Start crop Point End crop Point

MSA length = 6455 1
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACTAACAATAR------------
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAN-
AATAAITTGTGACTTTCTATCCACACGGAACCGACGAAAAAIGTAACAI —AAIAIA-
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACABTA
AATAAATTGTGACTTTTATCCACACGGAACCGACGAAAAACGTAAC- - - - - -
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAA

AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA- -AT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAITAA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAN- AA
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - - -AT
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA[RTA
AATAAATTGTGATTTITATCCACACGGAACCGACGAAAAACGTAACAAT - - -ATH- - - - - -
AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAITET
TTAAGCCCTEAAAA TAAATGAA TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA - = = = = = = = = = m m o m m o m m e o e e e e e o e m e o e @ e o e @ e o e m e @ e @ e @ e @ e e e @ e @ e @ e @ e e m m e e e e e e e e e e e e e e o
TTA---lTAA- - - ATRTABT TGEA TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA - - === - == - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - - -AT
TTAAGCCCTAA - - - ATTTAAA- - - - TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA - - == -~ == - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - - -AT
B~ ATTTAAATAA -BATAR - - - - - - - - o 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 e e s AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAR- AA
ABTCCTAA- -« e e - TAA-ATARTGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA - - - - - - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATA
--------- AIA e - e e e e e e e e e e e e e e e e e oo
ATTTAAA- - - - TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCfcCCTCGATGA
ATTTAAA- - - - TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA
ATTTIA—TAAA ------------------------------------------------------------
--------- TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA
TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA
TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA
-------------------------------------------------------------------------------------------------------------- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACIBAACARTARTAT
----------------------------------------------------------------------------------------------------- AATAAATTGTGACITTCTATCCACACGGAACCGAIGAAAAACGTAACAATAITAT
TTAAA———— ---------- AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACART- - -AT
"I 1 ------------------------------------------------------------ AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACITAACAATAI—AT
TABATAAAMT AR TGT TGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA - - - - = = - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACART- - - AT
--------------------------------------------------------------------------------------------------------- AATAAATJGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAATAJJAAA
TTG---CCTAA-AA TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA = = = = = = == = = AA = = = m m 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 o e -
TTAAGCCCTEAAAAREEABA A TAAATGAA TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCITCGATGA - - - - = - = = - s - oo oot o o f Lo Lol
TGTTGCGCCGTGTGGACTCGACITAACCTACATATGCCCGCCCTCGATGA - - - - - - - - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAT - - -A
TGTTGCGCCGTGTGGACTCGACCTAACCTACATATGCCCGCCCTCGATGA - - === - == - - AATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAAR- - - AT
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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
size: 6455bp; fragments: 15575; full length: 153 (>=5809.5bp)

divergence to consensus (%)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc
size: 6833bp; fragments: 15688; full length: 91 (>=6149.7bp)

divergence to consensus (%)
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divergence to consensus (%)
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TE: Itr_1 family 450

size: 570bp; fragments: 5603; full length: 5 (>=513bp)
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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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ensus before TEtrimmer (bp)
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