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Supplementary Table S3. Full list of P. veronii proteins identified and quantified using comprehensive reverse phase UHPLC profiling and label-free mass spectrometry. It shows identification
details, quantitative measures, and statistic scores. ANOVA and Tukey’s HSD that satisfied the thresholds are highlighted in green. Log?2 transformed ratios of absolute fold change above 1.8 and
Accessions, which fitted the Tukey’s HSD thresholds and the fold chane ratio are highlighted in orange)

UNIPROT Peptides | Confidence iNprmalisediabundance — Turkey's HSD test Fold change (log2) Ratios

. R Anova (p)* Control _ Exposed_30dpi
Accession (unique) score

R1 R2 R3 RI R2 R3 RI R2 R3 15days vs. C 30days vs. C | 15 vs. 30days 15days/C 30days/C 15/30days

AOA1D3JPF4 12 (4) 78.8 1.90E-01 3.49E+05 4.37E+05 4.44E+05 2.84E+05 3.37E+05 3.88E+05 3.52E+05 3.76E+05 3.67E+05 1.72E-01 4.60E-01 7.06E-01 -0.29 -0.17 0.12
AOA1D3JPI1 10 (2) 50.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPJO 7(2) 51.2 9.56E-01 1.65E+05 1.42E+05 1.72E+05 1.39E+05 1.43E+05 1.11E+05 3.97E+05 0.00E+00 0.00E+00 9.62E-01 9.65E-01 1.00E+00 -0.29 -0.27 0.01
AOA1D3JPK6 3(1) 10.8 1.31E-01 4.41E+03 4.38E+03 5.21E+03 5.18E+03 5.41E+03 6.63E+03 4.97E+03 5.25E+03 5.43E+03 1.14E-01 4.77E-01 5.07E-01 0.30 0.16 -0.14
AOA1D3JPL1 4(1) 32.9 4.47E-03 1.65E+04 1.16E+04 1.33E+04 2.29E+04 1.98E+04 2.39E+04 2.18E+04 2.24E+04 1.99E+04 5.88E-03 9.56E-03 8.83E-01 0.69 0.63 -0.05
AOA1D3JPL2 10 (1) 52.0 7.07E-04 4.92E+03 5.04E+03 5.75E+03 4.74E+03 4.62E+03 4.06E+03 1.77E+03 2.56E+03 9.55E+02 3.00E-01 7.35E-04 2.76E-03 -0.23 -1.57 -1.34
AOA1D3JPL6 4(1) 24.2 7.09E-01 1.82E+04 3.09E+04 2.57E+04 2.67E+04 2.29E+04 4.03E+04 1.56E+04 3.47E+04 2.41E+04 7.57E-01 1.00E+00 7.45E-01 0.27 -0.01 -0.27
AOA1D3JPN3 6(1) 37.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPP4 7(3) 44.4 9.90E-03 3.32E+04 3.60E+04 3.43E+04 8.10E+04 7.89E+04 1.15E+05 4.10E+04 4.64E+04 7.22E+04 8.86E-03 3.55E-01 4.85E-02 1.41 0.62 -0.79
AOA1D3JPP9 2(0) 11.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPQO 5(1) 34.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPQ1 4(1) 58.6 2.04E-03 6.63E+04 5.86E+04 8.54E+04 1.39E+05 1.33E+05 1.18E+05 9.10E+04 1.08E+05 9.34E+04 1.64E-03 5.89E-02 3.03E-02 0.89 0.48 -0.42
AOA1D3JPQ6| 2(1) 65.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPR1 2(1) 12.1 1.82E-02 4.37E+04 2.92E+04 3.54E+04 4.94E+04 5.32E+04 4.31E+04 5.34E+04 5.20E+04 5.24E+04 5.60E-02 1.81E-02 6.29E-01 0.43 0.54 0.11
AOA1D3JPR5 4(0) 24.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPS1 3(1) 14.4 1.01E-01 5.90E+02 3.67E+02 0.00E+00 0.00E+00 0.00E+00 0.00E+00 0.00E+00 0.00E+00 0.00E+00 1.37E-01 1.37E-01 1.00E+00 0.00 0.00 0.00
AOA1D3JPS8 3(1) 43.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPT2 6(1) 39.1 3.94E-01 2.05E+02 1.63E+03 7.43E+02 4.38E+02 6.89E+02 3.58E+03 7.25E-01 5.52E+02 1.64E+02 7.24E-01 7.77E-01 3.65E-01 0.87 -1.85 -2.72
AOA1D3JPT7 20 (3) 85.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JPT9 4(1) 21.0 3.28E-05 1.47E+02 1.67E+02 1.22E+02 2.18E+02 1.37E+02 1.78E+02 6.33E+02 6.95E+02 8.09E+02 7.85E-01 5.04E-05 7.05E-05 -0.35 2.80 3.15
AOA1D3JPU4 13 (4) 85.9 5.86E-02 4.58E+05 4.00E+05 4.20E+05 2.86E+05 3.06E+05 1.99E+05 4.04E+05 2.96E+05 2.09E+05 5.83E-02 1.43E-01 7.69E-01 -0.69 -0.49 0.20
AOA1D3JPUS 15 (3) 85.9 7.27E-01 1.93E+03 1.04E+04 4.50E+03 4.45E+03 3.28E+03 1.19E+04 0.00E+00 3.29E+03 7.82E+03 9.63E-01 8.54E-01 7.15E-01 0.22 -0.60 -0.82
AOA1D3JPU8 2(1) 9.9 6.90E-01 9.88E+03 8.24E+03 9.22E+03 8.94E+03 8.71E+03 7.15E+03 8.41E+03 7.57E+03 1.20E+04 7.90E-01 9.83E-01 6.93E-01 -0.14 0.03 0.17
AOA1D3JPX3 31(7) 200.5 1.86E-01 2.22E+05 1.80E+05 2.16E+05 1.73E+05 1.96E+05 1.58E+05 2.27E+05 2.01E+05 1.91E+05 2.37E-01 1.00E+00 2.35E-01 -0.23 0.00 0.23
AOA1D3JPY5 3(2) 10.7 8.78E-01 5.99E+03 1.13E+04 8.93E+03 6.33E+03 5.08E+03 1.38E+04 4.22E+03 8.31E+03 9.46E+03 9.93E-01 8.77E-01 9.26E-01 -0.06 -0.25 -0.20
AOA1D3JPY6 6(2) 23.9 3.59E-03 1.58E+05 1.34E+05 1.64E+05 2.50E+05 2.56E+05 2.18E+05 2.08E+05 2.28E+05 2.57E+05 4.56E-03 8.29E-03 8.22E-01 0.67 0.60 -0.06
AOA1D3JPY9 16 (7) 136.2 4.14E-01 1.33E+06 1.22E+06 1.11E+06 1.26E+06 0.00E+00 1.25E+06 8.47E+05 7.84E+05 6.16E+05 5.50E-01 4.24E-01 9.67E-01 -0.55 -0.70 -0.16
AOA1D3JPZ3 9(3) 45.3 5.59E-02 1.82E+05 1.60E+05 1.68E+05 1.21E+05 1.30E+05 1.07E+05 1.70E+05 1.19E+05 1.13E+05 5.27E-02 1.60E-01 6.71E-01 -0.51 -0.34 0.17
AOA1D3JPZ6 7(2) 47.0 2.36E-01 1.45E+03 7.18E+03 5.49E+03 1.23E+03 1.18E+03 4.41E+03 2.40E+03 3.77E+02 1.91E+03 3.90E-01 2.37E-01 9.10E-01 -1.05 -1.59 -0.54
AOA1D3JQ04 4(1) 26.6 2.49E-01 9.75E+03 1.23E+04 1.37E+04 8.41E+03 8.94E+03 5.81E+03 0.00E+00 1.20E+04 7.00E+03 4.18E-01 2.46E-01 8.96E-01 -0.63 -0.91 -0.29
A0A1D3JQ11 6(1) 44.1 2.29E-02 2.42E+03 3.41E+03 2.43E+03 4.14E+03 3.07E+03 4.20E+03 8.50E+03 5.81E+03 4.90E+03 5.54E-01 2.15E-02 8.04E-02 1.93 0.72 -1.21
AOA1D3JQ20 4(1) 22.9 8.64E-01 3.02E+03 6.19E+03 5.18E+03 3.88E+03 4.08E+03 1.07E+04 1.73E+02 6.24E+03 8.51E+03 8.73E-01 9.98E-01 9.01E-01 0.37 0.05 -0.32
AOA1D3JQ23 2(2) 10.5 2.84E-02 8.02E+04 6.43E+04 6.93E+04 4.95E+04 5.01E+04 3.62E+04 6.07E+04 3.79E+04 4.91E+04 3.22E-02 6.12E-02 8.62E-01 -0.65 -0.53 0.12
AO0A1D3JQ27 17 (4) 134.6 3.83E-03 5.22E+04 4.90E+04 4.70E+04 1.21E+05 1.42E+05 1.98E+05 6.51E+04 6.63E+04 8.23E+04 4.03E-03 5.31E-01 1.26E-02 1.64 0.53 -1.11
AOA1D3JQ35 7(1) 31.2 5.20E-01 2.02E+04 1.57E+04 2.08E+04 1.66E+04 1.75E+04 1.18E+04 2.22E+04 1.28E+04 9.86E+03 6.09E-01 5.51E-01 9.94E-01 -0.30 -0.34 -0.04
AOA1D3JQ49 2(1) 9.1 6.57E-03 3.11E+04 2.22E+04 2.71E+04 3.30E+04 3.28E+04 2.99E+04 4.51E+04 4.48E+04 3.71E+04 3.00E-01 5.85E-03 3.51E-02 0.25 0.66 0.41
AOA1D3JQ52 41 (6) 86.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JQ54 3(0) 14.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JQ60 2(0) 9.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JQ61 3(2) 211 6.86E-01 1.43E+04 1.62E+04 1.94E+04 1.46E+04 1.85E+04 1.31E+04 2.71E+04 1.81E+04 1.17E+04 9.50E-01 8.37E-01 6.70E-01 -0.11 0.19 0.30
AOA1D3JQ62 15 (6) 111.9 1.82E-01 1.57E+06 1.21E+06 1.54E+06 1.07E+06 1.23E+06 9.09E+05 1.53E+06 1.33E+06 1.01E+06 1.64E-01 6.84E-01 4.60E-01 -0.43 -0.16 0.27
AOA1D3JQ68 27 (12) 212.4 3.10E-03 1.48E+06 1.22E+06 1.35E+06 8.97E+05 9.89E+05 8.13E+05 9.78E+05 8.21E+05 7.45E+05 6.92E-03 4.05E-03 8.48E-01 -0.59 -0.67 -0.09
AOA1D3JQ71 4(1) 21.9 1.46E-01 2.23E+04 2.03E+04 2.53E+04 1.67E+04 1.71E+04 1.57E+04 2.30E+04 1.61E+04 1.18E+04 1.73E-01 2.10E-01 9.87E-01 -0.46 -0.42 0.04
AO0A1D3JQ78 3(1) 15.5 2.36E-03 4.14E+03 4.36E+03 4.46E+03 1.07E+04 9.47E+03 1.25E+04 8.16E+03 9.55E+03 1.18E+04 2.71E-03 6.68E-03 6.26E-01 1.34 1.19 -0.15
AOA1D3JQ85 20 (6) 170.4 3.39E-04 2.65E+05 2.12E+05 2.37E+05 3.56E+05 3.90E+05 3.51E+05 2.01E+05 1.96E+05 2.32E+05 1.13E-03 3.52E-01 3.83E-04 0.62 -0.18 -0.80




AOA1D3JQ86 2(0) 10.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQ87 15(2) 77.9 9.32E-01 7.73E+04 | 7.23E+04 | 8.24E+04 | 8.79E+04 | 9.02E+04 | 8.43E+04 1.37E+05 1.36E+05 0.00E+00 9.60E-01 9.30E-01 9.95E-01 0.18 0.23 0.06
AOA1D3JQA3 8(0) 51.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQAS 9(1) 76.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQA7 11(1) 56.5 4.55E-01 3.89E+03 | 6.77E+03 | 3.59E+03 3.27E+03 | 4.54E+03 | 5.88E+03 0.00E+00 5.61E+03 2.53E+03 9.93E-01 4.88E-01 5.46E-01 -0.06 -0.81 -0.75
AOA1D3JQBO 21(7) 119.1 2.85E-01 4.32E+05 | 4.37E+05 | 4.07E+05 7.07E+05 | 5.90E+05 | 3.78E+05 5.36E+05 5.75E+05 5.01E+05 3.00E-01 4.06E-01 9.64E-01 0.39 0.34 -0.06
AOA1D3JQB2 59 (25) 338.4 8.50E-04 2.31E+06 | 1.80E+06 | 2.16E+06 2.50E+06 | 2.69E+06 | 2.27E+06 4.79E+06 4.45E+06 | 6.07E+06 6.49E-01 1.06E-03 2.24E-03 0.25 1.29 1.04
AO0A1D3JQC6 37(7) 145.7 2.44E-04 5.56E+03 | 3.05E+03 | 3.91E+03 8.94E+03 | 7.77E+03 | 7.58E+03 1.22E+04 1.07E+04 1.18E+04 5.70E-03 1.93E-04 1.03E-02 0.96 0.94 -0.02
AOA1D3JQD1 14 (7) 76.7 4.48E-01 3.18E+05 2.74E+05 | 2.96E+05 3.51E+05 | 3.64E+05 | 3.09E+05 3.76E+05 3.36E+05 2.55E+05 4.22E-01 7.24E-01 8.44E-01 0.21 0.12 -0.08
AOA1D3JQD4 2(1) 19.5 2.22E-01 1.35E+03 1.70E+03 | 1.23E+03 2.04E+03 | 1.83E+03 | 4.69E+03 1.39E+03 1.93E+03 1.68E+03 2.34E-01 9.50E-01 3.40E-01 1.00 0.22 -0.78
AOA1D3JQE3 14 (3) 72.8 9.73E-01 4.40E+04 | 5.06E+04 [ 5.19E+04 | 5.43E+04 | 5.34E+04 | 6.52E+04 0.00E+00 0.00E+00 1.50E+05 9.75E-01 1.00E+00 9.81E-01 0.24 0.03 -0.21
AOA1D3JQE4 17(3) 100.2 1.83E-01 5.11E+05 | 3.75E+05 | 4.94E+05 3.66E+05 | 4.07E+05 | 2.65E+05 4.34E+05 3.64E+05 3.26E+05 1.81E-01 3.39E-01 8.69E-01 -0.41 -0.30 0.11
AOA1D3JQE6 12 (3) 74.5 6.93E-01 2.56E+05 2.04E+05 | 2.27E+05 2.58E+05 [ 2.77E+05 1.94E+05 2.85E+05 2.31E+05 2.44E+05 8.67E-01 6.72E-01 9.31E-01 0.59 0.50 -0.09
AOA1D3JQE9 9(1) 53.6 6.82E-01 1.15E+04 | 8.76E+03 | 1.39E+04 | 7.49E+03 | 6.94E+03 | 3.38E+03 0.00E+00 2.33E+04 | 4.04E+03 6.60E-01 9.25E-01 8.64E-01 -0.94 -0.32 0.62
AOA1D3JQG4 5(2) 28.6 9.84E-01 8.50E+04 | 7.63E+04 | 8.95E+04 | 7.95E+04 | 8.82E+04 | 4.90E+04 0.00E+00 2.46E+05 0.00E+00 9.85E-01 1.00E+00 9.88E-01 -0.21 -0.03 0.18
AOA1D3JQH2 3(1) 20.5 6.89E-01 3.58E+03 | 3.85E+03 | 4.06E+03 2.71E+03 | 2.44E+03 | 3.19E+03 6.30E+02 5.38E+03 4.69E+03 6.85E-01 9.75E-01 8.04E-01 -0.46 -0.10 0.36
AOA1D3JQH4 14 (2) 84.9 1.73E-03 4.94E+03 | 5.66E+03 | 7.99E+03 5.29E+03 | 4.93E+03 | 4.34E+03 1.15E+03 1.10E+03 1.24E+03 2.75E-01 1.66E-03 8.01E-03 -0.35 -2.41 -2.06
AOA1D3JQJ5 4(0) 21.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQK4 15 (4) 85.6 7.28E-01 1.16E+05 | 9.21E+04 | 1.19E+05 1.13E+05 | 1.20E+05 | 9.23E+04 1.39E+05 1.12E+05 1.03E+05 9.99E-01 7.77E-01 7.59E-01 -0.01 0.12 0.12
AOA1D3JQK6 4(0) 18.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQL2 15 (8) 101.3 3.85E-01 1.24E+05 1.65E+05 | 1.47E+05 1.38E+05 | 1.31E+05 | 2.09E+05 1.07E+05 1.49E+05 1.09E+05 8.43E-01 6.49E-01 3.62E-01 0.13 -0.25 -0.38
AOA1D3JQL3 6(2) 46.8 4.06E-01 9.06E+02 1.93E+03 | 1.12E+03 2.18E+03 | 9.71E+02 | 4.65E+03 5.25E+02 2.25E+03 1.30E+03 4.57E-01 9.99E-01 4.77E-01 0.98 0.04 -0.94
AOA1D3JQM4 9(1) 47.6 1.15E-05 3.26E+03 2.82E+03 | 3.79E+03 0.00E+00 | 8.91E+01 | 0.00E+00 1.09E+02 9.72E+01 0.00E+00 1.99E-05 2.14E-05 9.85E-01 -6.79 -5.58 1.21
AOA1D3JQM5 21(2) 115.1 7.97E-01 5.19E+04 | 4.88E+04 | 4.86E+04 | 3.83E+04 | 4.18E+04 | 3.38E+04 7.37E+04 4.97E+04 | 0.00E+00 7.92E-01 8.81E-01 9.83E-01 -0.39 -0.28 0.12
AOA1D3JQN4 7(3) 45.3 1.48E-02 4.59E+04 | 3.37E+04 | 3.82E+04 2.47E+04 | 2.60E+04 | 1.89E+04 2.81E+04 2.17E+04 1.54E+04 2.81E-02 1.93E-02 9.44E-01 -0.76 -0.85 -0.09
AOA1D3JQP1 6(2) 55.9 5.06E-01 3.44E+04 | 2.90E+04 | 3.41E+04 | 5.85E+04 | 5.77E+04 | 5.57E+04 9.97E+04 0.00E+00 | 8.56E+04 6.18E-01 5.23E-01 9.84E-01 0.82 0.93 0.11
AOA1D3JQP4 51(11) 311.9 3.39E-01 2.84E+05 2.37E+05 | 2.67E+05 3.38E+05 | 3.53E+05 | 2.85E+05 3.62E+05 2.54E+05 2.19E+05 3.36E-01 9.23E-01 5.13E-01 0.31 0.08 -0.23
AOA1D3JQP5 28 (8) 218.3 3.38E-02 4.07E+05 | 4.09E+05 | 4.56E+05 4.70E+05 | 4.67E+05 | 4.83E+05 3.65E+05 4.37E+05 3.74E+05 1.65E-01 4.02E-01 2.91E-02 0.16 -0.11 -0.27
AOA1D3JQQ0 22 (3) 114.8 6.87E-01 1.94E+04 | 1.58E+04 | 1.58E+04 1.40E+04 | 1.47E+04 | 1.05E+04 2.07E+04 1.70E+04 | 0.00E+00 7.60E-01 7.07E-01 9.95E-01 -0.38 -0.43 -0.06
AOA1D3JQR5 8(1) 40.7 6.47E-01 6.56E+01 1.79E+03 | 1.10E+02 2.08E+02 | 3.26E+01 | 2.41E+03 0.00E+00 0.00E+00 | 4.21E+02 9.55E-01 7.96E-01 6.34E-01 0.43 -2.23 -2.66
AOA1D3JQT2 18 (3) 104.9 4.98E-02 2.49E+04 | 4.04E+04 | 2.93E+04 1.22E+04 | 1.15E+04 | 2.76E+04 1.24E+04 1.65E+04 1.33E+04 1.04E-01 5.41E-02 8.64E-01 -0.88 -1.16 -0.28
AOA1D3JQT8 7(3) 43.5 1.91E-01 1.72E+05 1.29E+05 | 1.55E+05 1.16E+05 | 1.36E+05 | 7.67E+04 2.25E+05 1.64E+05 1.22E+05 3.85E-01 8.16E-01 1.82E-01 -0.47 0.16 0.64
AOA1D3JQUO 2(0) 11.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQU3 8(1) 12.5 5.39E-01 1.09E+04 | 6.45E+03 | 6.95E+03 7.08E+03 | 5.70E+03 | 6.65E+03 5.24E+03 7.64E+03 8.21E+03 5.20E-01 7.39E-01 9.20E-01 -0.32 -0.20 0.12
AOA1D3JQU4 16 (6) 98.3 3.00E-02 3.19E+05 2.69E+05 | 3.09E+05 3.41E+05 | 3.47E+05 | 3.26E+05 4.30E+05 3.48E+05 3.77E+05 2.98E-01 2.51E-02 1.94E-01 0.18 0.37 0.19
AOA1D3JQU6 6(2) 19.2 1.75E-01 5.88E+04 | 4.86E+04 | 6.63E+04 | 4.56E+04 | 5.12E+04 | 3.27E+04 5.49E+04 4.70E+04 | 4.10E+04 1.66E-01 3.65E-01 8.03E-01 -0.42 -0.28 0.14
AOA1D3JQUS8 5(1) 36.0 3.44E-01 3.01E+02 | 9.19E+02 | 6.34E+02 4.76E+02 | 3.24E+02 1.00E+03 0.00E+00 4.53E+02 3.42E+02 9.97E-01 3.90E-01 4.21E-01 -0.04 -1.22 -1.18
AOA1D3JQV8 18 (3) 67.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQWO 2(0) 9.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQW6 2(0) 14.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQWS8 2(0) 11.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JQX6 10 (6) 62.6 8.18E-01 6.81E+05 | 5.12E+05 | 6.40E+05 5.80E+05 | 4.71E+05 | 5.24E+05 3.56E+05 5.21E+05 9.56E+05 8.46E-01 1.00E+00 8.46E-01 -0.22 0.00 0.22
AOA1D3JQX8 18 (5) 124.2 5.52E-02 3.55E+04 | 3.58E+04 | 3.92E+04 | 4.42E+04 | 4.53E+04 | 5.82E+04 4.38E+04 5.15E+04 | 5.69E+04 9.70E-02 6.60E-02 9.50E-01 0.42 0.46 0.04
AOA1D3JQZ1 5(2) 30.7 8.26E-01 2.96E+03 | 3.35E+03 | 3.57E+03 3.24E+03 | 2.83E+03 | 5.60E+03 0.00E+00 5.15E+03 3.83E+03 9.12E-01 9.77E-01 8.16E-01 0.24 -0.14 -0.38
AOA1D3JQZ2 13(3) 70.5 1.51E-01 1.10E+05 | 9.41E+04 | 9.88E+04 | 7.54E+04 | 8.31E+04 | 6.83E+04 9.84E+04 5.95E+04 | 9.36E+04 1.41E-01 3.47E-01 7.57E-01 -0.42 -0.27 0.15
AOA1D3JQZ5 28(9) 262.9 1.31E-03 8.15E+05 | 6.45E+05 | 7.14E+05 1.25E+06 | 1.37E+06 1.09E+06 1.12E+06 1.19E+06 1.14E+06 1.51E-03 3.87E-03 5.58E-01 0.77 0.67 -0.10
AOA1D3JRO0 29 (8) 167.8 7.59E-01 2.30E+05 1.83E+05 | 2.05E+05 2.19E+05 | 2.19E+05 | 2.08E+05 2.42E+05 1.85E+05 1.71E+05 9.00E-01 9.47E-01 7.41E-01 0.06 -0.05 -0.11
AOA1D3JR12 17(7) 106.5 5.21E-01 2.44E+05 1.77E+05 | 2.42E+05 1.99E+05 | 2.24E+05 | 2.13E+05 2.40E+05 2.21E+05 2.47E+05 8.97E-01 7.47E-01 4.98E-01 -0.06 0.09 0.15
AOA1D3JR13 4(0) 29.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JR14 17 (6) 130.9 1.01E-01 3.00E+05 | 3.00E+05 | 3.06E+05 3.45E+05 | 3.32E+05 | 4.13E+05 3.26E+05 4.18E+05 3.83E+05 1.84E-01 1.08E-01 9.10E-01 0.27 0.32 0.05
AOA1D3JR17 4(2) 18.2 6.88E-01 1.49E+05 1.56E+05 | 1.66E+05 1.39E+05 [ 1.36E+05 1.85E+05 1.16E+05 1.65E+05 1.44E+05 9.77E-01 6.85E-01 8.00E-01 -0.03 -0.15 -0.11
AOA1D3JR22 5(2) 43.1 3.03E-01 2.05E+04 | 3.24E+04 | 1.81E+04 1.41E+04 | 2.51E+04 | 2.96E+04 1.75E+04 0.00E+00 2.00E+04 9.94E-01 3.42E-01 3.85E-01 -0.05 -0.92 -0.88




