




































Supplementary Table 1. IAA6 ubiquitylated peptides identified in LC-MS analyses 

IAA6 w/o Auxin

Sequence # PSMs Modifications IonScore Exp Value Modifications Score PEP* MH+ [Da] Charge m/z [Da] RT Exp
AGFMAKEGLALEITELR 6 K6(di-Gl) 78 3.14019E-07 K6(di-Gl) 101 1.53E-16 1963.0252 3 655.0132 67.64 1
AIGYVKVSMDGVPYMR 1 K6(di-Gl) 58 3.29577E-05 K6(di-Gl) 69 3.50E-07 1899.9508 3 633.9885 57.37 1

KAGFMAKEGLALEITELR 2 K7(di-Gl) 26 0.044766853 K7(di-Gl) 43 7.78E-05 2091.1251 4 523.5367 57.96 1
LGLPGDNYSEISVCGSSKK 4 C14(Carbamidomethyl); K19(di-Gl) 77 3.82786E-07 C14(Carbamidomethyl); K18(di-Gl) 71 2.88E-24 2125.0210 2 1063.0142 47.49 1

LGLPGDNYSEISVCGSSKKK 6 C14(Carbamidomethyl); K20(di-Gl) 37 0.003597134 C14(Carbamidomethyl); K18(di-Gl) 83 5.54E-27 2253.1139 3 751.7130 41.33 1
NNEEASKAIGYVK 3 K7(di-Gl) 92 1.31207E-08 K7(di-Gl) 102 4.29E-14 1536.7666 2 768.8856 30.79 1

AGFMAKEGLALEITELR 4 K6(di-Gl) 78 2.99886E-07 K6(di-Gl) 108 2.79E-18 1963.0272 3 655.0139 67.44 2
AIGYVKVSMDGVPYMR 1 K6(di-Gl) 46 0.00055457 K6(di-Gl) 50 0.00012455 1899.9364 3 633.9836 57.71 2

KAGFMAKEGLALEITELR 1 K7(di-Gl) 14 0.856952141 n.d. n.d. n.d. 2091.1228 4 523.5362 58.53 2
LGLPGDNYSEISVCGSSKK 4 C14(Carbamidomethyl); K19(di-Gl) 105 6.20807E-10 C14(Carbamidomethyl); K18(di-Gl) 104 5.47E-37 2125.0191 2 1063.0132 48.02 2
LGLPGDNYSEISVCGSSKK 2 C14(Carbamidomethyl); K18(LRGG) 19 0.279226459 n.d. n.d. n.d. 2394.2069 4 599.3072 43.57 2

LGLPGDNYSEISVCGSSKKK 3 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 21 0.155223177 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 43 7.86E-17 2367.1559 4 592.5444 41.21 2
LGLPGDNYSEISVCGSSKKK 6 C14(Carbamidomethyl); K18(di-Gl) 48 0.000305462 C14(Carbamidomethyl); K18(di-Gl) 83 7.86E-17 2253.1149 3 751.7099 41.27 2

NNEEASKAIGYVK 3 K7(di-Gl) 92 1.30004E-08 K7(di-Gl) 101 2.05E-13 1536.7624 2 768.8840 31.13 2
AGFMAKEGLALEITELR 4 K6(di-Gl) 72 1.34573E-06 K6(di-Gl) 63 5.08E-07 1963.0292 3 655.0146 68.24 3
AIGYVKVSMDGVPYMR 1 K6(di-Gl) 29 0.02582002 K6(di-Gl) 69 3.92E-07 1899.9406 3 633.9850 58.05 3

KAGFMAKEGLALEITELR 2 K7(di-Gl) 25 0.069655685 K7(di-Gl) n.d. n.d. 2091.1278 4 523.5374 58.55 3
LGLPGDNYSEISVCGSSKK 4 C14(Carbamidomethyl); K19(di-Gl) 83 9.54897E-08 C14(Carbamidomethyl); K18(di-Gl) 92 1.94E-16 2125.0210 3 709.0118 48.10 3
LGLPGDNYSEISVCGSSKK 2 C14(Carbamidomethyl); K18(LRGG) 38 0.003012705 C14(Carbamidomethyl); K18(LRGG) 62 1.94E-16 2394.2085 3 798.7410 43.84 3

