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AAATAATAATCATCAGCTIA T

AATACAIAATATAIAIAIATA.TTTAT TAAATTGT - - - CAA

---------------------- TIAT AI————————ATGIGTT—— TIAGTTATGTGAAC

A TTTATEMAAATAATAATCATCAGCTJAlTRTAAATTGT - - - CAA

A AAA - = = s e e e e - TRTPAGTTATGTGAAC

AAAACA G AA- - = e e e o GTT CAAGTTATGTGAAC
AAAACA G AA- - = e e e o GTT CAAGTTATGTGAAC
rB---G A AAA - = = o e e e CAAGTTATGTGAAC
AATACA A AAATAATAATCATCAGCT TAAATTGT - - - CAA
AIT1G A AI— - -TAATAATEAGTT TAAGTTATGTGAAC
AATGHA G AA- - - - - - TCATCHMTT AAGTTATGTGAAC
AATACA A AAATAATAATCATCAGCT TAAATTGT - - - CAA
A.GCA A AAIAAATAAIAATGAGTT TAAGTTATGTGAAC
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End crop Point

MSA length = 1578

GATAACATTTC = = = = 5w m m ot m ot et m ot m ot f e e e e e e e e e e e e eeaaaeaaao TH8A T TAfTAGGA ATAAGA
CACAACGTTTC-==-==-=-- AT----ccceca---AAATETAGACH- - - - - - - - - o e TEEAARRET TAGTAGGAAA - - --GA
GATAACATTTC = = = = 5w m m ot m ot et @t m o d m ot & e e e e e e e e e e aeaeaeaaaa TTATTHATT------- ATAAGG
CACAACGTTTC-==-==-=-- AT----ccceca---AAATETAGACH- - - - - - - - - o e TCAAA - - --GA
CACAACGTTTC-=--=mmemn-=- TTGAAAAAATTTTTTAAA TAATTTTAATTTTTTTTATA THREATETT--------- ATAA- - -
CACAACGTTTC-=--nmmemn=- TTGAAAAAATTTTTTAAA TAATTTTAATTTTTTTTATA THREATETT--------- ATAA- - -
CACAACGTTTC-==-==-=-- AT--ccceecaaeaa - AAANTEMTAGACH- - - - - - - - - - s oo e e o - TCAAA - - --GA
GETAACATTTC- - ------- AT TGAAAATATCTTTTATA TAACTTTAATTTTTTTTACA THREA T ATAAGA
CACAACGTTTC m = = = = = m m o m m ot @t m ot &t @t f e e e e e e e e e e ee i aeaeaaaoa TRET TR T TAGBGGE - - - - - - - - - - - - - - e oo
CACAACGTTTC-=---=---- ATTCCAAACAATTTTTTARA ATETAATTTTAGTTTCTTTTTTA TEETT

GATAACATTTC--==-=---- ABTTGAAGAAATTCCTCATA TAGACHMTAATTCTCATTTTTTTTATA-- THEAT

CACAACGTTTC-==-==-=-- /1N AAA TAGACH- - - - - - - o i e TEEAARRET TAGTAGGAAA
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 1578 bp
size: 1578bp; fragments: 39; full length: 1 (>=1420.2bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 1907bp; fragments: 35; full length: 0 (>=1716.3bp)
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divergence to consensus (%)

TE: Itr_1 family 169

size: 259bp; fragments: 18; full length: 17 (>=233.1bp)
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After TEtrimmer ORF and PFAM domain plot
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1sensus before TEtrimmer (bp)
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