AOA1D3JR26 24 (9) 123.1 5.60E-02 2.92E+05 2.79E+05 | 3.06E+05 2.85E+05 | 2.95E+05 | 3.30E+05 2.80E+05 2.40E+05 2.24E+05 8.21E-01 1.25E-01 5.80E-02 0.06 -0.23 -0.29
AOA1D3JR27 10(1) 59.7 4.49E-01 9.59E+01 | 5.17E+01 | 3.90E+03 2.46E+01 | 1.32E+01 | 2.47E+01 4.38E+02 1.51E+01 3.16E+02 4.60E-01 5.79E-01 9.73E-01 -6.02 -2.40 3.62
AOA1D3JR37 5(2) 25.8 5.67E-03 2.83E+05 2.30E+05 | 2.64E+05 1.356+05 | 1.52E+05 | 9.06E+04 2.33E+05 1.80E+05 1.69E+05 4.58E-03 9.51E-02 7.90E-02 -1.04 -0.41 0.63
AOA1D3JR39 12 (3) 64.0 3.61E-01 1.68E+05 1.13E+05 | 1.30E+05 1.44E+05 | 1.65E+05 1.09E+05 2.04E+05 1.41E+05 1.66E+05 9.95E-01 4.02E-01 4.45E-01 0.02 0.31 0.29
AOA1D3JR45 3(2) 16.1 5.40E-01 4.42E+04 | 3.41E+04 | 4.69E+04 | 3.47E+04 | 3.95E+04 | 2.72E+04 4.95E+04 3.30E+04 2.81E+04 5.16E-01 7.68E-01 8.95E-01 -0.30 -0.18 0.13
AOA1D3JR46 5(0) 317 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JR49 10 (2) 62.6 4.76E-02 1.66E+05 1.37E+05 | 1.43E+05 1.63E+05 | 1.64E+05 1.35E+05 2.33E+05 1.72E+05 1.98E+05 9.53E-01 5.78E-02 8.39E-02 0.05 0.43 0.38
AOA1D3JR62 4(1) 22.6 5.06E-01 3.05E+03 2.30E+04 | 3.17E+03 7.48E+03 | 7.66E+03 | 3.70E+04 7.94E+01 6.44E+03 9.20E+03 7.34E-01 8.94E-01 4.83E-01 0.83 -0.90 -1.73
AOA1D3JR63 14 (2) 115.9 7.64E-01 2.18E+03 | 7.15E+03 | 3.66E+03 4.77E+03 | 3.00E+03 1.19E+04 5.23E+02 8.49E+03 5.27E+03 7.68E-01 9.90E-01 8.40E-01 0.60 0.14 -0.46
AOA1D3JR74 5(1) 56.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JR75 2(0) 13.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JR76 3(2) 21.2 8.12E-03 3.90E+05 | 3.31E+05 | 4.01E+05 3.05E+05 | 3.09E+05 | 2.57E+05 2.76E+05 2.21E+05 2.53E+05 4.16E-02 7.25E-03 3.28E-01 -0.36 -0.58 -0.22
AOA1D3JR85 6(1) 63.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JR88 45 (13) 291.1 2.05E-05 6.16E+05 | 5.57E+05 | 6.43E+05 6.98E+05 | 7.03E+05 | 7.15E+05 9.09E+05 9.43E+05 9.23E+05 1.01E-02 1.80E-05 1.60E-04 0.22 0.61 0.39
AOA1D3JR94 4(1) 24.0 1.73E-05 1.59E+05 1.53E+05 | 1.87E+05 2.90E+05 | 3.12E+05 | 2.88E+05 1.10E+05 1.30E+05 1.02E+05 1.12E-04 1.41E-02 1.58E-05 0.84 -0.54 -1.38
AOA1D3JRAS 3(0) 9.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRA8 12 (1) 34.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRA9 9(0) 49.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRBO 2(0) 8.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRB1 16 (8) 125.7 1.40E-01 2.55E+05 1.92E+05 | 1.85E+05 2.92E+05 | 3.06E+05 | 2.80E+05 2.61E+05 2.75E+05 4.36E+05 3.00E-01 1.34E-01 8.04E-01 0.47 0.62 0.15
AOA1D3JRB2 8(2) 44.7 6.82E-01 2.65E+02 | 6.47E+03 | 2.93E+02 3.03E+02 | 1.72E+02 | 5.72E+03 1.01E+02 9.59E+02 2.94E+02 9.92E-01 6.96E-01 7.65E-01 -0.18 -2.38 -2.19
AOA1D3JRB4 2(1) 20.0 3.12E-04 1.67E+02 1.40E+02 | 1.51E+02 4.48E+02 | 4.80E+02 | 5.61E+02 3.07E+02 4.02E+02 3.10E+02 2.48E-04 6.21E-03 1.46E-02 1.70 1.16 -0.55
AOA1D3JRB5S 10 (4) 50.9 7.35E-01 6.76E+04 | 6.04E+04 | 6.64E+04 | 7.34E+04 | 7.60E+04 | 7.90E+04 0.00E+00 1.02E+05 6.66E+04 8.91E-01 9.38E-01 7.15E-01 0.23 -0.20 -0.43
AOA1D3JRB8 13 (5) 91.4 4.08E-01 2.49E+05 2.76E+05 | 2.89E+05 2.37E+05 | 2.22E+05 | 3.08E+05 2.18E+05 3.71E+05 3.81E+05 9.48E-01 5.68E-01 4.08E-01 -0.08 0.25 0.34
AOA1D3JRC4 11(1) 45.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRC8 5(2) 27.0 1.39E-01 6.05E+04 | 6.07E+04 | 6.15E+04 | 7.46E+04 | 6.88E+04 | 1.07E+05 6.78E+04 1.07E+05 1.15E+05 3.68E-01 1.25E-01 6.77E-01 0.45 0.67 0.21
AOA1D3JRD8 15(1) 65.9 8.07E-03 1.47E+04 | 1.71E+04 | 1.14E+04 2.08E+04 | 2.39E+04 | 2.31E+04 2.05E+04 2.61E+04 2.39E+04 1.68E-02 1.04E-02 9.01E-01 0.65 0.71 0.06
AOA1D3JRES 3(2) 9.6 1.33E-02 1.09E+05 | 7.59E+04 | 9.13E+04 2.31E+05 [ 2.63E+05 1.62E+05 2.00E+05 1.65E+05 1.43E+05 1.13E-02 8.37E-02 2.80E-01 1.24 0.88 -0.37
AOA1D3JRF7 4(1) 24.7 2.22E-01 1.21E+04 | 1.61E+04 | 1.57E+04 1.88E+04 | 1.83E+04 | 2.07E+04 1.19E+04 2.07E+04 1.32E+04 2.39E-01 9.61E-01 3.31E-01 0.40 0.07 -0.33
AOA1D3JRIO 11(3) 77.3 4.08E-03 1.02E+05 1.20E+05 | 1.21E+05 9.48E+04 | 9.50E+04 | 1.09E+05 8.06E+04 7.49E+04 | 6.60E+04 1.93E-01 3.50E-03 2.82E-02 -0.20 -0.63 -0.43
AOA1D3JRI3 2(0) 9.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRJ4 2(0) 9.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRLO 3(0) 23.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRL1 6(5) 23.3 1.24E-01 3.33E+05 2.32E+05 | 7.40E+04 | 7.28E+04 | 1.01E+05 | 5.27E+04 1.05E+05 8.06E+04 | 4.69E+04 1.61E-01 1.67E-01 9.99E-01 -1.50 -1.46 0.04
AOA1D3JRL2 4(1) 45.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRL7 15(5) 110.8 5.84E-01 2.73E+05 2.14E+05 | 2.38E+05 2.20E+05 | 2.55E+05 | 2.00E+05 2.77E+05 1.37E+05 1.87E+05 9.01E-01 5.59E-01 8.03E-01 -0.10 -0.27 -0.17
AOA1D3JRM3 11 (5) 61.0 1.40E-01 8.45E+04 | 1.09E+05 | 1.02E+05 1.34E+05 | 1.26E+05 1.82E+05 9.88E+04 1.58E+05 1.32E+05 1.28E-01 3.56E-01 7.04E-01 0.58 0.40 -0.18
AOA1D3JRM8 6(1) 38.3 6.74E-02 6.57E+03 | 7.40E+03 | 7.01E+03 2.04E+04 | 1.58E+04 | 3.10E+04 9.99E+03 2.63E+04 2.56E+04 7.93E-02 1.17E-01 9.51E-01 1.68 1.56 -0.12
AOA1D3JRN4 54 (16) 438.4 5.26E-05 1.96E+06 | 1.72E+06 | 1.77E+06 1.60E+06 | 1.64E+06 1.65E+06 1.08E+06 1.02E+06 | 9.58E+05 6.98E-02 5.33E-05 2.47E-04 -0.16 -0.83 -0.68
AOA1D3JRP9 2(1) 5.2 7.49E-03 1.47E+03 1.49E+03 | 2.35E+03 8.09E+02 | 5.78E+02 1.62E+02 6.41E+02 5.48E+01 0.00E+00 2.09E-02 8.20E-03 6.80E-01 -1.78 -2.93 -1.16
AOA1D3JRQS8 4(2) 19.7 2.11E-03 7.20E+04 | 6.74E+04 | 6.70E+04 | 9.63E+04 | 9.68E+04 | 1.03E+05 8.78E+04 1.08E+05 1.04E+05 3.97E-03 3.20E-03 9.70E-01 0.52 0.54 0.02
AOA1D3JRR2 6(0) 41.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JRSO 11(3) 79.6 2.60E-01 2.48E+04 | 2.00E+04 | 2.20E+04 | 3.05E+04 | 3.18E+04 | 1.91E+04 2.67E+04 2.92E+04 2.98E+04 4.20E-01 2.60E-01 9.15E-01 0.28 0.36 0.08
AOA1D3JRS4 16 (6) 97.2 1.60E-02 6.92E+04 | 7.50E+04 | 7.28E+04 1.37E+05 [ 1.29E+05 1.60E+05 1.53E+05 2.21E+05 3.05E+05 2.18E-01 1.33E-02 1.31E-01 0.97 1.65 0.67
AOA1D3JRS8 19 (8) 149.7 2.13E-03 6.50E+05 | 5.95E+05 | 6.63E+05 8.45E+05 | 8.86E+05 | 8.57E+05 6.63E+05 7.65E+05 7.79E+05 1.72E-03 7.06E-02 2.74E-02 0.44 0.21 -0.23
AOA1D3JRT8 11(1) 70.2 9.80E-02 6.26E+03 | 9.55E+03 | 8.45E+03 7.09E+03 | 6.29E+03 | 8.11E+03 9.02E+03 9.47E+03 1.12E+04 6.74E-01 2.71E-01 8.96E-02 -0.17 0.29 0.47
AOA1D3JRT9 4(2) 21.7 3.33E-03 3.83E+04 | 4.41E+04 | 4.39E+04 2.29E+04 | 2.20E+04 | 2.84E+04 2.51E+04 2.77E+04 1.60E+04 6.88E-03 4.58E-03 9.10E-01 -0.78 -0.88 -0.09
AOA1D3JRU4 5(1) 29.3 5.55E-02 1.48E+05 1.14E+05 | 1.36E+05 1.27E+05 | 1.40E+05 1.13E+05 1.80E+05 1.44E+05 1.77E+05 8.95E-01 1.09E-01 6.17E-02 -0.07 0.33 0.40
AOA1D3JRUS 8(2) 55.6 1.16E-02 1.37E+05 1.39E+05 | 1.50E+05 1.96E+05 [ 2.11E+05 1.75E+05 1.32E+05 1.38E+05 8.13E+04 5.44E-02 3.82E-01 1.04E-02 0.45 -0.28 -0.73
AOA1D3JRW1 13(7) 116.7 5.36E-03 1.02E+05 | 6.23E+04 | 6.43E+04 1.06E+05 [ 1.18E+05 1.07E+05 1.92E+05 1.63E+05 2.56E+05 4.08E-01 5.14E-03 2.20E-02 0.54 1.42 0.88
AOA1D3JRW6 15 (4) 116.6 3.58E-01 2.34E+05 1.96E+05 | 2.39E+05 1.88E+05 | 2.12E+05 1.57E+05 2.38E+05 1.70E+05 1.65E+05 3.77E-01 4.76E-01 9.76E-01 -0.26 -0.22 0.04
AOA1D3JRWS 3(2) 15.1 2.74E-02 5.02E+04 | 4.25E+04 | 5.07E+04 | 5.76E+04 | 5.87E+04 | 5.41E+04 5.43E+04 6.27E+04 | 6.29E+04 8.32E-02 2.66E-02 6.42E-01 0.25 0.33 0.08




AOA1D3JRX0 4(2) 22.4 6.12E-02 5.72E+04 | 5.51E+04 | 5.87E+04 | 7.13E+04 | 7.49E+04 | 6.60E+04 7.96E+04 7.31E+04 1.14E+05 4.41E-01 5.25E-02 2.74E-01 0.31 0.64 0.33
AOA1D3JRX2 11(2) 60.7 5.12E-02 8.11E+04 | 6.08E+04 | 6.88E+04 | 9.91E+04 | 1.03E+05 | 9.03E+04 9.29E+04 7.75E+04 | 6.48E+04 4.78E-02 6.42E-01 1.55E-01 0.47 0.16 -0.31
AOA1D3JRX5 5(1) 89.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JRX9 12 (3) 79.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JRZ9 11(1) 75.5 3.70E-04 3.70E+04 | 2.73E+04 | 3.26E+04 | 5.26E+04 | 5.09E+04 | 5.01E+04 5.79E+04 5.53E+04 | 5.19E+04 1.17E-03 4.28E-04 4.07E-01 0.67 0.77 0.10
AOA1D3JS01 12 (3) 63.1 3.68E-03 2.97E+04 | 3.12E+04 | 3.30E+04 | 4.01E+04 | 3.84E+04 | 3.89E+04 4.79E+04 4.12E+04 | 5.22E+04 6.69E-02 2.96E-03 6.17E-02 0.32 0.59 0.27
AOA1D3JS08 4(0) 20.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JS14 10(3) 62.6 2.20E-03 2.21E+05 1.69E+05 | 2.16E+05 3.36E+05 | 3.71E+05 | 3.09E+05 2.51E+05 2.04E+05 2.11E+05 2.63E-03 6.81E-01 5.87E-03 0.75 0.14 -0.61
AOA1D3JS15 23 (8) 173.3 8.78E-04 4.87E+05 | 3.99E+05 | 4.73E+05 5.83E+05 | 6.23E+05 | 5.54E+05 8.32E+05 8.04E+05 1.00E+06 1.31E-01 7.89E-04 5.57E-03 0.37 0.96 0.59
AOA1D3JS16 3(0) 15.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JS21 3(0) 15.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3JS27 2(1) 10.4 5.49E-03 2.77E+03 | 3.37E+03 | 2.99E+03 2.41E+03 | 3.18E+03 | 2.29E+03 1.11E+03 1.75E+03 6.78E+02 5.32E-01 5.64E-03 1.85E-02 -0.21 -1.37 -1.16
AOA1D3JS30 26 (10) 174.6 5.96E-02 1.13E+05 1.25E+05 | 1.16E+05 2.22E+05 | 2.22E+05 | 3.76E+05 1.38E+05 2.50E+05 2.38E+05 5.15E-02 2.55E-01 4.60E-01 1.21 0.82 -0.39
AOA1D3JS31 9(0) 59.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JS34 5(0) 41.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JS35 2(1) 11.5 7.42E-01 2.41E+04 | 2.20E+04 | 2.60E+04 2.14E+04 | 2.17E+04 | 2.06E+04 3.04E+04 2.15E+04 1.63E+04 7.21E-01 9.32E-01 9.04E-01 -0.18 -0.08 0.10
AOA1D3JS37 5(2) 49.5 2.05E-01 6.06E+05 | 4.53E+05 | 5.34E+05 4.26E+05 | 4.63E+05 | 3.44E+05 6.14E+05 4.59E+05 4.59E+05 2.16E-01 9.45E-01 3.21E-01 -0.37 -0.06 0.31
AOA1D3JS38 4(0) 22.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JS41 16 (4) 97.2 5.19E-02 8.37E+04 | 8.72E+04 | 8.51E+04 | 8.25E+04 | 9.07E+04 | 9.33E+04 7.67E+04 8.19E+04 | 6.77E+04 7.13E-01 1.39E-01 5.03E-02 0.06 -0.18 -0.24
AO0A1D3JS51 3(1) 15.4 4.76E-03 6.40E+03 | 4.76E+03 | 7.42E+03 2.13E+03 | 1.61E+03 1.60E+03 3.13E+03 3.77E+02 4.02E+02 1.02E-02 6.24E-03 8.83E-01 -1.80 -2.25 -0.45
AOA1D3JS52 12 (3) 83.9 3.90E-04 5.66E+04 | 5.58E+04 | 6.46E+04 | 7.89E+04 | 8.09E+04 | 7.75E+04 4.28E+04 5.34E+04 | 5.01E+04 3.08E-03 6.27E-02 3.40E-04 0.42 -0.27 -0.70
AO0A1D3JS54 7(2) 49.8 1.28E-03 1.39E+04 | 1.69E+04 | 1.27E+04 | 4.95E+03 | 4.45E+03 | 5.21E+03 5.36E+03 9.30E+03 5.74E+03 1.38E-03 4.39E-03 4.31E-01 -1.57 -1.09 0.48
AOA1D3JS77 2(1) 11.1 7.42E-02 1.43E+03 1.37E+03 | 1.35E+03 2.74E+03 | 2.83E+03 1.49E+03 2.71E+03 4.05E+03 2.24E+03 2.75E-01 6.49E-02 5.26E-01 0.77 1.12 0.35
AOA1D3JS79 5(1) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSA4 2(0) 10.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSAS 20(10) 171.4 2.70E-02 3.89E+05 | 3.22E+05 | 3.84E+05 5.65E+05 | 5.59E+05 | 5.29E+05 5.87E+05 5.12E+05 3.89E+05 2.51E-02 9.47E-02 5.57E-01 0.59 0.44 -0.15
AOA1D3JSB3 3(0) 14.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3JSC3 12(7) 109.9 1.11E-03 1.44E+05 1.53E+05 | 1.41E+05 2.21E+05 | 2.36E+05 | 2.66E+05 3.64E+05 3.57E+05 4.86E+05 8.50E-02 9.34E-04 9.89E-03 0.72 1.46 0.74
AOA1D3JSC7 4(1) 45.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSD1 10(2) 68.9 4.35E-01 6.27E+04 | 5.35E+04 | 5.72E+04 | 6.59E+04 | 6.38E+04 | 6.07E+04 5.36E+04 6.72E+04 | 6.44E+04 4.22E-01 6.34E-01 9.16E-01 0.14 0.10 -0.04
AOA1D3JSD2 16 (7) 155.8 4.88E-02 3.39E+05 | 3.37E+05 | 3.74E+05 5.23E+05 | 4.93E+05 | 5.27E+05 3.85E+05 5.53E+05 6.29E+05 7.65E-02 6.49E-02 9.91E-01 0.55 0.58 0.02
AOA1D3JSD5 7(3) 44.1 5.07E-01 3.21E+05 2.38E+05 | 2.56E+05 2.29E+05 | 2.53E+05 | 2.09E+05 3.47E+05 2.40E+05 2.28E+05 5.63E-01 1.00E+00 5.68E-01 -0.24 0.00 0.24
AOA1D3JSE9 4(0) 21.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSF1 23 (10) 175.2 3.61E-01 3.68E+05 | 4.32E+05 | 3.10E+05 4.39E+05 | 4.15E+05 | 4.51E+05 5.08E+05 4.38E+05 3.53E+05 4.12E-01 4.32E-01 9.99E-01 0.23 0.23 -0.01
AOA1D3JSF6 2(0) 10.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSF8 123 (11) 543.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSG1 4(1) 22.4 1.43E-02 8.78E+03 1.18E+04 | 7.50E+03 3.56E+03 | 2.73E+03 | 5.90E+03 4.48E+03 4.98E+03 2.67E+03 2.24E-02 2.20E-02 1.00E+00 -1.20 -1.21 -0.01
AOA1D3JSG8 3(0) 18.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSG9 5(1) 25.6 5.06E-02 4.92E+04 | 4.05E+04 [ 5.07E+04 | 7.30E+04 | 7.95E+04 | 5.98E+04 7.08E+04 4.87E+04 | 5.85E+04 4.28E-02 2.90E-01 3.46E-01 0.60 0.34 -0.25
AOA1D3JSH2 7(2) 30.8 1.20E-02 7.62E+04 | 7.58E+04 | 8.47E+04 | 5.09E+04 | 4.85E+04 | 5.66E+04 5.86E+04 6.59E+04 | 4.22E+04 1.44E-02 2.66E-02 8.55E-01 -0.60 -0.51 0.09
AOA1D3JSJ1 31(4) 123.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSJ6 8(1) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSK7 9 (4) 59.4 2.29E-01 3.31E+04 | 4.90E+04 | 3.70E+04 | 3.27E+04 | 3.54E+04 | 5.47E+04 2.61E+04 3.31E+04 2.57E+04 9.84E-01 3.17E-01 2.57E-01 0.04 -0.49 -0.53
AOA1D3JSM2 3(1) 15.5 1.03E-01 8.51E+03 | 5.57E+03 | 7.87E+03 6.42E+03 | 5.53E+03 | 5.48E+03 5.66E+03 5.35E+03 5.14E+03 2.09E-01 1.04E-01 8.52E-01 -0.33 -0.44 -0.11
AOA1D3JSM7 16 (4) 96.8 3.33E-01 1.86E+05 1.85E+05 | 1.99E+05 1.74E+05 | 1.79E+05 1.65E+05 2.08E+05 1.85E+05 1.66E+05 3.34E-01 9.34E-01 4.95E-01 -0.14 -0.03 0.11
AOA1D3JSM9 3(0) 16.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JSP6 28 (8) 206.4 5.61E-03 9.70E+05 1.19E+06 | 8.65E+05 7.58E+05 | 7.92E+05 | 7.36E+05 5.21E+05 5.87E+05 6.08E+05 5.61E-02 4.60E-03 1.35E-01 -0.41 -0.82 -0.41
AOA1D3JSP7 8(2) 67.9 1.19E-01 1.79E+04 | 1.16E+04 | 3.15E+04 1.09E+04 | 1.14E+04 | 8.49E+03 1.30E+04 5.13E+03 6.56E+03 2.10E-01 1.28E-01 9.21E-01 -0.99 -1.31 -0.32
AOA1D3JSR6 2(1) 9.9 2.16E-01 2.60E+03 | 5.41E+03 | 3.44E+03 3.61E+03 | 2.90E+03 | 6.80E+03 3.19E+01 2.37E+03 2.91E+03 9.00E-01 3.68E-01 2.16E-01 0.22 -1.11 -1.32
AOA1D3JSR8 18 (6) 113.2 1.36E-02 2.38E+05 2.07E+05 | 2.36E+05 2.85E+05 | 2.85E+05 | 2.64E+05 2.37E+05 1.86E+05 2.17E+05 3.93E-02 6.67E-01 1.41E-02 0.29 -0.09 -0.39
AOA1D3JSR9 14 (4) 86.8 6.26E-01 4.00E+04 | 4.74E+04 | 3.52E+04 | 3.83E+04 | 4.59E+04 | 6.14E+04 3.63E+04 4.28E+04 | 5.43E+04 6.00E-01 8.88E-01 8.57E-01 0.25 0.12 -0.13
AOA1D3JSV2 12 (3) 90.6 8.75E-02 5.07E+04 | 5.87E+04 | 5.66E+04 | 4.82E+04 | 4.89E+04 | 5.14E+04 5.26E+04 3.99E+04 | 3.73E+04 4.34E-01 7.52E-02 3.91E-01 -0.16 -0.36 -0.19




AOA1D3JSV4 8(2) 38.1 3.21E-02 1.42E+04 | 1.02E+04 | 1.37E+04 1.72E+04 | 2.15E+04 | 1.41E+04 2.68E+04 1.84E+04 2.35E+04 2.70E-01 2.68E-02 2.31E-01 0.47 0.85 0.38
AOA1D3JSV7 16 (5) 113.4 3.33E-01 1.10E+05 1.13E+05 | 1.19E+05 9.74E+04 | 9.24E+04 | 1.29E+05 7.58E+04 1.05E+05 1.02E+05 8.17E-01 3.10E-01 6.04E-01 -0.10 -0.28 -0.18
AOA1D3JSW3 3(1) 22.0 2.89E-01 2.42E+03 1.02E+04 | 2.76E+03 5.02E+03 | 6.98E+03 | 2.27E+04 0.00E+00 5.56E+03 2.78E+03 4.76E-01 8.94E-01 2.83E-01 1.17 -0.89 -2.06
AOA1D3JSW4 2(1) 10.3 1.94E-01 4.72E+03 | 3.75E+03 | 3.94E+03 3.90E+03 | 3.41E+03 | 3.32E+03 3.81E+03 4.20E+03 4.83E+03 3.21E-01 9.23E-01 2.00E-01 -0.22 0.05 0.27
AOA1D3JSW6 27 (8) 250.3 9.97E-04 6.87E+05 | 5.54E+05 | 6.27E+05 1.12E+06 | 1.20E+06 1.08E+06 7.29E+05 7.84E+05 9.59E+05 8.24E-04 6.31E-02 1.06E-02 0.86 0.40 -0.46
AO0A1D3JSX5 7(2) 56.0 4.89E-02 6.73E+04 | 7.96E+04 | 7.70E+04 1.41E+05 | 1.21E+05 | 2.02E+05 1.17E+05 2.19E+05 2.42E+05 1.61E-01 4.47E-02 5.95E-01 1.05 1.37 0.32
AOA1D3JSX6 15(3) 82.9 3.27E-01 2.83E+04 | 1.30E+04 | 2.31E+04 2.49E+04 | 3.45E+04 | 2.40E+04 3.24E+04 2.22E+04 | 4.16E+04 6.17E-01 3.03E-01 7.94E-01 0.37 0.58 0.21
AOA1D3JSY3 12 (3) 102.2 1.96E-01 5.98E+04 | 4.16E+04 | 6.24E+04 2.82E+04 | 3.79E+04 | 2.88E+04 6.12E+04 2.18E+04 | 4.50E+04 1.75E-01 5.59E-01 6.05E-01 -0.79 -0.36 0.43
AOA1D3JSY5 28(1) 101.6 8.70E-01 1.45E+04 | 1.15E+04 | 1.15E+04 1.93E+04 | 2.16E+04 | 1.79E+04 0.00E+00 6.36E+04 | 0.00E+00 9.13E-01 8.73E-01 9.95E-01 0.65 0.76 0.11
AOA1D3JSZ2 3(2) 15.7 5.19E-01 1.25E+04 | 1.68E+04 | 1.54E+04 1.65E+04 | 1.47E+04 | 2.52E+04 9.40E+03 1.96E+04 1.57E+04 5.78E-01 1.00E+00 5.74E-01 0.34 0.00 -0.34
AOA1D3JSZ5 2(0) 13.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JSZ7 2(0) 13.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTO1 3(1) 17.0 3.77E-01 2.06E+03 | 6.55E+03 | 1.72E+03 6.03E+03 | 3.77E+03 1.72E+04 2.36E+02 3.50E+03 7.99E+03 4.13E-01 9.93E-01 4.68E-01 1.38 0.18 -1.20
AOA1D3JTO7 5(1) 28.5 1.29E-03 8.86E+03 | 6.80E+03 | 9.37E+03 4.23E+03 | 4.20E+03 | 4.57E+03 9.78E+03 8.33E+03 9.37E+03 3.85E-03 5.44E-01 1.47E-03 -0.95 0.13 1.08
AOA1D3JT12 14 (6) 96.8 6.92E-02 1.66E+05 1.64E+05 | 2.38E+05 1.22E+05 | 1.25E+05 1.19E+05 1.63E+05 1.25E+05 9.63E+04 8.36E-02 1.15E-01 9.66E-01 -0.63 -0.56 0.07
AOA1D3JT19 8(1) 48.1 6.41E-01 1.81E+03 1.00E+04 | 3.25E+03 2.73E+03 | 1.77E+03 1.41E+04 1.44E+02 3.34E+03 3.78E+03 9.53E-01 7.94E-01 6.28E-01 0.30 -1.05 -1.35
AOA1D3JT24 3(0) 14.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JT28 16 (2) 88.6 7.27E-01 7.72E+04 | 6.38E+04 | 8.34E+04 | 7.03E+04 | 7.41E+04 | 6.68E+04 8.58E+04 6.87E+04 | 7.16E+04 7.90E-01 9.97E-01 7.46E-01 -0.09 0.01 0.10
AOA1D3JT33 5(2) 44.8 2.39E-02 8.15E+04 | 6.53E+04 | 7.27E+04 | 7.24E+04 | 8.36E+04 | 6.58E+04 5.87E+04 3.19E+04 | 4.48E+04 9.96E-01 3.82E-02 3.43E-02 0.02 -0.70 -0.71
AOA1D3JT34 10 (6) 60.4 3.83E-01 9.34E+04 | 1.15E+05 | 1.01E+05 8.17E+04 | 8.76E+04 | 1.13E+05 9.65E+04 8.83E+04 | 7.82E+04 6.69E-01 3.57E-01 8.19E-01 -0.13 -0.23 -0.10
AOA1D3JT35 10 (5) 74.4 4.13E-01 3.16E+05 2.38E+05 | 2.68E+05 2.93E+05 | 3.14E+05 | 2.44E+05 3.29E+05 2.89E+05 3.15E+05 9.29E-01 4.05E-01 5.94E-01 0.05 0.18 0.13
AOA1D3JT43 16 (7) 113.0 4.33E-03 3.54E+05 | 3.68E+05 | 3.31E+05 2.89E+05 | 2.71E+05 | 2.48E+05 2.88E+05 2.79E+05 2.46E+05 6.71E-03 7.56E-03 9.92E-01 -0.38 -0.37 0.01
AOA1D3)T44 6(0) 25.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JT50 2(0) 10.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JT61 16 (6) 102.4 9.56E-01 3.88E+05 | 3.50E+05 | 4.53E+05 1.73E+05 | 3.37E+04 | 1.00E+06 5.42E+05 4.60E+05 3.93E+05 1.00E+00 9.60E-01 9.67E-01 0.02 0.23 0.21
AOA1D3JT64 6(1) 44.0 2.24E-03 8.35E+03 | 6.06E+03 | 5.82E+03 2.61E+04 | 2.81E+04 | 2.12E+04 1.98E+04 2.90E+04 | 3.23E+04 4.96E-03 2.99E-03 8.52E-01 1.90 2.00 0.11
AOA1D3JT65 25 (10) 225.5 3.26E-03 1.90E+06 | 1.46E+06 | 1.75E+06 1.04E+06 | 1.08E+06 | 8.49E+05 1.22E+06 1.22E+06 1.29E+06 2.82E-03 2.23E-02 1.84E-01 -0.78 -0.46 0.33
AOA1D3JT69 4(3) 23.2 1.23E-01 3.16E+04 | 2.73E+04 | 2.84E+04 1.98E+04 | 1.97E+04 | 2.07E+04 2.95E+04 1.91E+04 1.27E+04 1.54E-01 1.73E-01 9.95E-01 -0.54 -0.51 0.03
AOA1D3JT71 28 (8) 173.8 1.43E-01 1.31E+05 1.32E+05 | 1.18E+05 1.42E+05 | 1.58E+05 1.77E+05 1.24E+05 1.67E+05 1.38E+05 1.25E-01 5.09E-01 5.14E-01 0.32 0.17 -0.15
AOA1D3JT78 14 (5) 74.4 4.56E-01 1.72E+05 1.43E+05 | 1.86E+05 1.77E+05 | 1.89E+05 1.82E+05 1.88E+05 1.60E+05 1.56E+05 4.97E-01 9.97E-01 5.38E-01 0.13 0.01 -0.12
AOA1D3JT86 2(0) 11.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JT88 12(2) 82.6 1.23E-03 9.13E+05 | 7.63E+05 | 9.34E+05 1.69E+06 | 1.80E+06 1.58E+06 2.14E+06 2.42E+06 | 3.08E+06 3.18E-02 9.81E-04 2.57E-02 0.96 1.55 0.59
AOA1D3JT92 31(12) 247.7 1.48E-05 1.70E+06 | 1.54E+06 | 1.65E+06 3.85E+06 | 4.22E+06 | 4.22E+06 2.18E+06 2.61E+06 2.64E+06 1.23E-05 4.74E-03 1.45E-04 1.33 0.60 -0.73
AOA1D3JTAL 2(0) 89.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTA7 21 (4) 121.5 3.52E-03 3.60E+04 | 3.50E+04 | 5.94E+04 | 7.88E+04 | 8.05E+04 | 7.77E+04 7.34E+04 7.27E+04 | 7.16E+04 3.91E-03 1.03E-02 6.13E-01 0.85 0.79 -0.06
AOA1D3JTC1 2(0) 11.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTEO 13 (5) 86.3 6.95E-04 2.13E+05 1.86E+05 | 2.10E+05 2.72E+05 | 2.86E+05 | 2.41E+05 3.15E+05 3.46E+05 3.65E+05 2.70E-02 5.54E-04 1.25E-02 0.39 0.75 0.36
AOA1D3JTES 15(5) 82.5 8.96E-01 2.89E+05 2.30E+05 | 2.58E+05 2.69E+05 | 3.04E+05 | 2.03E+05 3.54E+05 2.26E+05 2.48E+05 1.00E+00 9.13E-01 9.13E-01 0.00 0.09 0.09
AOA1D3JTF4 23 (10) 149.5 7.55E-01 7.01E+05 | 5.95E+05 | 6.68E+05 7.10E+05 | 8.15E+05 | 6.17E+05 8.17E+05 6.32E+05 5.13E+05 7.94E-01 1.00E+00 7.88E-01 0.13 0.00 -0.13
AOA1D3JTF9 4(1) 54.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTG6 4(2) 21.6 7.62E-01 2.02E+04 | 1.36E+04 | 2.14E+04 1.86E+04 | 2.04E+04 | 2.00E+04 1.28E+04 2.05E+04 1.94E+04 8.94E-01 9.54E-01 7.46E-01 0.10 -0.07 -0.16
AOA1D3JTI3 2(0) 9.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTJ5 5(1) 24.7 3.09E-03 4.37E+03 | 4.71E+03 | 4.78E+03 8.34E+03 | 7.65E+03 1.13E+04 9.35E+03 9.92E+03 1.05E+04 8.30E-03 3.61E-03 6.85E-01 0.98 0.89 -0.09
AOA1D3JTK4 2(1) 10.0 3.84E-02 9.18E+04 | 8.07E+04 | 1.00E+05 7.27E+04 | 7.67E+04 | 6.83E+04 7.88E+04 5.41E+04 | 5.21E+04 1.63E-01 3.36E-02 4.62E-01 -0.33 -0.56 -0.23
AOA1D3JTK8 14 (7) 107.6 8.86E-03 2.36E+05 2.58E+05 | 2.51E+05 2.36E+05 | 2.34E+05 | 2.68E+05 3.55E+05 4.19E+05 5.42E+05 9.99E-01 1.45E-02 1.38E-02 -0.01 0.82 0.83
AOA1D3JTL2 12 (4) 87.1 4.43E-01 9.60E+04 | 6.44E+04 | 7.12E+04 | 6.18E+04 | 7.09E+04 | 4.94E+04 8.57E+04 5.00E+04 | 4.94E+04 4.85E-01 5.24E-01 9.97E-01 -0.35 -0.32 0.02
AOA1D3JTMO 2(0) 9.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTPO 5(1) 26.8 4.49E-01 0.00E+00 | 4.56E+01 | 0.00E+00 0.00E+00 | 0.00E+00 | 0.00E+00 5.55E+02 0.00E+00 | 0.00E+00 9.94E-01 5.37E-01 4.85E-01 0.00 3.61 0.00
AOA1D3JTPS 9(2) 51.8 4.98E-01 3.94E+04 | 4.49E+04 | 4.39E+04 2.99E+04 | 2.92E+04 | 4.25E+04 2.21E+04 4.20E+04 | 4.64E+04 4.80E-01 7.05E-01 9.13E-01 -0.33 -0.21 0.12
AOA1D3JTRO 5(0) 24.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTS7 4(0) 24.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JTT2 4(0) 20.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA




AOA1D3JTT4 5(1) 32.8 4.00E-01 8.32E+03 1.28E+04 | 1.22E+04 1.37E+04 | 1.15E+04 | 1.42E+04 4.26E+03 1.05E+04 1.34E+04 7.20E-01 7.90E-01 3.72E-01 0.24 -0.24 -0.49
AOA1D3JTT6 2(0) 11.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTU6 5(1) 23.3 9.67E-02 1.98E+04 | 1.30E+04 | 1.51E+04 1.90E+04 | 2.05E+04 | 1.15E+04 2.82E+04 3.49E+04 1.88E+04 9.74E-01 1.15E-01 1.52E-01 0.09 0.77 0.68
AOA1D3JTU9 12 (1) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTV5 3(2) 7.9 7.21E-02 1.55E+05 1.14E+05 | 1.48E+05 1.88E+05 [ 2.10E+05 1.63E+05 1.71E+05 1.38E+05 1.47E+05 6.92E-02 7.34E-01 1.84E-01 0.43 0.13 -0.30
AOA1D3JTV9 5(1) 19.9 6.60E-01 2.50E+05 2.02E+05 | 2.44E+05 2.60E+05 | 2.88E+05 1.92E+05 2.80E+05 2.50E+05 2.45E+05 8.63E-01 6.36E-01 9.10E-01 0.09 0.15 0.07
AOA1D3JTWO 18 (5) 106.1 2.04E-01 1.20E+05 1.01E+05 | 1.06E+05 8.77E+04 | 8.80E+04 | 1.00E+05 7.17E+04 1.06E+05 9.33E+04 2.83E-01 2.35E-01 9.88E-01 -0.25 -0.27 -0.02
AOA1D3JTW1 2(0) 8.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTX7 3(0) 14.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTY1 3(0) 20.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTY9 2(0) 14.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTZO 5(0) 24.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTZ7 2(0) 4.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JTZ9 6(1) 41.6 7.04E-01 1.86E+03 | 4.55E+03 | 2.59E+03 1.80E+03 | 1.55E+03 | 4.48E+03 1.06E+03 2.47E+03 2.66E+03 9.33E-01 6.84E-01 8.74E-01 -0.20 -0.54 -0.34
AOA1D3JU04 5(1) 41.2 7.87E-02 1.71E+05 1.20E+05 | 1.35E+05 1.56E+05 [ 1.71E+05 1.22E+05 2.10E+05 1.67E+05 2.11E+05 9.27E-01 8.83E-02 1.42E-01 0.08 0.47 0.39
AOA1D3JU12 6(3) 31.6 2.45E-01 4.66E+03 1.27E+04 | 5.96E+03 1.14E+04 | 1.35E+04 | 3.50E+04 2.51E+03 1.19E+04 1.34E+04 2.68E-01 9.75E-01 3.46E-01 1.37 0.26 -1.11
AOA1D3JU16 2(0) 10.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JU17 17(2) 119.6 9.01E-03 3.07E+05 2.77E+05 | 3.56E+05 2.48E+05 | 2.49E+05 | 2.61E+05 2.23E+05 2.27E+05 1.96E+05 5.93E-02 7.67E-03 2.47E-01 -0.31 -0.54 -0.23
AOA1D3JU31 7(5) 38.7 8.55E-03 7.21E+05 | 5.84E+05 | 6.62E+05 1.23E+06 | 1.37E+06 | 9.38E+05 1.09E+06 1.01E+06 [ 9.91E+05 8.02E-03 3.54E-02 4.28E-01 0.85 0.65 -0.20
AOA1D3JU39 9(2) 59.7 1.41E-02 3.70E+05 2.96E+05 | 3.68E+05 2.29E+05 | 2.42E+05 | 2.03E+05 3.28E+05 2.79E+05 2.58E+05 1.16E-02 1.81E-01 1.33E-01 -0.62 -0.26 0.36
AOA1D3JU43 7(3) 53.9 1.56E-01 4.26E+04 | 4.08E+04 | 3.25E+04 2.44E+04 | 3.46E+04 | 2.32E+04 3.72E+04 2.16E+04 1.67E+04 2.59E-01 1.66E-01 9.33E-01 -0.49 -0.62 -0.12
AOA1D3JU50 8(2) 54.2 1.58E-02 6.96E+04 | 6.04E+04 | 7.37E+04 | 8.87E+04 | 8.88E+04 | 9.69E+04 1.07E+05 8.69E+04 | 8.64E+04 2.89E-02 2.11E-02 9.61E-01 0.43 0.46 0.03
AOA1D3JU53 6(2) 33.4 2.19E-01 3.76E+04 | 2.88E+04 | 4.81E+04 2.24E+04 | 2.54E+04 | 1.58E+04 5.29E+04 2.21E+04 | 3.05E+04 2.30E-01 9.44E-01 3.41E-01 -0.85 -0.12 0.73
AOA1D3JU60 2(1) 34.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JU80 26 (3) 182.3 3.65E-01 2.24E+04 | 3.03E+04 | 1.63E+04 2.11E+04 | 2.97E+04 | 6.39E+04 1.20E+04 3.17E+04 1.99E+04 4.65E-01 9.88E-01 3.94E-01 0.73 -0.12 -0.85
AOA1D3JU98 38(9) 139.9 9.02E-02 3.15E+06 | 2.42E+06 | 3.01E+06 3.64E+06 | 3.92E+06 | 3.22E+06 6.62E+06 3.13E+06 | 6.33E+06 7.30E-01 8.52E-02 2.28E-01 0.33 0.91 0.58
AOA1D3JUA2 4(1) 21.7 1.47E-01 3.20E+03 1.95E+03 | 1.52E+03 2.14E+03 | 1.77E+03 | 2.27E+03 2.69E+03 2.96E+03 4.28E+03 9.58E-01 2.31E-01 1.63E-01 -0.11 0.58 0.69
AOA1D3JUB3 35(10) 227.6 1.62E-01 4.73E+05 | 4.26E+05 | 4.66E+05 3.53E+05 | 3.66E+05 | 3.56E+05 5.09E+05 3.61E+05 3.53E+05 1.43E-01 5.50E-01 5.27E-01 -0.34 -0.16 0.19
AOA1D3JUB5 12 (3) 81.7 7.61E-01 1.50E+05 1.37E+05 | 1.51E+05 1.38E+05 [ 1.35E+05 1.23E+05 1.78E+05 1.29E+05 8.72E+04 8.05E-01 7.89E-01 9.99E-01 -0.15 -0.15 -0.01
AOA1D3JUB6 12 (4) 62.5 2.40E-01 3.36E+05 2.79E+05 | 3.26E+05 2.66E+05 | 2.74E+05 | 2.14E+05 3.29E+05 2.21E+05 2.14E+05 2.81E-01 3.11E-01 9.96E-01 -0.32 -0.30 0.02
AOA1D3JUC7 2(0) 5.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUD1 9(4) 48.4 5.53E-05 2.09E+05 1.85E+05 | 2.04E+05 2.42E+05 | 2.59E+05 | 2.54E+05 3.04E+05 3.07E+05 2.91E+05 1.68E-03 4.33E-05 2.53E-03 0.34 0.60 0.26
AOA1D3JUF4 4(1) 25.0 2.34E-02 1.38E+04 | 1.48E+04 | 1.58E+04 | 3.17E+04 | 3.03E+04 | 3.68E+04 2.47E+04 4.78E+04 | 5.08E+04 8.95E-02 2.14E-02 5.07E-01 1.15 1.47 0.32
AOA1D3JUH6 2(0) 11.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUH9 7(0) 36.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUJ4 5(1) 29.1 2.25E-01 3.53E+04 | 2.17E+04 | 2.42E+04 | 4.18E+04 | 5.03E+04 | 3.47E+04 6.26E+04 3.59E+04 | 3.20E+04 3.04E-01 2.58E-01 9.90E-01 0.64 0.68 0.04
AOA1D3JUJ8 5(2) 30.5 1.52E-02 6.94E+04 | 4.16E+04 | 5.99E+04 | 3.92E+04 | 4.96E+04 | 3.30E+04 2.93E+04 1.48E+04 1.69E+04 2.18E-01 1.26E-02 1.23E-01 -0.49 -1.49 -1.00
AOA1D3JUNG6 9(1) 51.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUP1 3(0) 17.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUPY 2(0) 10.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUR6 2(0) 9.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUR8 2(2) 6.0 2.04E-04 2.59E+03 2.54E+03 | 3.14E+03 1.02E+04 | 9.46E+03 1.01E+04 8.74E+03 5.99E+03 8.43E+03 1.85E-04 1.37E-03 6.07E-02 1.84 1.49 -0.36
AOA1D3JUR9 2(0) 10.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUS2 3(0) 19.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUS8 13(3) 94.1 8.60E-01 3.55E+05 1.57E+05 | 2.20E+05 2.16E+05 | 2.24E+05 | 2.13E+05 2.32E+05 2.05E+05 2.89E+05 8.74E-01 9.99E-01 8.91E-01 -0.16 -0.01 0.15
AOA1D3JUTS 5(1) 23.4 4.70E-02 1.20E+05 | 8.63E+04 | 9.98E+04 1.05E+05 | 1.33E+05 | 7.75E+04 7.40E+04 4.09E+04 | 5.01E+04 9.84E-01 7.61E-02 6.12E-02 0.04 -0.89 -0.93
AOA1D3JUT7 6(3) 48.3 1.78E-01 3.76E+05 | 3.01E+05 | 4.04E+05 2.69E+05 | 2.87E+05 | 2.05E+05 3.97E+05 2.92E+05 2.43E+05 1.58E-01 6.00E-01 5.22E-01 -0.50 -0.21 0.29
AOA1D3JUTY 9(0) 57.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUU2 4(0) 30.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JUV1 13(2) 78.6 5.35E-02 3.11E+04 | 2.49E+04 | 3.22E+04 1.51E+04 | 1.86E+04 | 1.31E+04 2.74E+04 1.14E+04 1.23E+04 6.44E-02 9.38E-02 9.53E-01 -0.91 -0.79 0.13
AOA1D3JUW4 9(1) 54.1 6.89E-01 3.37E+04 | 5.56E+04 | 4.57E+04 | 4.50E+04 | 3.96E+04 | 7.30E+04 3.01E+04 5.80E+04 | 3.85E+04 8.13E-01 9.69E-01 6.81E-01 0.22 -0.09 -0.32
AOA1D3JUY1 2(0) 21.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA




AOA1D3JUY3 2(1) 10.2 2.38E-01 9.34E+03 | 5.19E+03 | 5.13E+03 9.52E+03 | 9.82E+03 | 7.56E+03 8.48E+03 1.01E+04 | 7.73E+03 2.70E-01 3.21E-01 9.89E-01 0.45 0.42 -0.03
AOA1D3JV13 16 (4) 88.9 7.77E-03 3.41E+05 2.86E+05 | 2.93E+05 5.51E+05 | 6.59E+05 | 3.46E+05 1.55E+06 1.17E+06 | 8.29E+05 5.26E-01 7.75E-03 2.70E-02 0.76 1.95 1.19
AOA1D3JV15 3 (1) 34.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV23 3(0) 14.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV29 4(0) 20.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV34 11(1) 69.6 1.08E-04 8.83E+03 | 5.79E+03 | 7.38E+03 1.08E+03 [ 1.23E+03 1.10E+03 5.56E+00 1.03E+02 0.00E+00 3.29E-04 1.31E-04 3.41E-01 -2.69 -7.67 -4.98
AOA1D3JV37 2(0) 8.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV41 17(1) 85.0 6.60E-01 1.68E+05 1.28E+05 | 1.54E+05 1.34E+05 | 1.50E+05 1.11E+05 1.89E+05 1.40E+05 1.19E+05 6.98E-01 9.99E-01 7.17E-01 -0.18 -0.01 0.18
AOA1D3Jv48 3(0) 17.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV62 5(0) 25.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV63 3(0) 14.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV75 23 (8) 217.5 2.28E-03 7.25E+05 | 8.02E+05 | 8.59E+05 9.63E+05 | 9.74E+05 1.13E+06 5.49E+05 6.97E+05 5.71E+05 3.23E-02 6.54E-02 1.84E-03 0.36 -0.39 -0.76
AOA1D3JV78 4(0) 16.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV86 19 (8) 127.1 4.01E-02 7.50E+05 | 6.80E+05 | 7.57E+05 5.87E+05 | 5.98E+05 | 6.01E+05 7.10E+05 6.34E+05 5.62E+05 3.73E-02 1.29E-01 6.08E-01 -0.29 -0.20 0.09
AOA1D3JV89 3(0) 17.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JV93 3(0) 18.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JVAl 26 (10) 166.4 5.11E-04 4.39E+05 | 3.67E+05 | 3.94E+05 1.31E+06 | 1.40E+06 1.45E+06 2.52E+06 2.92E+06 | 3.87E+06 5.43E-02 4.32E-04 4.80E-03 1.80 2.96 1.16
AOA1D3JVA7 25(11) 165.5 8.43E-02 1.70E+06 | 1.53E+06 | 1.82E+06 1.84E+06 | 1.97E+06 1.69E+06 2.79E+06 2.74E+06 1.77E+06 8.63E-01 8.77E-02 1.71E-01 0.12 0.53 0.41
AOA1D3JVA8 14 (8) 96.9 5.98E-05 1.88E+05 1.94E+05 | 2.06E+05 5.40E+05 | 5.40E+05 | 6.73E+05 6.14E+05 6.19E+05 6.74E+05 1.59E-04 7.86E-05 4.52E-01 1.58 1.70 0.12
AOA1D3JVA9 4(0) 194 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JVB2 8(2) 65.1 9.48E-01 1.20E+04 | 1.97E+04 | 1.36E+04 1.22E+04 | 1.39E+04 | 1.49E+04 2.36E+04 7.62E+03 1.27E+04 9.45E-01 9.94E-01 9.75E-01 -0.14 -0.05 0.09
AOA1D3JVB3 8(1) 41.7 2.39E-03 1.09E+04 | 1.15E+04 | 1.15E+04 2.11E+04 | 2.02E+04 | 2.58E+04 2.16E+04 2.81E+04 | 3.01E+04 1.11E-02 2.27E-03 2.96E-01 0.99 1.23 0.25
AOA1D3JVC4 2(1) 12.5 6.91E-01 1.33E+04 | 5.64E+03 | 6.78E+03 1.05E+04 | 1.24E+04 | 8.54E+03 1.09E+04 1.02E+04 | 8.76E+03 6.84E-01 8.13E-01 9.71E-01 0.29 0.22 -0.07
AOA1D3JVC5 6(2) 37.8 3.95E-02 1.39E+04 | 1.12E+04 | 1.08E+04 | 3.00E+04 | 2.54E+04 | 2.28E+04 2.73E+04 3.49E+04 | 6.10E+04 2.99E-01 3.31E-02 2.60E-01 1.12 1.78 0.66
AO0A1D3JVDO 7(5) 66.6 4.48E-03 1.02E+05 1.10E+05 | 1.13E+05 4.07E+05 | 4.13E+05 | 4.53E+05 1.99E+05 4.41E+05 3.51E+05 4.14E-03 2.16E-02 3.19E-01 1.97 1.61 -0.36
AOA1D3JVD1 105 (28) 588.2 1.04E-02 1.13E+06 | 9.13E+05 | 1.04E+06 3.14E+06 | 3.35E+06 | 4.21E+06 4.57E+06 7.18E+06 1.03E+07 2.33E-01 8.75E-03 7.40E-02 1.79 2.83 1.04
AOA1D3JVD3 30 (6) 214.3 3.20E-06 4.29E+04 | 4.69E+04 | 4.73E+04 2.65E+05 | 2.51E+05 | 2.49E+05 2.86E+05 2.51E+05 2.40E+05 5.71E-06 5.07E-06 9.43E-01 2.48 2.50 0.02
AOA1D3JVD5 4(0) 22.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JVF7 3(1) 14.2 7.32E-01 8.13E+01 1.52E+03 | 9.01E+02 4.44E+02 | 2.30E+02 1.09E+03 0.00E+00 4.84E+02 9.27E+02 8.58E-01 7.19E-01 9.63E-01 -0.50 -0.82 -0.33
AO0A1D3JVI5 19 (6) 152.3 3.12E-03 8.28E+05 | 8.09E+05 | 9.32E+05 6.42E+05 | 6.53E+05 | 5.95E+05 5.92E+05 4.44E+05 3.52E+05 3.36E-02 2.55E-03 1.02E-01 -0.44 -0.89 -0.44
AOA1D3JVK4 23(7) 147.8 8.91E-04 6.63E+05 | 5.68E+05 | 6.72E+05 9.08E+05 | 9.98E+05 | 8.36E+05 1.06E+06 1.28E+06 1.26E+06 2.30E-02 7.07E-04 2.12E-02 0.53 0.92 0.39
AOA1D3JVL2 15 (6) 109.4 1.35E-04 3.40E+05 | 4.04E+05 | 3.99E+05 2.25E+05 | 2.24E+05 | 2.06E+05 2.17E+05 2.24E+05 2.19E+05 2.32E-04 2.49E-04 9.93E-01 -0.81 -0.79 0.01
AOA1D3JVM1 28(9) 146.2 1.29E-01 2.39E+05 2.02E+05 | 2.37E+05 2.44E+05 | 2.50E+05 | 2.42E+05 2.72E+05 2.36E+05 2.95E+05 5.39E-01 1.13E-01 4.43E-01 0.12 0.25 0.13
AOA1D3JVM7 2(0) 54.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JVN9 18 (3) 113.3 2.36E-01 2.43E+03 | 9.54E+03 | 2.43E+03 1.33E+04 | 7.41E+03 | 4.85E+04 4.23E+03 6.34E+03 6.96E+03 2.75E-01 9.95E-01 3.10E-01 2.27 0.28 -1.98
AOA1D3JVP1 15(1) 94.5 5.31E-01 6.22E+04 | 4.53E+04 | 5.44E+04 | 5.33E+04 | 6.51E+04 | 4.39E+04 9.54E+04 4.14E+04 | 6.93E+04 1.00E+00 5.85E-01 5.90E-01 0.00 0.35 0.34
AOA1D3JVP7 16 (3) 74.2 3.21E-01 1.62E+05 1.31E+05 | 1.54E+05 1.78E+05 [ 1.76E+05 1.55E+05 1.79E+05 1.60E+05 1.44E+05 2.96E-01 6.27E-01 7.74E-01 0.19 0.11 -0.08
AOA1D3JVQO 6(1) 38.1 6.28E-01 3.17E+02 | 4.76E+03 | 5.72E+02 6.35E+02 | 3.46E+02 1.34E+04 3.05E+02 9.16E+02 2.61E+03 7.31E-01 9.86E-01 6.39E-01 1.34 -0.56 -1.91
AOA1D3JVQ9 6(1) 38.7 2.80E-03 1.43E+03 1.30E+03 | 1.02E+03 6.28E+03 | 7.59E+03 1.28E+04 1.86E+04 1.19E+04 1.45E+04 3.52E-02 2.27E-03 8.17E-02 3.24 3.37 0.13
AOA1D3JVR7 7(3) 52.5 2.52E-01 1.53E+05 1.25E+05 | 1.39E+05 1.25E+05 [ 1.39E+05 1.29E+05 1.71E+05 1.40E+05 1.42E+05 7.43E-01 5.45E-01 2.30E-01 -0.09 0.12 0.21
AOA1D3JVR8 3(0) 19.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JVS3 18 (4) 111.8 5.31E-02 2.54E+05 2.29E+05 | 2.60E+05 1.95E+05 [ 1.93E+05 1.90E+05 2.47E+05 2.06E+05 1.80E+05 4.80E-02 1.78E-01 5.83E-01 -0.36 -0.23 0.13
AOA1D3JVS5 2(1) 10.0 8.56E-02 0.00E+00 | 0.00E+00 | 0.00E+00 3.26E+02 | 2.75E+02 | 3.62E+02 1.12E+03 2.65E+03 7.03E+03 9.73E-01 1.03E-01 1.37E-01 3.65 6.40 3.49
AOA1D3JVS6 21(7) 117.6 4.41E-02 3.60E+05 2.92E+05 | 3.50E+05 2.46E+05 | 2.55E+05 1.98E+05 3.40E+05 2.72E+05 2.59E+05 3.75E-02 3.85E-01 2.26E-01 -0.52 -0.20 0.32
AOA1D3JVT4 6(2) 20.4 3.54E-01 1.47E+04 | 2.23E+04 | 1.35E+04 1.55E+04 | 2.06E+04 | 4.42E+04 1.62E+04 3.95E+04 | 4.19E+04 6.11E-01 3.32E-01 8.40E-01 0.67 0.95 0.28
AOA1D3JVT8 3(0) 14.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3JVU1 3(1) 25.0 2.87E-06 3.62E+03 | 3.41E+03 | 3.43E+03 2.05E+03 | 2.39E+03 | 2.20E+03 1.42E+03 1.32E+03 1.22E+03 5.17E-05 2.15E-06 3.90E-04 -0.66 -1.40 -0.74
AOA1D3JVU7 7(1) 34.2 4.75E-01 3.93E+04 | 5.59E+04 | 4.85E+04 | 3.65E+04 | 4.42E+04 | 2.08E+04 5.91E+04 2.97E+04 2.38E+04 4.69E-01 6.46E-01 9.43E-01 -0.50 -0.35 0.15
AOA1D3JVVO 5(1) 37.4 5.81E-01 2.87E+02 | 6.40E+03 | 6.98E+02 1.06E+03 | 6.89E+02 | 7.85E+03 0.00E+00 3.13E+02 1.32E+03 9.54E-01 7.37E-01 5.72E-01 0.38 -2.18 -2.56
AOA1D3JVV9 13 (6) 81.9 6.70E-03 1.04E+05 1.12E+05 | 1.08E+05 1.66E+05 | 1.61E+05 1.88E+05 1.43E+05 1.94E+05 1.70E+05 9.86E-03 1.20E-02 9.81E-01 0.67 0.65 -0.02
AOA1D3JVW1 7(1) 44.3 3.63E-02 1.77E+05 1.46E+05 | 1.93E+05 1.08E+05 | 1.19E+05 | 8.99E+04 2.15E+05 1.67E+05 1.38E+05 5.53E-02 9.98E-01 5.17E-02 -0.71 0.01 0.72
AOA1D3JVX6 3(1) 11.1 5.45E-02 6.83E+03 | 4.79E+03 | 5.66E+03 3.83E+03 | 3.75E+03 | 2.44E+03 4.77E+03 1.73E+03 2.32E+03 1.04E-01 6.19E-02 9.13E-01 -0.79 -0.97 -0.18




