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Figure S1. Phylogenetic relationship of IAA12 and IAA13 homologs and AtIAA3, AtIAA9,
AtIAA10, AtIAALL and AtlIAA14. Al, Arabidopsis lyrata, At, Arabidopsis thaliana, Br,

Brassica rapa, Pt, Populus trichocarpa.
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Figure S2. (A) pBDL1goonp::bdl:GUS expression in the root meristem (B) pBDL::NLS:3xGFP
expression in torpedo-stage embryo.
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Figure S3. (A) Empty vector (pJIT60) does not significantly repress p3xPF::LUC

expression. (B) HB6 represses auxin- or MP-induced expression of pBDL::LUC. Transient

activity assay using pBDL::LUC as reporter construct in the presence or absence of HB6, MP

and NAA as indicated. Values represent mean + s.e.m. *, statistically significant differences

for values as indicated by black lines, as determined by Student’s t test (p < 0.05); for

statistical details see Table S1.



Table S1. Statistical details, i.e. number of biological replicates (n), the statistical test that

was used, and p- values.

n p-value
p3xPF::LUC 17
p3xPF::LUC + HB5 4 0.023982777417344 (vs. p3xPF::LUC)
p3xPF::LUC + NAA 13 0.00511018361506801 (vs. p3xPF::LUC)
p3xPF::LUC + HB5 + NAA 12 0.0172479925742428 (vs. p3xPF::LUC + NAA)
p4xPF36::LUC 14
p4xPF36::LUC + HB5 3
p4xPF36::LUC + NAA 12 0.000071208885780171 (vs. p4xPF36::LUC)
p4xPF36::LUC + HB5 + NAA 9 0.000111681769431711 (vs. p4xPF36::LUC + NAA)
pBDL::LUC 6
pBDL::LUC + NAA 3 0.00562278511084931 (vs. pBDL::LUC)
pBDL::LUC + HB5 + NAA 3 0.00980249790102142 (vs. pBDL::LUC + NAA)
pBDL::LUC + MP 3 0.000211341066818974 (vs. pBDL::LUC)
pBDL::LUC + HB5 + MP 3 0.000255057508922423 (vs. pBDL::LUC + MP)
pBDL::LUC 3
pBDL::LUC + NAA 3 0.00399308644606912 (vs. pBDL::LUC)
pBDL::LUC + HB6 + NAA 3 0.000379475036834726 (vs. pBDL::LUC + NAA)
pBDL::LUC + MP 3 0.000298979203607784 (vs. pBDL::LUC)
pBDL::LUC + HB6 + MP 3 0.0000970250859890226 (vs. pBDL::LUC + MP)




List S1. Sequences used for the phylogenetic and the VISTA analysis.

Protein sequences used for the phylogenetic analysis

At_IAA3
MDEFVNLKETELRLGLPGTDNVCEAKERVSCCNNNNKRVLSTDTEKEIESSSRKTET
SPPRKAQIVGWPPVRSYRKNNIQSKKNESEHEGQGIYVKVSMDGAPYLRKIDLSCYK
GYSELLKALEVMFKFSVGEYFERDGYKGSDFVPTYEDKDGDWMLIGDVPWEMFICT
CKRLRIMKGSEAKGLGCGV*

At_IAA9
MSPEEELQSNVSVASSSPTSNCISRNTLGGLKEHNYLGLSDCSSVGSSTLSPLAEDDK
ATISLKATELTLGLPGSQSPARDTELNLLSPAKLDEKPFFPLLPSKDEICSSSQKNNAS
GNKRGFSDTMDQFAEAKSSVYTEKNWMFPEAAATQSVTKKDVPQNIPKGQSSTTNN
SSSPPAAKAQIVGWPPVRSYRKNTLATTCKNSDEVDGRPGSGALFVKVSMDGAPYL
RKVDLRSYTNYGELSSALEKMFTTFTLGQCGSNGAAGKDMLSETKLKDLLNGKDY
VLTYEDKDGDWMLVGDVPWEMFIDVCKKLKIMKGCDAIGLAAAPRAMEKSKMRA

