Start crop Point End crop Point

1 MSA length = 6375
TATTGTTGCGGACCCG- - - - - TGTGIACTCGACCTAAGCCITCAGAIGAC GI ---------- TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAITATI— - —T-TITIG.TATTA. ------ TT-AAAAA-TITTT
TABTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCC
TAITGTTGCGGICCIG ----- TGTGIACTCGACCTAAGCCITCIGAIGAC
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCC

TATTGTTGCGGICCIG ----- TGTGBACTCGACCTAAGCC TCIGA GAC
TABTGTTGCGGACCCG- - - - - TGTGBACTCGACCTAAGCCHEMTCAGAMGAC
TABTGTTGCGGACCCG- - - - - TGTGBACTCGA-CTAAGCCHTCAGAMGAC

TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCC
TATTGTTGCGGACCCG- - - - - TGTGAACTCGACCTAAGCCEBTCAGABGAC
TATTGTTGCG.CCIG ----- TGTGIACTCGACCTAAGCCITCIGAIGAC ---------- TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCMGC--------- - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TAJJTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCMGC- - - - - - - - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCHMGC- - - --- - - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCMGC - - ----- - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA

TA

TEATCTIERATAGRA
TATH- - - - ATA!AI ---------------
TAIM- - - - TAT - - s e e e e e e e e o s
TATH- - - -TRATACBABBCE TBATA- - - - - - - - - - e -
TATECGT ATA!AIC - - —AIATAIAAAC-AAIAA-T.TT

AABGABTT- - - - - - AGBTTTAAA- TA---AATATAAA-TT

AAAAAT——AATAATAATTTTIAAA

- 4 -4 -4 4 4 - -

------------------------------------------ TGTTGCGGACCCGTACCGTGTGAACTCGGCCTTGGCTTCAGGCGCCMGC - - = = = = = = = =« =« =« =& s - s oo oo oo oL Lt ottt oot ioooooooooo
AAAAAT - - AATA- -GATTTEIAA - TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCGC - - ---=--- - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA THETEATEA------ T .- -

ABAAAT - -« e e A TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCIGC - - - -« - -« - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA - - - -AAA--TBAACTT .- -

----- AAATTAATATTGATTCTA - - - TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCEBGC----------TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA TA--AAB-------- .- -

TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCIGC - - - = - = & o o e o o b o o b it bttt ot o et ottt ot et et et ettt et et et e e e ot et e f e e et e e i e e et e i oo e meaoemamaaoe o
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCGC = = = = = = = = = = = & o o e m e o f ot e o o et e o et et f m et ot et et et et o e f et e m e e m o e m ot e m et f e e oo i e e oo e e oo emaoeoaaaa oo
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCGC = = = = = = = = = = = & &t e m e o e ot o ottt o o ot et ot et ot et et et et ottt o e m e e mm e m oo m et e o et d o e e e i m e o omoaoeoaaaa o

i e N N N B

- AAABICAAACA - - - - - - oo -
--------------------------------- THRTTAAA -
-AGAT- -AACATT - AT TTAAA-

- AGAT - - AITCATAATTCTA.—

TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCMGC---------- TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACAIITATE- - - - - - -TATIARBRTAT - - - - - - - o oo
TATTGTTGCGGACCCGTACCGTGTGAACTCGGJCTTAGGCTTCAGGCGCCMGC- - - - - - - - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCMGC------- - - - TAAATAAATTGTIAITTT- ----------------------------
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCBGC--------- - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TAJJTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCMGC- - - - - - - - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCMGC--------- - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
----------------------------------------- TRl TGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCHEGC- - - - - - - - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCMGC - - ----- - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCBGC-------- - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCBGC------- - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCMGC- - ----- - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCBGC--------- - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TATTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGCTTCAGGCGCCBGC--------- - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA
TAJJTGTTGCGGACCCGTACCGTGTGAACTCGGCCTTAGGGTTCAGGCGCCHGC- - - - - - - - - - TAAATAAATTGTGACTTTCTATCCACACGGAACCGACGAAAAACGTAACA

AAATCTAATCAT - == - == - - -
T——IGTCATAAITCTA——-

4 4 4 4 4 4 4 -4 4 4 4 - -
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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: 6375bp; fragments: 16002; full length: 213 (>=5737.5bp)

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: 6708bp; fragments: 17342; full length: 107 (>=6037.2bp)

divergence to consensus (%)
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TE: It 1 family 465 Before TEtrimmer 864 bp

size: 864bp; fragments: 5311; full length: 1 (>=777.6bp)
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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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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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