Startcrop Point End crop Point

MSA length = 1126 1
TTTI ------------------------------------- TTTTATCAAAGCAAACCT TTGAAGGAG - = = = = & s s o s s s o o o o o et ot f et f it f oo oo oo oo oo o oommmmm oo TTAATATT TAAATT - AA
ITTT ------------------------------- TIT ATCAAAGCAAACCT T TGAAGGAG - = = = = & s o s s ot o o o ot ot f ot ot ot oot o oo oo oo AAIGT CAGETT - AAA
TT TA—IAA AC---------GAAAAAATATG T TAALAETG-CCT TAAGE- - - - - ----------- AT---T ATCAAAGCAAICCTTTGAAGGAG --------------------- TAAATTATTATTGTCTTTTCCCCTTCAAAGGTTTGCTTTEATAATGT CAECTGGAA
TTITA-TAT A TTITTT— -CATAAAGAGGGACTTAATATAGTTGAGAG- - - - - ----- - - ATITIT]AITTTATCAAAGCAAACCTTTGAAGGAG ------------------------------------------------------------ TTAAAAT CAAATTGGAACETETA - - ---- - - -

------------------------------------------------------------------------ ATA ATCAAAGCAAACCT TTGAAGGAG - = = = = = = = = = = o oo oo e o e o e o e o m o e o me e e e e e - WTTAATATT TAAATT - AA
TBEE- - - -ATAAC A ABTT TEEBAR------------- TTTT TCAAAGCAAAICTTTGAAGGAG -----------------
TTTTAATTTTAACTTATTTAAA AT TT TAAAfGTTCTCTAACCCAT ATATTATCAAAGCAAACCTTTGAAGGAG - = - === === == wm=-- ATAAATTATTATTGTCTTTTCCCCTTCAAAGGTTTGCTTT TAAATTGA

............................................................ l LACT A

ATAAATTATTATTGTCTTTTCCCCTTCAAIGGTTTGCTTT

-TATTAATIACTTATTTAAA
------------------- AAA ATATTATCAAAGCAAACCTTTGAAGGAG---=--=---TAATTTTCTAATAAAT TA - - = = = = m e e e e e e e e e e e e e e e o e TAAATT - AAA
TTT1AITATAICT l AIATTATCAAAGCAAACCTTTGAAGGAG ------------------------------------------------------------------------
TTTTEATTTTAACTTATTTAG ATATTITCAAAGCAABCCT TTGAAGGAG - = - = - o - o s o s e o s oo oo oe oo - BB TBAAGTB- - - - - - - - - mmmmmmmm oo
-------- L < o e TTTTIIICAAAGCAAACCTTTGAAGGAG— e e - ATAAATTATTATTGTCTTTTCCCCTTCAAAGGTTTGCTTTIRTAAAAGTT
TTTTAATAATAACCAAlTAAAA AA TAAAIGTTCTCTAACCCAT ATATTATCAAAGCAAACCTTTGAAGGAG- - === - = - - - TAATTTTCTAATAAAT TA - - - = m mm e e e e e e e e e e e e e e e o e TTAAAATTIABMTAAATT - AAA
TTTTAATAATAACCAAITAAAA AA TAAABGTTCTCTAACCCAT ATATTATCAAAGCABACCTTTGAAGGAG- - - - - - - - - - TAATTTTCTAATAAAT TA - - - = m o m e e e e e e e e e e e e e e e e o TTAAAATTIABMTAAATT - AAA
TTITAAIA.AAICTATTT— - AA TAAAR- - - - - - - - - - - - - - - -TTATCAAAGCAAACCTTTGAAGGAG - - = = = === = === = === = = = - ITAAATTATTATTGTCTTTTCCCCTTCAAAGGTTTGCTTT A C.ACTGGAA

---------- ACTTATTT- - - - - - ABAA feeeeeeeeeeeeeeeeeeeeeeeeoeo - - - ATIIT TATCAAAGCAAACCTTTGAAGGAG - - - - - - -~ - -TAATTTTCTAATAAATTA - - - - - s cmemmecmeeeeeeeeeee-e---- -ETTAAAATTERABETAAATT - AAA
TITI— - - —AIAACTTATTTIAA-A AN Vi@ - N ATITTATCAAAGCAAACCTTTGAAGGAG ---------- TAAT T TTCTAATAAAT TA - - - o m m e e e e e e e e e e e e e e e o TTAAAATTEABMTAAATT - AAA
------------------------------------------------------------------------------------------------------------------------ ATAAATTATTATTGTCTTTTCCClTTCAAAGGTTTGCTTT A