*

At_1AA10
MNGLQEVCSSSGSVMIGLPAEEDENAAHSSEDSSCPDESVSETELDLALGLSIGRRKV
RSSLSSSSSSLTRESGTKRSADSSPAAASNATRQVAVGWPPLRTYRINSLVNQAKSLA
TEGGLSSGIQKETTKSVVVAAKNDDACFIKSSRTSMLVKVTMDGVIIGRKVDLNALD
SYAALEKTLDLMFFQIPSPVTRSNTQGYKTIKETCTSKLLDGSSEYIITYQDKDGDWM
LVGDVPWQMFLGSVTRLRIMKTSIGAGVGK*

At_1AALL
MEGGSASGSASALSNDENLVVSCEDSSSPIGNELELGLTLSLGRKGYRDCRVYADDS
SSSSSSSSLSRASVIAGIKRTADSMAATSGQVVGWPPIRTYRMNSMVNQAKASATED
PNLEISQAVNKNRSDSTKMRNSMFVKVTMDGIPIGRKIDLNAHKCYESLSNTLEEMF
LKPKLGSRTLETDGHMETPVKILPDGSSGLVLTYEDKEGDWMLVGDVPWGMFIGSV
RRLRIMKTSEATGKDDIMKQIIIYEEPFMFEAVIRQITDQREDKNIVRSFFFFSPLY SFFF
GSAIFLLVSYMFSL*



At_IAAL2
MRGVSELEVGKSNLPAESELELGLGLSLGGGAWKERGRILTAKDFPSVGSKRSAESS

SHQGASPPRSSQVVGWPPIGLHRMNSLVNNQAMKAARAEEGDGEKKVVKNDELKD
VSMKVNPKVQGLGFVKVNMDGVGIGRKVDMRAHSSYENLAQTLEEMFFGMTGTT

CREKVKPLRLLDGSSDFVLTYEDKEGDWMLVGDVPWRMFINSVKRLRIMGTSEASG
LAPRRQEQKDRQRNNPV*

At_1AA13
MITELEMGKGESELELGLGLSLGGGTAAKIGKSGGGGAWGERGRLLTAKDFPSVGS
KRAADSASHAGSSPPRSSSQVVGWPPIGSHRMNSLVNNQATKSAREEEEAGKKKVK
DDEPKDVTKKVNGKVQVGFIKVNMDGVAIGRKVDLNAHSSYENLAQTLEDMFFRT
NPGTVGLTSQFTKPLRLLDGSSEFVLTYEDKEGDWMLVGDVPWRMFINSVKRLRVM
KTSEANGLAARNQEPNERQRKQPV*

At_1AA14
MNLKETELCLGLPGGTETVESPAKSGVGNKRGFSETVDLKLNLQSNKQGHVDLNTN
GAPKEKTFLKDPSKPPAKAQVVGWPPVRNYRKNVMANQKSGEAEEAMSSGGGTVA
FVKVSMDGAPYLRKVDLKMYTSYKDLSDALAKMFSSFTMGSYGAQGMIDFMNESK
VMDLLNSSEYVPSYEDKDGDWMLVGDVPWPMFVESCKRLRIMKGSEAIGLAPRAM
EKFKNRS*

Al_1AA12
MRGVSELEVGKSNLPAESELELGLGLSLGGGAWKERGRILTAKDFPSVGSKRSAESS
SHQGASPPRSSQVVGWPPIGSHRMNSLVNNQAMKAARAEEEDGEKKVAKNDELKD
VSMKVNGKVQGLGFVKVNMDGVGIGRKVDMRAHSSYENLAQTLEEMFFGMTGTT
SREKVKPLRLLDGSSDFVLTYEDKEGDWMLVGDVPWRMFINSVKRLRIMGSSEASG
LAPRHQEQKDRQRNNPV*

Al_IAA13
MGKGESELELGLGLSLGGGTAAKIGKSGGGGAWGERGRLLTAKDFPSVGSKRAADS
ASHAGASPPRSSSQVVGWPPIGSHRMNSLVNNQATKSAREEEEAGKKIVKDDEPKD
VTKKVNGKVPVGFIKVNMDGVAIGRKVDLSAHSSYENLSQTLEDMFFRTNPGTIGLT
SQFTKPLRLLDGSSEFVLTYEDKEGDWMLVGDVPWRMFITSVKRLRVMKTSEANGL
AARNQEPNERQRKQPV*



