Start crop Point End crop Point

1 MSA length = 844 1

--------------------------------------- THGATGATECGATATTA- - - - - - - - - - CJiTCGGATGATCJTATCAACGGATGACGGATGCATGAAAATCCCCTT/TT e
TAAGGGGATTTTCATGCGBCCGATATCCGACGATAGATGATECCATATBA - - - - - sl - - oo e BCGGATGACGGATGCATGAAAATCCCCTTATTEA - AART - TRAAA- - - - - - - - - - ARGTTTHAAAGT - - - - - - TTTTTA
- -AAATATT - - WMTAAGGGGET T TCATGCGTCCJATATCCGACGATAGATGATACGATATTA - - - - - - - - - CGTCGGATGATCGTATCAACGGATGACGGATGCATGAAAATCCCCTTATTIM - AART - TRAAANMT - - -G AR THAAART - - - - - - TTTTTA

A-AAATATT - - TAAGGGGATTTTCATGCGICCGATATCCGACGATAGATGATICGATATTA —————————— I ————————————————— ICGGATGACGGATGCATGAAAATCCCCTTATT —————— TTTTTA

TAAGGGATTTTCATGCGTCCATEBTCCGACGATAGATGATACGATATTA - == == - = - - - CGTCGGATGATCGTATCAACGGATGACGGATGCATGAAAATCCCCTTATTEM - AARET CRECEH -~ THTEETCH . EiCHET Bl - - - - - - CTTTCA
TAAGGGATTTTCATGCGTCC TCCGACGATAGATGATACGATATTA- == - ---- - - CGTCGGATGATCGTATCAACGGATGACGGATGCATGAAAATCCCCTTATTEN - AARMTCREGETA THTEETCH . CTCHET Gl - - - - - - CTTTCA
TAAGGGGATTTTCATGCGTCCGATA - = = = = == s o mmmmm e e e e e o - TA- - - ee oo CGTCGGATGATCGTATCAACGGATG- - - - - - - CATGAAAATCCC- - - - - - T----THCTETTA
AAGBATTTTTA-BEAGGTAAARMCGTETAGA - - - - - - - - - - - -AGGGGATTTTCATHCHETCCGATATCCGACEATABATCATARRAT - - - - - -« - - - - - - - CCCGGATGATC- TATCAACGGATGARGGATIINE- - - - - ------------------TGEAABATIT TGATTATTT T TTTAAT------ TTTTTG
ATTTTTA-THBAATABARRCE - - - - - - - - - - - - - - -B----- - - - oo oo CGATATTA- == - - s s e mm e e - - TGATCGTATCAACilATAcGGATGCATGAAAATCCCCTTATTIRMGAART - T
ATATTITTA - TAGATAAARI - - - - - - - - - - - - oo o f o f oo ool G----CT
-------------------------------------------------------------------------------------------------------------- CGTCGGITGATCGTATCAACGGATGA-AT.A.AIAAT———————————————————————————————————————————————————————————
-------- Bon-P8TAT TAAGGGGATTTTCATGCGTCCGATATCCGACGATAGATGITACGAIATTA——————————————————————————————————————————————————————————————————————————————————————————————————————————————
AAAAATATT - -l TAAGGGGETTTTCATGCGTCCJATATCCGACGATAGATGATACGATATTA- - - - - - - - - - BGTRGGATGATCGTATCAACGGATGAIGGATGCATGAAAATCCCCTTATTIM- ---FrTTTTA
A-AGABTETEAT - - AAGCBGATTTTCBTGCGTCCGATATCCGACGATAGATGATACGATAT TA - = - = - & - s - et oo ot et oo i oo THTT
-------------------------------------------------------------------------------------------------------------- coljclicAflcAaTccTATCAACGGATACGGATGCTGjAAATf|cCCTTA
---------------------------------------- AAA-ATT - -lTAAGGGGATTTTCATGCGTCCATATCCGACGATABTGATECGATATTA- - - - - - - - - -CGTCGGATGAT G TATCAACGGATGACGGATcATGAAAATCCCCTTATTI- A TRTTT
A ABBAACTTEA - ABTRT TEBE TRCAATAT ARBBETETTAAAAABA THABGEAAGGCGGATTTTCATGCGTICGATATCCGACGATAGATIETACGATATTA - - = - = - = - s -t m et THCcTTHCG
----------------------- TAICC-GATAGATGATACGATATTA——————————————————————————————————————————————————————————————————————————————————————————————————————————————
TAAGGGGATTTTCATGCGBCCGATATCCGACGATA- - -« -« -« -« - - - TA------m--- CllTcPcATGATCGTATCAARGGAJGACGGATGCATGAAAATCCCT
TAAGGGGATTTTCABGCGTCCGATATCCGACGATAGATGATBIGATAT TA -« -« = o namama oo TGETCGTATCAACGGATJACGGATGCATGAAAATCCCCTA
TAAGGGGATTTTCATGCGTCCGATATCCGACGATA - == == == == == - - TA- oo ee oo ClTccATGATCGTATCAARIGGAJGACGGATGCATGAAAATCCCT
TAAGGGGATTTTCATGCGTCCGATATCCGACGATAGATJATACGATATTA- - - - - - - - CGTCGGATRATRGTATCAACGGATGACGGATGCATAAAATC - - - - - - - o et

