Start crop Point End crop Point

1 MSA length = 600 1

----------------------------------------- AAGCCHG TCCAGAITATGIGTCAAATGCCCTCC —AACGITGGTTCCAAT— e —TCCAACATTGAGITTCCTTTGAA.GGICAAAAATACCACTCTAGTCGAACGTCITCCAATAAIGTTA - e
AAICCG CTCCAGACTATGCGTCAAITG TCTCC—AACGTTGGTTICAAT ---------- T CAACATTGAGGTTCCTTTGAAGCGGACAAAAATACCACTITAGTCIAACGTCTTCCAIT --------------------------------------
AAGCCGGCTCCAGACIATGCGTIAAAT ccCTC-CAAMT TGGTTCCAAT - - - - - - - - - - T CAAIATTGIG—TTCCTTTGAAGIGGACAAAAATACCACTCTAGTCGAACGTCTTCCAAT ---------------------------
AAGCCGGCTCCAIACTA GCGTCAAATGCCCTCC-AACG TIGTTCCAAT ---------- TCCAACATTGAGGTTICITTGAAGCGGACAAAAATACCACTCTAGTCGAAIGTCTTCCA TAAGTTARIERE AR R, - - - - - - TAAA cl ------ cl
AAGCCjGCTCCAGACTATICGTCAAATGCCTC-CAACGTTGGTTCCAAT - - - - - - - - - - TCCAACATTAG-TTCCTTTGAAGCGGARA - - AATAC- - -« - - - oo - - CGTTTTCRAAAARGTTAART TRANGRATTTT T TGAABAATTTGATCA
---------------------------------------- GTICCAAC——————————————————————————————————————————————————————————————————————————————————————————————————————————————
AAGCCGGCTCIAGAITATGCATCAAATGCCCTCC—AACG£GTTCCAAT --------------------------------------------------------------------------------------------------------------
---------------------------------------------------------------------------------------------- CAACATTGAGGITCCTTTGAAGIGIACAAAAATACCA TCTAGTCGAACATTTTCCAA.A.T— —A.CIACGIA— —TTTAT—AAICATTTGATICA
C CATTIAGGTTC.TTGAAGCGGACAAAAITACCA TCTAGICGAATGTCTT

g - -ENEET
------------------------------------------------ THAAGCGGTCCAGACTATGCGTCAAATGCCITIC - AACGT TCB TIIIAAT - - - - - - - - - - oo oo oo
8 L0
TAAGCCGGCTCCAGARTIRTGCGTCAAATGCTCTCC- AACGT TIMT TCCAAT - - - - - - - - - - - oo oo oo f oo oL L Lt oooooooooo.o.-

IT.T-AATTTT-T.T.T-TA-AATATA—_T --------------------- TCAAATICCCICC—AAC.TGG TCCAAT - - - - ---=-- TCCAACATTGAIGTTCCTTTGAAGCGGACAAAAATICCACTCTIATCIA ------------------------------- TTTAT—AAICATTTGACICA

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ CATTACHTA

----------------------- AAATGHECCTCR-BACGTTRGTTCCAAT - - - - - - - - - -BcCAACA- - - - - - - TIT T TEBABECTBARAAAAATACCACTCTAGTIGAACGTCTTCTAATAARRTT - T GB----------“---- ..
AMTCEBACARA - - TAJJAT - - ABCATTTGACHCA
T

-------- TCIAGACTATGCGTCAAAT CCITCC—AACGTTG TTCIAAT——————————TCCAACATTGAGGTTCCTT——AAGCI!ACAAAAAIAICACTCTAATCGAATATCTTCCAATAA GHTA

------- CTCCABACTATCRGTCAAATGCCCTCC - AT TGGT TCCAAT - = - - s s s e e e e oo - CATCTTHTAATARGGTTA
AGCCGICTCCAGACTATGCGTCAAATGCCITIC—AACGTTGITTCIAAT
----------------------------------------------- AAC

TAAGCCGGCTCCAGACTATGCATCAAATIHCTCBCC - AACGT TGGT TCCAAT - = - = - = - = - s - s m s sttt e b oo oo TATETTCTEABGABG T TAAR T TR RN T7---- - - - - oo - -
TR - - GCGTCAAATGCTI!CC—IACGTTGGTTCCAAT ---------- TCCAACATTGRGGTTCCTTTGAAGCGGABAAAABTAC - - - -« - - - - - CATCTTCAATAA