Br_IAA12/13.1
MRGGSELELRKSNLPAESDLELGLGLSLGGGAWRERGRILTAKDFPSVGSKRAAADS
SSSHHGASPPRSSQVVGWPPVGSHRMNSLANKQAMKAEQGEGKEEGKKEDEPKDV
SVKVVEGSGFVKVNKDGVGIGRKVDVRAHSSYENLALTLEEMFFGRTGTTSVEKLK
PLRLLDGSSEFVLTYEDKEGDWMLVGDVPWRMFITSVKRLRIMGTSEASGLAQLRYI
KEAEEIRLAMQPLDLIKTVREIEQEGTGGQETEQQKQNTAVDLSKRLKDFASSLKAL
EEWRKRKMERARQRDLEKTGGLSLSKTS*

Br_IAA12/13.2
MGKAESELELGLGLSLGGGTAAKIGKQGGGGAWGERGRLLTAKDFPSVGSKRAAD
SASHAGASPPRSSSQVVGWPPIGSHRMNSLAAKSAREEEGEAGKKKVKDDETKDVN
KKVQVGFIKVNMDGVAIGRKVDLNAHSSYENLAQTLEDMFFRGNPGTIGLTGQFTK
PLRLLDGSSEFVLTYEDKEGDWMLVGDVPWRMFITSVKRLRVMKTSEANGLAARH
QESNERQRK*

Pt_IAA12/13.1
MEGCLGLLGGGGSSGASTNKSTLSKVEVIEAEASSYPVEAELELGLGLSLGSGGGGK
GKANAWGECGRILTAKDFPSVRAADSVSHEGGSPTAGSQVVGWPPIRAYRMNSLVS
QAKAARAEEEKGIGEKDKSKENLKKKICNGNKTNATGNEKGHLGFVKVNMDGVPI
GRKVDLNAHACYETLAQALEEMFFRSTTTINSIGGQKPLSKFSKLLDGSSEFVLTYED
KEGDWMLVGDVPWGMFLTSVKRLRIMRTSEANGLAPRLQDRNEKQRSKPV*

Pt_IAA12/13.2
MSKVEVVEAEASSYPVEAELELGLSLGSGGRGGGGGGKGKANARGERGRILTAKDF
PSVRAADSVSHEGGSPTAGSQVVGWPPIRAYRMNSLVNQAKAARAEEDKGIGEKDI
SKDNLKKKICNGNKTSAPSNEKGHLGFVKVNMDGIPIGRKVDLNAHACYETLAQAL
EEMFFRSATTINSIGGEKRQVTKPSKLLDGLSEFLLTYEDKEGDWMLVGDVPWGMF
LNSVKRLRIMRTSEANGLAPRFQDRNEKQRIKPV*

1 kb 5’ upstream regions used for the VISTA analysis

At_IAA12



ACTCCTTGATAATGATTTTGATCAAAAGTGTAATTTCCACAAACCAATTGCGCCT
GCAAAAGTTTTCAAAGGATCATCAAACATAATGATGAATATCTCATCACCACGAT
TTTATAATAATGCATCTTTTCCCACCATTTTTTTTCCCTCACTTTCTTTTATAATCT
TGTTCGACAACAATCATGGTCTAAGGAAAAAGTTGAAAATATATATTATCTTAGT
TATTAGAAAAGAAAGATAATCAAATGGTCAATATGCAAATGGCATATGACCATA
AACGAGTTTGCTAGTATAAAGAATGATGGCCAACCTGTTAAAGAGAGACTAAAA
TTAGGTCTAAAATCTAGGAGCAATGTAACCAATACATAGTATATGAAATATAAA
AGTTAATTTAGATTTTTTGATTAGCCCAAATTAAAGAAAAATGGTATTTAAAACA
GAGACTCTTCATCCTAAAGGCTAAAGCAATACAATTTTTGGTTAAGAAAAGAAA
AAAACCACAAGCGGAAAAGAAAACAAAAAAGAACTATATTATGATGCAACAGC
AACACAAAGCAAAACCTTGCACACACACATACAACTGTAAACAAGTTTCTTGGG
ACTCTCTATTTTCTCTTGCTGCTTGAACCAAACACAACAACGATATCCCAACGAG
AGCACAACAGGTTTGATTATGTCGGAAGACAAGTTTTGAGAGAAAACAAACAAT
ATTTTATAACAAAGGAGAAGACTTTTGGTTAGAAAAAATTGGTATGGCCATTACA
AGACATATGGGTCCCAATTCTCATCACTCTCTCCACCACCAAAATCCTCCTCTCTC
TCTCTCTCTTTTACTCTGTTTTCATCATCTCTTTCTCTCGTCTCTCTCAAACCCTAA
ATACACTCTTTCTCTTCTTGTTGTCTCCATTCTCTCTGTGTCATCAAGCTTCTTTTT
TGTGTGGGTTATTTGAAAGACACTTTCTCTGCTGGTATCATTGGAGTCTAGGGTTT
TGTTATTGAC

