Start crop Point End crop Point

1 MSA length = 2402 1

TAAAATCACATCTT TGCCCTCTAiIAGCCCTTAAAAAATGAAAATTTTTTTTTGAAAAATCGATTTGGAATACCTAICAAAAGTTACCTTTAGTAATGT ---------- CTAATACCAITTIGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTIGATTTTTIGATCCACC—TA T
AAAAITA ATBRTTAGAT A TEBCEATAA - - - - - - - - - - - - AABA - - - - o e meeeeo CTAATACCAATTGGCAACTTTTGCGCAGTATTCC - AAACGATTTTCAAAACTT GATTTTTCGATICACCCTA T
AlATCl!A‘TiAIA.!.! -------------------- IA— - - —TTTTTIAAAIATCGAITTGGAATACCTAC AAAAGTTACCTTTAGTAATGT - - = = === - - - CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCICC.A

AAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATGAAAA-TTTTTTTTGAAAAATCGATTTGGAATACCTA CAAAAITTACCTTTAGTAATGT ---------- CTAATACCAATTGGCAACTTTTGC

AGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTAMT
TAAAATCATATCTTCGCCCTCTACCAGCCCTTAAAAAATGAAAA-TTTTTTTTGAAAAATCGATTTGGAATACCTAICAAAAGTTACCTTTAGTAATT---------- CTAATACCAATTGGCAACTTTTGC!IAGTATTCCAAAACGATTIT AAAACTTCGATTITTCGATCCACCCTART
AAABTTATARICETEBT A ACTCTA.AGICCITA AAANRTIRRA A.ATTTTTTIAA.ATCGAITTGGAATACCTAC AAAAGTTICCTTTIGTAATGT ---------- CTAATACIAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTIAAAACTTCGATTTTTCGATCCACCCTA T
AABA TITA T A AITITACCA ------ AABBAATGIIARA - - - - T - - - o o o o e e e e e e e e e e e e e e e e e e e oo CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCT
TAAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAARBIIAAAATTTTTTTTTGAAAAATCGATTTGGAATACCIJACCAAAAGTTACCTTTAGTAATGT - - - - - - - - - - CTAATACIJAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTART
TAAAATCACATCTTCTGCCCTCTACEAGCCCTTAAAAATGA - - - TTTTTTTTTGAAAAATIGATTTGGAATACCTACCAAAAGT TACCTTTAGTAATGT - - - - - - - x o xm o m o m o m oo GARTRTECAT rBcAcEC T

TAAABTCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATGA- - - - - - - TTTTTHEMAAAATCGATTTGGAATACCTACCAAAAGTTACCTTTAGTAATGT - === - - - - CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAART TCGATTTTTHGATCCACCCT
TAAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATGA - - - - - - - TTTTTIAAAATCIATTTGGAATACCTACCAAAAGTTACCTTTAGTAATGT ---------- CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAART TCGATTTTTGATCCACCCT
TAAAATCACATCTTCTGCCCTCTACCAGCCCTJAAAAAATGAAAA-TTTTTTTTGAAAAATCGATTTGGAATACCTACCAAAAGTTACCTTTAGTAATT---------- CTAATACCAATTGGCAACTTTTGCGCAITATTCCAAAACIATTTTCAAAACTTCGATTTTTCGATCCACCCTA T
TAAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATIAAA-TTTTTTTTTGAAAAATCGATTGGAATACCTACCAAAAGTTACCTTTAGTAATGT - - - - - - - - - CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACMATTTTCAAAAT TCGATTTTTCGATCCACCCTART

GATATTCARGETE T TTCTTCTECCTMACT T TABAATAT - - - - - L L e CTAATACIAATTGGCAACTTRTGJGCAGTATTCCAAAACGATTTTCAAAA CEEG T TRARBGET AGCTTAGT
TAAAATCACATCTTIJTGCCTTCTACCAGCCCTTAAAAAATGA- - - TTTTTTTTTGAAAAATCGATTTGGAATABICTACCAAAAGTTATCTTTAGTAATGT - -« - - - - - - - CTAATACCAATTGGCAACTTTTGCGJAGTATTCCAAAACGATTTTCAAAACTCGATTTTTCGATCCACCCTART
TAAAATCACATCTTCTGCCCTCTACCAGCCTTAAAAAATGAAAAT TTT T - -« o c s e ottt e oo CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTARMTET
-------------------------------------------------------------------------------------------------------------- CTAATACCAAITGGIAACTTTTGCGCAGTATTCCAAAACGI
-------------------------------------------------------------------------------------------------------------- CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACG
TAAAATCACATCTTCTGCCCTCJACCAGCCCTTAAAAAATGAAA - TTTTTTTTGAAAAATCGATTTGGAATACCTACCAAAATTATCTTTAGTAATGT - - - - - - - - - - O
R L B e CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACATTTTCAAAACTTCGATTTTTCGATCCACCCTARTRTARA ATA- - - - [T T
-------------------------------------------------------------------------------------------------------------- ITAATACIAA—TGGCAACTTTTGCICAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCIACCCTAITITAIA.— Cee - IT"
TAAAATCACATCTTCJJGlCCTCTACCAGCCCTTAAAAAATGA- - - - TTTTTTTTGAAAAATCGATTTGGAATABCTACCHAAAGTTATCTTTAGTAATGT - - - - - - - - - - O 3 1Y o
IAAAATCITAICTTI!ALCTITAC-CCC.AAAIA ------- BBBG - - - - - - - - - - CTAATACCAATTGGCAATTTTGCGCAGTATTCCAAAACGATTTTJAAAACTTCGATTTTTCGATCCACHCTARTR I B - --------------
TAAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATGA- - TTTTTTTTTGAAAAATCGATTTGGAATACCTACIAAAAGT TATCT T TAGTAATGT = -« -« - = - -« oo oo oot ot f Lo oo o __._...._

