Start crop Point End crop Point

1 MSA length = 21616

TTTETTTAGAGTGTTTCTGTTATTATGEG T THCEIMBBA T T T CTAAAAACA - - - - - - - - o c oo oL f oL Lol BTCH 8 TRcccArGclARAAATTTAGBACAGARTEC TRTGTH TH- -T 8

TTTEBTTTAGAGTGTTTCTGTTATTATIEIET THiC 8 o V-9V o N
TTTITTTAGAGTGTTTCTGTTATTAT.TTIC-TTTCTAAAAACA -------------------------------------------------------------------------------------------------------------- BTGR B TicccArGclrlaaaTTTAGEACAGARTEC TETGTE TH- -F 18
-------------------------------------------------------------------------------------------------------------- TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
-------------------------------------------------------------------------------------------------------------- TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
-------------------------------------------------------------------------------------------------------------- TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
-------------------------------------------------------------------------------------------------------------- TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
-------------------------------------------------------------------------------------------------------------- TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
TTTRTTTA- - - oo - TTATTAT TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
TTTRTTTA- - - - - - - - - - TTATTATHME T TRCERRIC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT TTAACAA - = = = = = - = = & = & & o & o & o & & o o o & o o o bt o o b o o o oo o o bt oo o b o oo o b o e o b o e o b b oo f o e o oo e i e i oo e o
TTTRTTTA- - - - - - - - - - - TTATTATME T TRCERBRRIC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT TTAACAA - = = = = = - = = & = & & o & o & o & @ o o oo oo o o o o o b o o o oo o o oo o o o b o ot o b o et o b o e o b b oo oo e oo e i oo m o
TTTBTTTAGAGTGTTTCTGTTATTAT TAAGTTTAAAAATAAATACTTTTAACTGACGGACGAAATGGTGGAATGAACCATTACTGGGTAAATGACGAACTAACTACAGATTCCTACTCCTGCGATA
TTTEBTTTAGAGTGTTTCTGTTATTATGEE T TR COBMMM T T T CTAAAAACA - = = = = = = = = @ = = & = & & & & o o o & & o o oo o m o oo o o o oo o f bt o f ot o f b o o f b o o f e e e n b e e n e e e n bbb e bbb e e oo ool

TTRTTTEGAGHRTTT- - - THA T B 501 1110 (R = [
TTETTTEGAGEMTTT - - - THA T B 501 1110 (R = [

TTTRTTTA- - -«--«--- TTATTATINET TRICERRRRRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT T TAACAA = = = = & = = & & s o m e o m ot & f e & @ e & f ot &t e & @t & @t & @t & @t &t e &t e @ @t &t ot &t e @ f ot f ot e &t e @t e f ot e d ot e m e df e fm e dm e mm it mm e m i e m i e i e me e e

TTTRTTTA- - - -« - - - - - TTATTAT
TTTRTTTA- == -«--«--- TTATTATIMET TRICERRRIRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT T TAACAA = = = = = = = & & s & m e o ot &t e & @t & f ot & f e & @t & f e & @t & @t @t ot & f e @t ot &t e &t e &t e f ot e &t e &t e @t e f ot e m e ff e ff e df ot mf ot m i e mme e meemam e mea o
TTTEBTTTAGAGTGTTTCTGTTATTAT
TTTEBTTTAGAGTGTTTCTGTTATTATGERGET TH| CIBBME T T TCTAAAAACA - = = = = = = = = = s & @ s & m s & @ e & f e & @ e & f e & m e & m e mf e & f e @ f ot & f e mm e @ m e @ m ot @t ot & f e @ f e & f ot & f e @ f e @ m e @ m ot & m e @ mm @ m e @ f e m ot e fm 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 e e e ee i ee e aeaaaoao
TTTRTTTA- == -«--«--- TTATTATIRMET TRICERRRRRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT T TAACAA = = = = & = = & & o & m e o f ot & f e & @t &t ot & f ot & @t & @t &t e & @t &t e @t e &t ot @@t &t e & ot f ot e &t e &t e &t e f e @ e df e ff e df e mf ot d it m i e i e memame e
TTTRTTTA- == -«--«--- TTATTATINET TRICERRRIRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT T TAACAA = = = = = = = & & s o m e o m ot & f e & f ot & f ot & @ e & @ e & @t & @ e m @t &t ot @t e @ ot & @t &t e &t ot d ot e &t e & @t f @t f ot e @ f e df ot ff e df e mf it m i e m i e e i e i am e m e o
TTTRTTTA- == -«--«--- TTATTATIMET TRICERRRIRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT T TAACAA = = = = = = = & & s & m e o ot &t e & @t & f ot & f e & @t & f e & @t & @t @t ot & f e @t ot &t e &t e &t e f ot e &t e &t e @t e f ot e m e ff e ff e df ot mf ot m i e mme e meemam e mea o
TTTRTTTA- == -«--«--- TTATTATINET TRICERRRIRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT TTAACAA = = = = & = = & & s & s e o ot &t e & @ e & f ot & @ e & f e & @t & f e @t ot @t e & f ot &t ot d ot e &t e & f e @t e &t e &t e &t e f e m e ff e ff e df e mf ot mf e mme e o e mama e e e