At_IAA13
TTCCACACATCAATTGCGATTGAAAAAGTTTTCAAAGGATCATCATAGCTCACAT
CAAGAAACATGATGATGAATAATCTCATCACCACTATTTATTTAATAATTCCTTA
TAATGAAAACCAATTTTGTTCTCACTTTATTTGGAACCCATCATAGTCTAGTCCTC
CACGAAAAAAAGAAAAGAAAATAAATGAGCATATAGTGACCCAAAACTAAACC
CAAATTCAACTTTTTTTCAAAACTGGTACTTAGCTATACGTTTTCACATATTTAAC
AGTTGTTACTATGAACATGATATAAAGCATAGCTAACCAGATAAGATCAAACGC
AACGAATACAAAATAAACTCTAATATAGCAATCATCAAAACGAATACAAATTCT
TGCAAAAATAGAAAAGAAAGTGTGATGCAAAAACAAAGCTTTCCACAAATACAA
ACACATAACACAAAAACAACAGTTTATATATTTAATATAGTTTAATAAGATATGT
TTGTTTTGTTTATCATATTTTTTTATAAACACAGGAGAAAACAATAAGGTAAACG
GGAGCACGACAAGTTTGATAATGTCGGGAAGAAAAGTTAAAAAGAATTTCTTTG
TTAATAATAAAATTAGGGAATAAAAAAAGGGTAAAAGAGAAGAAGAAAGAATG
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GCATTGTTGTTGGTATGGCCACTACCAGACATATGGGTCCTACTCTTCTCATCACT
CTCTCCACCACCTAATCCTCTCTCTCTTTCTTCTTCCTCAATTCTTGAAACTCTCTT
TCAGATTTCAAGAAACCCTTAAAATCCTCTCTCTGTCTCTTTCTGTTTGTTTGTTTT
CTTGTTTCCTTCTCTCTCTCTCTTTCTTTCTTTGTCTTCCTTTCCCAGGTTGTTTTTT
TTTGCTCTCTCTGCCTTCTTGACTTTCAAAAGACTCTTTCTTTCTTTTGGATTGATT
TTGGATTCTAGGGCTCTCTTTCTTTTAGTGGGTTTTTGTTGTTGTTGTTGTGGTCTC
TCTG

Al_IAA12
GCAATTTAAACGTAGGAATGGACGAATGGTTGTTATAATAAACTTATAATATGAC
TCAATCCACTATTCAAAATTTAGTTTTTGATTTAACTTTAATATAGTATCAAAACC