LGLPGDNYSEISVCGSSKKK 6 C14(Carbamidomethyl); K18(di-Gl) 45 0.000642623 C14(Carbamidomethyl); K18(di-Gl) 65 5.26E-20 2253.1203 3 751.7128 41.66 3
LGLPGDNYSEISVCGSSKKK 2 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 16 0.519943997 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 42 5.26E-20 2367.1513 4 592.5433 41.57 3

NNEEASKAIGYVK 2 K7(di-Gl) 92 1.23867E-08 K7(di-Gl) 122 9.80E-13 1536.7674 2 768.8873 31.29 3

IAA6  with 4 μM IAA

Sequence # PSMs Modifications IonScore Exp Value Modifications Score PEP* MH+ [Da] Charge m/z [Da] RT Exp
AGFMAKEGLALEITELR 7 K6(di-Gl) 83 9.95306E-08 K6(di-Gl) 106 2.77E-16 1963.0272 3 655.0139 71.26 1
AIGYVKVSMDGVPYMR 1 K6(di-Gl) 62 1.2559E-05 K6(di-Gl) 77 5.87E-07 1899.9461 3 633.9869 57.51 1

KAGFMAKEGLALEITELR 2 K7(di-Gl) 30 0.019676895 n.d. n.d. n.d. 2091.1239 4 523.5364 57.94 1
KIDLGSSNSYINLVTVLENLFGCLGIGVAK 1 K1(di-Gl); C23(Carbamidomethyl) 37 0.004374784 n.d. n.d. n.d. 3308.7418 3 1103.5854 120.04 1

KNNEEASKAIGYVK 2 K8(di-Gl) 37 0.003908018 K8(di-Gl) 70 6.75E-06 1664.8572 3 555.6239 24.18 1
LGLPGDNYSEISVCGSSKK 6 C14(Carbamidomethyl); K19(di-Gl) 74 7.85157E-07 C14(Carbamidomethyl); K18(di-Gl) 84 9.73E-23 2125.0242 2 1063.0157 47.74 1

LGLPGDNYSEISVCGSSKKK 3 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 24 0.088299159 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 60 3.87E-25 2367.1574 4 592.5448 41.06 1
LGLPGDNYSEISVCGSSKKK 3 C14(Carbamidomethyl); K18(di-Gl) 38 0.003364779 C14(Carbamidomethyl); K18(di-Gl) 119 3.87E-25 2253.1144 4 564.0341 41.18 1

NNEEASKAIGYVK 4 K7(di-Gl) 81 1.62913E-07 K7(di-Gl) 93 1.15E-08 1536.7672 2 768.8866 30.86 1
AGFMAKEGLALEITELR 5 K6(di-Gl) 90 1.90527E-08 K6(di-Gl) 103 3.30E-45 1963.0240 2 982.0156 67.84 2
AIGYVKVSMDGVPYMR 1 K6(di-Gl) 45 0.000617955 K6(di-Gl) 80 3.15E-08 1899.9382 3 633.9843 58.23 2

KAGFMAKEGLALEITELR 4 K7(di-Gl) 85 6.0528E-08 K7(di-Gl) 84 7.35E-09 2091.1244 4 523.5366 58.60 2
KCEYIIIYEDKDR 1 K1(di-Gl); C2(Carbamidomethyl) 20 0.185761867 K1(di-Gl); C2(Carbamidomethyl) 47 7.72E-12 1858.8969 3 620.3038 38.53 2