AOA1D3JVYO 2(1) 6.4 3.00E-01 1.06E+05 1.03E+05 | 1.24E+05 9.41E+04 | 1.01E+05 | 8.92E+04 1.14E+05 9.76E+04 | 7.81E+04 3.28E-01 4.00E-01 9.84E-01 -0.23 -0.20 0.03
AOA1D3JVY4 3(0) 20.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JVY8 2(1) 13.2 9.98E-01 0.00E+00 | 0.00E+00 | 2.93E+05 1.04E+05 | 9.27E+04 | 1.03E+05 1.08E+05 1.12E+05 8.61E+04 1.00E+00 9.98E-01 1.00E+00 0.04 0.07 0.03
AOA1D3JVZ1 5(1) 28.5 5.32E-01 1.16E+04 | 1.06E+04 | 6.06E+03 8.99E+03 | 1.13E+04 | 3.23E+04 9.19E+03 8.78E+03 2.00E+04 5.07E-01 8.86E-01 7.70E-01 0.90 0.43 -0.47
AOA1D3JW15 3(1) 21.8 9.21E-01 2.556+04 | 2.58E+04 | 3.31E+04 2.44E+04 | 2.41E+04 | 3.01E+04 3.58E+04 2.57E+04 1.96E+04 9.13E-01 9.71E-01 9.83E-01 -0.10 -0.06 0.04
AOA1D3JW24 7(1) 67.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JW27 4(2) 30.5 5.35E-01 2.34E+04 | 2.73E+04 | 2.54E+04 2.04E+04 | 2.00E+04 | 2.70E+04 2.33E+04 2.67E+04 2.05E+04 5.15E-01 7.45E-01 9.12E-01 -0.18 -0.11 0.07
AOA1D3JW33 5(1) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JW46 24 (9) 186.9 1.05E-02 2.99E+05 2.46E+05 | 2.82E+05 4.77E+05 | 5.14E+05 | 4.26E+05 5.02E+05 4.21E+05 6.32E+05 2.89E-02 1.14E-02 7.01E-01 0.78 0.91 0.13
AOA1D3JW48 14 (7) 124.7 3.83E-01 1.13E+06 | 1.14E+06 | 1.27E+06 1.15E+06 | 1.14E+06 1.26E+06 1.06E+06 1.23E+06 | 9.18E+05 9.97E-01 4.63E-01 4.27E-01 0.01 -0.14 -0.15
AOA1D3JW51 3(0) 15.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JW53 23(11) 155.8 3.34E-04 1.76E+05 1.52E+05 | 1.52E+05 2.57E+05 | 2.75E+05 | 2.59E+05 2.17E+05 1.86E+05 1.85E+05 2.86E-04 4.89E-02 2.90E-03 0.72 0.29 -0.43
AOA1D3JW69 7(0) 38.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JW75 2(1) 11.7 3.28E-02 2.04E+04 | 2.99E+04 | 2.59E+04 | 3.99E+04 | 3.55E+04 | 5.61E+04 1.31E+04 2.93E+04 2.08E+04 7.72E-02 8.04E-01 3.50E-02 0.79 -0.27 -1.06
AOA1D3JW78 3(0) 16.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JW79 3(0) 14.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JW89 7(2) 53.5 1.49E-02 8.37E+03 | 8.54E+03 | 6.99E+03 1.02E+04 | 1.02E+04 | 1.43E+04 7.20E+03 3.54E+03 4.93E+03 1.13E-01 2.32E-01 1.24E-02 0.54 -0.61 -1.14
AOA1D3JWA4 3(1) 18.7 5.22E-01 1.12E+04 | 3.55E+04 | 1.60E+04 1.91E+04 | 1.56E+04 | 5.18E+04 4.32E+03 2.41E+04 1.44E+04 7.97E-01 8.51E-01 4.94E-01 0.46 -0.55 -1.02
AOA1D3JWAS 2(1) 32.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWB7 2(1) 15.3 4.21E-01 1.65E+02 2.56E+03 | 6.59E+02 7.75E+02 | 7.69E+02 | 4.20E+03 0.00E+00 6.62E+02 3.27E+02 7.71E-01 7.65E-01 3.91E-01 0.76 -1.78 -2.54
AOA1D3JWC1 8(1) 45.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWC4 2(0) 9.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWC5 30(7) 215.6 1.47E-02 3.39E+05 | 4.13E+05 | 3.52E+05 2.70E+05 | 3.50E+05 | 3.46E+05 2.06E+05 2.47E+05 2.58E+05 3.61E-01 1.29E-02 7.45E-02 -0.19 -0.63 -0.44
AOA1D3JWD4 6(1) 65.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWE2 2(0) 10.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWF2 3(1) 12.9 4.37E-01 4.25E+04 | 5.01E+04 [ 4.94E+04 | 4.05E+04 | 4.15E+04 | 5.37E+04 4.49E+04 4.39E+04 | 3.22E+04 9.17E-01 4.24E-01 6.35E-01 -0.06 -0.23 -0.17
AOA1D3JWI4 10 (1) 40.8 1.16E-02 2.19E+03 2.94E+03 | 3.28E+03 1.94E+03 | 2.04E+03 1.32E+03 2.49E+02 1.52E+03 3.43E+02 1.43E-01 9.49E-03 1.33E-01 -0.67 -1.99 -1.33
AOA1D3JWJ9 3(1) 65.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWK9 2(1) 12.1 4.15E-01 5.22E+03 | 8.99E+03 | 3.79E+03 2.37E+03 | 3.27E+03 | 6.43E+03 4.96E+01 4.27E+03 5.06E+03 6.26E-01 4.00E-01 9.01E-01 -0.58 -0.94 -0.37
AOA1D3JWLO 3(0) 15.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWL4 2(1) 10.4 2.43E-01 5.61E+02 | 6.25E+02 | 4.19E+02 2.38E+03 | 1.88E+03 | 6.62E+02 5.49E+02 2.28E+03 1.04E+03 2.30E-01 4.60E-01 8.30E-01 1.62 1.27 -0.35
AOA1D3JWMO 6(1) 56.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWM5 3(0) 14.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWM7 2(0) 11.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWN2 5(0) 31.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWQ7 6(1) 45.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWQ8 4(1) 22.0 3.25E-03 2.55E+03 2.99E+03 | 2.76E+03 4.91E+03 | 4.93E+03 | 3.75E+03 4.63E+03 4.98E+03 5.63E+03 1.24E-02 3.25E-03 4.22E-01 0.71 0.88 0.17
AOA1D3JWRO 24 (5) 101.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWR4 3(3) 21.7 3.30E-03 3.48E+04 | 4.30E+04 | 4.64E+04 | 4.01E+04 | 4.12E+04 | 4.50E+04 2.57E+04 2.72E+04 2.24E+04 9.75E-01 6.10E-03 4.96E-03 0.02 -0.72 -0.75
AOA1D3JWR5 2(0) 9.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWT3 3(0) 15.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWUO 4(1) 67.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWU1 2(1) 4.4 1.51E-01 1.76E+04 | 1.67E+04 | 1.98E+04 2.81E+04 | 2.83E+04 | 3.21E+04 1.82E+04 2.69E+04 | 4.11E+04 1.81E-01 2.15E-01 9.90E-01 0.71 0.67 -0.04
AOA1D3JWU2 8(1) 74.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWU4 21(9) 128.6 2.04E-01 7.44E+05 | 5.02E+05 | 6.73E+05 8.04E+05 | 8.94E+05 | 7.70E+05 8.44E+05 5.87E+05 6.09E+05 2.06E-01 9.07E-01 3.47E-01 0.36 0.09 -0.28
AOA1D3JWU5 3(1) 16.1 2.63E-01 4.14E+04 | 4.20E+04 [ 5.02E+04 | 3.42E+04 | 3.04E+04 | 3.80E+04 3.57E+04 4.80E+04 2.65E+04 2.60E-01 4.31E-01 9.04E-01 -0.38 -0.28 0.10
AOA1D3JWV4 14 (2) 89.1 1.24E-05 1.14E+04 | 8.89E+03 | 8.57E+03 1.70E+04 | 1.43E+04 | 1.75E+04 5.18E+04 4.58E+04 | 5.68E+04 1.22E-01 1.44E-05 4.05E-05 0.76 2.42 1.66
AOA1D3JWV7 4(3) 29.7 2.33E-01 9.48E+04 | 8.00E+04 | 7.42E+04 | 6.60E+04 | 6.46E+04 | 6.72E+04 9.45E+04 7.77E+04 | 6.24E+04 2.25E-01 8.60E-01 4.22E-01 -0.33 -0.09 0.25
AOA1D3JWX1 3(0) 16.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JWX5 3(1) 15.5 3.92E-01 9.25E+02 | 3.38E+02 | 2.15E+02 1.16E+03 | 6.82E+02 | 4.07E+02 1.56E+03 7.01E+02 7.34E+02 7.46E-01 3.63E-01 7.54E-01 0.60 1.02 0.42
AOA1D3JWX6 3(2) 15.1 6.25E-01 1.08E+05 1.18E+05 | 1.37E+05 1.09E+05 [ 1.10E+05 1.11E+05 9.76E+04 1.43E+05 1.25E+05 6.94E-01 9.98E-01 6.58E-01 -0.13 0.01 0.14
AOA1D3JWY3 3(1) 45.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA




AOA1D3JWY7 3(2) 15.0 4.41E-01 9.46E+04 | 8.38E+04 | 1.06E+05 8.53E+04 | 8.33E+04 | 6.35E+04 1.52E+05 8.11E+04 | 8.28E+04 6.88E-01 8.71E-01 4.18E-01 -0.29 0.15 0.44
AOA1D3JWZ7 12 (4) 80.3 5.97E-02 3.16E+04 | 3.37E+04 | 3.16E+04 | 3.50E+04 | 3.40E+04 | 4.07E+04 4.70E+04 4.12E+04 | 6.75E+04 8.10E-01 6.11E-02 1.36E-01 0.18 0.69 0.51
AOA1D3JX08 12 (0) 70.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JX27 3(0) 16.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JX36 12 (2) 101.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3JX42 3(1) 9.2 1.54E-03 1.05E+04 | 7.75E+03 | 1.05E+04 1.04E+04 | 1.07E+04 | 8.16E+03 2.74E+04 3.30E+04 2.11E+04 9.99E-01 2.56E-03 2.67E-03 0.02 1.50 1.48
AOA1D3JX46 53 (15) 310.2 5.94E-01 1.02E+06 | 8.50E+05 | 9.98E+05 8.88E+05 | 9.20E+05 | 8.34E+05 1.03E+06 9.69E+05 8.08E+05 5.85E-01 9.58E-01 7.44E-01 -0.12 -0.03 0.09
AOA1D3JX49 35(12) 264.2 2.36E-02 6.72E+05 | 6.12E+05 [ 6.99E+05 5.79E+05 | 5.80E+05 | 5.41E+05 5.87E+05 4.83E+05 4.61E+05 1.17E-01 2.04E-02 3.85E-01 -0.22 -0.37 -0.15
AOA1D3JX53 3(2) 11.3 9.31E-01 6.10E+04 | 8.93E+04 | 6.88E+04 | 6.93E+04 | 6.12E+04 | 1.06E+05 5.96E+04 9.43E+04 | 7.36E+04 9.25E-01 9.82E-01 9.78E-01 0.11 0.05 -0.06
AOA1D3JX55 2(0) 5.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXE2 11 (4) 53.5 2.55E-02 1.06E+05 | 8.24E+04 | 1.05E+05 5.38E+04 | 5.69E+04 | 4.43E+04 8.67E+04 5.09E+04 | 8.80E+04 2.12E-02 2.29E-01 2.11E-01 -0.92 -0.38 0.54
AOA1D3JXES 2(0) 10.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXF1 3(0) 11.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXF4 12 (4) 69.1 3.48E-03 2.01E+04 | 8.68E+03 | 1.44E+04 2.32E+04 | 2.70E+04 | 1.67E+04 5.07E+04 3.76E+04 | 5.92E+04 4.66E-01 3.56E-03 1.25E-02 0.63 1.77 1.14
AOA1D3JXG1 13 (10) 85.7 9.99E-04 4.14E+05 | 3.47E+05 | 4.06E+05 5.34E+05 | 6.12E+05 | 4.56E+05 8.88E+05 7.21E+05 9.02E+05 1.26E-01 8.86E-04 6.69E-03 0.46 1.11 0.65
AOA1D3JXG4 3(0) 16.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXH4 2(0) 16.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXH6 6(1) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXK1 5(1) 19.8 2.22E-03 6.80E+04 | 6.93E+04 | 7.55E+04 2.94E+04 | 2.94E+04 | 2.46E+04 4.68E+04 3.35E+04 1.66E+04 2.90E-03 5.06E-03 8.25E-01 -1.35 -1.13 0.22
AOA1D3JXK8 2(1) 9.7 1.16E-01 6.32E+03 1.50E+04 | 7.26E+03 1.63E+04 | 1.16E+04 | 2.99E+04 3.81E+03 7.20E+03 9.62E+03 2.27E-01 8.69E-01 1.19E-01 1.02 -0.47 -1.49
AOA1D3JXL3 4(1) 39.0 5.51E-03 5.81E+03 | 3.72E+03 | 3.93E+03 7.44E+03 | 8.39E+03 | 5.44E+03 9.28E+03 9.07E+03 9.31E+03 6.14E-02 4.48E-03 1.19E-01 0.66 1.04 0.38
AOA1D3JXM3 12 (6) 123.5 4.27E-03 2.39E+06 | 2.49E+06 | 2.08E+06 2.08E+06 | 2.45E+06 1.95E+06 1.51E+06 1.14E+06 1.45E+06 6.74E-01 4.85E-03 1.18E-02 -0.10 -0.76 -0.66
AOA1D3JXN6 38(5) 247.2 4.12E-03 1.09E+06 | 9.08E+05 | 9.90E+05 6.65E+05 | 7.46E+05 | 5.64E+05 6.81E+05 5.29E+05 4.48E+05 1.51E-02 4.14E-03 4.58E-01 -0.60 -0.85 -0.25
AOA1D3JXQl 13 (6) 93.6 1.67E-01 5.35E+05 | 4.03E+05 | 4.50E+05 5.48E+05 | 6.31E+05 | 4.84E+05 6.12E+05 5.13E+05 5.88E+05 2.67E-01 1.80E-01 9.47E-01 0.26 0.30 0.04
AOA1D3JXQ3 2(1) 12.0 7.96E-01 1.74E+03 | 5.90E+03 | 2.80E+03 3.45E+03 | 2.20E+03 1.04E+04 6.70E+01 7.59E+03 3.66E+03 8.05E-01 9.95E-01 8.55E-01 0.62 0.12 -0.50
AOA1D3JXQ4 6(2) 39.8 4.16E-01 6.59E+03 | 7.12E+03 | 8.32E+03 9.49E+03 | 8.56E+03 | 8.96E+03 1.05E+04 6.87E+03 6.15E+03 4.03E-01 9.12E-01 6.16E-01 0.29 0.09 -0.20
AOA1D3JXR9 7(3) 48.3 2.18E-02 1.68E+05 1.70E+05 | 1.72E+05 2.53E+05 | 2.43E+05 | 2.92E+05 2.07E+05 2.53E+05 3.04E+05 2.81E-02 4.02E-02 9.51E-01 0.63 0.58 -0.04
AOA1D3JXSO 12 (6) 76.0 2.21E-04 2.64E+05 2.64E+05 | 2.97E+05 1.78E+05 | 1.83E+05 1.68E+05 1.55E+05 1.32E+05 1.04E+05 1.61E-03 1.97E-04 5.42E-02 -0.64 -1.08 -0.44
AOA1D3JXTO 14 (3) 56.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXT3 11(3) 54.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXT7 15(2) 89.5 4.40E-02 6.71E+04 | 5.80E+04 | 6.73E+04 | 3.78E+04 | 4.20E+04 | 2.60E+04 6.01E+04 3.42E+04 2.83E+04 4.64E-02 1.00E-01 8.18E-01 -0.86 -0.65 0.21
AOA1D3JXUO 8(2) 40.5 1.56E-01 7.04E+04 | 5.25E+04 | 6.22E+04 | 5.16E+04 | 5.64E+04 | 3.40E+04 7.98E+04 7.95E+04 | 5.19E+04 4.00E-01 6.89E-01 1.41E-01 -0.38 0.19 0.57
AOA1D3JXWO 12 (1) 45.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXW3 24 (6) 148.7 1.10E-01 3.13E+05 2.75E+05 | 3.15E+05 2.56E+05 | 2.76E+05 | 2.15E+05 3.68E+05 3.01E+05 2.83E+05 2.29E-01 8.33E-01 1.09E-01 -0.27 0.08 0.35
AOA1D3JXX3 2(0) 10.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JXY5 2(1) 11.1 3.57E-03 4.10E+03 | 5.30E+03 | 3.49E+03 1.29E+03 | 2.18E+03 | 3.16E+03 2.44E+01 9.49E+02 5.94E+02 4.32E-02 2.89E-03 9.34E-02 -0.96 -3.04 -2.08
AOA1D3JY00 10 (1) 65.4 7.44E-01 5.36E+03 | 6.15E+02 | 4.70E+02 1.23E+03 | 4.66E+03 1.14E+03 1.17E+03 1.44E+03 8.39E+02 9.92E-01 8.17E-01 7.53E-01 0.12 -0.90 -1.03
AOA1D3JY17 7(2) 53.6 1.03E-01 9.18E+03 1.01E+04 | 1.22E+04 1.29E+04 | 1.33E+04 | 1.56E+04 1.15E+04 1.36E+04 1.60E+04 1.25E-01 1.57E-01 9.82E-01 0.41 0.38 -0.03
AOA1D3JY18 10 (4) 65.8 6.87E-02 8.32E+05 | 6.53E+05 | 7.68E+05 6.00E+05 | 2.75E+05 | 5.55E+05 6.06E+05 5.51E+05 5.23E+05 6.41E-02 1.93E-01 6.78E-01 -0.65 -0.42 0.23
AOA1D3JY20 10(1) 67.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JY28 15(7) 102.0 2.03E-04 1.82E+05 1.70E+05 | 1.82E+05 1.61E+05 | 1.73E+05 1.55E+05 3.06E+05 3.22E+05 3.82E+05 7.32E-01 4.73E-04 2.84E-04 -0.13 0.92 1.05
AOA1D3JY32 9(1) 34.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JY35 2(0) 11.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JY37 24(7) 161.9 7.35E-02 4.38E+05 | 3.56E+05 | 4.35E+05 4.81E+05 | 5.40E+05 | 4.32E+05 4.02E+05 3.09E+05 3.90E+05 2.45E-01 5.79E-01 6.55E-02 0.24 -0.16 -0.40
AOA1D3JY38 2(0) 16.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JY39 49 (11) 412.3 1.20E-02 1.31E+06 | 1.05E+06 | 1.21E+06 1.29E+06 | 1.30E+06 1.32E+06 1.60E+06 1.81E+06 2.25E+06 7.85E-01 1.36E-02 2.93E-02 0.13 0.67 0.54
AOA1D3JY42 2(1) 11.9 6.53E-02 6.28E+03 | 3.26E+03 | 3.23E+03 1.60E+03 | 4.40E+02 1.36E+03 3.44E+03 1.42E+03 7.29E+02 6.55E-02 1.52E-01 7.91E-01 -1.91 -1.19 0.72
AOA1D3JY45 12 (3) 74.2 3.16E-01 1.03E+04 | 9.54E+03 | 1.25E+04 | 8.68E+03 | 8.35E+03 | 9.46E+03 8.84E+03 1.06E+04 1.44E+04 4.58E-01 9.50E-01 3.24E-01 -0.29 0.06 0.35
AOA1D3JY51 4(1) 21.7 3.97E-01 2.67E+04 | 2.17E+04 | 2.84E+04 2.56E+04 | 2.74E+04 | 2.12E+04 2.74E+04 1.67E+04 1.81E+04 9.66E-01 4.07E-01 5.32E-01 -0.05 -0.30 -0.25
AOA1D3JY52 4(1) 27.0 2.45E-04 9.34E+03 | 8.70E+03 | 1.02E+04 1.00E+03 | 9.77E+02 | 9.92E+02 5.47E+03 2.34E+03 2.38E+03 2.28E-04 1.45E-03 8.60E-02 -3.25 -1.47 1.78
AOA1D3JY58 5(1) 21.9 7.41E-02 2.45E+02 1.12E+03 | 1.35E+03 1.99E+03 | 1.81E+03 1.27E+03 0.00E+00 1.15E+03 1.87E+02 2.47E-01 5.79E-01 6.60E-02 0.91 -1.02 -1.92
AOA1D3JY66 23(7) 146.8 1.54E-03 4.58E+05 | 4.61E+05 | 4.34E+05 2.74E+05 | 3.24E+05 | 2.98E+05 1.86E+05 2.94E+05 1.66E+05 1.18E-02 1.32E-03 1.21E-01 -0.59 -1.07 -0.47




AOA1D3JY68 5(1) 35.4 2.36E-03 1.16E+05 | 8.93E+04 | 9.47E+04 1.32E+05 | 1.33E+05 1.04E+05 3.96E+05 2.36E+05 3.49E+05 8.34E-01 3.09E-03 5.33E-03 0.30 1.71 1.41
AOA1D3JY71 5(3) 29.4 1.82E-01 8.09E+03 1.27E+04 | 1.19E+04 1.95E+04 | 1.51E+04 | 3.40E+04 3.48E+03 1.67E+04 1.72E+04 2.00E-01 9.65E-01 2.75E-01 1.06 0.19 -0.87
AOA1D3JY75 7(1) 58.0 1.63E-04 1.75E+05 1.19E+05 | 1.44E+05 6.19E+05 | 7.34E+05 | 5.14E+05 1.42E+05 1.43E+05 1.62E+05 2.85E-04 9.98E-01 2.95E-04 2.09 0.03 -2.06
AOA1D3JY85 2(2) 12.0 1.49E-01 7.52E+03 1.45E+04 | 7.89E+03 5.32E+03 | 6.57E+03 1.11E+04 5.00E+03 1.20E+03 5.81E+03 6.65E-01 1.34E-01 4.01E-01 -0.38 -1.32 -0.94
AOA1D3JY92 13 (6) 92.9 8.88E-03 9.79E+04 | 1.65E+05 | 1.43E+05 1.49E+05 | 1.42E+05 1.91E+05 5.75E+04 7.56E+04 | 5.63E+04 4.93E-01 3.28E-02 8.62E-03 0.25 -1.10 -1.35
AOA1D3JYA8 5(1) 36.3 4.58E-02 3.98E+05 2.74E+05 | 3.48E+05 4.70E+05 | 6.46E+05 | 4.03E+05 7.57E+05 5.60E+05 5.48E+05 2.12E-01 3.94E-02 4.28E-01 0.57 0.87 0.30
AOA1D3JYB7 10 (4) 50.7 9.19E-03 9.82E+04 | 8.74E+04 | 9.64E+04 | 6.25E+04 | 6.23E+04 | 6.06E+04 6.99E+04 4.37E+04 | 3.01E+04 4.04E-02 8.45E-03 4.00E-01 -0.61 -0.97 -0.37
AOA1D3JYC9 10(2) 49.8 2.32E-01 1.37E+05 1.36E+05 | 1.57E+05 1.32E+05 | 1.35E+05 1.43E+05 1.47E+05 1.08E+05 9.03E+04 9.13E-01 2.33E-01 3.81E-01 -0.06 -0.31 -0.25
AOA1D3JYD7 7(1) 45.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYG5 8(1) 67.5 2.05E-03 3.54E+04 | 3.47E+04 | 3.64E+04 | 3.71E+04 | 4.27E+04 | 4.12E+04 4.98E+04 6.35E+04 | 5.83E+04 4.20E-01 2.12E-03 7.45E-03 0.18 0.69 0.51
AOA1D3JYH3 5(0) 21.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYH4 2(0) 10.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYJO 2(0) 10.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYJ6 2(1) 9.9 6.63E-01 5.39E+02 1.97E+03 | 3.80E+02 5.95E+02 | 8.47E+02 | 6.74E+02 5.37E+02 5.03E+02 3.72E+03 9.62E-01 8.01E-01 6.52E-01 -0.45 0.72 1.17
AOA1D3JYN7 5(1) 78.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYP8 19 (5) 138.2 1.42E-02 7.31E+04 | 6.97E+04 | 7.80E+04 | 5.90E+04 | 5.99E+04 | 4.67E+04 6.17E+04 5.08E+04 | 4.98E+04 2.51E-02 1.98E-02 9.77E-01 -0.42 -0.44 -0.03
AOA1D3JYP9 6(1) 31.0 1.88E-01 3.44E+03 1.21E+04 | 9.95E+03 7.90E+03 | 8.94E+03 1.71E+04 0.00E+00 4.61E+03 6.84E+03 7.22E-01 4.44E-01 1.71E-01 0.42 -1.15 -1.57
AOA1D3JYR3 32(4) 78.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYR4 13(2) 98.5 3.02E-02 8.23E+02 | 9.41E+02 | 1.39E+03 1.15E+03 [ 1.04E+03 1.13E+03 1.65E+03 1.41E+03 1.91E+03 9.51E-01 3.79E-02 5.48E-02 0.05 0.63 0.58
AOA1D3JYS7 2(1) 10.4 4.57E-01 1.39E+03 1.56E+03 | 1.53E+03 0.00E+00 | 1.72E+02 1.26E+02 7.62E+02 0.00E+00 1.41E+04 9.27E-01 6.45E-01 4.46E-01 -3.91 1.73 5.64
AOA1D3JYS9 4(2) 20.3 4.52E-01 5.81E+04 | 3.93E+04 | 4.55E+04 | 5.55E+04 | 6.47E+04 | 4.54E+04 8.58E+04 4.74E+04 | 5.61E+04 7.95E-01 4.23E-01 7.77E-01 0.21 0.40 0.19
AOA1D3JYX3 13(3) 74.3 5.69E-01 8.23E+04 | 6.91E+04 | 8.35E+04 | 7.89E+04 | 8.71E+04 | 7.24E+04 8.41E+04 6.42E+04 | 6.78E+04 9.86E-01 6.75E-01 5.84E-01 0.02 -0.12 -0.14
AOA1D3JYX6 2(1) 17.6 4.87E-01 9.43E+04 | 6.12E+04 | 7.68E+04 | 8.77E+04 | 9.12E+04 | 7.35E+04 7.55E+04 7.61E+04 | 6.48E+04 7.67E-01 8.45E-01 4.59E-01 0.12 -0.10 -0.22
AOA1D3JYY5 39(9) 103.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JYZ2 2(1) 11.0 1.51E-02 2.14E+05 1.73E+05 | 2.01E+05 3.40E+05 | 3.55E+05 | 3.20E+05 6.39E+05 3.97E+05 4.03E+05 1.61E-01 1.24E-02 1.63E-01 0.79 1.29 0.50
AOA1D3JYZ4 8(1) 89.5 6.65E-01 0.00E+00 | 1.06E+04 [ 1.18E+04 | 7.21E+03 | 8.63E+03 | 7.21E+03 1.09E+04 1.02E+04 | 9.22E+03 9.98E-01 6.94E-01 7.31E-01 0.04 0.43 0.39
AOA1D3JYZ7 15(7) 75.3 5.22E-02 1.55E+05 1.28E+05 | 1.36E+05 1.68E+05 | 1.73E+05 1.43E+05 1.99E+05 1.62E+05 1.85E+05 3.03E-01 4.42E-02 3.41E-01 0.21 0.38 0.17
AOA1D3JYZ8 21(4) 67.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3J706 5(1) 30.0 2.86E-03 4.91E+04 | 4.09E+04 | 4.56E+04 | 7.42E+04 | 7.35E+04 | 7.04E+04 5.41E+04 6.81E+04 | 7.02E+04 2.58E-03 1.58E-02 2.38E-01 0.69 0.51 -0.18
AOA1D3JZ09 2(0) 10.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3J713 4(1) 18.9 4.22E-01 7.51E+03 | 8.40E+03 | 7.13E+03 5.43E+03 | 4.85E+03 | 7.78E+03 5.08E+03 7.80E+03 8.88E+03 4.16E-01 9.36E-01 5.96E-01 -0.35 -0.08 0.27
AOA1D3JZ21 4(1) 46.2 3.42E-01 9.33E+04 | 1.09E+05 | 1.37E+05 1.17E+05 | 1.25E+05 1.22E+05 9.68E+04 1.15E+05 9.38E+04 7.87E-01 6.45E-01 3.16E-01 0.10 -0.15 -0.25
AOA1D3JZ723 14 (5) 84.1 4.08E-02 4.48E+04 | 4.93E+04 [ 5.06E+04 | 8.67E+04 | 8.13E+04 | 1.17E+05 5.35E+04 9.33E+04 | 9.22E+04 3.70E-02 1.44E-01 5.56E-01 0.98 0.72 -0.25
AOA1D3JZ40 3(1) 21.2 2.57E-01 2.56E+01 | 0.00E+00 | 7.60E+01 8.49E+01 | 3.45E+02 | 5.99E+02 0.00E+00 9.98E+01 4.57E+02 2.32E-01 6.55E-01 6.35E-01 3.34 2.45 -0.89
AOA1D3J743 17 (1) 5.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZ60 4(1) 25.1 5.11E-01 2.27E+03 1.41E+03 | 1.77E+03 3.08E+03 | 3.26E+03 | 4.69E+03 8.08E+01 3.62E+03 7.07E+03 5.55E-01 5.83E-01 9.99E-01 1.02 0.98 -0.03
AOA1D3J766 7(0) 40.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZ78 2(0) 10.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3J792 2(1) 49.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3JZA0 6(1) 26.6 7.36E-03 5.78E+01 | 0.00E+00 | 2.20E+02 2.24E+02 | 4.62E+01 1.22E+02 7.31E+03 4.19E+03 1.16E+04 1.00E+00 1.17E-02 1.20E-02 0.50 6.38 5.88
AOA1D3JZE2 31(13) 257.0 3.07E-02 8.05E+05 | 7.63E+05 | 7.61E+05 9.75E+05 | 9.14E+05 | 4.41E+05 4.14E+06 2.11E+06 1.83E+06 1.00E+00 4.56E-02 4.57E-02 0.00 1.79 1.79
AOA1D3JZGO 2(1) 38.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZG1 9(1) 58.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZI1 4(1) 84.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZ19 6(0) 36.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZ)4 5(1) 24.7 1.94E-01 3.84E+03 | 4.04E+03 | 4.88E+03 7.78E+03 | 7.71E+03 | 9.02E+03 3.02E+03 1.09E+04 | 6.58E+03 1.80E-01 4.20E-01 7.70E-01 0.94 0.68 -0.26
AOA1D3JZL5 8(1) 55.7 1.23E-01 1.03E+05 | 7.47E+04 | 9.20E+04 | 8.02E+04 | 9.97E+04 | 6.38E+04 1.31E+05 9.89E+04 1.09E+05 7.93E-01 2.72E-01 1.18E-01 -0.15 0.33 0.48
AOA1D3JZN3 4(2) 27.7 9.07E-01 8.98E+04 | 7.62E+04 | 9.08E+04 | 9.43E+04 | 1.03E+05 | 7.14E+04 1.02E+05 8.59E+04 | 8.00E+04 9.17E-01 9.29E-01 9.99E-01 0.07 0.06 -0.01
AOA1D3JZN4 2(0) 10.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZRO 8(1) 44.3 9.82E-01 8.16E+03 | 7.05E+03 | 8.47E+03 8.17E+03 | 9.61E+03 | 5.64E+03 1.03E+04 7.45E+03 6.42E+03 9.98E-01 9.91E-01 9.81E-01 -0.02 0.03 0.05
AOA1D3JZS8 9(1) 45.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZT1 6(1) 56.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA




AOA1D3JZT7 12 (3) 65.8 1.42E-02 1.55E+04 | 1.34E+04 | 1.04E+04 1.58E+04 | 1.36E+04 | 1.65E+04 2.00E+04 2.15E+04 1.82E+04 4.10E-01 1.28E-02 6.37E-02 0.22 0.60 0.38
AOA1D3JZV6 42 (5) 67.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZV9 4(0) 18.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZX4 34 (5) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZX8 4(0) 13.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3JZZ0 9(1) 45.0 6.11E-02 1.09E+04 | 2.39E+04 | 2.11E+04 1.56E+04 | 1.38E+04 | 2.20E+04 2.69E+04 3.16E+04 2.67E+04 9.28E-01 1.12E-01 7.00E-02 -0.12 0.61 0.73
AOA1D3JZ76 11(3) 73.7 5.32E-03 5.66E+04 | 5.64E+04 | 3.56E+04 | 6.63E+04 | 7.47E+04 | 9.88E+04 2.71E+04 3.07E+04 2.47E+04 4.95E-02 1.45E-01 4.39E-03 0.69 -0.85 -1.54
AOA1D3K008 22(3) 67.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K015 13(2) 59.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K049 10(2) 63.7 1.40E-03 1.03E+04 | 5.89E+03 | 5.23E+03 1.92E+04 | 1.74E+04 | 1.65E+04 1.14E+04 1.34E+04 1.26E+04 1.11E-03 2.96E-02 3.35E-02 131 0.81 -0.50
AOA1D3K060 15(2) 106.4 1.20E-01 1.56E+04 | 2.09E+04 | 1.66E+04 1.24E+04 | 1.29E+04 | 2.26E+04 1.12E+04 1.01E+04 1.02E+04 8.37E-01 1.19E-01 2.47E-01 -0.15 -0.75 -0.60
AO0A1D3K076 10(2) 59.8 1.77E-03 2.32E+03 2.37E+03 | 2.07E+03 1.94E+03 | 1.90E+03 | 2.38E+03 8.44E+02 1.35E+03 1.10E+03 6.41E-01 2.09E-03 4.87E-03 -0.12 -1.04 -0.92
AOA1D3K077 9 (4) 57.9 1.01E-01 7.82E+05 | 7.39E+05 | 8.52E+05 7.16E+05 | 7.43E+05 | 6.53E+05 7.20E+05 7.11E+05 6.19E+05 1.93E-01 1.05E-01 8.86E-01 -0.17 -0.21 -0.04
AO0A1D3K079 5(1) 33.4 8.44E-03 1.86E+02 1.11E+03 | 9.05E+02 1.41E+03 | 1.32E+03 1.34E+03 3.84E+03 2.82E+03 5.82E+03 7.01E-01 9.29E-03 2.30E-02 0.89 2.50 1.62
AOA1D3K096 20 (5) 53.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K097 5(3) 34.4 8.43E-02 3.14E+04 | 3.57E+04 | 2.55E+04 2.60E+04 | 4.02E+04 | 3.69E+04 2.05E+04 2.67E+04 1.70E+04 7.63E-01 2.03E-01 8.15E-02 0.15 -0.53 -0.68
AOA1D3K0A2 8(2) 63.8 1.21E-01 3.81E+05 | 3.39E+05 | 3.90E+05 3.42E+05 | 3.44E+05 | 4.51E+05 3.02E+05 3.05E+05 3.11E+05 9.60E-01 1.95E-01 1.38E-01 0.03 -0.27 -0.31
AOA1D3KOA7 3(0) 20.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOCO 2(0) 10.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOC8 10(3) 58.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOD4 2(0) 10.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOE9 21(3) 112.8 4.45E-01 1.21E+05 1.12E+05 | 1.21E+05 1.14E+05 | 1.29E+05 1.00E+05 1.40E+05 1.26E+05 1.14E+05 9.31E-01 6.27E-01 4.36E-01 -0.04 0.11 0.15
AOA1D3KOFO 3(1) 23.6 6.28E-01 8.79E+03 | 5.48E+03 | 6.71E+03 8.38E+03 | 9.58E+03 | 5.62E+03 8.76E+03 8.11E+03 7.82E+03 7.81E-01 6.16E-01 9.54E-01 0.17 0.23 0.07
AOA1D3KOGO 2(0) 10.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KO0I8 3(1) 15.8 5.49E-01 4.51E+04 | 2.92E+04 | 3.18E+04 | 3.41E+04 | 4.14E+04 | 2.51E+04 5.80E+04 3.55E+04 | 3.45E+04 9.75E-01 6.76E-01 5.55E-01 -0.08 0.27 0.35
AOA1D3KOK8 4(0) 18.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOL5 16 (9) 75.1 1.68E-02 1.48E+05 1.58E+05 | 1.66E+05 1.46E+05 | 1.53E+05 1.44E+05 1.23E+05 1.36E+05 1.38E+05 3.33E-01 1.45E-02 9.26E-02 -0.09 -0.25 -0.16
AOA1D3KOM4 3(1) 17.5 1.13E-01 5.89E+03 | 5.67E+03 | 6.72E+03 5.09E+03 | 5.20E+03 | 3.94E+03 5.72E+03 2.59E+03 1.44E+03 4.93E-01 9.81E-02 4.33E-01 -0.36 -0.91 -0.54
AOA1D3KONS5 9(2) 45.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KON9 2(0) 10.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOP5 16 (6) 115.1 1.15E-01 1.50E+05 1.96E+05 | 1.97E+05 3.01E+05 | 2.80E+05 | 3.36E+05 1.35E+05 2.71E+05 3.24E+05 1.00E-01 4.67E-01 4.65E-01 0.76 0.43 -0.33
AOA1D3KOP6 19 (6) 58.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K0Q4 18 (11) 128.0 5.96E-03 1.60E+05 1.52E+05 | 1.58E+05 3.00E+05 | 3.00E+05 | 3.70E+05 2.49E+05 2.89E+05 3.70E+05 7.36E-03 1.37E-02 8.30E-01 1.04 0.95 -0.09
AOA1D3K0Q5 2(0) 10.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K0Q8 2(0) 15.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K0Q9 3(1) 16.2 5.52E-03 9.86E+01 | 8.99E+01 | 8.11E+01 2.03E+02 | 2.41E+02 | 2.90E+02 2.08E+02 1.94E+02 2.90E+02 7.35E-03 1.14E-02 9.07E-01 1.63 1.13 -0.49
AOA1D3K0S4 6(2) 58.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOT2 4(1) 69.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOT9 2(1) 10.4 4.73E-02 4.04E+03 1.82E+03 | 2.99E+03 6.48E+03 | 6.50E+03 | 3.77E+03 3.25E+03 1.89E+03 3.10E+03 7.85E-02 9.76E-01 6.03E-02 0.92 -0.10 -1.02
AOA1D3KOV2 4(2) 17.9 7.10E-02 6.85E+04 | 8.61E+04 | 8.71E+04 | 7.00E+04 | 7.34E+04 | 6.49E+04 8.01E+04 8.91E+04 | 9.11E+04 2.35E-01 5.86E-01 6.35E-02 -0.21 0.11 0.32
AOA1D3KOWS5 2(0) 6.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KOY3 2(1) 11.3 7.80E-01 1.40E+04 | 6.03E+03 | 7.28E+03 7.28E+03 | 8.90E+03 | 4.39E+03 1.86E+04 3.00E+03 8.11E+03 8.70E-01 9.81E-01 7.75E-01 -0.41 0.12 0.53
AOA1D3KOY4 7(1) 57.5 5.08E-02 1.84E+03 1.63E+03 | 1.47E+03 3.09E+03 | 2.21E+03 | 4.90E+03 7.33E+02 1.89E+03 1.25E+03 1.05E-01 8.71E-01 5.55E-02 1.04 -0.35 -1.40
AOA1D3KOY9 3(1) 17.1 5.80E-01 2.00E+01 | 6.47E+02 | 7.78E+01 7.83E+02 | 2.59E+02 | 3.90E+03 0.00E+00 5.21E+02 4.37E+03 6.30E-01 6.36E-01 1.00E+00 2.73 2.72 -0.01
AOA1D3K0Z6 3(1) 17.2 1.17E-01 2.22E+04 | 2.18E+04 | 2.44E+04 2.69E+04 | 2.59E+04 | 3.16E+04 2.36E+04 2.78E+04 2.12E+04 1.14E-01 8.10E-01 2.53E-01 0.30 0.09 -0.22
AOA1D3K106 2(0) 9.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K109 7(1) 43.7 5.79E-03 4.46E+04 | 4.27E+04 | 4.47E+04 | 6.64E+04 | 6.11E+04 | 6.65E+04 3.22E+04 4.94E+04 | 4.72E+04 1.06E-02 9.73E-01 8.41E-03 0.56 -0.03 -0.59
AOA1D3K115 8(2) 61.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K116 14 (5) 100.7 7.81E-01 1.98E+04 | 1.98E+04 | 2.67E+04 2.32E+04 | 1.97E+04 | 2.07E+04 2.56E+04 3.52E+04 1.40E+04 9.85E-01 8.64E-01 7.79E-01 -0.06 0.17 0.23
AOA1D3K117 7(5) 54.3 1.34E-02 2.13E+05 1.46E+05 | 1.93E+05 1.91E+05 [ 2.34E+05 1.89E+05 3.18E+05 2.52E+05 3.15E+05 7.40E-01 1.46E-02 3.49E-02 0.15 0.68 0.53
AOA1D3K119 8(3) 57.2 3.41E-01 5.70E+03 1.68E+04 | 8.47E+03 1.46E+04 | 1.17E+04 | 3.22E+04 1.03E+04 2.50E+04 | 3.26E+04 5.18E-01 3.36E-01 9.20E-01 0.92 1.13 0.21
AOA1D3K120 15(3) 98.2 4.10E-02 5.81E+05 | 4.90E+05 | 5.55E+05 4.23E+05 | 4.43E+05 | 3.96E+05 4.85E+05 3.54E+05 3.14E+05 1.05E-01 4.13E-02 7.48E-01 -0.36 -0.49 -0.13




AOA1D3K125 21(1) 155.6 7.70E-01 3.41E+04 | 2.39E+04 | 2.72E+04 2.74E+04 | 3.50E+04 | 2.65E+04 4.97E+04 1.24E+04 | 4.38E+04 9.91E-01 7.76E-01 8.42E-01 0.06 0.32 0.25
AOA1D3K127 2(0) 11.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K130 10 (2) 67.4 2.66E-01 2.05E+04 | 1.23E+04 | 1.73E+04 1.84E+04 | 1.86E+04 | 1.20E+04 2.45E+04 1.56E+04 | 3.01E+04 9.97E-01 3.39E-01 3.10E-01 -0.03 0.49 0.52
AOA1D3K133 25(8) 161.4 6.39E-01 8.50E+05 | 6.99E+05 | 7.99E+05 7.00E+05 | 7.77E+05 | 6.46E+05 8.97E+05 6.90E+05 6.62E+05 6.15E-01 9.05E-01 8.50E-01 -0.15 -0.06 0.08
AOA1D3K135 19 (4) 133.7 5.44E-03 3.26E+05 | 3.44E+05 | 3.32E+05 2.25E+05 | 2.16E+05 | 2.63E+05 2.33E+05 2.29E+05 1.48E+05 1.96E-02 5.44E-03 4.84E-01 -0.51 -0.72 -0.21
AOA1D3K138 8(0) 46.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K160 2(1) 17.2 4.34E-01 2.06E+03 1.61E+03 | 3.51E+04 1.50E+03 | 2.54E+03 1.04E+03 3.13E+03 1.70E+03 2.35E+03 4.76E-01 5.16E-01 9.97E-01 -2.93 -2.43 0.50
AOA1D3K167 8(1) 42.7 2.74E-03 2.90E+03 | 3.78E+03 | 3.95E+03 1.76E+03 | 1.58E+03 | 2.18E+03 1.74E+03 1.23E+03 6.48E+02 1.22E-02 2.62E-03 3.24E-01 -0.95 -1.55 -0.60
AOA1D3K174 2(0) 11.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K181 5(1) 58.5 6.53E-05 6.70E+03 | 7.02E+03 | 6.47E+03 7.12E+03 | 7.48E+03 | 8.55E+03 1.24E+04 1.35E+04 1.19E+04 2.23E-01 7.59E-05 2.17E-04 0.20 0.91 0.71
AOA1D3K184 23(7) 207.4 1.52E-02 1.02E+06 | 8.85E+05 | 1.13E+06 5.70E+05 | 6.16E+05 | 4.88E+05 8.04E+05 7.48E+05 4.52E+05 1.51E-02 4.83E-02 6.06E-01 -0.86 -0.60 0.26
AOA1D3K197 52 (16) 408.3 1.94E-02 1.38E+06 | 1.20E+06 | 1.35E+06 1.08E+06 [ 1.09E+06 1.01E+06 1.12E+06 1.01E+06 | 8.52E+05 5.14E-02 2.04E-02 7.29E-01 -0.31 -0.40 -0.09
AOA1D3K1A4 44 (12) 228.1 2.67E-01 3.56E+05 | 3.04E+05 | 3.44E+05 2.97E+05 | 3.25E+05 | 2.65E+05 3.35E+05 3.00E+05 2.90E+05 2.53E-01 4.88E-01 8.41E-01 -0.18 -0.12 0.06
AOA1D3K1B1 3(1) 17.1 2.22E-02 2.50E+04 | 1.97E+04 | 2.54E+04 | 3.29E+04 | 3.66E+04 | 2.93E+04 3.60E+04 4.96E+04 | 6.29E+04 3.91E-01 1.93E-02 1.08E-01 0.49 1.08 0.59
AOA1D3K1B4 17 (6) 103.1 1.60E-02 1.20E+05 1.17E+05 | 1.27E+05 1.51E+05 | 1.47E+05 1.73E+05 1.60E+05 2.20E+05 1.84E+05 1.36E-01 1.32E-02 2.08E-01 0.38 0.63 0.26
AOA1D3K1B5 3(0) 10.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K1D3 6(3) 48.8 7.43E-01 2.75E+04 | 5.56E+04 | 4.18E+04 | 4.57E+04 | 3.63E+04 | 8.86E+04 1.49E+04 5.89E+04 | 6.58E+04 7.31E-01 9.67E-01 8.62E-01 0.45 0.16 -0.29
AOA1D3K1EOQ 2(1) 10.9 2.70E-02 3.49E+04 | 3.45E+04 | 3.92E+04 | 3.47E+04 | 3.48E+04 | 3.76E+04 5.08E+04 4.88E+04 | 3.95E+04 9.87E-01 4.48E-02 3.70E-02 -0.02 0.36 0.38
AOA1D3K1E4 15(3) 136.3 7.72E-01 3.05E+05 1.69E+05 | 1.32E+05 1.73E+05 | 1.78E+05 1.60E+05 1.65E+05 1.67E+05 2.08E+05 7.62E-01 8.76E-01 9.73E-01 -0.25 -0.17 0.08
AOA1D3K1E8 9(1) 51.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K1FO 6(1) 36.4 2.82E-01 3.08E+03 1.42E+03 | 2.61E+03 3.00E+03 | 3.74E+03 | 3.78E+03 1.05E+04 0.00E+00 1.42E+04 9.44E-01 2.89E-01 4.22E-01 0.57 1.80 1.23
AOA1D3K1G9 28 (5) 67.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K1I0 7(1) 39.0 5.86E-01 5.70E+01 | 7.04E+03 | 3.35E+01 9.04E+01 | 2.94E+01 | 3.14E+03 0.00E+00 0.00E+00 | 4.02E+02 8.15E-01 5.61E-01 8.93E-01 -1.13 -4.15 -3.02
AOA1D3K1I8 12 (4) 48.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K1J2 2(0) 9.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K1J5 11 (6) 87.5 1.61E-01 3.58E+05 2.95E+05 | 3.33E+05 2.73E+05 | 2.91E+05 | 2.26E+05 4.52E+05 3.06E+05 3.20E+05 3.57E-01 7.75E-01 1.51E-01 -0.32 0.13 0.45
AOA1D3K1K2 7(2) 49.3 8.06E-02 6.57E+04 | 6.72E+04 | 6.45E+04 | 4.35E+04 | 4.66E+04 | 6.16E+04 5.61E+04 6.00E+04 | 4.63E+04 8.08E-02 1.79E-01 8.12E-01 -0.38 -0.28 0.10
AOA1D3K1K6 9(3) 79.4 8.16E-02 1.92E+05 1.80E+05 | 2.01E+05 1.58E+05 [ 1.76E+05 1.72E+05 1.89E+05 1.74E+05 1.74E+05 7.03E-02 3.45E-01 4.60E-01 -0.18 -0.09 0.08
AOA1D3K1L8 3(1) 56.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K1PO 4(1) 20.7 3.01E-02 1.18E+03 1.34E+03 | 3.85E+02 6.19E+00 5.14E-01 1.66E-01 5.39E+02 2.70E-01 0.00E+00 3.25E-02 7.03E-02 8.10E-01 -8.72 -2.43 6.29
AOA1D3K1Q3 2(1) 9.6 5.42E-04 1.43E+03 2.08E+03 | 1.78E+03 9.00E+02 | 7.39E+02 1.12E+03 6.59E+01 3.62E+02 7.65E+01 1.14E-02 4.30E-04 1.95E-02 -0.94 -3.39 -2.45
AOA1D3K1R8 2(1) 10.8 3.19E-02 1.20E+04 | 1.55E+04 | 1.48E+04 1.37E+04 | 1.33E+04 | 1.71E+04 5.24E+03 9.75E+03 1.07E+04 9.45E-01 5.86E-02 3.95E-02 0.06 -0.72 -0.78
AOA1D3K1T5 3(1) 20.4 2.90E-02 2.74E+04 | 2.62E+04 | 3.23E+04 | 5.07E+04 | 5.10E+04 | 4.60E+04 6.03E+04 5.26E+04 | 3.49E+04 4.34E-02 4.31E-02 1.00E+00 0.78 0.78 0.00
AOA1D3K1U5 26 (6) 167.6 4.24E-04 3.75E+04 | 3.13E+04 | 3.10E+04 | 3.68E+04 | 4.09E+04 | 2.88E+04 6.34E+04 7.82E+04 | 7.76E+04 9.05E-01 6.39E-04 8.75E-04 0.09 1.13 1.04
AOA1D3K1V3 6(1) 37.3 8.80E-05 3.91E+04 | 3.60E+04 | 4.50E+04 1.00E+05 | 1.04E+05 | 8.99E+04 5.96E+04 6.93E+04 | 7.19E+04 6.94E-05 4.57E-03 2.18E-03 1.29 0.74 -0.55
AOA1D3K1V5 7(1) 63.9 4.42E-04 2.67E+04 | 2.51E+04 | 2.44E+04 | 3.58E+04 | 3.24E+04 | 3.74E+04 4.33E+04 5.07E+04 | 4.33E+04 1.50E-02 3.49E-04 1.05E-02 0.47 0.85 0.38
AOA1D3K1V7 7(1) 62.6 2.70E-02 6.02E+04 | 7.19E+04 | 6.78E+04 1.15E+05 | 1.17E+05 1.39E+05 9.77E+04 1.61E+05 1.85E+05 9.55E-02 2.50E-02 5.52E-01 0.89 1.15 0.26
AOA1D3K1V9 10(1) 64.7 3.79E-01 1.95E+03 | 3.61E+03 | 3.60E+03 1.80E+03 | 1.95E+03 | 2.38E+03 9.64E+02 5.61E+03 5.79E+03 7.52E-01 7.30E-01 3.50E-01 -0.58 0.43 1.01
AOA1D3KIW1 4(1) 45.0 1.15E-01 1.97E+03 | 5.24E+03 | 2.94E+03 8.56E+03 | 6.10E+03 1.81E+04 7.92E+02 5.93E+03 4.94E+03 1.40E-01 9.88E-01 1.70E-01 1.69 0.20 -1.49
AOA1D3K1Y7 44.(7) 218.7 7.90E-02 1.73E+07 | 1.35E+07 | 1.70E+07 1.11E+07 | 1.28E+07 | 9.64E+06 2.15E+07 1.87E+07 1.30E+07 1.99E-01 7.37E-01 7.55E-02 -0.51 0.16 0.67
AOA1D3K1Y8 10 (1) 55.3 1.07E-02 2.21E+03 1.46E+03 | 2.43E+03 1.45E+03 | 1.46E+03 1.06E+03 2.88E+03 3.26E+03 2.40E+03 1.60E-01 1.08E-01 8.76E-03 -0.62 0.49 1.11
AOA1D3K202 5(0) 34.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K205 15 (5) 56.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K207 12 (3) 60.1 8.45E-02 3.19E+04 | 2.64E+04 | 3.35E+04 2.20E+04 | 2.26E+04 | 1.78E+04 3.17E+04 1.97E+04 2.67E+04 7.27E-02 4.48E-01 3.67E-01 -0.56 -0.23 0.32
AOA1D3K218 39 (12) 260.2 2.24E-03 3.05E+05 | 3.32E+05 | 3.12E+05 2.62E+05 | 2.68E+05 | 3.00E+05 2.30E+05 2.32E+05 1.93E+05 9.66E-02 1.85E-03 2.27E-02 -0.19 -0.53 -0.34
AOA1D3K222 13(2) 71.6 2.03E-01 1.99E+05 1.78E+05 | 1.99E+05 1.74E+05 | 1.72E+05 1.67E+05 1.92E+05 1.69E+05 1.46E+05 2.81E-01 2.33E-01 9.87E-01 -0.17 -0.18 -0.02
AOA1D3K227 6(3) 28.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K228 19 (6) 134.2 1.51E-01 4.53E+05 | 3.61E+05 | 4.01E+05 2.93E+05 | 3.24E+05 | 2.12E+05 3.96E+05 3.02E+05 1.86E+05 1.65E-01 2.43E-01 9.50E-01 -0.55 -0.46 0.09
AOA1D3K241 2(1) 13.7 1.38E-01 1.22E+05 1.14E+05 | 1.34E+05 1.04E+05 | 1.02E+05 | 9.29E+04 1.24E+05 9.53E+04 | 8.43E+04 1.67E-01 1.99E-01 9.89E-01 -0.30 -0.28 0.02
AOA1D3K244 3(2) 20.9 1.01E-01 2.89E+04 | 1.77E+04 | 2.11E+04 | 3.12E+04 | 3.64E+04 | 3.24E+04 4.48E+04 2.55E+04 | 3.89E+04 2.08E-01 1.03E-01 8.47E-01 0.56 0.69 0.13
AOA1D3K251 2(1) 10.9 3.62E-03 3.36E+04 | 2.83E+04 | 3.36E+04 | 7.00E+04 | 7.08E+04 | 6.73E+04 5.08E+04 6.00E+04 | 7.91E+04 4.18E-03 9.80E-03 6.82E-01 1.12 0.99 -0.13
AOA1D3K261 11(2) 68.4 3.74E-01 6.96E+04 | 1.19E+05 | 6.43E+04 | 6.66E+04 | 7.70E+04 | 1.25E+05 3.18E+04 7.54E+04 | 6.33E+04 9.71E-01 5.01E-01 3.89E-01 0.09 -0.57 -0.66




AOA1D3K275 8(2) 54.8 7.55E-01 3.36E+04 | 3.52E+04 | 4.37E+04 | 3.17E+04 | 2.99E+04 | 4.68E+04 3.04E+04 3.84E+04 | 3.14E+04 9.64E-01 7.41E-01 8.76E-01 -0.06 -0.17 -0.11
AOA1D3K278 21(5) 69.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K280 18(7) 118.7 1.45E-01 2.18E+05 2.46E+05 | 2.20E+05 2.49E+05 | 2.39E+05 | 3.20E+05 2.49E+05 3.13E+05 3.22E+05 3.83E-01 1.31E-01 6.77E-01 0.24 0.37 0.13
AOA1D3K286 3(0) 24.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K290 9(3) 51.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K298 6(1) 63.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2A7 5(0) 25.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2A9 2(1) 11.2 5.62E-03 4.74E+03 | 3.62E+03 | 4.31E+03 6.35E+03 | 5.19E+03 | 6.06E+03 6.49E+03 7.44E+03 6.29E+03 3.40E-02 4.90E-03 2.47E-01 0.47 0.67 0.20
AOA1D3K2B2 8(4) 61.6 2.76E-05 4.00E+05 | 4.09E+05 | 3.76E+05 2.90E+05 | 2.59E+05 | 2.96E+05 2.00E+05 2.21E+05 1.97E+05 4.23E-04 2.22E-05 3.51E-03 -0.49 -0.94 -0.45
AOA1D3K2B6 2(0) 14.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2B9 4(1) 15.2 6.70E-01 2.36E+05 1.89E+05 | 2.19E+05 1.93E+05 | 2.24E+05 1.43E+05 2.74E+05 1.73E+05 1.90E+05 6.95E-01 9.97E-01 7.39E-01 -0.20 -0.02 0.19
AOA1D3K2C5 6(0) 44.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2C8 8(1) 64.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2E2 2(0) 17.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2FO 2(1) 29.2 5.48E-01 1.18E+05 | 3.41E+05 | 1.78E+05 1.91E+05 | 2.67E+05 | 5.07E+05 4.16E+04 3.48E+05 1.93E+05 6.50E-01 9.88E-01 5.67E-01 0.60 -0.13 -0.73
AOA1D3K2F3 3(1) 17.1 1.05E-01 3.88E+02 1.90E+03 | 1.33E+03 8.57E+01 | 1.29E+02 1.05E+03 0.00E+00 2.30E+02 0.00E+00 2.61E-01 9.81E-02 7.32E-01 -1.52 -3.97 -2.46
AOA1D3K2F5 10 (3) 45.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2GO 12 (5) 99.4 3.71E-01 3.57E+05 2.18E+05 | 3.04E+05 4.62E+05 | 5.00E+05 | 3.88E+05 1.00E+06 2.06E+05 5.57E+05 7.09E-01 3.42E-01 7.62E-01 0.62 1.01 0.39
AOA1D3K2G3 6(1) 26.0 2.10E-03 1.76E+04 | 1.31E+04 | 1.87E+04 | 4.89E+03 | 5.57E+03 | 2.50E+03 9.29E+03 4.13E+03 7.13E+03 2.23E-03 7.17E-03 4.67E-01 -1.93 -1.27 0.66
AOA1D3K2G8 6(0) 33.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2H4 15(2) 56.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2H8 11(3) 64.6 9.83E-01 5.78E+04 | 5.49E+04 | 6.53E+04 | 5.30E+04 | 5.55E+04 | 6.76E+04 6.76E+04 5.51E+04 | 5.66E+04 9.93E-01 9.97E-01 9.81E-01 -0.02 0.01 0.03
AOA1D3K2I0 21(5) 132.6 9.52E-01 2.35E+05 1.65E+05 | 1.99E+05 1.94E+05 [ 2.26E+05 1.56E+05 2.57E+05 1.47E+05 2.02E+05 9.71E-01 9.98E-01 9.52E-01 -0.06 0.02 0.08
AOA1D3K2I2 8(3) 42.6 4.15E-02 1.11E+05 | 8.66E+04 | 1.02E+05 8.88E+04 | 9.48E+04 | 6.35E+04 1.47E+05 1.06E+05 1.34E+05 4.67E-01 1.75E-01 3.63E-02 -0.28 0.37 0.65
AOA1D3K217 13 (6) 128.9 3.61E-02 2.12E+05 2.58E+05 | 2.53E+05 4.52E+05 | 4.35E+05 | 7.43E+05 2.66E+05 3.69E+05 3.90E+05 3.26E-02 5.28E-01 1.34E-01 1.17 0.50 -0.67
AOA1D3K2J8 5(0) 30.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2)9 7(3) 44.0 1.13E-03 4.05E+04 | 3.95E+04 [ 4.30E+04 | 3.08E+04 | 2.93E+04 | 3.32E+04 4.58E+04 4.38E+04 | 4.03E+04 3.70E-03 4.55E-01 1.24E-03 -0.40 0.08 0.48
AOA1D3K2K2 9(1) 62.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2K3 35 (10) 203.0 1.98E-04 8.82E+04 | 7.98E+04 | 8.22E+04 | 9.75E+04 | 1.00E+05 | 9.12E+04 1.49E+05 1.28E+05 1.37E+05 1.44E-01 2.00E-04 8.91E-04 0.21 0.73 0.52
AOA1D3K2K5 8(4) 38.4 1.05E-01 7.49E+04 | 6.13E+04 | 6.88E+04 | 8.31E+04 | 8.90E+04 | 6.75E+04 9.50E+04 8.13E+04 | 8.32E+04 3.09E-01 9.41E-02 6.35E-01 0.22 0.34 0.12
AOA1D3K2K7 11(3) 54.4 1.55E-01 5.40E+04 | 5.30E+04 | 4.47E+04 | 6.06E+04 | 6.99E+04 | 4.29E+04 6.39E+04 9.28E+04 | 6.44E+04 7.75E-01 1.45E-01 3.45E-01 0.19 0.54 0.35
AOA1D3K2L3 2(0) 10.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2L4 21(6) 137.6 2.51E-01 4.43E+05 | 4.26E+05 | 5.27E+05 5.07E+05 | 5.68E+05 | 4.22E+05 6.82E+05 5.81E+05 4.81E+05 8.63E-01 2.42E-01 4.48E-01 0.10 0.32 0.22
AOA1D3K2N2 6(1) 30.7 1.69E-02 5.38E+03 | 6.20E+03 | 6.27E+03 5.58E+03 | 4.84E+03 | 4.85E+03 4.88E+03 3.81E+03 3.65E+03 2.06E-01 1.40E-02 1.47E-01 -0.22 -0.53 -0.31
AOA1D3K2P8 5(0) 35.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2Q8 12(2) 63.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2S6 8(0) 57.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2S7 12 (3) 69.0 3.48E-01 3.90E+02 | 6.02E+03 | 9.50E+02 3.76E+03 | 3.84E+03 | 2.96E+04 0.00E+00 2.20E+03 4.84E+03 4.13E-01 1.00E+00 4.06E-01 2.34 -0.06 -2.40
AOA1D3K2S8 4(2) 27.9 2.81E-01 7.12E+03 1.16E+04 | 9.73E+03 1.37E+04 | 1.13E+04 | 2.43E+04 7.17E+03 1.24E+04 1.58E+04 2.65E-01 8.39E-01 5.10E-01 0.79 0.31 -0.48
AOA1D3K2T8 5(2) 20.1 7.43E-04 8.06E+04 | 5.94E+04 | 7.02E+04 1.37E+05 | 1.28E+05 1.25E+05 7.65E+04 8.62E+04 | 9.96E+04 6.90E-04 1.53E-01 4.17E-03 0.89 0.32 -0.57
AOA1D3K2T9 3(1) 15.4 2.03E-01 7.95E+03 1.93E+03 | 1.50E+03 5.02E+02 | 7.48E+02 | 4.44E+02 2.00E+03 0.00E+00 1.04E+02 2.44E-01 2.68E-01 9.97E-01 -2.75 -2.44 0.31
AOA1D3K2U2 26 (5) 201.3 3.73E-03 2.35E+05 2.16E+05 | 2.33E+05 2.29E+05 [ 2.78E+05 1.82E+05 3.98E+05 3.41E+05 3.51E+05 9.98E-01 5.98E-03 6.37E-03 0.01 0.67 0.66
AOA1D3K2U3 12 (5) 60.2 1.11E-01 4.44E+05 | 3.66E+05 | 4.11E+05 3.08E+05 | 3.29E+05 | 2.22E+05 4.18E+05 3.19E+05 2.75E+05 9.69E-02 3.72E-01 5.59E-01 -0.51 -0.27 0.24
AOA1D3K2U4 7(1) 41.4 1.12E-02 2.18E+04 | 2.04E+04 | 2.57E+04 1.36E+04 | 1.27E+04 | 1.69E+04 2.15E+04 2.70E+04 2.20E+04 2.27E-02 9.16E-01 1.44E-02 -0.65 0.06 0.71
AOA1D3K2U5 18(1) 94.8 2.63E-01 1.02E+05 | 8.79E+04 | 1.05E+05 1.07E+05 | 1.10E+05 | 9.14E+04 1.22E+05 1.07E+05 1.06E+05 8.46E-01 2.50E-01 4.78E-01 0.06 0.19 0.13
AOA1D3K2U9 15 (5) 81.0 9.55E-01 3.92E+05 | 3.01E+05 | 2.40E+05 0.00E+00 | 1.02E+06 | 0.00E+00 3.28E+05 3.31E+05 5.30E+05 9.95E-01 9.52E-01 9.78E-01 0.12 0.35 0.22
AOA1D3K2V0 14 (6) 121.8 9.71E-01 2.12E+06 | 2.22E+06 | 3.28E+06 3.05E+06 | 3.25E+06 | 2.94E+06 0.00E+00 0.00E+00 | 9.21E+06 9.75E-01 9.76E-01 1.00E+00 0.28 0.27 0.00
AOA1D3K2V5 24 (4) 151.5 7.54E-02 1.21E+05 1.42E+05 | 1.48E+05 1.74E+05 | 1.74E+05 | 2.23E+05 1.45E+05 1.90E+05 1.89E+05 7.14E-02 1.98E-01 7.15E-01 0.47 0.35 -0.12
AOA1D3K2V8 2(0) 9.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2W1 6(0) 313 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2W4 13 (4) 74.1 1.08E-01 4.01E+05 | 3.18E+05 | 3.86E+05 2.90E+05 | 3.15E+05 | 2.57E+05 3.55E+05 2.72E+05 2.65E+05 1.23E-01 1.78E-01 9.55E-01 -0.36 -0.31 0.05
AOA1D3K2W7 23 (6) 136.3 1.70E-01 2.78E+05 2.30E+05 | 2.32E+05 1.79E+05 | 2.07E+05 1.54E+05 2.64E+05 1.84E+05 1.62E+05 1.56E-01 3.97E-01 7.38E-01 -0.46 -0.28 0.18