>
_|
@)
>
>
>
q)
@)
>
>
>
@)
@)
_|
_|
_|
9
>
>
A)
Q)
>
®
B3

>

TTTA-----c---------AGTAGTGTAAACGACAAAATTAACCC T AGAAI- - - - - - - - - - - TARAACGAAT T
T TAITAA‘AITIATITAAA T CARTTT T T T CAAAGCAAACCT TTGAAGGAG - - = - = = & e e e e e e e

-------- ACT-----BA TAAAAATT
TTTT-ATATTAACTTABTT - - - - - ATTTTATCAAAGCAAACCTTTGAAGGAG----------TAATTTTCTAATAAAT TA - = - = - s s s o e o e o e o e o e ie e mim oo o TTAAAATT
ATATTATCAAAGCAAACCTJTGAAGGAG- - - - - - - - - - TAAT TTTCTAATAAAT TA -« - - o e e e e oo oo oo e oo e oo TTAAAGTT
ATATTATCAAAGCAAARCT TTGAAGGAG- = - =« -commmmaa oo ATAAATTATTATTGTCTTTTCCCCTTCAAAGGTT TG - - @TAAAAATT
ATAT TATCAAAGCAAACCT = = = = = = = @ & @ oo oo o o e o m o e o e o e o e o et et e e e e e e e e e e e e e e e e e ae e e e oo st AAT T e s e m e e e e oo
TAAAfIGTTCTCTAACCCAT ATATTATCAAAGCAAACCTTTGAAGGAG- - - - -- - - - - TAAT TTTCTAATAAAT TA - « o - o e e e oo oo oo e oo oo e oo TTAAAATT TAAATT - AAA

TAAAM- - -CTCTAACCCAT ATATTATCAAAGCAAACCTTTGAAGGAG- - - - -- - - - - TAAT TTTCTAATAAAT TA - « o - o e e e oo oo oo e oo oo e oo TTAAAATT TAAATT - AAA

--------------------------------------------------------------- ATABBATCAAAGCAAACCTTTGAAGGAG- = - =~ - «-=-=-=-=-----ATAAATTATTATTGTCTTTTCCCCTTCAAAGGTTTGCTTT
------------------------------------------------------------------------------------------------------------------------ ATAAATTATTATTGTCTTTTCCCCTTCAAAGGTTTGCTTT
TaaAllcTTcTeTAACCCATRTIABTABATAT TATCAAAGCAAACCTTTGAAGGAG - - = = = = === === === oo = - ATAAATTATTATTGTCTTTTCCCCTTCJAAGGTTTGCTTT
TAAAI TTCTCTAACCCATI I I IATATTATCAAAGCAAAICTTTGAAGGAG ------------------------------------------------------------
--------------------------------------------------------------------------- TTABCAAAGCAAACCTTTIAAGGAG - - - - -« - e et e e

GTTCTCTAACCCAT ATATTATCAAAGCAAACCT TTGAAGGAG - = = = = = = = = = & o & oo e o e o m o f o f o e o e e e o e o e o e o e o e o oo oo oo
---------------------------------------------- GAAR---------- - TIAITATCAAAGCAAACCTTTGAAGGAG————————————————————————————————————————————————————————————

>

TAAATT - AAA
TAAATT - AAA

>




'.i | il{l' Ii | | i,| |||_
‘IHIF".I 'IIHII l l.Hl i|||| ||~-| |

| ‘ '| I“HEII l ﬁ ” |llII ”

W | |_| ||. I A
| wuaam.ll 1.

l | | | .Il & H "nl /U ||, "il]lkll _|'J




1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)

15 20
!

10

5

M
1

size: 1126bp; fragments: 557; full length: 0 (>=1013.4bp)
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size: 1513bp; fragments: 546; full length: 0 (>=1361.7bp)
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TE: md_4_family_ 2669 Before TEtrimmer 873 bp

size: 873bp; fragments: 312; full length: 24 (>=785.7bp)
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Dotplot

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