LGLPGDNYSEISVCGSSKK 8 C14(Carbamidomethyl); K19(di-Gl) 85 6.71362E-08 C14(Carbamidomethyl); K19(di-Gl) 57 2.06E-10 2125.0218 2 1063.0145 48.14 2
LGLPGDNYSEISVCGSSKKK 11 C14(Carbamidomethyl); K19(di-Gl) 39 0.002517425 C14(Carbamidomethyl); K19(di-Gl) 95 6.45E-14 2253.1163 3 751.7095 41.23 2
LGLPGDNYSEISVCGSSKKK 3 C14(Carbamidomethyl); K18(LRGG) 22 0.13211635 C14(Carbamidomethyl); K18(LRGG); K19(di-Gl) 63 6.45E-14 2522.3004 5 505.2659 38.40 2
LGLPGDNYSEISVCGSSKKK 9 C14(Carbamidomethyl); K18(di-Gl); K20(di-Gl) 43 0.000924606 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 95 6.45E-14 2367.1516 3 789.7233 41.15 2

NNEEASKAIGYVK 3 K7(di-Gl) 92 1.36131E-08 K7(di-Gl) 141 5.06E-16 1536.7632 2 768.8849 31.41 2
AGFMAKEGLALEITELR 6 K6(di-Gl) 84 8.78935E-08 K6(di-Gl) 84 1.36E-11 1963.0259 3 655.0135 69.77 3

KAGFMAKEGLALEITELR 4 K7(di-Gl) 72 1.27338E-06 K7(di-Gl) 81 1.30E-09 2091.1288 3 697.7151 58.42 3
KNNEEASKAIGYVK 2 K8(di-Gl) 30 0.02055685 n.d. n.d. n.d. 1664.8606 3 555.6251 24.30 3

LGLPGDNYSEISVCGSSKK 6 C14(Carbamidomethyl); K18(di-Gl) 83 1.01148E-07 C14(Carbamidomethyl); K18(di-Gl) 88 2.89E-13 2125.0206 3 709.0117 47.75 3
LGLPGDNYSEISVCGSSKK 2 C14(Carbamidomethyl); K18(LRGG) 42 0.00130004 C14(Carbamidomethyl); K18(LRGG) 34 2.89E-13 2394.2085 3 798.7410 43.56 3

LGLPGDNYSEISVCGSSKKK 6 C14(Carbamidomethyl); K18(di-Gl) 42 0.001180203 C14(Carbamidomethyl); K18(di-Gl) 63 7.78E-10 2253.1177 3 751.7108 41.33 3
LGLPGDNYSEISVCGSSKKK 3 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 21 0.170591178 C14(Carbamidomethyl); K18(di-Gl); K19(di-Gl) 63 7.78E-10 2367.1601 4 592.5455 41.13 3
LGLPGDNYSEISVCGSSKKK 3 C14(Carbamidomethyl); K18(LRGG) 21 0.146877939 C14(Carbamidomethyl); K18(LRGG) 17 7.78E-10 2522.3024 5 505.2663 37.97 3

NNEEASKAIGYVK 1 K7(di-Gl) 72 1.29705E-06 K7(di-Gl) 142 3.71E-37 1536.7665 3 512.9270 31.29 3
NNEEASKAIGYVK 1 K7(LRGG) 16 0.509279938 K7(LRGG) 58 3.71E-37 1805.9509 4 452.2432 29.27 3

*PEP: Posterior error probability
n.d. : not detected
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Supplementary Table 2. IAA19 ubiquitylated peptides identified in LC-MS analyses 

IAA19 w/o Auxin

Sequence # PSMs Modifications IonScore Exp Value Modifications Score PEP MH+ [Da] Charge m/z [Da] RT Exp
AGFMEKEGLGLEITELR 1 M4(Oxidation); K6(di-Gl) 43 0.001016147 M4(Oxidation); K6(di-Gl) 56 1.40E-24 2023.0063 3 675.0070 59.26 1
AGFMEKEGLGLEITELR 1 K6(di-Gl) 53 9.93E-05 K6(di-Gl) 69 1.40E-24 2007.0161 3 669.6769 64.69 1

EASTTKVGLGYVK 1 K6(LRGG) 29 0.023656831 K6(LRGG) 20 0.00095458 1735.9674 4 434.7473 29.65 1
KAGFMEKEGLGLEITELR 2 K7(di-Gl) 51 0.000167478 n.d. n.d. n.d. 2135.1066 3 712.3737 55.77 1