THAAGCCGGCTCCEGACTATGCGTCAAATGRCCTCHCAATRTTGGTTRCEAR- - -------- THCAACATTGAGGTT|TTTTGAAGCGGACAAAAATACCACTCTAGTCGAATGTCTTCTAATAARGTTA
TR --- - ACTATGIRGT CBAATGICT CC-BACGTTGGTTCCAAT - - - - - - - - - o m oo ool

AAGHECGGCTCCAGECTATGIATCAAATGCCCTICAACGT TGO T TCAAC - - - - - - - - - c o - oo o o Lo
AAGCIMGCTCCAGECTATGCGTCAAATGCTCTCC - AACG T TGG TTCCAAT - = = = = = = = = = & = & o & e & o o o o oo ot o oo o b o oo o f o b m ot m e e e e e e e e e e e e

------------------------------------------------------------------------- AAATGHECCTECCAACTT TGO T TCCARBC - - - - - - - - - - - - o s oot oo f oL Looooo-.o.-.

------------------------------------------------------------------------------------ CAABGTTGGTTCCAAT -« - c s m s e s e m e e e e CATTRRBBAATAATAGET AR T CBATATATTTTTATAAABAARTEEA CEBA

TTGGTECCAAT - - - -« -« - - - B O A CAT TGAGGT - - - - - s - s - e ettt e oo

----------------------------------------- TAAGHcGlcTccaGACTATGllGTCAAATGCCTBC - AACGTTGGBTCCAAT - - - - - oo oo i i iiiiieeeeeeeeeeeeeeeeee oo - -TGlcTTCCAANA ARG T TAARTCBACGAT - - - - - - - o oo
GECAATA R~ ~cHccR T me G G
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TGTTTTRTGEAAAGC T TRAT TRTACGEA- - TTTHTAAABRAG TRABTEA T A

------------------------------------------------------- IGCTCCAGACT— —ICITCAAATGCCCTCCCAACGTTGGTTCCAIC S —TCCIACAITGAGITTCCTTTGAAGCGGACIAAAATICCACTCTAGTCGAACATCTTCTAATIAIGTTAAITCIACG.— —ITTAT—AAIAAITT.CICA

-------------------------- TG TEAGAA A - G 7CCMBETATE l~ACHCCGCTCCMGACTATGCGTCAAATGCTCTCCCAACGT TGGTTCCAACH = = - = - - - - -« - - o - o - oo oo oo oL L Lo
----------------------------------------------------------------------- TIAAATGICCTCCAACITTIiTTICAAT

----------------------------------- AACGT TG T TCC AT - - - - - - - - - o - s e e f ot oo L LLLLLLlLoLoLoooLo.o.-.
AAGCCRBGCTCCAGACTATICOBCAAATGCCCTCC- AACGTIGGT - - - - - - - - - o x oo o oo oo
AAGCCGGCTCCAGACTATGCATCAAATGCCC T - AACG TT GG T - = = = = = = = = = = = = = & s & s & e & o ottt ottt oo o o o o o b o e e b f ot f ot et e e e e e e e e e e
--------------------------------------------------------------------------------- TECAIiGTTGGTTCIAAC ----------TCRBAACATTGARGTTCCTGAAGBGGACAAAARTACCACTCTAGTCGAACGTRTTCCAARAARGTTAABTCACGIBTT - - - - - AAAfJcATTTGACHCA

AABGT TGOTICCAAC - - - - - - - e - e o e ot e e Lo

- - - -[WGGCTCCBGACTATRCGTCAAATGRTCTCC-AACGT TGGT TCCAIT - - - - - - - - - - oo oo oo oo oL

---------------------------------------------------------------------------------- Cl - A AT T TG T B CA A C - - - - - o m e m ool

AGCCGGCTCCAGACTATCGTCAABTGCCCTCC-AACGT TGO T TCCAAT = = = - = - - - - & o= oo oo f oo Lo ool
AAGCIGJcTCCAGACTAJICGTCAAATGCCCTCC AA!ETTGGTTCIAAC ---------- TCCAACATTGAGGTTC - - = = = = = = = = & oo o o oo ot oo o e e ke e e e e e e e e e e oo oo

