Start crop Point End crop Point

1 MSA length = 1059

CCTTIAGITTTTTA— -TAC TIAAAAAA.T.GTIAAAT TTAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGT T ------ -~ - - AGAGTTTTCCTCTCAAGTGGACACCTACCTTTAIAGTCAGGAA ------- TAA G

---------------- CAC TTCAA--------------CBTAAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGTT=- -~ -~ -----AGAGTTTTCCTCTCAAGTGGACACCTACCTTJARIAGTCACGAGATATTTA - - - G

CTTTGAGHA - - - - - ATTAT TT@CAAAA- - CHAGCH- - - TRTTIAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGT T - - - - - - - - - - AGAGTTTTCCTCTCAAGTGGACACCTACCT T ------------ G

ArTTGAGATTTCTC- - T@T TTCAA- - - TREGCEAAATRIT TAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGT T --------- - AGAGTTTTCCTCTCAAGTGGACACCTACCTTTA G

CTCTGAGEMTTTTTCATTA TTCAAAATERTRAACHAAGTRTTAAGCTAGGTGTCCACTTGAGITTTTCTCGCGAGAGTTACTCTCGAGAGTT- - - - - - - - - - AGAGTTTTCCTCTCAAGTGGACACCTACCTTTA C TTTA- - - -
CTCTGAGEIA - - = = = = = = = m oo o oo e e mm e e e oo - AGCEBABGCEBTTAAG- - - - - - - - CCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGT T ===~ -~ - - - AGAGTTTTCCTCTCAAGTGGACACCTACCTTTA G TTCA- -BA
TTTTGAGH T - - - - - A s o o oo e oo e e e e e e e e TTAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTACTCTCGAGAGT T-----=- - - - AGAGTTTTCCTCTCAAGTGGACACCTACCTTTA G CTA
TTETGAG TTCHlG- - - TTAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTIACTCTCGAGAGTT ---------- AGAGTTTTCCTCTCAAGTGGACACCTACCTTTT T TTT-
CTTTGAGHA - - - - - TTI!GAAA TAAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGT T~ ==~~~ - - - AGAGTTTTCCTCTCAAGTGGACACCTACCTTTABAGTCAGGAG---------------------CiHSGecRG . Bc - - - ----------------

TCTRAAART - - - - - ACCAT TAAAAAA TTAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGT T -=----=--- AGAGTTTTCCTCTCAAGTGGACACCTACCTTTT CC-----
---------------- TAT TTCCA--------------TRTAJJAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGTTACTCTCGAGAGTT=----------AGAGTTTTCCTCTCAAGTGGACACCTACCTTTA TATA
CATTARABRTTTTGC- - TAT TTCHG- - - TG TETEC@AAATET TAAGCTAGGTGTCCACTTGAGATTTTCTCGCGAGAGT TACTCTCGAGAGT T = - = - = - = -« = s = s = s =t oo ot b oL L L f L L L L L Lo oo TATC A
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ed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcIn.fa_aln.fa_cl.

size: 1059bp; fragments: 296; full length: 55 (>=953.1bp)
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bed g 3.bed fm 1.bed 0 0 n.bed g 1l.bed fm 2.bed 0 0O bclin.fa
size: 1359bp; fragments: 296; full length: 0 (>=1223.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: md_ 5 family 11898 Before TEtrimmer 1037 bp

size: 1037bp; fragments: 303; full length: 56 (>=933.3bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF4 ORF2

ORF1 ORF3

200 400 600 800 1000




Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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