KMDLGSSQGYDDLAFALDK 1 K1(LRGG) 66 5.31E-06 K1(LRGG) 81 1.75E-246 2457.2028 4 615.0562 57.59 1
KMDLGSSQGYDDLAFALDK 2 K1(di-Gl); M2(Oxidation) 74 8.09E-07 K1(di-Gl); M2(Oxidation) 67 1.75E-246 2204.0151 3 735.3432 58.72 1
KMDLGSSQGYDDLAFALDK 4 K1(di-Gl) 156 5.12E-15 K1(di-Gl) 190 1.75E-246 2188.0196 2 1094.5134 63.66 1

LGLPGRDVAEKMMK 1 K11(di-Gl) 16 0.558414348 K11(di-Gl) 50 2.86E-06 1658.8687 3 553.6278 43.92 1
VGLGYVKVSMDGVPYLR 1 K7(di-Gl) 64 8.63E-06 K7(di-Gl) 128 3.75E-31 1967.0354 3 656.3500 65.19 1

VNDSPAAKSQVVGWPPVCSYR 2 K8(di-Gl); C18(Carbamidomethyl) 60 1.87E-05 K8(di-Gl); C18(Carbamidomethyl) 75 1.64E-13 2431.1748 3 811.0631 51.52 1
AGFMEKEGLGLEITELR 1 M4(Oxidation); K6(di-Gl) 33 0.009659543 M4(Oxidation); K6(di-Gl) 29 9.57E-80 2023.0147 3 675.0098 59.56 2
AGFMEKEGLGLEITELR 2 K6(di-Gl) 53 9.79E-05 K6(di-Gl) 62 9.57E-80 2007.0192 3 669.6779 65.13 2

DVAEKMMK 4 K5(di-Gl); M7(Oxidation) 16 0.497687311 K5(di-Gl); M7(Oxidation) 79 6.03E-07 1081.5008 2 541.2540 16.86 2
DVAEKMMKK 2 K5(di-Gl); K8(di-Gl) 20 0.190966227 K5(di-Gl); K8(di-Gl) 52 0.00067398 1307.6402 2 654.3237 20.18 2

EASTTKVGLGYVK 2 K6(LRGG) 29 0.02666592 K6(LRGG) 40 4.98E-06 1735.9709 4 434.7476 29.79 2
EASTTKVGLGYVK 1 K6(di-Gl) 14 0.751547732 K6(di-Gl) 32 4.98E-06 1466.7848 3 489.5998 33.28 2

GIGVALKDGDNCEYVTIYEDK 1 K7(di-Gl); C12(Carbamidomethyl) 85 6.68E-08 K7(di-Gl); C12(Carbamidomethyl) 54 4.69E-40 2473.1561 3 825.0569 58.68 2
KAGFMEKEGLGLEITELR 2 K1(di-Gl); K7(di-Gl) 59 2.58E-05 K1(di-Gl); K7(di-Gl) 68 3.73E-44 2249.1555 3 750.3900 55.76 2

KMDLGSSQGYDDLAFALDK 1 K1(LRGG) 64 8.41E-06 K1(LRGG) 87 7.38E-113 2457.2072 4 615.0573 58.01 2
KMDLGSSQGYDDLAFALDK 3 K1(di-Gl); M2(Oxidation) 94 7.89E-09 K1(di-Gl); M2(Oxidation) 95 7.38E-113 2204.0151 3 735.3432 59.09 2
KMDLGSSQGYDDLAFALDK 4 K1(di-Gl) 134 8.43E-13 K1(di-Gl) 148 7.38E-113 2188.0218 2 1094.5145 64.18 2