AOA1D3K2X0 4(1) 21.6 8.56E-05 1.94E+04 | 1.76E+04 | 2.09E+04 | 7.48E+03 | 8.94E+03 | 6.06E+03 1.04E+04 9.68E+03 1.11E+04 8.51E-05 4.19E-04 7.99E-02 -1.37 -0.89 0.47
AOA1D3K2X4 3(0) 19.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K2YO0 3(1) 15.6 2.82E-02 1.14E+05 1.14E+05 | 9.25E+04 1.23E+05 | 1.47E+05 1.46E+05 1.57E+05 3.22E+05 3.18E+05 7.71E-01 2.98E-02 7.01E-02 0.38 1.31 0.94
AOA1D3K2Y2 12(2) 78.8 4.46E-03 3.06E+04 | 2.01E+04 | 2.45E+04 | 6.42E+04 | 6.93E+04 | 6.03E+04 7.46E+04 9.70E+04 1.31E+05 6.32E-02 3.60E-03 8.59E-02 1.37 2.01 0.64
AOA1D3K2Y3 36 (12) 196.0 1.42E-01 2.25E+06 | 1.03E+06 | 2.08E+06 2.23E+06 | 2.03E+06 1.92E+06 1.37E+06 1.36E+06 1.20E+06 6.98E-01 3.63E-01 1.29E-01 0.20 -0.45 -0.65
AOA1D3K2Z9 14 (6) 86.7 5.27E-02 9.42E+04 | 9.23E+04 | 9.37E+04 | 6.77E+04 | 6.74E+04 | 6.78E+04 9.38E+04 6.81E+04 | 5.90E+04 5.29E-02 1.28E-01 7.71E-01 -0.47 -0.34 0.12
AOA1D3K314 2(1) 11.8 8.01E-05 3.31E+03 | 4.23E+03 | 3.63E+03 1.77E+03 | 1.48E+03 1.91E+03 6.97E+02 9.17E+02 9.95E+02 5.37E-04 7.32E-05 3.57E-02 -1.11 -2.10 -0.98
AOA1D3K322 3(0) 19.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K323 4(0) 20.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K332 32(10) 250.1 3.87E-04 6.31E+05 | 7.42E+05 | 7.46E+05 5.51E+05 | 5.30E+05 | 5.94E+05 3.39E+05 3.84E+05 2.74E+05 3.22E-02 3.18E-04 4.65E-03 -0.34 -1.09 -0.75
AOA1D3K334 9 (4) 83.4 1.79E-02 4.29E+05 | 5.38E+05 | 4.53E+05 3.62E+05 | 3.77E+05 | 3.11E+05 3.84E+05 3.35E+05 3.41E+05 2.61E-02 2.90E-02 9.96E-01 -0.43 -0.42 0.01
AOA1D3K335 74 (21) 480.5 5.27E-01 1.77E+06 | 4.93E+06 | 1.56E+06 2.00E+06 | 3.11E+06 1.67E+06 1.38E+06 2.02E+06 1.37E+06 8.73E-01 5.00E-01 7.79E-01 -0.28 -0.79 -0.51
AOA1D3K342 30(11) 176.0 1.61E-03 1.08E+06 | 1.16E+06 | 1.10E+06 1.38E+06 | 1.42E+06 | 2.30E+06 2.65E+06 2.92E+06 | 3.14E+06 1.54E-01 1.42E-03 1.06E-02 0.62 1.16 0.54
AO0A1D3K345 12 (3) 53.4 2.18E-03 1.67E+05 1.20E+05 | 1.36E+05 2.01E+05 [ 2.81E+05 1.61E+05 3.28E+05 3.36E+05 3.58E+05 1.29E-01 1.85E-03 1.75E-02 0.61 1.27 0.67
AOA1D3K353 6(2) 31.0 8.99E-04 1.40E+04 | 1.38E+04 | 1.27E+04 | 7.72E+03 | 1.01E+04 | 8.58E+03 2.06E+04 2.48E+04 2.96E+04 1.67E-01 4.99E-03 8.32E-04 -0.62 0.89 1.51
AOA1D3K358 3(0) 13.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K362 20 (5) 124.5 6.03E-01 6.87E+05 1.06E+06 | 4.47E+05 9.50E+05 | 9.26E+05 | 7.88E+05 7.84E+05 8.23E+05 9.41E+05 5.99E-01 7.41E-01 9.66E-01 0.28 0.22 -0.06
AOA1D3K366 13 (4) 56.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K367 10 (1) 59.0 5.19E-01 1.27E+02 | 6.26E+01 | 3.94E+03 1.03E+02 | 1.35E+02 | 3.05E+01 6.15E+02 5.61E+01 1.06E+03 4.96E-01 7.48E-01 8.94E-01 -3.95 -1.25 2.69
AOA1D3K371 2(1) 12.2 5.53E-06 2.34E+04 | 2.09E+04 | 2.28E+04 | 9.78E+03 | 8.75E+03 | 9.56E+03 9.76E+03 9.87E+03 8.07E+03 9.89E-06 9.32E-06 9.88E-01 -1.26 -1.28 -0.02
AOA1D3K372 5(0) 29.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K378 6(2) 31.2 9.87E-01 7.66E+04 | 5.59E+04 | 5.78E+04 | 5.16E+04 | 9.02E+04 | 5.99E+04 7.43E+04 1.55E+04 1.05E+05 9.86E-01 9.98E-01 9.95E-01 0.08 0.03 -0.05
AOA1D3K382 11 (4) 62.2 2.03E-01 1.81E+05 1.37E+05 | 1.59E+05 1.67E+05 | 1.74E+05 1.67E+05 1.51E+05 1.18E+05 1.53E+05 7.46E-01 4.55E-01 1.86E-01 0.09 -0.17 -0.26
AOA1D3K388 12(2) 73.8 3.52E-03 1.23E+05 1.00E+05 | 1.28E+05 1.48E+05 | 1.48E+05 1.19E+05 1.73E+05 1.80E+05 1.84E+05 2.07E-01 3.08E-03 2.24E-02 0.24 0.61 0.37
AOA1D3K395 5(0) 28.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K397 9(0) 77.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K398 2(1) 10.5 1.40E-01 5.56E+04 | 4.49E+04 | 5.87E+04 | 4.61E+04 | 4.51E+04 | 4.66E+04 4.93E+04 4.23E+04 | 3.97E+04 2.71E-01 1.40E-01 8.62E-01 -0.21 -0.28 -0.07
AOA1D3K399 6(0) 44.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3A4 48 (20) 378.2 9.22E-05 6.25E+05 | 5.12E+05 | 5.67E+05 7.14E+05 | 7.58E+05 | 6.56E+05 1.19E+06 1.22E+06 1.40E+06 1.60E-01 9.98E-05 3.57E-04 0.32 1.16 0.84
AOA1D3K3A7 6(1) 47.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3B1 23 (6) 158.5 4.34E-01 3.28E+05 1.83E+05 | 1.85E+05 2.16E+05 | 1.81E+05 1.70E+05 1.71E+05 1.34E+05 2.10E+05 6.24E-01 4.24E-01 9.24E-01 -0.30 -0.43 -0.14
AOA1D3K3B3 2(0) 4.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3C7 12 (4) 82.2 2.56E-01 2.77E+05 2.31E+05 | 2.60E+05 3.05E+05 | 3.28E+05 | 2.59E+05 3.77E+05 3.07E+05 2.65E+05 4.75E-01 2.43E-01 8.37E-01 0.22 0.31 0.09
AOA1D3K3D5 6(1) 38.3 1.65E-02 4.62E+03 | 4.25E+03 | 4.78E+03 2.85E+03 | 2.60E+03 | 2.00E+03 4.20E+03 3.08E+03 2.36E+03 1.45E-02 8.22E-02 3.72E-01 -0.87 -0.50 0.37
AOA1D3K3F7 9(1) 56.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3F8 3(0) 15.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3GO 3(0) 14.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3G5 3(0) 15.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3G8 2(0) 11.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3H2 14 (5) 94.7 3.87E-01 1.77E+05 1.57E+05 | 1.80E+05 1.65E+05 [ 1.69E+05 1.68E+05 2.42E+05 1.90E+05 1.57E+05 9.83E-01 4.97E-01 4.10E-01 -0.03 0.20 0.23
AOA1D3K3I7 2(1) 11.2 3.01E-03 3.81E+03 2.41E+03 | 2.84E+03 9.12E+02 | 8.00E+02 | 5.89E+02 1.20E+03 1.36E+03 1.90E+03 2.70E-03 1.71E-02 2.32E-01 -1.98 -1.03 0.95
AOA1D3K3J3 9(2) 48.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3K1 18 (9) 117.3 5.51E-01 1.40E+05 1.50E+05 | 1.48E+05 1.46E+05 | 1.38E+05 | 2.07E+05 1.47E+05 1.50E+05 1.38E+05 6.23E-01 9.98E-01 5.92E-01 0.16 -0.01 -0.17
AOA1D3K3K8 5(3) 46.0 2.11E-03 4.12E+04 | 4.93E+04 | 4.96E+04 2.91E+04 | 2.65E+04 | 3.45E+04 2.12E+04 2.85E+04 2.70E+04 7.33E-03 2.22E-03 4.54E-01 -0.64 -0.87 -0.23
AOA1D3K3K9 7(1) 84.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3L5 3(0) 15.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3L8 3(1) 68.4 2.02E-02 7.51E+04 | 1.46E+05 | 1.05E+05 1.68E+05 | 1.81E+05 1.67E+05 1.79E+05 1.57E+05 1.71E+05 2.81E-02 3.43E-02 9.85E-01 0.68 0.66 -0.03
AO0A1D3K3M6 4(1) 22.6 8.45E-04 8.77E+03 | 6.82E+03 | 9.84E+03 3.35E+03 | 2.45E+03 1.61E+03 3.04E+03 1.28E+03 1.17E+03 1.95E-03 1.14E-03 7.94E-01 -1.78 -2.21 -0.43
AOA1D3K3M8 4(0) 15.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K3PO 7(3) 41.2 3.81E-03 6.93E+04 | 7.21E+04 | 9.07E+04 | 4.02E+04 | 4.38E+04 | 3.25E+04 4.96E+04 5.64E+04 | 4.22E+04 3.62E-03 1.68E-02 3.51E-01 -0.99 -0.65 0.35
AOA1D3K3P2 13(3) 56.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3P7 7(2) 40.9 3.85E-02 8.00E+04 | 6.85E+04 | 7.58E+04 1.06E+05 | 1.07E+05 1.03E+05 9.55E+04 5.43E+04 | 5.25E+04 8.85E-02 8.15E-01 4.09E-02 0.50 -0.15 -0.65




AOA1D3K3P9 13(2) 64.6 5.85E-03 1.57E+04 | 1.49E+04 | 1.78E+04 | 3.11E+04 | 2.94E+04 | 4.82E+04 5.40E+04 3.96E+04 | 5.58E+04 4.82E-02 4.87E-03 1.71E-01 0.75 0.99 0.24
AOA1D3K3Q9 36 (11) 250.2 7.78E-01 1.01E+06 | 9.64E+05 | 9.55E+05 8.78E+05 | 9.29E+05 | 6.95E+05 1.58E+06 7.87E+05 6.30E+05 8.39E-01 9.95E-01 7.88E-01 -0.23 0.04 0.26
AOA1D3K3R3 5(0) 25.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3R6 20 (4) 102.5 1.11E-04 2.17E+05 2.45E+05 | 2.31E+05 3.21E+05 | 3.36E+05 | 2.88E+05 4.52E+05 4.00E+05 4.32E+05 8.52E-03 8.92E-05 1.92E-03 0.45 0.89 0.44
AOA1D3K3S6 14 (5) 77.6 7.91E-03 2.16E+05 1.70E+05 | 1.99E+05 3.37E+05 | 3.64E+05 | 2.91E+05 2.89E+05 2.11E+05 2.39E+05 6.74E-03 2.37E-01 5.27E-02 0.76 0.34 -0.43
AOA1D3K3T4 5(2) 40.5 9.12E-01 3.41E+04 | 5.54E+04 | 3.80E+04 | 3.57E+04 | 3.23E+04 | 5.10E+04 3.64E+04 4.62E+04 | 4.45E+04 9.24E-01 1.00E+00 9.30E-01 -0.10 0.00 0.10
AOA1D3K3T6 5(1) 56.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3U5 3(1) 48.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K3U7 64 (17) 454.4 9.00E-02 2.27E+06 | 1.60E+06 | 1.02E+06 1.11E+06 | 1.00E+06 1.16E+06 7.85E+05 9.18E+05 7.85E+05 2.49E-01 8.28E-02 6.78E-01 -0.58 -0.98 -0.39
AOA1D3K3U9 6(1) 41.3 9.53E-01 1.61E+05 1.94E+05 | 2.75E+05 1.90E+05 | 2.06E+05 | 2.10E+05 2.18E+05 2.25E+05 1.87E+05 9.61E-01 1.00E+00 9.61E-01 -0.06 0.00 0.06
AOA1D3K3V1 7(3) 48.0 9.77E-02 1.39E+05 1.70E+05 | 1.65E+05 1.28E+05 | 1.26E+05 1.45E+05 1.31E+05 1.48E+05 1.32E+05 1.07E-01 1.74E-01 9.24E-01 -0.25 -0.21 0.04
AOA1D3K3V4 13(2) 77.9 1.11E-02 1.83E+05 1.40E+05 | 1.63E+05 8.44E+04 | 8.90E+04 | 5.18E+04 1.21E+05 7.47E+04 | 5.67E+04 1.41E-02 2.29E-02 9.06E-01 -1.11 -0.95 0.16
AOA1D3K3W3 24 (11) 225.8 4.83E-01 1.61E+06 | 1.36E+06 | 1.56E+06 1.49E+06 | 1.54E+06 1.29E+06 1.43E+06 1.52E+06 | 9.61E+05 9.05E-01 4.64E-01 6.99E-01 -0.07 -0.21 -0.14
AOA1D3K3W6 9(2) 50.0 1.09E-01 1.45E+04 | 1.08E+04 | 1.37E+04 | 7.51E+03 | 9.50E+03 | 5.58E+03 1.35E+04 6.75E+03 7.24E+03 1.03E-01 2.62E-01 7.51E-01 -0.79 -0.51 0.28
AOA1D3K3X1 8(5) 43.5 3.89E-02 1.83E+04 | 2.16E+04 | 1.89E+04 | 3.47E+04 | 3.17E+04 | 5.49E+04 5.34E+04 6.64E+04 1.22E+05 5.20E-01 3.48E-02 1.47E-01 1.04 2.04 0.99
AOA1D3K3Z2 6(1) 59.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K376 20 (5) 142.2 5.83E-02 1.83E+05 1.81E+05 | 2.06E+05 2.81E+05 | 2.86E+05 | 2.79E+05 2.45E+05 3.09E+05 1.85E+05 5.09E-02 2.28E-01 5.02E-01 0.57 0.37 -0.20
AO0A1D3K402 21(7) 122.7 4.30E-04 1.39E+05 1.34E+05 | 1.56E+05 2.00E+05 [ 2.06E+05 1.76E+05 3.98E+05 3.24E+05 4.45E+05 2.83E-01 4.58E-04 1.62E-03 0.44 1.44 1.00
AOA1D3K403 9(1) 46.7 6.02E-01 5.55E+02 | 3.19E+03 | 9.07E+02 1.83E+03 | 6.71E+02 | 3.94E+03 0.00E+00 2.13E+03 6.73E+02 8.66E-01 8.57E-01 5.75E-01 0.47 -0.73 -1.20
AOA1D3K406 9(0) 43.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K408 16 (1) 85.8 5.52E-01 1.50E+03 | 5.46E+01 | 2.90E+03 1.74E+03 | 4.66E+03 | 4.68E+03 1.02E+03 0.00E+00 | 6.42E+03 5.25E-01 8.66E-01 8.11E-01 1.32 0.74 -0.57
AOA1D3K427 3(2) 15.8 1.47E-01 8.61E+04 | 8.66E+04 | 9.37E+04 1.13E+05 | 1.12E+05 1.09E+05 7.74E+04 1.02E+05 1.17E+05 1.29E-01 5.77E-01 4.62E-01 0.33 0.16 -0.17
AOA1D3K431 7(3) 41.3 1.33E-01 1.10E+05 1.36E+05 | 1.24E+05 1.77E+05 | 1.61E+05 | 2.34E+05 7.88E+04 1.75E+05 1.48E+05 1.44E-01 9.34E-01 2.25E-01 0.63 0.12 -0.51
AOA1D3K434 16 (4) 75.3 3.99E-01 3.27E+05 2.59E+05 | 3.08E+05 2.90E+05 | 3.18E+05 | 2.19E+05 3.74E+05 3.34E+05 2.80E+05 8.24E-01 6.85E-01 3.73E-01 -0.11 0.14 0.26
AOA1D3K439 2(0) 10.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K442 8(1) 38.0 1.11E-01 9.94E+04 | 8.16E+04 | 9.50E+04 | 8.45E+04 | 8.20E+04 | 7.95E+04 8.40E+04 8.12E+04 | 7.85E+04 1.67E-01 1.34E-01 9.84E-01 -0.17 -0.18 -0.01
AOA1D3K443 28 (10) 184.6 2.41E-01 1.44E+05 1.34E+05 | 1.36E+05 1.30E+05 | 1.47E+05 1.87E+05 1.29E+05 1.23E+05 1.31E+05 5.02E-01 7.72E-01 2.22E-01 0.17 -0.11 -0.28
AOA1D3K444 2(0) 11.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K451 30(9) 169.0 3.09E-02 2.05E+05 1.55E+05 | 1.79E+05 2.01E+05 [ 2.21E+05 1.47E+05 4.33E+05 2.42E+05 3.48E+05 9.80E-01 4.12E-02 5.20E-02 0.07 0.92 0.85
AOA1D3K459 8(2) 59.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K465 8(4) 65.4 3.69E-01 2.37E+05 1.83E+05 | 2.07E+05 1.75E+05 [ 1.95E+05 1.24E+05 2.26E+05 1.46E+05 1.36E+05 3.98E-01 4.70E-01 9.87E-01 -0.34 -0.30 0.04
AOA1D3K476| 3(1) 58.4 9.66E-03 1.87E+04 | 2.03E+04 | 1.86E+04 2.95E+04 | 2.59E+04 | 3.43E+04 2.93E+04 2.79E+04 2.44E+04 9.48E-03 3.40E-02 5.26E-01 0.64 0.50 -0.14
AOA1D3K477 6(0) 39.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K478 15 (4) 112.7 3.01E-02 1.62E+05 1.12E+05 | 1.46E+05 1.65E+05 [ 1.74E+05 1.46E+05 2.53E+05 1.87E+05 2.05E+05 5.88E-01 2.82E-02 1.00E-01 0.21 0.62 0.41
AOA1D3K486 6(2) 53.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K488 11(3) 50.1 1.05E-01 2.30E+04 | 2.24E+04 | 2.14E+04 2.56E+04 | 2.26E+04 | 2.71E+04 2.36E+04 3.72E+04 | 4.57E+04 8.63E-01 1.07E-01 2.09E-01 0.17 0.67 0.50
AOA1D3K496 20 (4) 61.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4A0 3(1) 16.2 6.66E-02 4.14E+03 | 4.05E+03 | 3.80E+03 3.04E+03 | 3.84E+03 | 2.82E+03 2.69E+03 3.54E+03 2.37E+03 2.02E-01 6.10E-02 6.36E-01 -0.31 -0.48 -0.17
AOA1D3K4A8 4(1) 23.4 1.18E-03 3.97E+04 | 2.77E+04 | 3.36E+04 | 4.11E+04 | 4.61E+04 | 3.54E+04 1.30E+05 8.59E+04 1.02E+05 8.05E-01 1.58E-03 2.72E-03 0.28 1.66 1.38
AOA1D3K4B7 2(1) 48.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4C4 2(0) 9.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4D2 4(0) 25.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4D7 3(0) 9.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4GO 3(1) 11.0 5.29E-01 3.35E+04 | 2.14E+04 | 2.82E+04 1.98E+04 | 3.75E+04 | 2.55E+04 3.35E+04 3.14E+03 1.90E+04 1.00E+00 5.82E-01 5.89E-01 -0.01 -0.58 -0.57
AOA1D3K4G6 20(7) 149.4 1.42E-03 8.94E+05 | 7.08E+05 | 8.33E+05 1.18E+06 | 1.27E+06 1.28E+06 1.12E+06 9.71E+05 1.06E+06 1.14E-03 2.12E-02 4.94E-02 0.62 0.37 -0.24
AOA1D3K4H2 3(0) 15.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4H5 6(3) 38.3 3.07E-04 1.74E+05 1.95E+05 | 1.77E+05 3.39E+05 | 3.20E+05 | 2.50E+05 4.83E+05 4.10E+05 4.33E+05 1.29E-02 2.43E-04 6.72E-03 0.74 1.28 0.54
AOA1D3K4H8 3(0) 17.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K4l6 14 (4) 123.2 7.34E-01 3.38E+05 2.66E+05 | 3.17E+05 3.14E+05 | 3.16E+05 | 2.54E+05 3.63E+05 2.26E+05 2.25E+05 9.59E-01 7.19E-01 8.65E-01 -0.06 -0.18 -0.12
AOA1D3K417 8(1) 51.6 2.77E-01 1.76E+04 | 1.55E+04 | 1.94E+04 2.77E+04 | 3.05E+04 | 8.30E+03 1.19E+04 1.04E+04 1.31E+04 7.15E-01 6.13E-01 2.52E-01 0.34 -0.57 -0.91
AOA1D3K4)2 28 (8) 155.2 1.43E-01 1.52E+05 1.10E+05 | 1.31E+05 1.65E+05 | 1.81E+05 1.29E+05 1.72E+05 1.68E+05 1.61E+05 2.80E-01 1.42E-01 8.54E-01 0.27 0.35 0.08
AOA1D3K4J6 6(1) 41.2 6.45E-02 9.74E+03 1.17E+04 | 1.13E+04 | 9.03E+03 | 7.90E+03 1.02E+04 7.45E+03 9.57E+03 6.75E+03 2.35E-01 5.69E-02 5.37E-01 -0.27 -0.46 -0.19