ATTTTTTGAAAGATCGATTTGGAATATCTACCAAAAGTTACCTTTAGTAATGY---------- BT AATACCAATTGGCAACTTTTGCGCAGTATTCCAAAAJGATTTTCAAAACTTCGATTTTTCGATCCACCCTANTRETA
N CTAATACCAATTGGCJACTTTTGCGJAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTARTEHA
0 0 CTAABICCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTARTETA
ATTTTTTGAAAGATCGATTTJGAATATCTACCAAAAGTTACCTTTAGTAATGR- - ----- - - - CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTARMET

TAAAATCACERCE Tl BAC AcCcAGCCCTTAAAAANTGAAAA -
IAIAATTATIC TT!AIA TMC.G.C.T.A.A AITGAIA

TAAAITTAT ------------------------------------ T
TAAAATCACA- - -TCTGCCCTCTACCAGCCCTTAAAAAATGAAAA

TAAAATCACATCTTCTGCCTTCTACCAGCCCTTAAAAAATGAAAA AITTTTTIAAAGATCGATTTGGAATATCTAC—AAAAGTTACCTTTAITAATGT ---------- CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACIATTTTCAAAACTT.ATTT.C-ACICIA
TAAAATCACATCTTCTGCCCICTACCAGCCCTTAAAAAATG—AA TTTTTTTTTGAAAAATCGATTTGIAATACCTACCAAIAGTTACCTTTAGTAATGT ---------- CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTA- - - -
TAAAATCACATCTTCTGCCCTCTACCAGCCHTTAAAAAATG-AAATTTTTTTTTGAAAGATCGATTTGGAATATCTICCAAAAGTTACCTTTAGTAATGT - - == == = = - - CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTA TA
TAAAATCACATCTTCTACCCTCTACCAGCCITTAAAAAATGAAAATTTTTTTTTGAAAGATIGATTTGGAATATCTICCAAAAGTTACCTTTAGTAATGT ---------- CTAATACCAATTGGCAACTTTTGCGCAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCCTA TA
IAAAATTA—A-TITAIATTIT-A ----------------------------------------------------------------------------------- CTAATACCAATTGGCAACTTTTGCGIAGTATTCCAAAACGATTTTCAAAACTTCGATTTTTCGATCCACCITA TEBTA

TAAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATGAAAAITTTTTTTTGAAAAATCGATTTGGAATACCTAICIAAAGTTACCTTTAGTAATGT —————————— CTAATACCAA - - - - - - - s m et et ettt ettt e st et e e st e e s e m e - - CTTCGATTTTTCGATCCACCCTARTETA

TarAABTACEBCBBCBABE THcTECEABCCCBRGEEAAA TRBTGA T TABT - - -

TAAAATCACATCTTCTGCCCTCTACCAGCCCTTAAAAAATGA———TTTTTTITTGAAAAATCGATTTGGAATACCTACCAAAAGTTATCTTTAGTAATGT
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ed uf.bed g 1l.bed fm_1.bed 0 O bcIn.fa aln.fa_cl.fa_gs.fa ce.fa_
size: 2402bp; fragments: 199; full length: 1 (>=2161.8bp)

divergence to consensus (%)
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20147 fasta.b.bed_uf.bed g Lbed fm Lbed 0 0 belnfa alnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 2731bp; fragments: 221; full length: 0 (>=2457.9bp)
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divergence to consensus (%)

TE: rnd_5 family 20147
size: 2769bp; fragments: 244, full length: 0 (>=2492.1bp)
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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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[E consensus before TEtrimmer (bp)
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