TTTRTTTA- == -«--«--- TTATTATINET TRICERRRIRC TCCT-------TTTCGGATAATGATTGTTTTGCTCTTTTGAATAGT CAAATAAT TTAACAA = = = = & = = & & s & s e o ot &t e & @ e & f ot & @ e & f e & @t & f e @t ot @t e & f ot &t ot d ot e &t e & f e @t e &t e &t e &t e f e m e ff e ff e df e mf ot mf e mme e o e mama e e e
TTTEBTTTAGAGTGTTTCTGTTATTATGERGE T TH| CIBBMM T T TCTAAAAACA - = = = = = = = = = s & m s & m ot & @ e & m e &t e & f e & m e & @ m & f e & f e @ f ot & f e @ m e @ m ot mm ot @t ot ff e @ f ot @t e mf e mf e mm s @ m e @ m ot @ fm @ m e @ m ot @ f ot df e e f 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 e e ee i ee e aeaaaoao

TTTEBTTTAGAGTGTTTCTGTTATTATGERGE T TH| COBBM T T TCTAAAAACA - = = = = = = = = = = & & & & & o oo oo oo oo oo oo oo oo oo oo oo b o oo o o oottt et e o e oo e e oo ATG AT 1 TcCCTABGCEETAGA TTTTGETEET AGTCAATT 1 CGAAT-T 16

TTTEBTTTAGAGTGTTTCTGTTATTATGERGE T TH| CIBBM T T TCTAAAAACA - = = = = = = = = = o & @ s & m ot & @ e & m e & @ e & o e @ f e @@ e & f e & f e & f ot & m e mf e @ m e mm ot @t ot & f e @ f ot @t e @t s @ f e @ f e @ m ot & m e @ f e @ m ot @ m e @t e fn e e e e n 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 ee i ae o aeaeaoa

TTTEBTTTAGAGTGTTTCTGTTATTAT TTHC RN O 17971 - o
TTTEBTTTAGAGTGTTTCTGTTATTAT TTHIC IR O 17971 - o

TTTETTTAGAGTGTTTCTGTTATTAT
TTTETTTAGAGTGTTTCTGTTATTAT
TTTETTTAGAGTGTTTCTGTTATTAT
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CCATRAT CAAACIACAAATIAARBICEBIRR T TC-------------A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CCATIAT.CAAACIACAAATIAA.C.TTC oA
TTTETTTAGAGTGTTTCTGTTATTAT

TTTETTTAGAGTGTTTCTGTTATTAT
TTTETTTAGAGTGTTTCTGTTATTAT



End crnp Point
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ed fm_1.bed 0 O n.bed g 1.bed fm_2.bed 0 O bcIn.fa_aln.fa_cl.f
size: 21616bp; fragments: 2256; full length: 17 (>=19454.4bp)
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d ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0.0 I After TEtrimmer Extended plot Blue lines are boundaries
size: 21973bp; fragments: 2145; full length: 17 (>=19775.7bp)
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divergence to consensus (%)

TE: md_5_family 3825 Before TEtrimmer 1444 bp

size: 1444bp; fragments: 155; full length: 106 (>=1299.6bp)
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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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