LGLPGRDVAEKMMK 3 K11(di-Gl) 19 0.250009533 K11(di-Gl) 82 1.44E-10 1658.8703 4 415.4730 44.53 2
NSCKEASTTKVGLGYVK 1 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 72 1.16E-06 n.d. n.d. n.d. 2070.0320 3 690.6822 27.69 2
NSCKEASTTKVGLGYVK 2 C3(Carbamidomethyl); K10(di-Gl) 24 0.082216043 n.d. n.d. n.d. 1955.9884 4 489.7526 26.8 2
VGLGYVKVSMDGVPYLR 1 K7(LRGG) 16 0.463400575 n.d. n.d. n.d. 2236.2211 4 559.8107 59.82 2
VGLGYVKVSMDGVPYLR 1 K7(di-Gl) 57 3.97E-05 K7(di-Gl) 97 1.26E-18 1967.0398 3 656.3514 65.51 2

VNDSPAAKSQVVGWPPVCSYR 2 K8(LRGG); C18(Carbamidomethyl) 32 0.013550539 n.d. n.d. n.d. 2700.3656 4 675.8469 46.98 2
VNDSPAAKSQVVGWPPVCSYR 3 K8(di-Gl); C18(Carbamidomethyl) 60 1.95E-05 K8(di-Gl); C18(Carbamidomethyl) 82 1.65E-17 2431.1762 3 811.0636 51.56 2

AGFMEKEGLGLEITELR 2 K6(di-Gl) 102 1.15E-09 K6(di-Gl) 139 4.29E-175 2007.0162 2 1004.0117 65.28 3
EASTTKVGLGYVK 1 K6(di-Gl) 34 0.007942488 K6(di-Gl) 27 1.35E-09 1466.7843 3 489.5996 32.31 3
EASTTKVGLGYVK 1 K6(LRGG) 15 0.587430604 n.d. n.d. n.d. 1735.9710 4 434.7482 29.98 3

KMDLGSSQGYDDLAFALDK 2 K1(di-Gl) 136 4.99E-13 K1(di-Gl) 165 8.41E-97 2188.0228 2 1094.5150 64.22 3
KMDLGSSQGYDDLAFALDK 1 K1(LRGG) 47 0.000386328 K1(LRGG) 116 8.41E-97 2457.2079 4 615.0574 58.04 3

LGLPGRDVAEKMMK 1 K11(di-Gl) 16 0.534510903 K11(di-Gl) 80 3.17E-06 1658.8698 3 553.6281 44.54 3
NSCKEASTTKVGLGYVK 2 C3(Carbamidomethyl); K10(di-Gl) 29 0.022592098 n.d. n.d. n.d. 1955.9857 4 489.7519 26.69 3
VGLGYVKVSMDGVPYLR 1 K7(di-Gl) 45 0.000612289 K7(di-Gl) 74 6.70E-09 1967.0350 3 656.3499 65.59 3

VNDSPAAKSQVVGWPPVCSYR 2 K8(di-Gl); C18(Carbamidomethyl) 58 3.20E-05 K8(di-Gl); C18(Carbamidomethyl) 110 1.82E-22 2431.1788 3 811.0645 52.07 3

IAA19 with 4 μM IAA

Sequence # PSMs Modifications IonScore Exp Value Modifications Score PEP MH+ [Da] Charge m/z [Da] RT Exp
AGFMEKEGLGLEITELR 1 M4(Oxidation); K6(di-Gl) 73 1.10E-06 M4(Oxidation); K6(di-Gl) 58 1.13E-50 2023.0136 3 675.0094 58.99 1
AGFMEKEGLGLEITELR 2 K6(LRGG) 23 0.111932594 K6(LRGG) 36 1.13E-50 2276.2140 4 569.8090 58.88 1
AGFMEKEGLGLEITELR 3 K6(di-Gl) 84 7.55E-08 K6(di-Gl) 92 1.13E-50 2007.0154 2 1004.0114 64.48 1

DVAEKMMK 8 M6(Oxidation); K8(di-Gl) 22 0.115068531 n.d. n.d. n.d. 1081.4987 2 541.2537 17.58 1
EASTTKVGLGYVK 2 K6(LRGG) 26 0.053574308 K6(LRGG) 27 8.78E-07 1735.9676 4 434.7473 29.53 1

