Start crop Point End crop Point

1 MSA length = 968
TGTACAGGGTGTCCCACATAAGATCCTCTATCCCITTATCTCGAAAGATATTCIRATTTACGAIAAAAA - - - = - & - @ oo o oo TRTATA T ATETE
TGTACIGGGTGTCCCACATAAIA -T@TATCllcCcTTATCT AAAGATATTCGATTTICGAAAAAAA ------------------------------------------------------------- TATATAT ATHTA

TGTACAGGGTGTICIACAIAAGA CTCTATCHCETTATCT AAAGITATTCAITTTACGAAAAAAAI

TGTACAGG TITCCCACATAAGATCCTCTAT CRCTTATCTCGAAAGATATTCGATTTABGAAAAAAA----------- TTTTTTTTGAAAAATATAA TTATTTGATTTTTAAAAGTTGATCAT.TG—ATA TGGAAT I T AATHEITAATT TAAAABBAATEETART T
TGTACI TGTCCCACATAAGATCCTCTITCCCCTTATCT GAAAGAT TTIGATTTAC AAAAAAA- - - -------- TTTTTTTTIAAAAATATAAG AITIGATTITTAAAAGTTGATCATCCTGAATA TGGAAG | T AATHEITAATT TAAAABBAATEETART T
TATACAGGGTGTCCCACATAAGATCCICTATCC CTTATCTC AAAGA ATTCAATTTACGAAAAAAA

------ TACAGGGTGTCCCAIATAAGATCCTCTATCC CTTATCTGAAAGATATTGATTTACGAAAARAA
TATACAGGGTGTCCACAJJAAGATCCTCTATCCCCTTATCTCGAAAGATATTCGATTTACGAAAAAAA
GTABAMGGTGTC-CACATAAGATCCCTATCCCCTTATCTCJAAAGATATTCAATTTACGAAAAAAAA
TGTACAIGGTGTCCCACA.AIATCCTCTAICC.TTATCTI!AAAGATATTCGAITTACGAAAAAAA -----------
TGTACAGGGTGTCMACATAAGATCCTCTATCCCCTTATCTCGAAAGATATTCGATTTACGAAAAAAAA
----------------------------- TGTACAGGGTGT CCACATAAIATCITCTATCCCCTTATCTCIAAAIATATTCGATTT——IAAAAAAA——————————————————————————————————————————————————————————————
------ TGT|CGGTGTCCCACATAAGATCCTCTATCICCTTATCTCGAAAGATATTCGATTTACGAAAAAAA - - - - - - - - - - -
TGTACAGGGTGTCCCICIT --------------------------- GATATTCGATTTACIAAAAAIAA
TGTABMAGGGTGTCCCACATAAMA TCTATCCCCTATCTCGAAAGATATTCGATTTACGAAAAA
TATIIAG.TIT-CA.A ATCCTCTATCICIITATITCGAAAIATATTCGATTTAC—AAAAAAA -----------
TGTACAGGGTGTCCCACATAABMATCCTCTATCCCCTTATCTCGAAAGATATTCGATTTACGAAAAAA - - - - - o o e e e e e e e e e e e e e e e e e s
TGTACAG TGTCCIACATAAGATCCICIATC CCTTAICTCIAAAGATATTCAATTTA— N
------ AARGGTGTICCACATAAGATCCTCTATCCCTTATCTCGAAAGATATIJCGATTTAC-BAAAAAAA
TGTACAGGGTGTCCCACAT = = = = = = = = = = = mm e e m o e m e e e e e o e @ e m e m e e e e e e e e e e e m e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e o s
------ TGTACAGiITGTCCIACATAAGATICTITATCCCCTTATCTCGAAAGATATTCGATTTAIGAAAAAAA— e e e e e e e e e e e
TATACAGGTGTCCCACATABGATCCTCTATCCCCTTATCTCGAAAGETATTCGATTACG- - AAAAAA
GTACAGGGTGTCCCAIATA!IATCCT.ATICCCTTATCICGAAAGATATTCGATTTACGIAAAAAA ---------------------------------------------------------------------------------------------------------------
-GTACAGGGTGTCCCACATAAGATCCTCTATCCICTTATCTCGAAAGATATTCGAT TTACGAAAAAAA = = = = = = = = = m o e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o
TGTACAGGETGTCCCACATAAGATCCTCTA- - -BET TATHTCCAAABATATTCGATTTACGAAAAAAA - = - = - = - - - oo ettt f L.
----------- TATACAGGGTGTCCCACATEAGATCCCTATCClCTTATCTEAAAGATATTJAATTTACGAAAAAAAA
TGTACAGcTGTCljcAfATA CTCTATC CCTTATCTCGAAAGATATI!AATTTACGAAAAAAA ---------------------------------------------------------------------------------------

----------- TGTACAGGGTGTCCCACATAAGHTCCTCTATCCCCTTATCTCGAAAGATATTCGATTTACGAAAAA - = = = = = = = = m m e m e m e e e m e e e e e e e e e e e e e e e e e e e e e e e e e o

