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Loci associated with differential TE mobility 
in accessions from Sweden

Loci associated with differential TE mobility 
in accessions collected worldwide
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LTR gag pro integrase reverse transcript.LTR

ATCOPIA69
ATCOPIA69_REV_T_V        LTISQEGYLLKVLKDFG-DQAKSVNTP-GIHFKLKPANDEEVQKQSE-VRAIPYQSVVGSLYS--ISTRPDLAHSVGLVCKFS  
ATCOPIA69_REV_C_A        LTISQEGYLLKVLKDFG-DQAKSVNTP-GIHFKLKPANDEEVQKQSE-VRAIPYQSAVGSLYS--ISTRPDLAHSVGLVCKFSK  
ACL97385.1[Medicago      IWLSQKNYLRKVLRRFNMQDCKPISTPLPVNFKLSSGMSPSNEAERMEMSRVPYASAVGSLMYAMICTRPDIAQAVGVVSRFMA 
AFB73912.1[Citrus        IWLSQKNYLKKILRRFNMQDCKSISTPLPVNFKLSSSMCPSNEAERKEMSRVPYASAVGSLMFAMICTRPDIAQAVGAVSRYMA 
ACS74199.1[Fragaria      IWLSQEKYIMKILERFNMAEAKVVSIPLAAHFRLSAEQRPSDQKEIDMMKNVPYASAVGCLMYAMICTRPDLAQAMSVVSKYMS 
ABO36622.1[Solanum       LFLSQRSYIQKVLARFGMSSSKPIDTPSAANIHLTAMFAPQSEEEKEYMSRVPYASAVGSLMYAMVCTRPDLAHAVSVVSRFMG 
ABA97637.1Oryza          LFLSQQSYIKKVLQCFNMHDAKPVSTPIAPHFKLSALQCANTDEDVEYMSRVPYSSAVGSLMYAMVCSRPDLSHAMSLVSRYMT 
AAD12998.1[Zea           LGLSQKSYIENVLKRYNMHKCNASPGPIVKGDKFGEYQCPKNQYEKNKMKSVPYASAIGSIMYAQVCTRPDLAFTTGMLGRYQK 
XP_010676254.1[Beta      LFLSQKSYILKVLDRFGMSTAKSIDTPAAANARLSVVLSPQSDEEKEYMSKVPYASAVGSLMYAMVCTRPDLAHAVSVVSRFMT 
XP_008370919.1           LGCCLETEVPLLVYEYISNGTLXXHIX---QKKDSTESSLSWEXRLRIACEVAGAXAYMHSAASIPIYHRDIKSSNILLDHNYS 

A. thaliana ATCOPIA69_REV_T_V        LTISQEGYLLKVLKDFG-DQAKSVNTP-GIHFKLKPANDEEVQKQSE-VRAIPYQSVVGSLYS--ISTRPDLAHSVGLVCKFS
ATCOPIA69_REV_C_A        LTISQEGYLLKVLKDFG-DQAKSVNTP-GIHFKLKPANDEEVQKQSE-VRAIPYQSAVGSLYS--ISTRPDLAHSVGLVCKFSK
ACL97385.1[Medicago      IWLSQKNYLRKVLRRFNMQDCKPISTPLPVNFKLSSGMSPSNEAERMEMSRVPYASAVGSLMYAMICTRPDIAQAVGVVSRFMA
AFB73912.1[Citrus        IWLSQKNYLKKILRRFNMQDCKSISTPLPVNFKLSSSMCPSNEAERKEMSRVPYASAVGSLMFAMICTRPDIAQAVGAVSRYMA
ACS74199.1[Fragaria      IWLSQEKYIMKILERFNMAEAKVVSIPLAAHFRLSAEQRPSDQKEIDMMKNVPYASAVGCLMYAMICTRPDLAQAMSVVSKYMS
ABO36622.1[Solanum       LFLSQRSYIQKVLARFGMSSSKPIDTPSAANIHLTAMFAPQSEEEKEYMSRVPYASAVGSLMYAMVCTRPDLAHAVSVVSRFMG
ABA97637.1[Oryza         LFLSQQSYIKKVLQCFNMHDAKPVSTPIAPHFKLSALQCANTDEDVEYMSRVPYSSAVGSLMYAMVCSRPDLSHAMSLVSRYMT
AAD12998.1[Zea           LGLSQKSYIENVLKRYNMHKCNASPGPIVKGDKFGEYQCPKNQYEKNKMKSVPYASAIGSIMYAQVCTRPDLAFTTGMLGRYQK
XP_010676254.1[Beta      LFLSQKSYILKVLDRFGMSTAKSIDTPAAANARLSVVLSPQSDEEKEYMSKVPYASAVGSLMYAMVCTRPDLAHAVSVVSRFMT
XP_008370919.1[Malus     LGCCLETEVPLLVYEYISNGTLXXHIX---QKKDSTESSLSWEXRLRIACEVAGAXAYMHSAASIPIYHRDIKSSNILLDHNYS
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Loci +/- 5Kb
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H

Fraction of genes

Class I Class II

trans loci cis loci

Fraction of explained variance
D

7.86 7.88 7.90 7.92 7.94 7.96
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