AOA1D3K4K1 8(2) 69.2 7.84E-03 2.98E+05 | 3.35E+05 | 2.97E+05 4.00E+05 | 3.89E+05 | 4.26E+05 3.45E+05 3.61E+05 3.02E+05 7.47E-03 4.44E-01 3.13E-02 0.39 0.12 -0.27
AOA1D3K4K4 9(1) 69.9 5.24E-01 1.08E+05 | 8.71E+04 | 1.03E+05 9.46E+04 | 9.68E+04 | 7.29E+04 1.12E+05 6.43E+04 | 6.87E+04 7.40E-01 5.03E-01 9.06E-01 -0.17 -0.28 -0.11
AOA1D3K4K6 6(0) 35.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4K8 4(2) 28.6 2.07E-03 6.00E+04 | 4.49E+04 | 4.80E+04 | 8.44E+04 | 9.68E+04 | 8.00E+04 7.40E+04 7.21E+04 | 7.77E+04 1.79E-03 1.45E-02 1.54E-01 0.77 0.55 -0.22
AOA1D3K4L0 3(0) 15.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4L2 8(4) 63.5 3.41E-02 2.21E+05 | 3.20E+05 | 2.41E+05 3.45E+05 | 3.01E+05 | 3.23E+05 2.03E+05 2.34E+05 2.38E+05 1.48E-01 4.53E-01 2.99E-02 0.31 -0.21 -0.52
AOA1D3K4L5 20 (6) 152.6 2.46E-02 5.65E+05 | 5.29E+05 | 5.80E+05 3.96E+05 | 4.29E+05 | 3.61E+05 4.97E+05 3.65E+05 3.09E+05 3.94E-02 3.52E-02 9.95E-01 -0.50 -0.51 -0.02
AOA1D3K4M1 60 (15) 359.2 1.50E-01 4.36E+05 | 5.93E+05 | 4.44E+05 3.39E+05 | 3.39E+05 | 4.90E+05 3.36E+05 4.08E+05 2.97E+05 3.24E-01 1.43E-01 7.95E-01 -0.33 -0.50 -0.17
AOA1D3K4M2 7(1) 59.7 3.44E-02 1.24E+04 | 7.56E+03 | 6.46E+03 9.81E+03 | 1.19E+04 | 7.64E+03 1.46E+04 1.65E+04 1.39E+04 8.67E-01 3.86E-02 7.29E-02 0.15 0.77 0.62
AOA1D3K4M3 5(0) 27.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4MS5 11(2) 76.3 4.84E-03 3.28E+03 | 4.76E+03 | 5.08E+03 9.89E+03 | 9.59E+03 1.35E+04 7.58E+03 9.60E+03 8.15E+03 4.08E-03 3.76E-02 1.75E-01 1.33 0.95 -0.38
AO0A1D3K4M9 13 (5) 82.8 2.50E-02 3.58E+05 2.65E+05 | 3.06E+05 4.56E+05 | 5.08E+05 | 3.47E+05 3.08E+05 1.97E+05 1.84E+05 1.29E-01 3.71E-01 2.15E-02 0.50 -0.43 -0.93
AOA1D3K4N2 8(4) 61.1 3.25E-02 3.73E+05 2.93E+05 | 3.57E+05 2.49E+05 | 2.70E+05 | 2.06E+05 2.87E+05 2.11E+05 2.05E+05 5.55E-02 4.23E-02 9.74E-01 -0.50 -0.54 -0.04
AOA1D3K4N4 8(3) 74.9 7.73E-01 3.86E+05 | 3.79E+05 | 4.02E+05 4.10E+05 | 3.98E+05 | 4.11E+05 4.18E+05 4.23E+05 3.25E+05 8.07E-01 1.00E+00 8.07E-01 0.06 0.00 -0.06
AOA1D3K4N7 24.(7) 211.9 3.82E-01 6.25E+05 | 6.21E+05 | 6.80E+05 7.35E+05 | 7.23E+05 | 7.64E+05 8.03E+05 8.32E+05 5.61E+05 4.16E-01 4.76E-01 9.92E-01 0.21 0.19 -0.02
AOA1D3K4NS8 3(2) 32.1 5.45E-05 9.40E+04 | 9.96E+04 | 8.95E+04 1.42E+05 | 1.53E+05 1.78E+05 4.39E+04 3.79E+04 | 3.05E+04 1.55E-03 2.68E-03 4.27E-05 0.74 -1.33 -2.07
AOA1D3K4N9 2(1) 10.3 6.66E-01 9.90E+04 | 1.10E+05 | 1.03E+05 1.15E+05 | 9.84E+04 | 1.50E+05 1.00E+05 1.49E+05 9.58E+04 6.47E-01 8.34E-01 9.39E-01 0.22 0.15 -0.08
AO0A1D3K4P2 3(1) 20.9 2.62E-02 5.26E+03 | 9.18E+03 | 8.43E+03 3.47E+04 | 3.76E+04 | 8.69E+04 8.19E+03 5.93E+03 9.14E+03 3.91E-02 1.00E+00 3.96E-02 2.80 0.02 -2.77
AOA1D3K4P3 17 (8) 130.9 1.73E-02 4.72E+05 | 4.50E+05 | 3.23E+05 5.94E+05 | 6.65E+05 | 5.47E+05 4.63E+05 4.50E+05 4.13E+05 2.01E-02 8.48E-01 3.85E-02 0.54 0.09 -0.45
AOA1D3K4P6 5(1) 32.1 5.72E-01 4.08E+01 | 3.62E+03 | 3.45E+02 6.15E+02 | 5.17E+02 1.47E+04 2.39E+01 9.73E+02 3.39E+03 6.18E-01 9.99E-01 6.36E-01 1.98 0.13 -1.85
AOA1D3K4P8 6(2) 37.1 1.15E-01 3.18E+05 2.59E+05 | 2.95E+05 3.11E+05 | 3.11E+05 | 2.31E+05 2.70E+05 1.88E+05 1.61E+05 9.82E-01 1.37E-01 1.73E-01 -0.03 -0.50 -0.46
AOA1D3K4Q0 7(3) 26.1 1.06E-02 8.41E+04 | 7.88E+04 | 8.94E+04 1.04E+05 | 9.53E+04 | 1.12E+05 7.34E+04 7.54E+04 | 8.67E+04 3.23E-02 6.23E-01 1.09E-02 0.31 -0.10 -0.41
AOA1D3K4Q1 10 (5) 35.5 3.25E-01 4.99E+05 | 4.23E+05 | 4.88E+05 4.46E+05 | 4.71E+05 | 4.29E+05 4.96E+05 3.56E+05 3.32E+05 8.95E-01 3.15E-01 5.21E-01 -0.07 -0.25 -0.19
AOA1D3K4Q3 13 (4) 91.8 1.04E-01 1.02E+05 | 7.50E+04 | 9.09E+04 | 5.52E+04 | 6.10E+04 | 4.36E+04 9.10E+04 5.18E+04 | 4.11E+04 1.05E-01 2.12E-01 8.50E-01 -0.74 -0.54 0.20
AOA1D3K4Q4 6(3) 34.7 3.13E-02 1.27E+05 2.06E+05 | 1.30E+05 5.13E+04 | 4.40E+04 | 6.43E+04 4.75E+04 1.11E+05 1.16E+05 2.71E-02 1.47E-01 4.16E-01 -1.53 -0.75 0.78
AOA1D3K4Q5 5(1) 48.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4Q7 15(7) 98.7 1.98E-02 5.97E+05 | 5.59E+05 | 6.17E+05 4.68E+05 | 4.85E+05 | 4.69E+05 5.06E+05 4.49E+05 3.48E+05 6.19E-02 1.94E-02 6.19E-01 -0.32 -0.44 -0.13
AOA1D3K4Q9 11(4) 67.7 8.73E-02 1.15E+05 1.36E+05 | 1.22E+05 9.51E+04 | 1.03E+05 1.32E+05 1.06E+05 8.34E+04 | 8.47E+04 5.07E-01 7.58E-02 3.33E-01 -0.17 -0.44 -0.27
AOA1D3K4R1 9 (4) 62.0 1.73E-01 3.24E+05 2.81E+05 | 3.35E+05 3.27E+05 | 3.54E+05 | 2.64E+05 5.77E+05 2.93E+05 4.87E+05 1.00E+00 2.18E-01 2.26E-01 0.01 0.53 0.52
AOA1D3K4R6 5(1) 37.5 5.33E-03 2.73E+04 | 3.12E+04 | 2.64E+04 | 3.49E+04 | 3.08E+04 | 3.85E+04 1.58E+04 2.38E+04 1.85E+04 1.45E-01 4.94E-02 4.40E-03 0.30 -0.55 -0.84
AOA1D3K4R7 7(2) 54.9 2.99E-01 1.91E+04 | 2.29E+04 | 2.11E+04 2.88E+04 | 2.70E+04 | 6.16E+04 2.05E+04 4.30E+04 | 3.59E+04 2.83E-01 5.31E-01 8.46E-01 0.90 0.66 -0.24
AOA1D3K4R8 11(3) 65.4 1.72E-02 4.41E+03 | 7.67E+03 | 5.94E+03 1.15E+03 | 1.15E+03 | 2.83E+03 1.87E+03 2.42E+03 4.26E+03 1.66E-02 5.82E-02 5.70E-01 -1.81 -1.08 0.73
AOA1D3K4S6 12 (5) 55.2 9.98E-03 2.55E+04 | 2.75E+04 | 2.59E+04 2.16E+04 | 1.93E+04 | 2.33E+04 1.93E+04 2.14E+04 2.20E+04 2.00E-02 1.30E-02 9.22E-01 -0.30 -0.33 -0.03
AOA1D3K4S9 15(1) 104.4 3.87E-01 1.51E+05 1.11E+05 | 1.18E+05 1.03E+05 | 1.10E+05 | 7.22E+04 1.44E+05 8.89E+04 | 7.36E+04 3.87E-01 5.46E-01 9.45E-01 -0.42 -0.31 0.11
AOA1D3K4T9 10 (4) 85.7 2.79E-03 1.69E+05 1.48E+05 | 1.64E+05 2.60E+05 | 2.64E+05 | 2.69E+05 1.89E+05 2.34E+05 2.58E+05 2.38E-03 2.05E-02 1.58E-01 0.73 0.50 -0.22
AOA1D3K4UO0 5(0) 27.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4U2 7(2) 44.0 6.95E-04 1.38E+05 1.08E+05 | 1.23E+05 2.09E+05 | 2.40E+05 1.92E+05 3.67E+05 2.76E+05 3.53E+05 3.35E-02 5.60E-04 1.04E-02 0.80 1.43 0.64
AOA1D3K4U3 8(1) 54.6 7.39E-01 1.48E+04 | 2.82E+04 | 2.03E+04 2.10E+04 | 1.75E+04 | 3.53E+04 6.02E+03 2.98E+04 1.92E+04 8.99E-01 9.35E-01 7.19E-01 0.22 -0.20 -0.42
AOA1D3K4U4 2(1) 6.1 1.03E-03 3.36E+03 2.97E+03 | 3.43E+03 7.10E+03 | 7.05E+03 | 6.98E+03 1.06E+04 7.44E+03 8.27E+03 6.36E-03 9.30E-04 1.46E-01 1.11 1.43 0.31
AOA1D3K4U9 45 (14) 327.2 1.42E-01 7.00E+05 | 5.96E+05 | 6.51E+05 4.85E+05 | 5.33E+05 | 4.43E+05 7.03E+05 5.26E+05 4.50E+05 1.25E-01 4.51E-01 5.75E-01 -0.41 -0.21 0.20
AOA1D3K4V1 48 (17) 296.6 4.95E-05 4.44E+05 | 3.93E+05 | 4.49E+05 5.00E+05 | 5.10E+05 | 4.76E+05 7.69E+05 7.09E+05 8.02E+05 1.18E-01 5.36E-05 1.94E-04 0.21 0.82 0.62
AOA1D3K4V5 5(1) 58.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4WO0 4(1) 22.7 1.19E-01 2.30E+04 | 3.40E+04 | 2.98E+04 2.37E+04 | 2.20E+04 | 3.35E+04 1.21E+04 2.23E+04 1.93E+04 8.49E-01 1.19E-01 2.39E-01 -0.13 -0.69 -0.56
AOA1D3K4W5 5(0) 27.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4W6 6(0) 32.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4W8 22(3) 121.4 7.37E-01 2.97E+05 2.79E+05 | 3.12E+05 2.95E+05 | 3.01E+05 | 2.71E+05 2.94E+05 2.95E+05 2.69E+05 8.54E-01 7.26E-01 9.68E-01 -0.03 -0.05 -0.02
AOA1D3K4X6 6(1) 30.1 1.34E-02 2.36E+03 1.97E+03 | 2.19E+03 4.21E+03 | 5.65E+03 | 2.44E+03 1.10E+04 1.24E+04 | 5.86E+03 5.66E-01 1.31E-02 4.50E-02 0.92 2.17 1.26
AOA1D3K4YO0 14 (4) 114.8 2.76E-01 1.16E+06 | 8.71E+05 | 1.09E+06 1.24E+06 | 1.35E+06 1.04E+06 1.20E+06 7.70E+05 8.58E+05 5.32E-01 8.04E-01 2.57E-01 0.22 -0.14 -0.36
AOA1D3K4Z6 5(1) 68.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K4Z9 4(1) 30.2 1.30E-01 5.42E+04 | 4.76E+04 | 5.93E+04 | 4.45E+04 | 4.64E+04 | 3.48E+04 5.13E+04 3.13E+04 | 3.19E+04 2.60E-01 1.29E-01 8.48E-01 -0.36 -0.49 -0.13
AOA1D3K500 70(12) 430.3 6.09E-01 3.36E+05 | 4.35E+05 | 7.29E+05 3.85E+05 | 4.35E+05 | 4.13E+05 4.54E+05 4.30E+05 3.37E+05 6.72E-01 6.50E-01 9.99E-01 -0.28 -0.30 -0.01
AOA1D3K508 73 (16) 469.6 2.55E-03 3.34E+06 | 3.25E+06 | 2.77E+06 1.94E+06 | 2.03E+06 | 2.33E+06 2.13E+06 2.32E+06 2.06E+06 3.61E-03 5.15E-03 9.25E-01 -0.57 -0.52 0.05




AOA1D3K511 27 (3) 178.7 6.15E-01 1.40E+05 1.11E+05 | 1.27E+05 1.19E+05 | 1.35E+05 | 9.65E+04 1.46E+05 8.19E+04 | 8.73E+04 8.97E-01 5.90E-01 8.37E-01 -0.11 -0.26 -0.15
AOA1D3K526 7(0) 52.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K530 6(1) 39.2 2.54E-01 1.21E+04 | 8.86E+03 | 1.23E+04 | 6.48E+03 | 7.79E+03 | 4.15E+03 1.25E+04 2.70E+03 9.38E+03 2.32E-01 5.55E-01 7.35E-01 -0.85 -0.44 0.42
AOA1D3K535 3(2) 14.8 1.83E-02 6.78E+04 | 6.99E+04 | 7.93E+04 | 8.51E+04 | 8.47E+04 | 8.97E+04 6.88E+04 7.79E+04 | 6.72E+04 3.28E-02 9.67E-01 2.45E-02 0.26 -0.02 -0.28
AOA1D3K540 9(2) 55.2 3.41E-01 5.52E+03 | 7.73E+03 | 4.39E+03 3.52E+03 | 5.17E+03 | 4.57E+03 5.15E+03 4.97E+03 2.53E+03 4.48E-01 3.67E-01 9.83E-01 -0.41 -0.48 -0.07
AOA1D3K541 3(0) 15.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K546 25 (5) 129.5 3.05E-01 1.45E+05 1.48E+05 | 1.66E+05 1.58E+05 | 1.64E+05 1.90E+05 1.18E+05 1.75E+05 1.33E+05 5.86E-01 7.92E-01 2.82E-01 0.15 -0.11 -0.26
AOA1D3K548 39 (8) 297.7 1.85E-01 7.67E+05 | 5.15E+05 | 6.50E+05 5.37E+05 | 5.67E+05 | 4.38E+05 8.42E+05 7.06E+05 5.73E+05 3.97E-01 7.81E-01 1.73E-01 -0.33 0.14 0.46
AOA1D3K549 2(1) 8.7 3.38E-03 2.68E+02 | 6.81E+02 | 4.70E+02 2.63E+03 | 2.77E+03 | 2.74E+03 0.00E+00 1.67E+03 3.90E+02 4.48E-03 8.73E-01 7.32E-03 2.52 0.54 -1.98
AO0A1D3K558 10(2) 50.9 7.55E-05 3.50E+05 2.70E+05 | 3.37E+05 5.24E+05 | 5.83E+05 | 4.50E+05 1.12E+06 1.00E+06 1.26E+06 7.26E-02 7.49E-05 3.74E-04 0.70 1.82 1.12
AOA1D3K560 9(2) 57.0 9.57E-01 8.65E+04 | 6.47E+04 | 7.31E+04 | 7.07E+04 | 8.37E+04 | 5.74E+04 1.01E+05 3.83E+04 | 7.11E+04 9.67E-01 9.61E-01 1.00E+00 -0.08 -0.09 -0.01
AO0A1D3K563 2(1) 14.9 7.17E-06 1.89E+03 2.09E+03 | 2.19E+03 2.27E+02 | 2.65E+02 | 2.86E+02 1.93E+02 4.06E+02 0.00E+00 1.40E-05 1.14E-05 8.77E-01 -2.99 -3.36 -0.38
AOA1D3K565 4(1) 25.6 4.24E-02 8.22E+02 | 5.18E+02 | 4.86E+02 3.19E+03 | 4.71E+03 | 3.61E+03 2.43E+04 3.75E+04 | 9.21E+04 9.80E-01 5.52E-02 6.99E-02 2.65 6.40 3.74
AOA1D3K566 2(0) 10.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K569 10 (3) 75.2 7.43E-04 1.27E+05 1.12E+05 | 1.27E+05 4.80E+04 | 5.81E+04 | 3.31E+04 7.63E+04 6.55E+04 | 4.57E+04 7.83E-04 2.79E-03 3.28E-01 -1.39 -0.96 0.43
AOA1D3K571 4(1) 45.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K577 2(0) 12.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K578 14 (3) 100.1 2.34E-02 5.04E+05 | 4.44E+05 | 4.85E+05 3.93E+05 | 3.92E+05 | 3.86E+05 4.10E+05 4.04E+05 3.18E+05 4.81E-02 2.78E-02 8.93E-01 -0.29 -0.34 -0.05
AOA1D3K579 4(0) 30.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K591 30(8) 186.2 5.22E-01 6.48E+05 | 6.64E+05 | 7.13E+05 5.28E+05 | 5.77E+05 | 5.23E+05 1.15E+06 6.39E+05 4.51E+05 7.30E-01 9.13E-01 5.02E-01 -0.32 0.14 0.46
AOA1D3K596 3(1) 15.1 2.49E-04 4.16E+04 | 3.43E+04 | 3.80E+04 | 9.74E+03 | 1.52E+04 | 4.60E+03 1.09E+04 9.50E+03 3.46E+03 5.31E-04 3.71E-04 8.60E-01 -1.95 -2.26 -0.31
AOA1D3K5A5 5(1) 48.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5A9 4(1) 20.4 1.59E-02 5.87E+04 | 4.79E+04 | 5.69E+04 2.66E+04 | 3.35E+04 | 1.79E+04 3.55E+04 2.93E+04 | 8.97E+03 2.74E-02 2.23E-02 9.83E-01 -1.07 -1.15 -0.08
AOA1D3K5B8 14 (1) 105.9 3.79E-04 2.53E+03 | 5.22E+03 | 2.93E+03 4.69E+02 | 7.82E+02 1.15E+03 9.85E+03 1.12E+04 1.44E+04 1.67E-01 1.79E-03 3.74E-04 -4.99 2.00 6.98
AOA1D3K5C8 2(1) 11.1 1.19E-02 1.19E+04 | 1.32E+04 | 1.24E+04 1.01E+04 | 9.32E+03 1.02E+04 1.25E+04 1.27E+04 1.08E+04 1.29E-02 7.20E-01 3.17E-02 -0.34 -0.06 0.28
AOA1D3K5D1 12 (3) 61.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5D5 16 (5) 111.9 1.13E-02 8.93E+05 | 7.37E+05 | 8.62E+05 9.71E+05 | 1.03E+06 | 8.45E+05 1.15E+06 1.08E+06 1.10E+06 2.13E-01 9.39E-03 8.83E-02 0.19 0.42 0.23
AOA1D3K5D8 21(10) 156.5 6.14E-04 2.50E+05 | 3.37E+05 | 2.98E+05 1.15E+05 [ 1.28E+05 1.41E+05 1.08E+05 1.33E+05 7.38E+04 1.57E-03 7.85E-04 6.63E-01 -1.20 -1.49 -0.29
AOA1D3K5FO 3(2) 21.2 1.90E-02 2.56E+04 | 1.65E+04 | 1.99E+04 | 4.70E+04 | 4.63E+04 | 4.55E+04 2.98E+04 5.38E+04 | 5.72E+04 3.07E-02 2.77E-02 9.96E-01 1.16 1.18 0.02
AOA1D3K5G0 11(5) 99.7 2.12E-03 2.83E+05 2.17E+05 | 2.62E+05 4.24E+05 | 4.47E+05 | 3.80E+05 3.23E+05 3.45E+05 3.75E+05 1.73E-03 2.47E-02 7.95E-02 0.72 0.45 -0.26
AOA1D3K5HO 8(2) 57.0 3.03E-01 1.24E+04 | 1.93E+04 | 1.08E+04 1.81E+04 | 2.34E+04 | 2.19E+04 1.14E+04 2.41E+04 2.52E+04 3.27E-01 4.09E-01 9.80E-01 0.57 0.51 -0.06
AOA1D3K5I5 18(2) 110.7 2.95E-02 2.12E+04 | 1.84E+04 | 2.34E+04 1.79E+04 | 1.94E+04 | 1.32E+04 1.58E+04 9.42E+03 9.34E+03 3.10E-01 2.48E-02 1.84E-01 -0.32 -0.87 -0.55
AOA1D3K5J1 2(0) 10.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5K2 7(3) 38.2 2.74E-01 1.11E+05 1.25E+05 | 1.18E+05 1.11E+05 | 9.92E+04 | 1.36E+05 1.01E+05 1.09E+05 9.29E+04 9.62E-01 2.89E-01 3.95E-01 -0.03 -0.22 -0.19
AOA1D3K5K4 10 (2) 73.7 1.68E-01 1.61E+04 | 1.26E+04 | 1.36E+04 1.11E+04 | 1.17E+04 | 6.66E+03 1.41E+04 1.30E+04 | 9.31E+03 1.49E-01 5.94E-01 5.02E-01 -0.52 -0.22 0.30
AOA1D3K5K5 6(0) 29.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5L2 27 (9) 240.8 1.88E-04 6.09E+05 | 4.93E+05 | 5.68E+05 8.86E+05 | 9.78E+05 | 9.50E+05 1.83E+06 1.40E+06 1.66E+06 3.05E-02 1.60E-04 1.78E-03 0.75 1.55 0.80
AOA1D3K5L4 3(1) 24.7 3.55E-03 8.40E+04 | 5.56E+04 | 8.45E+04 1.27E+05 | 1.53E+05 | 9.96E+04 3.03E+05 1.89E+05 2.97E+05 3.39E-01 3.37E-03 1.58E-02 0.76 1.82 1.06
AOA1D3K5L7 3(1) 17.7 3.25E-01 5.65E+03 | 3.28E+03 | 2.38E+03 3.11E+03 | 6.06E+03 | 4.42E+03 1.87E+03 3.60E+03 2.53E+03 7.88E-01 6.19E-01 3.00E-01 0.27 -0.50 -0.76
AOA1D3K5L8 21(5) 166.8 1.54E-03 2.88E+05 2.70E+05 | 3.10E+05 3.48E+05 | 3.75E+05 | 3.43E+05 2.55E+05 2.55E+05 2.78E+05 7.79E-03 2.31E-01 1.44E-03 0.30 -0.14 -0.44
AOA1D3K5L9 4(0) 27.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5M3 3(1) 16.6 6.72E-01 1.67E+05 1.95E+05 | 1.87E+05 1.90E+05 | 1.79E+05 | 2.38E+05 1.66E+05 2.59E+05 1.95E+05 7.67E-01 6.80E-01 9.87E-01 0.15 0.18 0.03
AOA1D3K5M7 2(0) 9.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5N7 2(0) 5.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5N9 14 (3) 56.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5PO 3(0) 22.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA

AOA1D3K5P2 15 (5) 94.4 1.08E-02 4.06E+05 | 3.75E+05 | 4.38E+05 4.54E+05 | 4.34E+05 | 4.71E+05 5.03E+05 5.37E+05 6.17E+05 3.81E-01 9.71E-03 5.02E-02 0.16 0.44 0.29
AOA1D3K5P5 8(2) 47.4 7.36E-02 6.41E+04 | 4.48E+04 | 5.66E+04 | 3.75E+04 | 3.91E+04 | 3.11E+04 5.63E+04 3.96E+04 | 4.07E+04 6.28E-02 3.81E-01 3.79E-01 -0.62 -0.28 0.34
AOA1D3K5Q0 14 (5) 84.0 3.34E-01 1.63E+05 1.69E+05 | 1.90E+05 1.53E+05 [ 1.57E+05 1.44E+05 2.26E+05 1.87E+05 1.42E+05 5.66E-01 8.61E-01 3.17E-01 -0.20 0.09 0.29
AOA1D3K5Q1 3(1) 22.3 9.12E-02 4.79E+04 | 3.67E+04 | 4.34E+04 | 4.36E+04 | 5.08E+04 | 3.26E+04 6.88E+04 6.42E+04 | 4.69E+04 9.99E-01 1.28E-01 1.21E-01 -0.01 0.49 0.50
AOA1D3K5R1 3(1) 10.7 4.89E-05 1.50E+05 | 9.53E+04 | 1.02E+05 1.40E+06 | 1.74E+06 1.22E+06 2.66E+06 3.02E+06 | 3.49E+06 3.04E-03 3.85E-05 1.15E-03 3.65 4.72 1.08
AOA1D3K5R3 5(1) 42.0 1.19E-01 1.13E+04 | 8.50E+03 | 9.41E+03 7.13E+03 | 7.75E+03 | 5.02E+03 8.96E+03 7.67E+03 5.17E+03 1.23E-01 2.25E-01 8.84E-01 -0.55 -0.42 0.13




AOA1D3K5R5 5(2) 29.7 6.12E-01 4.44E+02 | 8.55E+03 | 9.98E+02 1.49E+03 | 8.67E+02 1.60E+04 1.11E+02 1.75E+03 2.32E+03 8.21E-01 9.09E-01 5.88E-01 0.88 -1.26 -2.14
AOA1D3K5S1 4(1) 14.3 1.37E-03 4.15E+04 | 3.27E+04 | 3.65E+04 | 3.29E+04 | 3.37E+04 | 3.72E+04 8.07E+04 8.03E+04 1.14E+05 9.67E-01 2.60E-03 2.10E-03 -0.09 1.31 1.40
AOA1D3K5S6 5(1) 42.4 5.61E-05 2.57E+03 2.48E+03 | 2.47E+03 1.91E+03 | 1.89E+03 1.36E+03 6.76E+02 4.67E+02 6.23E+02 5.87E-03 4.53E-05 8.80E-04 -0.54 -2.09 -1.55
AOA1D3K5S7 2(1) 13.8 6.53E-01 4.51E+03 | 3.31E+03 | 2.96E+03 2.55E+03 [ 3.77E+03 1.60E+03 2.84E+03 7.84E+03 1.90E+03 8.34E-01 9.30E-01 6.32E-01 -0.44 0.22 0.67
AOA1D3K5T3 13(2) 42.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K5U2 13(2) 72.9 1.17E-05 2.27E+04 | 2.24E+04 | 2.37E+04 1.65E+04 | 1.59E+04 | 1.70E+04 1.18E+04 1.36E+04 1.15E+04 1.73E-04 9.05E-06 1.82E-03 -0.47 -0.90 -0.42
AOA1D3K5U9 2(0) 10.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K5Y5 5(2) 30.4 1.70E-04 7.79E+03 | 6.56E+03 | 7.53E+03 1.61E+04 | 1.76E+04 | 1.02E+04 3.35E+04 2.74E+04 | 3.12E+04 4.89E-02 1.53E-04 1.21E-03 1.00 2.07 1.07
AOA1D3K576 5(3) 26.9 1.79E-02 2.62E+04 | 2.44E+04 | 2.83E+04 | 3.24E+04 | 3.19E+04 | 3.49E+04 2.82E+04 3.27E+04 2.94E+04 1.49E-02 1.30E-01 2.49E-01 0.33 0.19 -0.13
AOA1D3K5Z7 22 (8) 197.8 8.09E-04 3.51E+05 | 3.47E+05 | 3.31E+05 5.58E+05 | 5.65E+05 | 6.02E+05 4.62E+05 5.75E+05 5.70E+05 9.28E-04 2.49E-03 4.89E-01 0.75 0.64 -0.10
AOA1D3K578 3(0) 26.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K607 9(1) 49.0 9.32E-01 5.91E+04 [ 7.15E+04 | 7.75E+04 | 6.75E+04 | 6.58E+04 | 6.87E+04 6.86E+04 8.11E+04 | 5.96E+04 9.53E-01 9.98E-01 9.35E-01 -0.04 0.01 0.05
AOA1D3K616 5(1) 33.8 1.51E-02 2.35E+04 | 2.04E+04 | 2.16E+04 | 8.32E+03 | 9.75E+03 | 6.97E+03 1.25E+04 1.65E+04 2.54E+04 1.45E-02 5.39E-01 5.35E-02 -1.38 -0.26 1.12
AOA1D3K628 2(1) 43.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K635 7(0) 39.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K642 4(0) 23.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K653 4(1) 20.2 7.47E-02 2.47E+04 | 2.16E+04 | 2.68E+04 2.43E+04 | 2.80E+04 | 2.32E+04 1.66E+04 2.27E+04 1.82E+04 9.41E-01 1.31E-01 8.58E-02 0.04 -0.35 -0.39
AOA1D3K654 16 (2) 88.5 5.70E-03 1.82E+05 1.71E+05 | 1.96E+05 1.95E+05 [ 1.98E+05 1.90E+05 2.36E+05 2.45E+05 2.92E+05 7.46E-01 6.64E-03 1.45E-02 0.09 0.49 0.41
AOA1D3K666 2(0) 13.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K671 12(2) 91.8 5.89E-02 1.27E+05 1.12E+05 | 1.09E+05 7.59E+04 | 8.49E+04 | 6.30E+04 1.18E+05 9.34E+04 | 6.91E+04 5.01E-02 2.97E-01 3.92E-01 -0.64 -0.31 0.33
AOA1D3K673 17 (4) 101.1 8.07E-01 6.14E+05 | 4.98E+05 | 5.71E+05 5.51E+05 | 5.88E+05 | 4.35E+05 6.39E+05 4.84E+05 4.29E+05 8.66E-01 8.14E-01 9.94E-01 -0.10 -0.12 -0.02
AOA1D3K674 5(3) 29.0 7.53E-02 3.99E+05 | 3.96E+05 | 4.59E+05 2.97E+05 | 3.22E+05 | 3.05E+05 3.90E+05 3.11E+05 2.16E+05 1.08E-01 1.01E-01 9.98E-01 -0.44 -0.45 -0.01
AOA1D3K679 2(1) 5.0 2.89E-03 3.90E+03 | 3.12E+03 | 3.70E+03 1.51E+03 | 1.67E+03 1.21E+03 3.38E+03 3.15E+03 2.24E+03 2.62E-03 2.42E-01 1.58E-02 -1.29 -0.29 1.00
AOA1D3K684 3(0) 22.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K692 2(0) 10.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K696 3(1) 52.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K699 6(1) 46.6 3.51E-03 1.75E+05 1.43E+05 | 1.68E+05 2.26E+05 | 2.36E+05 | 2.05E+05 2.25E+05 2.12E+05 2.35E+05 6.20E-03 5.48E-03 9.91E-01 0.46 0.47 0.01
AOA1D3K6A1 19 (8) 134.3 9.06E-01 2.66E+05 2.21E+05 | 2.48E+05 2.57E+05 | 2.65E+05 | 2.14E+05 3.18E+05 2.48E+05 2.06E+05 1.00E+00 9.19E-01 9.24E-01 0.00 0.07 0.07
AOA1D3K6A5 10 (4) 62.2 6.72E-03 9.51E+05 | 7.66E+05 | 9.41E+05 5.67E+05 | 5.86E+05 | 4.71E+05 7.13E+05 5.41E+05 5.62E+05 7.36E-03 1.90E-02 6.67E-01 -0.71 -0.55 0.16
AOA1D3K6A7 4(2) 22.2 4.04E-04 1.99E+04 | 1.28E+04 | 1.65E+04 | 4.01E+04 | 4.21E+04 | 3.50E+04 3.82E+04 3.24E+04 | 3.80E+04 5.13E-04 1.07E-03 6.02E-01 1.25 1.14 -0.11
AOA1D3K6A9 5(1) 30.2 5.27E-01 4.49E+02 | 3.17E+03 | 6.81E+02 1.09E+03 | 3.21E+02 | 3.11E+03 6.19E+02 3.10E+02 4.25E+02 9.97E-01 6.06E-01 5.65E-01 0.07 -1.67 -1.74
AOA1D3K6E1 2(0) 10.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6E4 6(1) 49.1 2.06E-01 3.22E+03 | 6.91E+03 | 4.63E+03 2.46E+03 | 2.26E+03 | 5.70E+03 8.22E+02 3.22E+03 2.24E+03 5.79E-01 1.84E-01 6.06E-01 -0.50 -1.23 -0.73
AOA1D3K6E7 4(0) 21.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6F2 4(1) 20.8 1.40E-03 6.69E+03 | 5.99E+03 | 7.22E+03 2.61E+03 | 1.93E+03 1.65E+03 3.48E+03 1.30E+03 6.94E+02 2.73E-03 2.10E-03 9.51E-01 -1.68 -1.86 -0.18
AOA1D3K6H5 6(1) 48.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6I0 14 (3) 100.3 8.76E-02 2.00E+05 1.71E+05 | 1.90E+05 1.37E+05 | 1.41E+05 1.15E+05 1.86E+05 1.40E+05 1.04E+05 8.92E-02 1.84E-01 8.41E-01 -0.51 -0.38 0.13
AOA1D3K6L5 3(0) 16.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6MO 2(0) 10.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6NO 6(1) 35.5 4.35E-02 1.35E+03 2.77E+03 | 1.37E+03 3.13E+03 | 2.79E+03 | 2.69E+03 3.17E+03 3.09E+03 4.33E+03 1.89E-01 3.78E-02 4.55E-01 0.65 0.95 0.30
AOA1D3K6N5 29 (5) 236.0 1.33E-01 4.19E+05 | 4.23E+05 | 4.73E+05 4.95E+05 | 4.98E+05 | 5.36E+05 4.07E+05 5.11E+05 4.67E+05 1.23E-01 7.30E-01 3.25E-01 0.22 0.08 -0.14
AOA1D3K6Q5 4(0) 29.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6Q6 34 (13) 258.5 1.43E-02 1.38E+06 | 1.25E+06 | 1.31E+06 1.34E+06 | 1.43E+06 1.37E+06 1.20E+06 1.16E+06 1.00E+06 5.35E-01 5.09E-02 1.37E-02 0.08 -0.23 -0.30
AOA1D3K6R9 17(7) 121.9 2.57E-01 1.90E+04 | 4.14E+04 | 2.00E+04 | 3.67E+04 | 3.34E+04 | 6.59E+04 1.26E+04 3.71E+04 2.78E+04 3.29E-01 9.96E-01 2.99E-01 0.76 -0.05 -0.81
AOA1D3K6U7 9 (6) 67.5 8.05E-01 4.83E+05 | 3.33E+05 | 4.14E+05 3.98E+05 | 4.17E+05 | 3.16E+05 5.08E+05 4.00E+05 3.34E+05 8.52E-01 9.98E-01 8.20E-01 -0.12 0.01 0.13
AOA1D3K6V4 4(0) 56.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6V8 15(2) 58.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K6V9 11(3) 58.3 4.70E-01 6.27E+04 | 6.81E+04 | 7.44E+04 | 6.14E+04 | 6.04E+04 | 7.37E+04 7.38E+04 8.04E+04 | 6.43E+04 8.48E-01 7.44E-01 4.42E-01 -0.07 0.09 0.16
AOA1D3K6X1 2(0) 9.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K710 2(0) 14.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K723 2(0) 9.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K730 7(2) 53.9 1.22E-02 7.81E+04 | 8.01E+04 | 7.57E+04 | 9.60E+04 | 9.83E+04 | 1.01E+05 1.10E+05 1.29E+05 1.62E+05 3.09E-01 1.05E-02 6.88E-02 0.34 0.78 0.44