ABGABAAGH- - - -ATTHTEN - BllcAACGTA AIGG - - - - - - - oo
ABGABAAGH- - - -ATTHTEE - BRIGAACGTA ABIGG - - - - - - - oL e el A TTTT

------------------------------------------------- ITAAGIGGATTTTCATGCGTICGATATCCGACGATA———————CIATATTA——————————CGTCGGATGATCGTATCAACGGAT ACGGATGCATGAARATCEICCTTA- - TRCTTTTG
AAARATEA -ATTTT-------ATGTARI AN - - - - - - - - - - - - oo e eeeeeeaoo CGTCGGATGETCGT AACGG ACGGATGCAGAAAATCHC- - - - - - ABTTTHCA
IAAIAIA.A—ATTTT --------------------------------------------------------------------------------- CGTCGGATGITCGTITIAACGG ACGGATGCAIGAAAATC C--n---- ABTTTHCA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- THTT
TTAAACGT THECATARGT A = = = = = = o o o = = = o o o o o o o o o o o o o o o o o o o o o o o o e e o oo
omE o T T T
Y TRAAART - T
-------------------------------------------------------------------------------------------------------------- CGTCGATGATCGTATAACGGATGACGATcAT|aAAATCCCCTTA- - - - —A‘T—T
THAAATATA A-AAAT - - - ATETAAGGGGATTTTCATGCGTCCMBTATCCOACGATAGATGATACGATAT TA = - -« -« o s oo oottt oo oL L.
------------------------------ q . - - - -ATAAGGGGATTTTCATGCGTCCGATATCCGACGATAGATIRATACGATATTA -« - -----CGTCGGATATIGTATCAACGGATGACGGATGCATIMAAAAT C- - - - oo e
-------------------------------------------------------------- TCGGAGATCGTATCAACGGATGACGGATGATGAAAATCCCCTTATTIAAART - TRAAABANE "N - BNCEH 8- - - - -8 B8 Bl

------------------------------------------ CGAIATTA——————————————————————————————————————————————————————————————————————————————————————————————————————————————
-------------------------------------------------------------------------------------------------------------- CGTCGGATGATHGTATCAACGGATGACGAT|C A-mmmmme oo
-------------------------------------------------------------------------------- TAIATGATACGATATTA— e CITCGGATGJGTATCAACGGATGACGGAT!MAATCCCCTTAIT
----------------------- AABTAAA GBI TAGATGATACGAT AT TA - - & - = - & oo m oo e o m o e o e o e o e o e f e m e ot ot e oo e e
AlAARAAATAN- - ------- VRS - 1) T S -
AuAAA AA - —TITTTAI!GAAT TT BCATGCGTCCGATATCCGACGATAGATGATACATAT TA - -« - oo e
-------------------------------------------------------------------------------------------------------------- 1TCIGA.ATIGTATC.iGGAT-GIAIGCATGAAAATCCCCTTA— -
-------------------------------------------------------------------------------------------------------------- CRTCGGATGATCGTAJJCAAlIGGATGACGGATGCATGAAAATJCCCTTATT
-------------------------------------------------------------------------- GAJATACGAATTA- - - - - - - - - - CGTCGGATGATCGTATCAACGGATGACGGATGCATGAAAATCCCCTT - - - - - - -
-------------------------------------------------------------------------------------------------------------- CGTCGGATGATCCEATRRACHGATCRCH- - - - - - - - - - - e e - -