GIGVALKDGDNCEYVTIYEDK 3 K7(di-Gl); C12(Carbamidomethyl) 104 7.87E-10 K7(di-Gl); C12(Carbamidomethyl) 38 2.63E-41 2473.1471 3 825.0539 57.72 1
KAGFMEKEGLGLEITELR 4 K7(di-Gl) 65 6.44E-06 K7(di-Gl) 113 2.26E-40 2135.1125 4 534.5336 55.69 1
KAGFMEKEGLGLEITELR 2 K1(di-Gl); K7(di-Gl) 100 1.81E-09 K1(di-Gl); K7(di-Gl) 142 2.26E-40 2249.1522 3 750.3889 55.6 1

KMDLGSSQGYDDLAFALDK 1 K1(LRGG) 59 2.71E-05 K1(LRGG) 100 2.01E-194 2457.2045 4 615.0566 57.49 1
KMDLGSSQGYDDLAFALDK 6 K1(di-Gl); M2(Oxidation) 94 7.13E-09 K1(di-Gl); M2(Oxidation) 79 2.01E-194 2204.0136 3 735.3427 58.56 1
KMDLGSSQGYDDLAFALDK 5 K1(di-Gl) 156 5.03E-15 K1(di-Gl) 204 2.01E-194 2188.0203 2 1094.5138 63.62 1

NSCKEASTTKVGLGYVK 2 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 46 0.000493124 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 57 1.03E-06 2070.0229 3 690.6791 27.3 1
VGLGYVKVSMDGVPYLR 1 K7(di-Gl); M10(Oxidation) 26 0.053945667 K7(di-Gl); M10(Oxidation) 24 1.34E-39 1983.0351 3 661.6832 58.18 1
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Supplementary Table 2 continued. IAA19 ubiquitylated peptides identified in LC-MS analyses 

IAA19 with 4 μM IAA

Sequence # PSMs Modifications IonScore Exp Value Modifications Score PEP MH+ [Da] Charge m/z [Da] RT Exp
VGLGYVKVSMDGVPYLR 2 K7(di-Gl) 88 3.03E-08 K7(di-Gl) 142 1.34E-39 1967.0392 2 984.0233 64.91 1

VNDSPAAKSQVVGWPPVCSYR 5 K8(di-Gl); C18(Carbamidomethyl) 66 4.61E-06 K8(di-Gl); C18(Carbamidomethyl) 89 1.64E-17 2431.1762 3 811.0636 51.35 1
AGFMEKEGLGLEITELR 1 K6(di-Gl) 62 1.39E-05 K6(di-Gl) 114 2.15E-113 2007.0187 3 669.6777 65.17 2

EASTTKVGLGYVK 2 K6(di-Gl) 45 0.00058608 K6(di-Gl) 39 4.04E-07 1466.7840 3 489.5995 32.11 2
EASTTKVGLGYVK 2 K6(LRGG) 26 0.051045395 K6(LRGG) 26 4.04E-07 1735.9694 4 434.7478 29.75 2

GIGVALKDGDNCEYVTIYEDK 1 K7(di-Gl); C12(Carbamidomethyl) 62 1.27E-05 K7(di-Gl); C12(Carbamidomethyl) 37 3.63E-104 2473.1556 3 825.0567 58.26 2
KMDLGSSQGYDDLAFALDK 2 K1(di-Gl) 117 3.89E-11 K1(di-Gl) 194 2.38E-114 2188.0218 2 1094.5145 64.21 2
KMDLGSSQGYDDLAFALDK 2 K1(di-Gl); M2(Oxidation) 93 8.95E-09 K1(di-Gl); M2(Oxidation) 101 2.38E-114 2204.0167 3 735.3438 59.03 2
KMDLGSSQGYDDLAFALDK 2 K1(LRGG) 84 8.15E-08 K1(LRGG) 122 2.38E-114 2457.2045 3 819.7397 58.12 2