TAATTTAATTTGAGTGCAAGTTGAAATTCGATTCAGCATAAAAAGAACAAAATA
AACGTATAATTTTGGAAAAAGGTGTTAAGGAAATTTCATATCGAATACTAGAAC
ATATGATCTAACATAATAAGTTAAGCTAATGTACTCTTTGTAGCTAACGTGACAG
AAACAATTATCTATTTTGAAGAAAACTGTGTGTTTACATATACAATTTTGTGTAA
GCTTTTTAGACCTCTAGACGTATTATAGAAACAAGCTGCAACATTAATGCCCCCC
TAACTAAATAGTATAATCCATAAGTTTATCTAGATTCTTTGATTAGTCCAAAGCA
AAGAAATACAGTATGATATTTAAAACAGCGACTTCATCCGAAAGCAACACAATA
TAGCCATTTTACACCAAAAAGAAATACAAGTGGAAAAGAAAACAAAAAACTATA
TGATGTAACAAAAAGCAAAAACCTTGCACACACACACACACACAACTGTAAACA
AGTTTCTTGGGACTCTCTATTTTTCTCTTGCTGCTTGAACCAAATACAACAATATA
ACGCAACGAGAGCACGACAGGTTTGATAATGTCGGGAAGAAAAAGTTTGAGAG
AAAGCAAACAATAATTTAATAACAAAGGAGAAGACTTTTGGTTAGAAAAAAATG
GCATTATGGTTTGGCCATTACAAGACATATGGGTCCCAATTCTCATCACTCTCTCC
ACCACCAAATCCTCCTCGCTCTCTTTTACTCTGTTTTCATTCATCATCTCTCTCTCG
TCTCTCTGAAACCCTAAATACCCTCGTTCTCTTCTTTTTGTCTCCATTCTCTCTGTC
CATCAAGCTTCTTTTCTTGTGGGTTCTCTCTTTAGTATCTTTGGAGTCTAGGGTTTT
GTTATTGAC

Al_IAA13
TGAATATTGAATTGAAACTAATTTAAAGCGAATATAAAAATGTTATACTATAGTG
GTGTTTTCTTAATTATTCAAATCCAAAATAAAATTTCATTAGATACATAATAATCT
TTTAAGTTTCAAACCATAATAACATAGTTGATGACAAAATATTGTAAAGATTAAT
ATAATTTTTTGGAACAAAATGATTAGTCATTCCAATCAAAATTTAACAGTTGTAT
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ATCCACTATCTTCATATATTCCAATAGTGATCCAAAATTAAACCTAAAATTTTATT
TTTCAAAACTGGTACGAAGCTATACATTTTCACATATTTAGCAGTTTTGTTGCCAT
ATAAAGCATAGCTAGCAGATAAGATCAAACGAATACAAGTAAACTCCATATAGC
AGCAATCATCAAAACGAATACAAATTCTTGCAAAAATAGAAAAGAAAGTGTGAT
GTAAAACATAGCTTTCCACAAATACAAAACACAAACCACAAAACAACAATTITTT
ATTGAATAAGATTAGTTTTATCATTTTTATAAACACAGGAGAAAACAATAACGCA
AACGAGAGCACGACAAGTTTGATAATGTCGGGAAGAATTTTGGTTATAATTAGA
ATTAGAAATAAAAAAGTAAAAGAGAAGAAGAATGGCATTGTTGTTGGTATGGCC
ACTACCAGACATATGGGTCCTACTCTTCTCATCACTCTCTCCACCACCTAATCCTC
TCTCTCTTTCTCTTTCTTCTTCCTCAATTCTTGAAACTCTCTTTCAGATTTCAAGAA
ACCCTTAAAATCCTCTCTCTGTCTCTTTCTGTTTGTTTGTTTTCTTGTTTCCTTCTCT
CTCTCTCTCTCTCTCTTTCTTTGTCTTCCTTTCCCAGGTTTTTTTGCTCTCTCTGCTT
TCTTGACTTTCAAAAGACTCTTTCTTTCTTTTGGGTTGATTTTGGATTCTAGGGCTC
TCTGCTTTTAGTGGGTTTTTGTTCTTGTTGTTGTTGTTGTTGTTGTGAATTCTCTG