----------------------------- TAAGGGGATTTTCATGCTCCGATATCGACGATAGATGATACGATATTA- - - -------CGTCGGATJATCGTATCAACGGATGACGGATGCATGEAAATCCCCTTA- -
----- TAAGGGATTTTCATGCGTCCATATCCGACGATARATIATARGATATTA- - - - - - - - - - CGljcGGATGATIlTATCAACGGATBCcGjaTGCATGAAAATCCCCTA - -
------------------------ CGATATCCGABMBTAGATGATACGATATTA = - = - = - = - s -t - s sttt et Lol
----------------------------------------- ABGATATHEE- - - - - -----CGTCGGATGATCGTATCAACGGATGARGGATGCATGAAAATCCCCTRA - - - - - - - -
ATTAT TAAGGGGATTTTCATGCGTCCGATATCCGA.ATAGATGATACGATATTA ---------- CGTCGGATGATCGTATCAACGGAJJGACGGATGCATGAAAATCCJCTTA- I
ATTTTT - -[BAAATAA - TAAGIGGATTTTCATGCGTCCGATATCCGACGATAGATGATARGATATTA- - - - - - - - - - CGTCGGATGATCGJATCAACGGATGABGGATJCATGAAAATCCCCTTA- - - - -
---------- TRAGETATA e -----GATACGATATTA----------CGTCGGATGATCGTATCAACGGATGACGGATGCATGAAAATCC CTTAIT.
CCBCMCATBATCCBATCARCGGATGACGGATGCATGAAAATCCBCBTA- - - - - - - - - -

CGTCGGATGATCGTATIAACGGATGACIGATGCATGAAAATCCCC TA - .

--------- AGATATARBRE - - - - - - -AAAA- -« -« - oo L CGTCGATGATCGTATCAACGGATGBCCHABTCATGAAAATCCCCTTA- - - - -
AATATTHT !GGATAIALG-A—AA.ATTATITAAGGGGATTTTCATGCGTCCGATATCCGA.ATAGATGATACGATATTA ---------- CGTCGGATGATCGTATCAACGGAJGACGGATGCATGAAAATCCRCTTA - -
-------------------------------------------------------------------- GATACGATATTA----------CGTCGGATGATCGTATCAACGGATGACGGATJCAlGABATlcccTTA- -
-------------------------------------------------------------------------------------------------------------- CllTcceAaTGATClTATCAACHATACGGATGCATGAAAATCCCCTTA- -
--------- T cATGBGTCCGATATCCGBCGATAGATGATACGATATTA- - - - - --- - -CGTCGGATGATCGTATCAACGGATGACGGAT[jcATGE@ATccccTTA- - CTRTTG
- AAGGGGATTTTCATGCGTCiIGATATCCGICGATAGATGAJACGATATTA- - - - - - - - - - WGTCGATGATCGTATCAACGATGACGGETGCATGAAAATCCCCTTA- - - - - TTTTCA
----------------------------------- GAJJGATACGATATA- - - - - - - - - -CGTCGGATGATCGTATCAACGGATGACGGATGCATGAAAATCCCRTTA- - - - -
--------------------------- CGACGATAGATGArCIATATTA— -« - - -CGTCHGATHATCETATCAACGGATGACGGATIBATGAAAATCCCCTTA - -
AAA TAAGGGGATTTTCATGCGTCGATATCCGACGATAGATGABACHATATTA -« -« -« - ---- CGGATGATCGTATCAACGGATGACGGATGCATGAAAATCCCTTART CTTTCA
AAAEAR- - TTTTTAATHAAACATTRRGE AR - - AAATHIEA - - - - - - - - - - - - - - - oo GATGATACGATATTA- - -------- CGTCGGATGATCGTATCAACGGATGACGGATGCATGAJAATCCCCTTAT TTTT
------------------------------------------------------------------------------------- GAJJGATBBGATATTA- - - - - - - - - - CJJTCGGATGATCGTABCAACGGATGACGGATGATJAAAATCCCCTTA- - - - - TTTETA
B AAGIGGATTTTCATGCGTCCGATATCCGACGATAGATGATABGATATTA - - - - - - - - - - CGTCGGATGATCGJATCAACGGATGABGGATJCATGAAAATCCCCTTA- - - - -
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1.bed_fm_1.bed_0_0_n.bed_g_1.bed fm_2.bed 0 0 bcin.fa_aln.fa_ After TEtrimmer 844 bp
size: 844bp; fragments: 2423; full length: 5 (>=759.6bp)
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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: 1173bp; fragments: 605; full length: 0 (>=1055.7bp)
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TE: md_5 family 617 Before TEtrimmer 924 bp

size: 924bp; fragments: 2795; full length: 3 (>=831.6bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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

/
800 y /
/
Y

600 yd / ///
500 /// / / /
400 P y
300 / g 4

/ /
200 // VZ
100/ yd /

/

0 // |/ | | | | | /| |

TE consensus after TEtrimmer (bp)



