Start crop Point End crop Point

1 MSA length = 5841

-------------------------------------------------------------------------------------------------------------- CCACGTTTCCCCTCCAATAGTTTATTCAAATAATCAATCAACTTATTATACTTGAARGC e I

T@A

THA

THA

------------------------------------------------------------------------------------------------------------------------------------------------------------------------- T THA

-------------------------------------------------------------------------------------------------------------- TAAAATTAAGGTTCCAATATTTGATTCAAAAAATTTTTCGACTTATTACATCTTAAAACTIRNT THA

oY b o . N i e S Y c CAACTIERC THA

oY N s o . N i e S Y c CAACTIERC THA

TAAGCCTTTAAACHT - TGJJAAGAATTAATGCTAAATTATTTTTAAAAAATAGTGTTTGAATAATATAAATCATTTTTG- - - - - - - - - - TAAAATTAAGGTTCCAATATTTGATTCAAAAAATTTTTCGACTTATTACATCTTAAAACTIT THA
------------------------------------------------------------------------------------------------------------------------------------------------------------------------- T T
------------------------------------------------------------------------------------------------------------------------------------------------------------------------- T T
AGAAATAG AAfC AATCTTTTIRAACTAT TIGAAGATT = - - - - -« - o - oot f oo ot Lo LooLooooooo.o.s T T
AAAACAG A-CTGETAAGC- - - TAAATTT - TGGAAGAATTAGTGCTAAATTATTATTAAAAAATAGTTTCGGATTAAAATAAATTATTTTTG - === - --- - TAAAATTAAGGTTCCAATATTTGATTCAAAAAATTTTTCGACTTATTACATCTT -AAGTTIT C
T C

—————— AG TAAGC- - -TAAATTT -TGGAAGAATTAGTGCTAAATTATTATTAAAAAATAGTTTCGGATTAAAATAAATTATTTTTG-=---------TAAAATTAAGGTTCCAATATTTGATTCAAAAAATTTTTCGACTTATTACATCTT -AAGTT



Start crop Point End crop Point

| |
0- I T N N T M v e
IR R0 T T OO 1 LA L ORECOY DR ORI R0 (W11
| LN T III%HIIHIIIIIIIIIIIIIIII.III]HIITIII
| IR IR AR | {1 TR | IR RONT Mk

[N
O R e AR T QMO S T

WAL DD £V ACUEO O O T
Illl.lilllll LS IR ORI

| 1Ik1 | ML R [ O
| RN I A A | MU DI I OO0 A A
VAN TR 11 A TR B e W0

MY TR (LU E DR BTN T MRV TR TR Chmn
O e I 0

10 - B I T T O eeEE D
FII B T e T T P Ty o
VO A O R M M0 TR | ML T IRIAN MDY (NI A 0 e i
1T TR R LT R | AT FIRIA MDY LT DA e e

0 1000 2000 3000 4000 5000 6000



_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 5841 bp
size: 5841bp; fragments: 11876; full length: 0 (>=5256.9bp)
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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 ¢

divergence to consensus (%)

size: 7012bp; fragments: 11813; full length: 0 (>=6310.8bp)
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TE: It 1 family 229 Before TEtrimmer 515 bp

size: 515bp; fragments: 53; full length: 14 (>=463.5bp)

divergence to consensus (%)
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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)

Dotplot

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