Start crop Point End crop Point

1 MSA length = 8485 1

-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATARTART TT-TCTARATATATTCTAATTTART TATERCTTTAATTTTRBTTAAAATT
-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATAITAITTT—TCTAIATATATTCTAATTTAITTATICTTTAATTTTITTAAAATT
AATATT - -AAA-THAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = & & oo o o o oo bt b o f o f o f ot e o f o et e o e ot f e m e m e m e o e f e f e et ettt et ettt ot oot o e oo oo oo e o oo oo oo s

AATATT - -AAA-THAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = & & o o o o o oo o bt f o m o o o f ot f o f f e o e o e o e m e f e o e o e m e f e o et oottt ottt ot ot ot oo oo oo oo momo oo oo
AABATTIBCABACBBAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCT TAAA - < - = - = - = - - - f oot o ot L Lo o_._....__._._.....

J- - AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = @ s & s & e m e & e o o et o ot o o o ot o oo ot o o e o b b e f b o oo bt ot f e f o e e e et e e e e e m i eieiei oo

AATAT AGTTATGTATCCAGCTIITCTTTGTTCCATAACGCTGATGCAAGCTATCCTIAAAC - - - - - - & o o oot o ettt o ot b o b e e o b b b e bt e et e e e et et et e e oo e e e i e i i e

AATATHA-AlA-T AGTTATGTATCCAGCTITCTTTGTTCCATAACGCTGATGCAAGCTATCCT Y
AATACEBABATGATEAGTTATGTATCCAGCTTTCTTTGTTCCATAAMGCTGATGCAAGCTATCCTBAAACH = = = = - = - - - o & oo oot f Lo Lo o_o....__._._.....
-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATATTRTTTT- - TATAATATATrTTATTTATTTATCCTTTATCTATRAAAATH
Tl T T THMA - - AABAATACTA- - - - - - AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = & s & s & s oo o e o o o ottt o o ot o oo ot ot o o o o b b f o f o f ot f ot f ot e o d e e o e e e e e e oo o mieee oo
ITIT“CIA— —IAIAAIATTICAIAC‘AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAA ---------------------------------------------------------------------------------------------------------------

TA-ART A-AAA
TA-ART A-AAA

AAICTTA- - - - - -BAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = & % %t m ot @t @t &t @@t &t @@t @@t @@t @@t @@t @@t @@t @t ot @@t @@t @@t & f e m ot ot d ot e @t &t ot df ot m i e e it m i e mmaameemamama o
AABCTTA----- -BAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = & m m o m @t @t @t &t &t &t @@t @@ m @@t @@t @@ m @@t @@t & @t & @t @@t @@t & f e @t d ot f ot ot d ot df ot m it e m it m i e mmdameamamaoa o

AATAGHEA - AA THTAAACTTCAGTGCACCCTATCAATAAATT

AAATATTATTTTTTCTATAATATA.CTTITTTITICGTCCITTAATTCTATTA - -TT

--------- T- AATAGHEA - AA TETAAACTTCAGTGCACCCTATCAATAAATT AAATATTATTTT———————————————————————————————————————————————
T TG--------m---- - TTTEEART THABTABACCTGATCETTAAATEET TC TTTAGA-ATTATITTTIC ------- TAT------- TATCA- - - - TTAATTTTRTTAAAATT

T oG- - - - - - oo -AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC = = = = & o ot ottt ot t et ot ettt ettt et e ettt ot ettt ettt e et e e e e et et ettt e e et e ettt et ettt e e et e e et e e et e et e e e e e e e e e e e e e e e e e e e e e e w2 -

A-ABABAATACTA- - - - - -WAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = & o f o o o o oo b o f b o f o f ff o e o et et e m e o e o e o e f e o et e et o o ottt ot ot o et oo i oo oo oo oo oot

CATA T THEA -BABAA TR T TRCAAAATAGT TATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGC TATCCT TAAAC - = = = = = = = = = = = & o & & & o o o o o o o o o o o ot o b o f bt et et e ot o et et et e o ettt e et et e e e e e e e o i e e e e e oo oo
CATA T-TIA—IAIAATI ICAAAAT AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = @ s & s @ e m e o e o e o e o ot ot o oot ot o o o ot o o e b o b b b f o f e e f ot f e f et e e e e e e e e o e m i eiei e oo
ATAET TIRTA T TIERATAATEEATATTAAAATAGT TATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGC TATCCT TAAAC - = = = = = = = = = = = & & & & o o ot o o o o o o o o oo b b f bt et et f et f o e ot o e ot o e e et e et et m et e e e e oo i e i e e oo oo e oo
IATAIT-T.T-TIATAA.ATATTAIAAAT AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = = s & s & e m e o e o ot ot ottt ot ot ot ot o o o o o o b b e f o f o f o f o bt f e f ot e o e e e e e oo oo oiee e e o
-------------------------------------------- AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = = s & s & e @ e o e o o e o o ot o o ottt ot o bt o o o b b b e e b f o f ot f ot d o d ot e o e e e e e e o ei e i eiei e e o
-------------------------------------------- AGTIB- - - - - - - - s e e TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATATTATRTTCTCTATAARABET TTTTATTTATEBTATCCTTTAATTTTATTAAAATT
-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATATTATITTCTCTATAAI ITTTTTATTTATITATCCTTTAATTTTATTAAAATT
-------------------------------------------------------------------------------------------------------------- TTTAAARTTAGTGCACIRTARTBA TRAA T T TTCTTTACIATATTATTTTTTCTATAATAT - - TTTTATETATTCGTRCTTTARTTTTATTAARA - -
T ABCTTA-FARATEAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCT TAAAC - - - = - = - = - o & oo oot f Lo o_......_.__._...._._.