Br_1AA12/13.1
AGGTTAAACAAATGTTTCAAAATTTGTTGTGTTATTGTTTTGTCTATAAATTACAA
AATTTATTGAATTAATATATTTAATTATTACACCCTTAAATAATATTTTATTAAGA
CATTAGAGAAGTATATTTTAATTGTTTCCTATGCTTTTTCATATTTTTCACGAAAA
TTTATATGTTAAACTTACTTTTACAAAATTCTTAACTTTGTCACGAAAACAAAAAT
CTATGATTTTTCATATTTGTCAACGTTCTCACACTTTCTAAGAATATATTAGCTTA
GTCACTTACTTATTTTTTTTTTACAAAACAAAGTATCGGAGTCTTGAAAGTTGAAT
TTATATTATTGTAAATGTACATAAGAGTTTGTGATTATATACTTAGTGGTTCTTGT
ATATGTGTCCAAGAATGTTTCAATGGCTTAGTGGTAACTGTCCTATATATATATC
ATACTAACCCGGGTTCGATTCTCACCTTCGCATTGTTTTTTTTATTTTTTACGAAA
AGTAAATGAGGTGACATGGCAATTTTGGGTTCTCTGATTGGTTGATTTTTCTATCC
TATGTGGACACCCTCTCCATGGTTTATATCCCCCTTTTAGTATAGTATAGATTTAT
TATACACACAACTGTAAACAAGGTTCTTGGGACTCTCTTCCTCTAGCCCTGCTTG
AACCAACAGGTTTGATGATGTCGGGGAAAACTAATATTTAAACAAAAGACAAGA
CTAGTGTTAAAAAAAAAAAAAAAAACAAGACTTTGGTTAGAAAATTAGCATTGT
GGTATGGTCTCATTACAAGACAGATGGGGTCCCACTTCTCTCCTATACTCTGCTTT
CATCATCTCTTGTCTCTCTCTCCCCCTCTCTCAAATAAGACTGAAGAAACCCTATA
TACCCACACTCTCTCTGCTTTTGTCTCCATATCGAGTGTGTGTCCTCAAAGCCTCT
TCTCTTGGACGGTTCTTTTGAAAAGTCTCTCCCTTTCGAATTCCTTGACTGACA
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Br_IAA12/13.2
TCAATCATAGTCTCCAACAAAACATAAATAAATAAGCAAGGGGAATATACATAT
GATATAATGACAACTTTTTTTATTTTGTTAAAAACAAATACATGGGTATTAAAAT
GAAACTCATTTGATTAGTGAAGAAAACATATCATATCATTATCACTGATACAAAA
ATATATAGATATGCATAAGCATATCAATCTTTAAGTTCAAAGATAATAGCATGAC
TAAAGACTAAAATGATTAGTCATTCCAATTAGATTTTAACAGATGTATCTCCACT
ATCTGTATATAGATTGCATTATTGTCTTATTGATCATAATTAAACTTTTCAAAACT
GGTTAGCTATACATGTTCATATATCTAGCCAGTTTTGCGTTTAATGAATATGATAA
AGCATAACTACCAAATAAGATTTGTATGAATACAAATAAACGATCCATATATGGT
GGTGATCATCAAAACGAATACAAATTCTTGCAAAAATAGAAAAAGAAAGAGTGA
TGTTTAAACAAAGCTTTCCACAAATTATACAAGAAACAAACAACTGTTTTTCATA
CTATATAGTTTTTTAAAGTTTTTATTTCATTTATAAACAAAACAATTAACGCAACG
GGAGCACGACAAGTATGATAATGTCGGGAAGAAAAGTTAAAATCTTTACTAATA
AAATAGAAATAAAAAAGTAGAAAAGGACTTTAAAGAGGAAAGAATGGCATTGT
TGTTGGTATGGCCTATGGCCACTACCAGACATATGGGTCCCGTTTCTCATCACTCT
CTCCACCACCTAATCCTCTCTCTTTCTTCTCCTTGAACACTCTCTCCAGATTTCAA
GAAACCCTTAAAATCCTCTCTCTGTCTCTTTCTGTGTTGTTTGTTTTCTTGTTTCCT
TCTCTCCTCTTTCTTTGTCTCCTTTGCACTCTCAGGTTGTTTTCTTTTCTTAAGTTCT
TGACTTGTAAAGTCTCTTTTGGGTTTTGTTGTTGTTGTCTAAATGATTTCTGAGCTT
GAG

