Start crop Point End crop Point

MSA length = 6800 1
FTTRTTTARA TAAAARAR- - - - - - - - TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC-=-==-=---- TAAAGGCATTCllccccTTGAACCGAGCCCTTATATTTCTCGCCCGTAACAIMAATINA THABEA Teeemam - CTTTC TIEE AR A
.—ITITTTAIA TAAAAIAI -------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC-=-=-=---- TAAAGGCATTCICCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA AATETATRARAA Teeemam - CTTTC TECARA
-------------------------------------------------------------------------------------------------------------- TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACAGH - - ATEAREA AAGCTATT AA « TEHA

-------------------------------------------------------------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC
A.AITITTTA TIcrAAITIAIc --------------- TTAAAAAG- - - - - - - BT TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC
AR AR TH T TTA TRTAARTIRIABCTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC
-------------------------------------------------------------------------------------------------------------- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACAIM- - - - - - - - - - - oo
TETGTTGGATCCTATCCCTTCCTCCCATCC/TCACC - - - - - - - - - TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA

---------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC- - --------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA e
------------------------------------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
------------------------------------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
------------------------------------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC- - - -~ -----TAAAGGCATTCTCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
------------------------------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA

-------------------------------- TGTTGGATCCTATCCCTTCCTCCCAJCCTTCACC----------TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
CBATT--AAABGCACT - - AARABABTBAATBTBTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - = - = - - - - - TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
--------------- TTAAAAAB- - --- - -lTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA

CTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - = = = = = = = = % m % m % mm @t m @@t & @t &t @@ m @@t @@t @@t @@t @@t @ @ m @@t &t ot @t ot @@t &t ot @@t &t ot @@t @t ot @@t e f ot mf e mm ot e i dmmdmmmmmammeemam s
CTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - = = = = = = = = % m % m % m @t %@t @@t @@t @@ m @@t @@t @@ m @@t & @t @@t @@t & @t @t ot @ @t @@t @t ot @t ot d @t @ f it f ot e f ot df ot dm ot m i em i e e meameameameo s

------------------------------------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACH----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA - ~AA- == == == oo o e o e o - CRTTT T ACRE T A
------------------------------------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACH----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA - ~AA- == == == oo o e o e o - CATTT T ACAC T A
ARBT BB TR T T AR TR TR T @ AABTETABCTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATCCTATCCCTTCCTCCCATCCT TCACC - - = - = - = - = - = = s = s s s o s o b o f oL oL L L L L L L L L L L Lo
-------------------------------------------------- TABMAAAA- - - - - - - TTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
-------------------------------------------------- TABMAAAA- - - -- - -TTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA

A
A
A
A TE TG T AT - -- - - - - - - TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - - == ===~ - - TGABMGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA G T A
A TE TG T AT - - - - - - - - - - e TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC- - === -~ - - TGAIGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA G T A
A CTATTTAAAANGCATATIAAAAAAT TIIABT TBT TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - == - == - - - - TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA A T A
A CTATTTAAAAIGCATATIAAAAAATTIAITTITTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC ---------- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA A T A
----- A ... TGTTGGATCCTATRCCTTCCTCCCATCCTTCACC - -------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTIRTATTTCTCGCCCGTAACA G T A
AACGAT TATREG, GTBErG------------------. AATAA- - - - - - - TETGTTGGATCCTATCCCTTCCTCCCATCCTCACC == - - - - - - - TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA A T A
----------------------------------- TAAAAAAAARATT - - TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA A T A
----------------------------------- TAAAAAAIAAIATT——TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC——————————TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA A T A
------------------------- AA----------TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA T A
--------------------------------- TGTTGGATCCTATCCHMTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACHMGAGCCCTTATATTTCTCGCCCGTAACA T A
--------------------------------- TGTTGGATCCTATCCITTCCTCCCATCCTTCACC——————————TAAAGGCATTCTCCCCTTGAACIGAGCCCTTATATTTCTCGCCCGTAACA T A
------------------------------------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC- - - -~ -----TAAAGGCATTCTCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA T A
-------------------------------------------------------------------------------------------------------------- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA T
------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA T
GG TIEEG T TGATT TGCET TG T AAMTGAAGC - - - - = = == = m = mmmmmm e e e e e e e e o TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - - === ==~ - - TAAAGGCATTCTCCCCTTGAACBGAGCCCTTATATTTCTCGCCCGTAACA T
GEGTIEEG T TGATT TGGET TG T AAMTGAAGC - - - = = = = = = m = mm e mm e e e e e e e e o TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - - === ==~ - - TAAAGGCATTCTCCCCTTGAACIGAGCCCTTATATTTCTCGCCCGTAACA T
A T T T ARG T - - ----- - - - - - - - e e e e e TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - - === ==~ - - TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA T
G T CTATHTA- - - - - - - - - TAAATIAT - - - - - - TTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - ===~ - - - TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACAIM- - - - - - - - - - - - - - - - - - -
G T CTATITA ---------- TAAATIAT ------ TTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - == === - - - TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACAIM- - - - - - - - - - - - - - - - - -
A T CTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATICTATCCCTTCCTCCCATCOTTCACC - = = - = = - = = = &= oo s oo oo oL Lo oLt o ot oo
A T Commmm o m e e e e e TGTTGGATCCTATCCCTTCCTCCCABCCTTCACC == - - - - - - TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
A T C ATT——AAAIGCACT——AAIAIAITIAATITITGTTGGATCCTATCCCTTCCTCCCATCCTTCACC ---------- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
------------------- T e eeeeeeeeeeeieeeeeeeoeo----TGTTGGATCCTATcCTTCCTCCCATCCTTCACH----------TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATABTTCTCGCCCGTAACA
CATCAA - - - - oo TGTTGGATCCTATICCTTCCTCCCATCCTTCACI ---------- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATAITTCTCGCCCGTAACA
T AITIAAAATACACAITIAATAIT -------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC---------- TGAIGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
T CTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - = = = = = = = = = = m mmm m o m @ e @ e m e m e @ e @ e @ e m e @ e @ e @ m e e @ e @ m m e @ e e e e e e e @ e m e m e e e e e e e e e e e e e e m e e o
T CTATTTAAAATACATTTTAAAAAATAAAATTTTTGTTGGATCCTATCCCTTCCTCCCATCCTTCACC - = = = = = = = = = = m m o m m o m @ e @ e e e e e @ e @ e @ e @ e @ e @ e @ m @ e @ e @ e m 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 s

-------------------------------------------------------------------------------------------------------------- TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
-------------------------------------------------------------------------------------------------------------- TGACGGATTTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA

———————————————————————————————————————————————————— TGTTGGATCCTATICCTTCCTCCCATCCTTCACC - - - - - —TAAAGGCATTCTCCCCTTGAACCGAGCCCTTITATTTCTCGCCCGTAACA
AR TERAAARTANA - - - TAAATEAT - - - - - - - - TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC--=-=-=--=---- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
ART AAAITAIA— --TAAATEAT - - - - - - - - TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC--=-=-=-=-=---- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
ART AAAATACACAITIAATA T---=-=---- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC--=-=-=-=-=---- TGAIGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA

------------------------------------ TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC = = = = o o o o o o o o e f o f et ot e o et f f f et e d f et e o e e e o e f e e o e e e e e e e e e i e e e e oo
-------------------------------- TGTTGGATCCTATCCCTTCCTCCCAT.TTCACC e e —TGACGGCATTCTCC.TTGAACCGAGCCCTTATATTTCTCGCICGTAACA.
-------------------------------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC-=----=-----TAAAGGCA---TCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTA- - - - -

-------------------------------------------------------------------------------------------------------------- TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAAC
ATECACATAG T T TTATAT BT TRCH TATT TERARC- - - - - - - - oo oo TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC- === ==~ - - TAAAGGCA- - -TCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTA- - - - -

A.AITITTTIAITITTICITAITIAIC -------------------------------- TGTTGGATCCTATCCCTTCCTCCCATCCTTCACC = = = = = = = = = = = s % @ e @ @ e & m ot & @ e & @ e & m e & m e & @ e @ m ot & @t & f e mm e @ f e mf e @ @t @ f e @ f e @t e @t ot @@t @@ e e e e e e e e e e e e e e eeeaaaaaoao
TAAAGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGCCCGTAACA
TGACGGCATTCTCCCCTTGAACCGAGCCCTTATATTTCTCGJCCGTAACA

-------------------------------------------------------------------------------------------------------------- TGACGGCATTCTCC.TTGAACCGAGCCCTTATATTTCTCGCICGTAAC“
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size: 6800bp; fragments: 856; full length: 15 (>=6120bp)
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TE: Itr_1 family 189

size: 308bp; fragments: 182; full length: 93 (>=277.2bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

ORF1

Bl ORFs

B PFAM domains

50

100

150

200

250

300




nsus before TEtrimmer (bp)

Dotplot
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