T AATCC----AA-TEAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = & & & o o o o o o oo f ot f o m ot bt e o f ottt e o e o e o e o e m e f e f e f et e e et e ottt ottt ot oo oo i oo oo oo momo oo oo s

T AATCC----AA-TEAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = & & & o o o o o oo oo bt f o m ot f o f ot f o et e o et e f e m e m e e e e e m e o e e e o ot ottt ettt ot e ot i oo i oo momo oo oo s

C TACAAA - TRAGTTATGTATCCAGCTTTCTTTGTTCCATAAGCTGATGCAAGCTATCCTAAAC - - - - - & o o oo oo ot b b bbbt b ot oo f o et e ot e e e e et e e o e e ettt et e e oo e e i e i e e e e

C TACAAA-T AGTTATGTATCCAGCTTTCTTTGTTCCATAAIGCTGATGCAAGCTATCCTIAAAC --------------------------------------------------------------------------------------------------------------

T I I A---AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = & = & o s o e m e e e o e o e e e e et e e e i oo e oo e i e e i e oo TR T TECERAATETABTTETATTTET TCC@CCBTTAATTT- -BTBABAGT

T AA---AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCT TAAAC - = = = = = = = = = = = = & & o ot o o oo o o o b o o b o b f o f ot f et f ot m o et e o e o e m e o e ot o e f e m e m e f e e oo i oo oo oo oo ee oo

T AATAC- -CAAACTIRAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCT TAAACH = = - = - = - -« o & oo oo oot f Lo L. .o....__._._.....
-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATATTRTTTT- - TATAATATATrTTATTTATTTATCCTTTATCTATRAAAATH
AATCTTA-AAA-TIIAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = & & & o o o o o o b bt b oo f o f ot et f o m o e o et e o e f e m e m e o e e e f e e et ottt ot et ot oo e oo oo oo oo oo mome e oo s
AATCTTA-AAA-TEAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = & & o o o o o o o b ot oo m o bt e oo o e o e o e o e m e o e o e o e o e f e o e et ottt ot ettt ot ot e oo oo oo oo e o oo oo oo s

TTA- AABABEAGT TATGTATCCAGCTTTCTTTGTTCCATAAMGCTGATGCAAGCTATCCTTAAAC - - = = = = = = = & = &= & s o e o e o e o e o e o e o e o e o et ottt ot ottt oot ot o bbb b f o b bbbt et e e e o e o e oo e e o ei e i

TTA—AAIA AGTTATGTATCCAGCTTTCTTTGTTCCATAAIGCTGATGCAAGCTATCCTTAAAC --------------------------------------------------------------------------------------------------------------

CTA------ AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = = s & s & s m e m e o ot ottt ot ot ot ot o ot b o o o b b e f o f o f b bt e e et e e e et e e e oo mim i eieeei oo

CTA------ AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC - = = = = = = = = = = & = @ s m s & e m e m e o e o e o o ot ot oo ot ot ot ot o o o o b bbb oo f b bt d e f ot e e e e e et e e oo m i eiei e o o
-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATATTATTTTTTCGATAATATATTTTAATTTATTTATCCTIITAATTTTATTAAAATT
-------------------------------------------------------------------------------------------------------------- TTTAAACTTCAGTACACCCTATTAATAAATTTTTCTTTTAGAAATATTATTTTTTCGATAATATATTTTAATTTATTTATCCTITAATTTTATTAAAATT

T-TTHT ATAAAIAATATTACAAA - TIIAGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCT TAAAC - = = = = = = = % m @t @t @t &t &t & @ e @@t @ m @@t @@t &t ot @ ot @@t @@t &t ot @ ot &t @@t & ot f ot ot @t ffdd e m ot e d it m it d i e mm e emeamamama o
TATT A--AABAATACTA- - - - - - AGTTATGTATCCAGCTTTCTTTGTTCCATAACGCTGATGCAAGCTATCCTTAAAC = = = = = = = = & m m o m m ot @t @ & &t @@t @@t @t m &t @@t &t it @t it @@t @@t @t it @@t &t &t e @ ot &t e @t m ot @t e df e m it m it mm it dmddmea o ameamee e
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size: 10690bp; fragments: 607; full length: 0 (>=9621bp)
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size: 278bp; fragments: 278; full length: 185 (>=250.2bp)

TE: Itr_1 family 199
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After TEtrimmer ORF and PFAM domain plot
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