LGLPGRDVAEKMMK 2 K11(di-Gl) 13 0.988454239 K11(di-Gl) 52 0.00017596 1658.8719 2 829.9396 44.6 2
NSCKEASTTKVGLGYVK 5 C3(Carbamidomethyl); K10(di-Gl) 55 6.81E-05 C3(Carbamidomethyl); K10(di-Gl) 80 8.73E-10 1955.9851 4 489.7523 26.77 2
NSCKEASTTKVGLGYVK 1 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 14 0.79059956 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 26 8.73E-10 2070.0285 4 518.2626 27.89 2
VGLGYVKVSMDGVPYLR 1 K7(di-Gl) 60 2.00E-05 K7(di-Gl) 105 5.87E-17 1967.0425 3 656.3524 65.5 2

VNDSPAAKSQVVGWPPVCSYR 2 K8(di-Gl); C18(Carbamidomethyl) 60 1.91E-05 K8(di-Gl); C18(Carbamidomethyl) 120 8.62E-28 2431.1806 3 811.0651 51.98 2
VNDSPAAKSQVVGWPPVCSYR 1 K8(LRGG); C18(Carbamidomethyl) 15 0.608074188 K8(LRGG); C18(Carbamidomethyl) 18 8.62E-28 2700.3666 4 675.8471 46.77 2

AGFMEKEGLGLEITELR 1 K6(di-Gl) 60 1.79E-05 K6(di-Gl) 89 1.19E-96 2007.0157 3 669.6768 65.49 3
EASTTKVGLGYVK 1 K6(di-Gl) 58 3.31E-05 K6(di-Gl) 39 1.12E-05 1466.7834 3 489.5993 32.81 3
EASTTKVGLGYVK 2 K6(LRGG) 24 0.074637411 K6(LRGG) 28 3.94E-28 1735.9707 4 434.7481 30.39 3

GIGVALKDGDNCEYVTIYEDK 1 K7(di-Gl); C12(Carbamidomethyl) 65 7.08E-06 K7(di-Gl); C12(Carbamidomethyl) 48 1.48E-63 2473.1545 3 825.0563 58.65 3
KMDLGSSQGYDDLAFALDK 2 K1(di-Gl) 130 1.88E-12 K1(di-Gl) 191 5.11E-115 2188.0247 2 1094.5160 64.52 3
KMDLGSSQGYDDLAFALDK 1 K1(di-Gl); M2(Oxidation) 66 4.93E-06 K1(di-Gl); M2(Oxidation) 71 5.11E-115 2204.0083 3 735.3409 59.74 3

NSCKEASTTKVGLGYVK 4 C3(Carbamidomethyl); K10(di-Gl) 37 0.003980674 C3(Carbamidomethyl); K10(di-Gl) 45 0.00046473 1955.9811 3 652.6652 27.23 3
NSCKEASTTKVGLGYVK 1 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 36 0.004644688 C3(Carbamidomethyl); K4(di-Gl); K10(di-Gl) 31 0.00046473 2070.0324 3 690.6823 28.22 3
VGLGYVKVSMDGVPYLR 1 K7(di-Gl) 63 1.01E-05 K7(di-Gl) 93 1.22E-11 1967.0387 3 656.3511 65.95 3

VNDSPAAKSQVVGWPPVCSYR 3 K8(di-Gl); C18(Carbamidomethyl) 60 2.04E-05 K8(di-Gl); C18(Carbamidomethyl) 91 8.32E-15 2431.1812 3 811.0653 52.53 3

Mascot MaxQuant
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Supplementary Note 1 
 
Population genetic and gene expression analyses  

AtGenExpress1 (http://jsp.weigelworld.org/AtGenExpress/resources/), and Arabidopsis 

eFP2 (http://www.bar.utoronto.ca/) browsers were used to retrieve and compare A. 

thaliana expression profiles for IAA6 and IAA19 in different natural accessions3, and 

developmental stages, as well as different tissues including: root cells types4, 5, 

microgametogenesis6, embryo development7, flowers3, xylem & cork8, guard & 

mesophyll cells9, stem epidermis10, stigma & ovaries11, pollen germination12, shot 

apical13, trichomes14, 15. 
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