-------------- TGTACAGGGTGTCCACATAAATCCTCTATCJCCTTATCTCGAAAGATATTCGATTTAMIGAAAAAAAA
TGTACAGGGMTCCCACAT -« -w o e e m o -e TCTCGAAAGATATTCAATTTABMGAAAAAAAA
TGTACAGGGTGTCCCACATAAGATCCTCTATCCCCTTJCTCGAAAGATATTCGATTTACAAAAAAAA
TGTACAGGGTGTC CAC TAAGATCCTCTATCCCCTTATCTCGAA GATA TCGATTTACGAAAIAAAA

TGTACAGGGTGTC CAC TAAGATCCTCTATCCCCTTATCTCGAARGATARMTCGATTTACGAAABAAAA
TGTACAGGGTGTCHCACAT - = == = == = = - - TCCCTTATCTCGAAARBTAT TCOART TACGAAAAAAA - - - - - -« - e ettt
TGTACAGGGTGTCCCACAT = = = = = = = = = % @ s mm e & m e & m e & f ot &t e & f e d ot e @t e mn e e e e e e n e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee e e
------ GTACAGGGTGTCCCACAJJAAIATCCTCTATCCCCTTATCTCGAAAGATATTCJATTTACGAAAAAAA- - - -« -« -« - - - - - - TTTTGAAAAATATAAGTTATTTGATTTTAAAAGTJGATCATCCTG-ATA

TAAAARAAT

TATACAGGHTGTEBCCACATAABATCCTCTATCCCCTTATCT GAAAG TATTCGATTTACG = - AAAAAA = = - = & & o o e o o e f ot e & e o f ot f e &t e &t e &t ot & e &t e e e e e e e e e e e e e e e e e e e e ee i aaiaeaaaa TAAAARMARBT
TATACAGGITGTICCACATAA ATCCTCTATCCCCTTATCT GAAAG TATTCGATTTACG - - AAAAAA = = = = & & o o o e ot &t e &t e f ot ot &t e &t e &t e &t e &t e & e & e e e e e e e e e e e e e e e e e ee e aaaaaa TT
------ TGTACAGGGTGTCCCACATAAGABCCTCTATCCCCTTATRTCAAAGATATTCGATTTACGAAAARBAA - - - - - o m e L L LAATT e e
TGTACAGGGTGTCCCACHTAAGATCCTCTATCCCCTTATCTCGAAAGATATTCGATTTACGAAAAAAA- - - - - - - - - - - TR TGEAABATARAARBA T T TGATTTTTAAAAGTTGATCATCCTG-ATA TAATT TAABARAAT
TGTACAGGGTGTCCCACATAJGATCCTCTATCCCCTTATCTCAAARBTATTIAATTTACGAAAAAAA - - - - - - - - - - - TTERTTTTGAAAAATATAARITATTTGATTTTTAAAAGTTGATCACCTG-ATA TAA-T TAAA
-------------- -AfjpcAfGGT- - - - - - - - - - -GATCCTCTATCCCTTATCJCGAAAGATATTCATTTACGAAAAAAA - - - - - - - - - - - TTTTTTTTGAAAAATATAAGTTATTTGATTTTTAAAAGTTGATATCCTG

------- TGTACAGGGTGTCCCHCATAAGATCCTCTATCCCCTTATCTIGAAAGATABTCOAT TTACGAAAAAAA - = - = - - < oo oo st tf L. o oo
TGTACAGGGTGTCCCACATAAGATCCTITAIC-TTITCTCGAAAIATI!TCGATTTACIIAAAAAAA -------------------------------------------------------------
TGTACAGGGTGTCCCACATAAGATCCTCTATCCCCTTATCTCGAAGATATTCGATTTACGIAAAAAA- - - - - - - - - - - 10 0 I
TATACAGGGTGT-CATEIGATCCTCTATCCCCTTATCTCGAAAIATATTCG—TTTACGAAAAAAA ----------- 2 50

ATACAGGGTGTCCCACATBAGATCCTCTATCCCETTATCTCAAAGATATTCGATTTACGAAAAAAA - - < - = = == ottt oot f Lo oo
TGTAC-GGGTGTCCCACAT - - ---=--- g TTATCTC!IAAGITATTCGATTTACGAAAAAAAA

------------------------ TGTACAGGGTGTCCCACATAAGBCCTCTATCCCCTTATRTCCGAAAGATATTIGAT T TATIMABAAAAA - - - - - o - m
TGTACAGHGTRTE- - - - - - - AGATCCTCTATCCCCTTATETCGAAAGATATTCGETTTACGAAAAAAA - = - = - = - = - s m s -t e et f oL i

TGTACAGGGTGT clACAlAleATca

- - -CCTTAT TCGAAAIATATTCGATTTAIGAAAAAAA
AGGGTGlcccacAT----TC A---CCTTATCTCIAAAGATATTCAATTTACGAAAAAAA
AGGGTGTC CACATAAIATCCTCTATCCCCTTATCT GAAAGATATTCGATTTACG- - AAAANA