AAGCCGGCTCCAGACTATIMCGECAAATGCCCTCI - AATGT TG - TTCCAAT - = - = - - - o & oo oot ot f Lo oL Lo ool
aaccccGeTccAGACTAllGecaTcAAATGCCCTRCAACITTGGTTCCAAC - - - - - - - - - - TCCAACATTGAGGTTCTTTTGAAGCGGACAAAAATACHACT CTAGTCGAACAT CT T m m s = s = s s s s o e o e o e e e e e e e e e o e e e e mimimimie oo
------------- AITATGIGTCAAATICCCTC CAABGTTGTTCCAAC- - - - - - - - - —TCIAAIATTGAGGT.CTTTGAAGCIGACAAAAAIAC!ICTITAGTCGAACGTTTTICAATAA G T—AITCIAIGIATTTATA—AA1CATTTGITICA
------ GCTCCAGACTABGCATCAAATACCETCC - AACHT TGO BT COAAT - - - - e e - CGTCTTRCAATAAGTATAAGTCEACGHATT - - - - - AAAGCATTTGA- - - -
-------------- BBATGCGTAAATGCCCTCC-AACGTTOTTCCAAT - - - - o m e CAGRTTCTBATBAR T TA- - - - oo e e
AAGCIlJGCTCCAGACTATGCGTCAAATGCTCTCCCAACGTTJGTTCCAAT
AAGCCGGCTCBGACTATGCATCAAATGCCCTCCCAACTTGGTTcAAT
------------------------------------------------------------------------------------------ TGGTTCCAAT

GCGTCAAATIICCCTCCAAMGT TGO T TCAAC - - - - - - - - oo oo ot oo
---------------------------- CTCTCCCAACHT TGGTTCCAA - - - - - - - - o - e o m e e il

cl@ér - - -TTTARTCEBATER T TA N T - - 1
CEGT - - -TTTARTCGATEET TA N T - - 1

AAATGCTCTICC - ACGT TIGT TCCAAT - - - - - - - o - o oot t o o o f L f oL Lo

---------------------------- TATARAAG- - - -7 1 (-
---------------------------------- AAT - - - - AAlccGGBTccAlACTATGCGTCAAATGCCCTCH- AARG T T T T C AA T - - - - - - - o o o o o o ot b b b o oo oo bbb e e e e e
---------------------------------- AAT - - - - AABCCGGETCCARACTATGCGTCAAATGCCCTCH - AAMIG T T T T C AAT - = - = & = & = & = & o & o & o o o o oo o o o o o o o o o o oo o o o o b b b e e e e e e e e e e
------------------------------------------------------------------- TGCATCAAATGCCHTCC-AACGTTGGTTCMAAR - - - - -« - - - s o e o e BTTAATRARAT T e
-------------------------------------------------------------------------------------------------------------- TCCAACATTGAGGTTCCTTRBAAGCGGACAABAATARIC - - -« - c o e e c Tl - c o m o m o m oo
-------------------------------- WCCAACGTTGGTTICAAT - - --------BCCAACATTGAGGTTCCTTTGAAGCGRARABAAATACCACTTAA- - -« -« - -TTTCCAATAARABTAARTCH------ - - e
-------------------------------------------------------------------------------------------------------------- TCCAACATTGAGGTTCCTTTGAAGCGAJAAAAARACCACTCTA- - CGAACGTTTCCABTEARG T TAARTI AR A - -B T TATAABHCEIABE B~
------------------------------------------------ AAGCHGGCTCCAGCTATGCGTCAAATGCCCTCC - AACGBTGOBTCCAAT - - - = - = - = - = - s - s oo ot oo oo Lo
- --GTG- AAGCCGGBTCCAGACTATGCGTCAAATGCCCTCC =« - == - - - - - - N

------------------------ ABATGT

TICAACATTGAGGTICCTTTGAAICIGACAAAAATACCACTCTAGTCGAACGTCTTCCAATA.GTT— cATTTGATHCA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CGTTTT-ccmmmm e e o= - GACHTA



End crop Point
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 600 bp

size: 600bp; fragments: 58; full length: 2 (>=540bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_
size: 958bp; fragments: 37; full length: 0 (>=862.2bp)
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divergence to consensus (%)
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size: 588bp; fragments: 61; full length: 4 (>=529.2bp)

TE: rnd_5 family 623
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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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