Pt_IAA12/13.1
AAGGAAGGTGTATAGCCCAGTAGAGATTAGTATATGCTTTTGCTTGTAAAAAGAC
TCGAGCTTTAGACTTTAACCTATGCTTTTACATTAAAGCTAAGAGACACCTAAGC
TCAAATTAAAGTCTCGGTTTGTTCTTTAATCACGAGTCATTAAATTATCATCATCG
TCTACATCTGCAACTTTTTTCAAGAATTCTTATCCTATTTAGGCATCCATTACGAT
ATTCCTAAGAAAATTACTACAACTTAATTAGAATCATTATAGTTTGTTACCCATTT
CTTAGTTTTAATCATACATTATAAACTCCTTTTTTGCTGCACAAAAACCCCAATTT
AGCCAAAGGCCTCTCTCTATCTTTATCTGTACGTAGTGATTTGATACTTGTATATG
TATGTGAGTTGAAACAAAAATCTTATTTTTTAAGATTCTCGATAAAAAGAAATTC
TAAAATAAATCGATTGGACTTGAAGGATTATATTTCAATATTATTGCTGGTAAAT
TCACACAAGTAGCTAGATTTTGATTTTTATAACTCAATATATAGGCATCTATATCC
TAGTCTCTTTAAAAGGTCTCCTCTCGAGAAATTAAACAGTAAATTACAGTAGGTA
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TTTTTTAAGAAAAAATGTTTATTCTTTATTGTTATGGGTGGGAATTCTTCATTTAA
TTTTGTGTACCAACAGAGAAAATCAGATTCTAAACAGACATGATGATCATGTCAA
GAAAAATTGACAGTGTGTTGTGGACCTGTGTTGAGAGTGCTTGGCGCACTAGCAG
ACATATGGCCCCACGGTCATCACTTCCTCCACCACCTTCCTTCCACCCCTAGCTAC
ATCTTACCTCCCCTTTCCCTCCTAATTCCTGTACTTCTAGTGCTGGTGCCCGGTAT
TTTTCTCCTTGTCTCCTATACTGTAACGCATTCTGGTTTCTTCTCTTTAAAAAAAGC
ACACTTCTTTAACCTTTTCTTGAATCTTGAAAATTCAAAGACTGTATCTTGATG

Pt_IAA12/13.2
TTTAGAAAAAAAACATATTACAATCCTAGTGAAGTCCATAACTTGATTCACAGGT
TTAACGTGATAGCTTGAGTTACACGATTTACTGGTTTGACAAGTTTAACCATCGA
TCAAATATGCTTTTTTTGGTCATTTGATTTCTTTTTCAATTTCGTTTTTTAATATTA
GATTGGTTGGCCAATATACTTATGATTTATTTTTGTTTGTTCTCTACAAGGTTATT
ACTGTCTAAAATGAGTGTGTATTTTTAGGTTGTTGCTTAATTTTTATAAGCATATA
TTTTTATTATATAATTAAGTAAAATTTTTTTATAAAAAATGCCATGAAACCCAATA
CAGTTCATGATTCAGGTCGTTGAGGAATTATTGTCAATCAAATCTGTTACTATCTC
AATATATTTTTTTAAAAATTATTATTTTAAATTTTATAAAACTTAAACAGTGTTTT
TACCCGTTATTAAGGTTTTAAAATTGACTTGCTTAAACAAATTTAATAATGGTTA
AAAAAATTTCTACAGTCTTAATATTTTTTTTTATATTTTTTAAAAATTAATCCAAA
TGTGTTTATATATATTTTGGGTGGGAATTTTTCATTTAATTTTGCGTACCTACAGA
GAAAACCAGATTCTAAAGAGACATGATGATCATGCCAAGAAAAATTGACTGTAT
GTGTTGTGGACCTGTGTTGAGAGTGCCTGGCGCACTACCAGACATAAGGGTCCCA
CAGTCATCACTCCCTCCACCACCTTCCTTCCTCCCCTAGCTAGCTACAACTTACCT
TCCCTTCCTTTCCCTCCTCATTCCTGGACCACTAGTAATCCTAGTATTTTTCTCCTC
TCCTATACCGGAACGCATTCTCTCCCTCTCTGGTTTCTTAGTTCTAAAACATAAAA
AACTTATTTAACCACGAGCACAAAGACTGTATCTTTATGATGGCAGGTGGTCTTG
GTTCACTCGGCGGCGGCGGCGGCTCTTCCGGGGCCTCCACAAATGACTCCACA
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