACCCCGAACA
------------- AA- - -----Bcca TGTTAAGGATTTAAAGTAAACTGGGCAATITCACATTCATTTGTGCGCC----------ATAAACGACGATAAGAGAAAMAGTAGGTTTA-TTATTAAACCCCGAACA e
------------- AA- - -----lcGA TGTTAAGGATTTAAGTAAACTG GGCAATITCACATTCATTTGTGCGCC e —ATAAACGACGATAAGAGAAAIAGTAGGTTTA—TTATTAAACCCCGAACA
TIAAA;‘ TGA TGTTAAGGATTTAAAGTAAACTG GGCAACCTCACA. ---------------------- ATAAACGACGATAAGAGAAAATAGTAGGTTTAITTATTAAACCCCGAACA
TAAAABE T T---- TGTTAAGGATTTAAAGTAAACTGEBGGCAACCTCACATTCATTTGTGCGCC- -~~~ - -~ - - ATAAACGACGATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa
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size: 5176bp; fragments: 307; full length: 17 (>=4658.4bp)
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size: 5532bp; fragments: 335; full length: 0 (>=4978.8bp)
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TE: Itr_1 family 147
size: 210bp; fragments: 134; full length: 121 (>=189bp)
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After TEtrimmer ORF and PFAM domain plot
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