GTA
--------- TA

A GTACAGGGTGTH---------- TICT-CCCITATCTCGAIAGATATTCGATTTACGAAAAAAA --------------------------------------------------------------
A TGTA GTGT CA- ---------------------------------------------------------------------------------------------------------------
A TATACAJGGTGTCCCACATAAGATCCTCTATCCCTTATCJCGAAAGATATTCGATTTCGAAAAAAA

/AC/ GATTATTCTAAA - - - - - - TGTACAGGGTGTCC- ------------------------------------------------------------

ARCAARATATTTTAG - - - - - - TGTACAGG - = = = = = = = === mmm e e e e e e e e o s CTCGAAAGATATTCGATTTACGAAAAAAA

A TGTACAGGGTGTCCCARGT - - - - === - - - m o c oo - TCTCGAAAGATATTIJGATTTACGAAAARAAA

A AGGGTGTClcACATAAGATCHTCTATCCBCTTATRTCGAAAGATATTCABT TANG - AAAAAA

A AGGGTGTC CACATAAGATCITCTATCCICTTATITCGAAAGATATT:iA TTAMG - AAAAAA

A A.GTG A AI ---------------------------------- AAAIAAA

A AGGGTGTCCC CATAAGATCITCTATCCC.TATITCGAAAGATATTCAATTTA ----- AA

ATEAAATTTTA- - - - - - GTACAGGGTGTCCCACAT = = = = = = = = = m mm e m e e e e e e e e e e e e e e e e e e e e e e e e e e o -

AIACAGGGTGTCCCACATAAGATCCTCTATCCCCTTATCTCGAAAGATATTIGATTTACGAAAAAAA
TGTACAGGGTGTCCCACATAAGATCCTCTATCCCCTTATCT AIAIATATTCGATTT-AAAAAAAA

TGTARAGCHTCRE- - - - - - -« - - - - e - CCTTATIT AAAGAT AATTTACGABAAAAA - - - - o o o i i f ottt et et et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ee i ee i aeeaaaaaa
------------------------------------ GTHT c N ey ATTCA

TTA GAABAAAAA
TGARGG TRTHC A.T ---------------------------- ABATT A A AAAAT

TATACAGGGTGTCCCACATAAGATICTITATC.CTTATCTCGAAAGATATT AATT ACGAAAAAAA - = = = - & o o o e e e e e e e e e oo
TGTACAGCRTGRE- - - - - - -« --------- - CCTTAT AAAGAT AATTTACGABAAAAA - - - - - ¢ - e oot et
TGTACAGGGTGTCCCACABAARATCCTCTETCCCRTTATRTCABAGATATTCGATTTAA - AAAAA - - - - - oo e o e
GTACAGGG TCC-AT ------------------------------------------------------------

ACAGG TCCCACATAAGATCITCIATCCCCTTATCTCGAAAGATATTCAATTTAC AAAAAAAA
TGTRCAGGG TRTCCACAT - - -« e e e e A - AAAAAAA - -« - - - e oo
TG ACAGGITGTCCCACATAAGATCITCIATCCCCTTATCTCGAAAGATATTCAATTTAC N N

TATACAGGGT|Tcccafia AGA CCTCTATCCCCTTATMTCGAAAGATATTCGRTTT---- - - - AA- - = oo e e o s THT T TIBGAAAAATATAAGTTATTTGATTTTTIAAAGITGATCATCCTG-ATA

TATACAGGGTGTCCCA AT AGA CCTCTATCCCCTTATITCGAAAGATAITCGITTT ------- IAA ----------- I ITTTIGAAAAATATAAGTTATTTGATTTTTIAAAGITGATCATCCTG—ATA
TGTACAGGGTGTCCCACATAAGATICTCIAT.CCTTATCTCGAAAGITATTCGATTTACG—AAAAAAA ------------------------------------------------------------
TGTAC*GTGTCCCAC Tommm e - CCTTATITCGAAAGATATTCGATTIAIGAAAAAAA ---------------------------------------------------------------------------------------------------------------
GIAC G.T ----------------------------------------------------------------------------------------------------------------------------------------
TGTACAGGGTGTC AGATCCTCTITiICITTATITCGAAIGATATTCGATTTA G AAAAAI ----------- TTTTTTTTGAAAAATATAAGTTATTTGATTTTTAAAAGTTGATCA.C.T
TGTACAGGGTGTCCCACATAJATCCTRTATHiC TC

CCTTATCTCGAAAGATATTCGATTTACHMAAAAAAAA - - - - - - - - - TT-TTT?AA.T-T.TIIA.T-AA.TTIA.A

TATACAGGGTGTCCCACITAAGATCCTCTATCCCCTTATITIGAAAGATATTCGATITA GAAAAAAA - - - - - - - - - - - - - - - TTTTEAAAAATATAAGTTATTTEMATTTTTAAAAGTTGATCACCCTG-ATA
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa
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size: 968bp; fragments: 325; full length: 0 (>=871.2bp)
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| 1834 fasta.b.bed_ufbed g Lbed fm Lbed 0 0 bcinfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries
size: 1698bp; fragments: 331; full length: 0 (>=1528.2bp)
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size: 589bp; fragments: 298; full length: 25 (>=530.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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