AOA1D3K738 2(1) 49.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K740 4(0) 25.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K765 14 (4) 62.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K7B5 5(1) 24.6 1.39E-02 3.75E+03 | 4.22E+03 | 4.14E+03 2.68E+03 | 1.92E+03 | 4.32E+03 9.94E+00 1.66E+03 1.24E+03 3.61E-01 1.22E-02 6.98E-02 -0.44 -2.06 -1.62
AOA1D3K7D2 5(1) 83.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K7I1 12 (3) 62.6 2.28E-03 7.06E+03 | 8.21E+03 | 1.17E+04 1.55E+04 | 1.52E+04 | 1.74E+04 1.63E+04 1.77E+04 1.57E+04 4.71E-03 3.19E-03 9.09E-01 0.87 0.95 0.08
AOA1D3K7N6 2(1) 51.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K7P1 2(0) 9.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K7S1 4(1) 56.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K7T3 2(0) 14.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K773 2(1) 5.9 1.54E-01 5.97E+04 | 4.27E+04 | 4.80E+04 | 3.76E+04 | 3.88E+04 | 2.69E+04 4.91E+04 2.66E+04 2.38E+04 2.20E-01 1.83E-01 9.88E-01 -0.54 -0.60 -0.05
AOA1D3K820 2(0) 15.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K825 5(1) 56.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K830 6(1) 49.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K842 4(0) 16.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K887 3(1) 9.8 7.06E-02 4.02E+03 | 5.06E+03 | 5.48E+03 9.68E+03 | 9.99E+03 1.14E+04 1.19E+03 5.90E+03 9.55E+03 8.13E-02 9.40E-01 1.25E-01 1.09 0.19 -0.90
AOA1D3K8A2 2(0) 11.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K8B8 6(1) 48.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K8L4 2(0) 9.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K8L6 4(1) 51.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K8Q8 13(3) 67.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K8S2 3(0) 15.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K8V4 2(0) 10.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AO0A1D3K906 2(1) 9.9 2.07E-04 1.62E+03 1.72E+03 | 2.11E+03 4.20E+03 | 4.91E+03 | 5.03E+03 3.83E+03 4.25E+03 4.70E+03 2.45E-04 6.40E-04 3.80E-01 1.50 0.99 -0.51
AOA1D3K908 3(1) 56.2 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K930 27 (8) 51.6 4.14E-04 2.50E+04 | 2.71E+04 | 2.64E+04 | 3.05E+04 | 2.93E+04 | 2.30E+04 4.33E+04 4.27E+04 | 4.06E+04 7.76E-01 5.75E-04 9.55E-04 0.17 0.67 0.50
AOA1D3K961 3(1) 37.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K963 2(0) 16.3 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K967 11 (0) 64.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K973 13 (4) 51.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K985 12 (3) 49.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K990 5(1) 31.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K9A2 4(2) 27.6 3.97E-02 3.86E+04 | 6.69E+04 | 3.61E+04 | 3.50E+04 | 1.86E+04 | 3.74E+04 1.18E+04 2.06E+04 | 7.75E+03 2.81E-01 3.33E-02 2.79E-01 -0.64 -1.81 -1.18
AOA1D3K9A5 3(0) 36.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K9C6 8(2) 56.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K9G1 4(1) 19.9 2.27E-02 1.54E+04 | 1.21E+04 | 1.60E+04 1.26E+04 | 1.21E+04 | 1.00E+04 1.74E+04 2.75E+04 2.05E+04 5.57E-01 7.93E-02 2.14E-02 -0.33 0.59 0.91
AOA1D3K9G5 21(5) 63.7 6.70E-01 6.04E+04 | 5.91E+04 | 8.39E+04 | 0.00E+00 | 1.55E+05 1.45E+05 1.07E+05 9.70E+04 1.02E+05 7.31E-01 7.03E-01 9.99E-01 0.56 0.59 0.03
AOA1D3K9L9 6(0) 39.0 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K9P9 14 (4) 62.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K9V8 3(1) 15.3 1.79E-01 5.31E+04 | 4.56E+04 | 6.13E+04 | 4.38E+04 | 4.84E+04 | 3.90E+04 5.09E+04 3.88E+04 | 3.68E+04 2.78E-01 1.95E-01 9.57E-01 -0.29 -0.34 -0.05
AOA1D3K9Y9 69 (9) 61.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3K9Z4 3(0) 13.7 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KA55 4(1) 51.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KA82 2(0) 9.9 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KA96 3(1) 42.4 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KAA8 2(0) 11.6 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KAD4 3(0) 24.1 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KAD8 5(0) 30.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KAH4 2(1) 15.6 3.53E-01 1.60E+04 | 1.01E+04 | 1.25E+04 1.56E+04 | 1.61E+04 | 1.26E+04 1.56E+04 1.77E+04 1.41E+04 6.12E-01 3.31E-01 8.38E-01 0.19 0.29 0.10
AOA1D3KAH6 4(1) 20.2 3.30E-01 2.23E+03 | 5.07E+03 | 2.80E+03 2.12E+03 | 1.15E+03 | 4.87E+03 3.28E+01 2.63E+03 1.16E+03 8.73E-01 3.16E-01 5.49E-01 -0.31 -1.40 -1.09
AOA1D3KAI3 3(0) 14.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KAI6 18 (4) 48.5 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA




AOA1D3KAI8 2(1) 51.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA
AOA1D3KAJ5 2(1) 9.1 2.47E-01 1.00E+05 | 9.37E+04 | 1.12E+05 1.11E+05 | 1.14E+05 1.12E+05 1.15E+05 1.07E+05 1.02E+05 2.25E-01 5.49E-01 7.28E-01 0.14 0.08 -0.06
AOA1D3KAP2 2(0) 8.8 NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA NA




Supplementary Table S4. Annotations of identified and quantified proteins of P. veronii . Matched against Pseudomonas veronii 1YdBTEX2 reference strain. Functional
distribution: C-Energy production and conversion; D-Cell cycle control, cell division, chromosome partitioning; E-Amino acid metabolism and transport; F-Nucleotide
metabolism and transport; H-Coenzyme transport and metabolism; I-Lipid transport and metabolism; K-Transcription; M-Cell wall/membrane/envelop biogenesis; N-Cell
motility; O-Post-translational modification, protein turnover, and chaperone functions; P-Inorganic ion transport and metabolism; Q-Secondary metabolites
biosynthesis, transport, and catabolism; T-Signal transduction mechanisms; U-Intracellular trafficking, secretion, and vesicular transport; V-Defense mechanisms; S-
Function unknown; MX-Multiple functions (more than 3). Localization: CY-cytoplasm; IM-inner membrane; PR-periplasm; OM-outer membrane; EX-extracellular; UK-
unknown; ML-multiple localizations. Y - identified.

UNIPROT oot o Identified in W (0] | ;.(c;csaﬂllzc:\tl Function
Accession - P | psorTb | coGs
Control Exp_30days mN

AOA1D3JPF4 |Beta sliding clamp OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 40518 4.9043 CcYy CcYy L

AOALD3IPIL Glycine/betaine ABC trar.1.sporter substrate-binding protein v 33114 55752 cy cy ET
0S=Pseudomonas veronii 1YdBTEX2

AOALD3IPIO Hypothetical membrane protein OS=Pseudomonas veronii v v 11711 2396 cy UK T
1YdBTEX2

AOALD3IPKE Cytochrome c oxidase subunit 2 OS=Pseudomonas veronii v v v 38671.87 6.23 M ML (C, IM) c
1YdBTEX2

AOA1D3JPL1 |Peroxiredoxin OsmC OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 14856 5.1709 CcY cY 0]

AOA1D3JPL2 |DNA gyrase subunit B OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 90406.19 5.52 cYy cy L

AOALD3IPLE Probable D-methlonme—k.).mdmg lipoprotein MetQ v v v 27869 2 8135 PR M P
0S=Pseudomonas veronii 1YdBTEX2

AOALD3JPN3 Ferric uptake regulation protein OS=Pseudomonas veronii y 17321 6.583 oy cy p
1YdBTEX2

AOALD3IPP4 Short-chain dehydrogenase OS=Pseudomonas veronii v v v 26581 6.4263 cy cy Q
1YdBTEX2

AOA1D3JPP9 |Cytochrome c4 OS=Pseudomonas veronii 1YdBTEX2 Y 20884 7.2891 PR PR C

AOA1D3JPQO ABC transporter permease OS=Pseudomonas veronii v 33575 78237 OM UK QT
1YdBTEX2

AOA1D3JPQ1 [Cytochrome P450 OS=Pseudomonas veronii 1YdBTEX2 Y Y 44493 5.6118 cy cy cQ
Shikimate dehyd NADP(+)) OS=Pseud

AOA1D3JPQe| |ohikimate dehydrogenase (NADP(+)) OS=Pseudomonas % 29089 | 4.8405 cy cy EH
veronii 1YdBTEX2




Glycine--tRNA ligase alpha subunit OS=Pseudomonas

AOA1D3JPR1 . 36210 4.749 UK cY J
veronii 1YdBTEX2

AOALD3IPRS Thiol:f:l.isulfide interchange protein OS=Pseudomonas 9935 23195 PR PR cQ
veronii 1YdBTEX2
Methyl- ti h taxi tein PctA

AOAID3JPS1 | o YI-accepting chemotaxis protein e 68696 | 4.8809 IM IM NT(mx)
0S=Pseudomonas veronii 1YdBTEX2

AOALD3IPSS LysR fta.mlly transcriptional regulator OS=Pseudomonas 33973 6.7852 cy cy K
veronii 1YdBTEX2

AOALD3IPT? D-galactonate dehydratase OS=Pseudomonas veronii 49130 5 0024 cy cy M
1YdBTEX2

AOA1D3JPT7 |Taurine dioxygenase OS=Pseudomonas veronii 1YdBTEX2 33467 6.5186 cYy cYy Q

AOA1D3JPTY9 (Transporter OS=Pseudomonas veronii 1YdBTEX2 55429.58 6.3 PR UK MU

AOALD3IPU4 Glutaryl-CoA dehydrogerlase_ mitochondrial 43127 5 9297 cy cy Ic
0S=Pseudomonas veronii 1YdBTEX2

AOALD3JPUS Glycine--tRNA ligase beta subunit OS=Pseudomonas veronii 24930 52134 cy cy |
1YdBTEX2

AOALD3IPUS Uncharacterized protein OS=Pseudomonas veronii 59599 4.7754 M M s
1YdBTEX2

AOA1D3JPX3 |Catalase OS=Pseudomonas veronii 1YdBTEX2 78223 6.4277 cY cY C

AOALD3IPYS Hypothetical secreted protein OS=Pseudomonas veronii 9128.72 4.96 UK UK M
1YdBTEX2

AOALD3IPYE Curli production assembly/transport component CsgG 24045 9.3105 oM UK M
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IPYS 5-amiTovaIerate aminotransferase DavT OS=Pseudomonas 44808 6.0176 cy cy EH(mx)
veronii 1YdBTEX2

AOA1D3JPZ3 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 88292.62 5.31 oM oM NU(mx)

AOALD3IPZE Succinate——hydroxymethylglutarate CoA-transferase 43230 55151 cy cy c
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JQ04 L—glyc?raldehyde 3-phosphate reductase OS=Pseudomonas 37980.77 6.2 cy cy c
veronii 1YdBTEX2

AOA1D3JQ11 Butanediol dehydrogenase OS=Pseudomonas veronii 38566 5 6162 UK cy CE(mx)

1YdBTEX2




Transcriptional regulatory protein OmpR OS=Pseudomonas

AOA1D3JQ20 . 27327 5.5371 cY cY KT
veronii 1YdBTEX2

AOA1D3JQ23 Serine O-acetyltransferase OS=Pseudomonas veronii 33408.43 6.15 cy cy EQ
1YdBTEX2

AOALD3IQ27 Cystinia-binding periplasmic protein OS=Pseudomonas 28611 9.971 cy PR eT
veronii 1YdBTEX2
H td in- taini tein OS=P d

AOA1D3JQ35 | oo mage_act domain-containing protein Ls=rseudomonas 237969.4| 5.73 OM ML (Ex, oM UT(mx)
veronii 1YdBTEX2
Probable D-methionine-binding li tein Met

AOA1D3JQ49 | roPable D-methionine-binding lipoprotein MetQ 25944.02| 6.96 PR IM p
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JQ52 AIpha—ketoglutarate—dep.(.endent taurine dioxygenase 31131 5 7656 cy cy Q
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JQ54 Uncharacterized protein OS=Pseudomonas veronii 28458.57 c 82 cy cy H
1YdBTEX2

AOA1D3JQ60 Uncharacterized protein OS=Pseudomonas veronii 16406.15 53 EX UK X
1YdBTEX2
Gl -1-phosphate thymidylylt f

AOA1D3IQ61 | o 1cose1-Phosphate thymidylyltransierase 32222 | 5.0479 IM cy ™
0S=Pseudomonas veronii 1YdBTEX2
Peptidogl -bindi tein LysM OS=Pseud

AOA1D3IQ62 | CPHeoslycan-binding protein tys seudomonas 15612 | 5.2266 cy UK NUD
veronii 1YdBTEX2
Glutarate- ialdehyde dehyd DavD

AOA1D3IQe8 | rarate-semialdenyde denydrogenase Lav 51524 | 5.4873 cy cy C
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JQ71 dTDP-glucose 4_6-dehydratase OS=Pseudomonas veronii 40098 59951 cy cy MG
1YdBTEX2
Sulfate/thiosulfate i t ATP-bindi tein CysA

AOA1D3IQ7g | Uifate/thiosulfate impor Incing protein Lys 36633.05| 6.1 cy IM PQ(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JQS85 Amino acid ABC transporter OS=Pseudomonas veronii 97708 59778 EX PR ET
1YdBTEX2

AOA1D3JQS6 D-cysteine desulfhydrase OS=Pseudomonas veronii 35083 4.6743 cy cy E
1YdBTEX2

AOA1D3JQ87 Cell envelope biogenesis protein AsmA OS=Pseudomonas 29821.95 6.41 M OM MD

veronii 1YdBTEX2




Uncharacterized protein OS=Pseudomonas veronii

AOA1D3JQA3 16484 8.9458 UK UK S
1YdBTEX2

AOA1D3JQAS Carbo.)fy—terminal-processing protease OS=Pseudomonas 46345 5 7466 UK M MO
veronii 1YdBTEX2
Phosph I t boxyki ATP

AOA1D3JQA7 | hosPhoenolpyruvate carboxykinase (ATP) 55316 | 5.1753 UK cy H
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JQBO |Glutamine synthetase OS=Pseudomonas veronii 1YdBTEX2 51647 4.9526 cYy cYy E

AOA1D3JQB2 [Porin D OS=Pseudomonas veronii 1YdBTEX2 46511 6.1582 oM oM S

AOA1D3JQCE TetR f.;?mily transcriptional regulator OS=Pseudomonas 20041 5 2046 cy cy K
veronii 1YdBTEX2

AOA1D3JQD1 Histidine ammonia-lyase OS=Pseudomonas veronii 53889 5 3575 UK cy E
1YdBTEX2

AOA1D3JQDA Histidine ABC transporte.r. substrate-binding protein 35088 6.0117 PR PR E
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JQE3 Glucans biosynthesis protein G OS=Pseudomonas veronii 65087 6.1816 OM PR P
1YdBTEX2
GTP-bindi tein TypA/BipA OS=Pseud ii

AOA1D3JQE4 inding protein TypA/Bip seudomonas veront 67050 | 5.2002 cy cy Ti(mx)
1YdBTEX2

AOA1D3JQE6 |Channel protein TolC OS=Pseudomonas veronii 1YdBTEX2 49965 6.0278 oM oM MU

AOALD3JQED Amino acid ABC transpor".cer substrate-binding protein 29769 5 978 PR PR eT
OS=Pseudomonas veronii 1YdBTEX2
2_3-bisphosphogl te-ind dent phosphogl t

AOA1D3JQG4 |7 P'°Phospnoglycerate-independent phosphoglycerate 54919 | 5.1167 cy cy GP
mutase OS=Pseudomonas veronii 1YdBTEX2

AOALD3IQH2 50S ribosomal protein L31 OS=Pseudomonas veronii 8322 8.4478 cy cy |
1YdBTEX2
Methyl- ti h taxi tein McpS

AOA1D3JQH4 | cnYi-accepting chemotaxis protein Vicp 68360 | 4.8105 IM IM NT(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JQUS Fructo.jse-1_6-bisphosphatase class 1 OS=Pseudomonas 37150.81 5 66 cy cy G
veronii 1YdBTEX2

AOA1D3JQK4 Alpha-1_4 glucan phosphorylase OS=Pseudomonas veronii 91798 5 792 cy cy G
1YdBTEX2

AOA1D3JQK6 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 58603 4.667 IM IM NT(mx)




Acetyltransferase component of pyruvate dehydrogenase

AOA1D3JQL2 . Y 56142 5.4302 UK cY C
complex OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JQL3 Peptide methionine sulfc?.xide reductase MsrA v 23472 4.6597 UK UK o
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JQM4 |Cobyric acid synthase OS=Pseudomonas veronii 1YdBTEX2 Y 28585 4.938 UK cYy D
ATP-d dent prot ATP bunit HslU

AOA1D3JQM5 ependent protease ATrase subunit 1s Y 49580 | 5.5063 cy cy oL
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JON4 Protein-export protein SecB OS=Pseudomonas veronii v 17600 4.2979 oy oy U
1YdBTEX2

AOALD3JQPL Pon(3-hydroxyaIkanoate‘? granule-associated protein PhaF y 58565 | 10.8486 cy cy s
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JQPA Pyruv?te dehydrogenase E1 component OS=Pseudomonas y 99244 5 3584 cy cy G
veronii 1YdBTEX2

AOALD3JQPS NADP-dependent malic enzyme OS=Pseudomonas veronii y 44964 4.9526 UK cy c
1YdBTEX2

AOA1D3JQQO0 [Urocanate hydratase OS=Pseudomonas veronii 1YdBTEX2 Y 61323 5.5034 CcYy CcYy E

AOA1D3JQR5 |[Proline iminopeptidase OS=Pseudomonas veronii 1YdBTEX2 Y 36759 5.5693 cYy cYy El(mx)

AOA1D3JQT2 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 Y 67606 5.4946 IM IM NT(mx)

AOA1D3IQTS 50S ribosomal protein L9 OS=Pseudomonas veronii v 15431 5 2646 cy cy |
1YdBTEX2

AOA1D3JQUO O-acetylhomoserine (Thiol)-lyase OS=Pseudomonas veronii v 45683 5 8713 cy cy Ep
1YdBTEX2

AOA1D3JQU3 RNA-binding protein Hfq OS=Pseudomonas veronii v 9404 9.2314 cy cy S
1YdBTEX2

AOA1D3JQU4 |Protein HfIC OS=Pseudomonas veronii 1YdBTEX2 Y 32896 9.293 IM cY 0]

AOA1D3JQUG6 |Arginine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 Y 63767 5.5737 cy cy J
NH(3)-d dent NAD(+ thet 0S=Pseud

AoA1D3Jqug |'\H(3)-dependent NAD(+) synthetase OS=Pseudomonas Y 29844 | 5.2134 cy cy H
veronii 1YdBTEX2

AOA1D3JQV8 |Shikimate kinase OS=Pseudomonas veronii 1YdBTEX2 Y 18280 8.8931 CcY cY FG

AOA1D3JQWO |Glycosyl transferase OS=Pseudomonas veronii 1YdBTEX2 Y 33315.45 7.82 CcYy ML (C, IM) M)

AOALD3JQWE DUF3%98 domain-containing protein OS=Pseudomonas 25178.01 214 PR UK G
veronii 1YdBTEX2

AOA1D3JQWS8 |GTPase HfIX OS=Pseudomonas veronii 1YdBTEX2 Y 49021.83 5.64 UK CcY oT




30S ribosomal protein S6 OS=Pseudomonas veronii

AOA1D3JQX6 Y Y 16289 4.7388 cY cY J
1YdBTEX2

AOA1D3JQX8 |Channel protein TolC OS=Pseudomonas veronii 1YdBTEX2 Y Y 52670 5.6777 oM oM MU

AOA1D3JQZ1 |Thioredoxin OS=Pseudomonas veronii 1YdBTEX2 Y Y 15757 8.6543 CcY CcY Cco

AOA1D3JQZ2 Adenylosuccinate synthetase OS=Pseudomonas veronii v v 46557 5 4697 cy cy e
1YdBTEX2

AOALD3JQZS Leu/IIfa./VaI—binding protein homolog 1 OS=Pseudomonas v v 40087 c 874 PR PR E
veronii 1YdBTEX2

AOALD3JRO0 Bifunctional protein PutA OS=Pseudomonas veronii v v 142427 | 5.6968 cy cy CE
1YdBTEX2

AOA1D3JR12 |Biotin carboxylase OS=Pseudomonas veronii 1YdBTEX2 Y Y 49353 5.8945 cYy cYy IF

AOALD3IR13 Phosphate starvatlon-lnc{uuble protein PsiF y 8341.13 9.65 PR UK s
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JR14 [Protein HfIK OS=Pseudomonas veronii 1YdBTEX2 Y Y 43149 5.2178 IM UK 0]

AOA1D3JR17 |Azurin OS=Pseudomonas veronii 1YdBTEX2 Y Y 15812 6.4834 PR PR C

AOALD3IR22 30S ribosomal protein S18 OS=Pseudomonas veronii y v 8911 10.9336 cy cy |
1YdBTEX2

AOA1D3JR26 |Alpha-2-macroglobulin 0S=Pseudomonas veronii 1YdBTEX2 Y Y 178036 | 5.3042 oM oM PU

AOA1D3JR27 |Ribonuclease R OS=Pseudomonas veronii 1YdBTEX2 Y Y 97499.63 8.69 CcY CcY JKO
Methyl- ti h taxi tein CtpL

AOAID3JR37 | .c hyiaccepting chemotaxis protein +ip Y Y 69417 | 4.9614 IM oM | NT(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JR39 DUF4:.1.36 domain-containing protein OS=Pseudomonas v v 20761 9.0337 PR UK S
veronii 1YdBTEX2

AOALD3IRAS Acetyl-CoA acetyltransferase OS=Pseudomonas veronii y v 45417 81 2 66 cy cy S
1YdBTEX2

AOALD3IRAE Aldehyde dehydrogenas? family 7 member A1 homolog y 53453 5 3379 cy cy CE
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JRA9 Coppe“r-exportlng P-type ATPase A OS=Pseudomonas v v 76667 6.5039 M M pC
veronii 1YdBTEX2

AOA1D3JR62 [Adenine deaminase OS=Pseudomonas veronii 1YdBTEX2 Y Y 35996 4.7417 CY CY FQ
0] -ami id-- t inot f

AOAID3JR63 |- cga-aminoacia—pyruvate aminotransierase Y Y 48614 | 6.0015 cy cy EH(mx)

0S=Pseudomonas veronii 1YdBTEX2




Zinc-type alcohol dehydrogenase-like protein

AOA1D3JR74 . 36112 6.0015 cY cY CIE
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3JRTS [Ribosomal protein 518]—"alan|ne N-acetyltransferase 16922.48 £.19 cy cy K
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IRTE Biotin carboxyl carrier pr.c.>te|n of acetyl-CoA carboxylase 16248 4.9189 PR cy CIE
0S=Pseudomonas veronii 1YdBTEX2

AOALD3JRES TetR f.;?m|ly transcriptional regulator OS=Pseudomonas 24403 29907 EX cy K
veronii 1YdBTEX2

AOALD3JRSS TonB-dependent receptor OS=Pseudomonas veronii 24763 5 4038 OM OM PH
1YdBTEX2

AOALD3JR94 Uncharacterized HTH—tyr.J.e transcriptional regulator PA4778 15005 29583 cy cy KT
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JRA5 [Fic/DOC family protein OS=Pseudomonas veronii 1YdBTEX2 43394.47 6.9 cYy cYy KD

AOALD3JRAS Bifunctional purine bIOS\/‘I.’IthESIS protein PurH 57264 6.1011 cy cy F
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JRAS Methyl-accepting chemo".caX|s protein PctA 67759.56 514 M M NT
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JRBO AraC f?mlly transcriptional regulator OS=Pseudomonas 30364.87 3.88 cy UK K
veronii 1YdBTEX2

AOA1D3JRB1 [Bacterioferritin OS=Pseudomonas veronii 1YdBTEX2 19810 4.4414 cy cy PH

AOALD3JRB2 3-oxopropanoate dehydrogenase OS=Pseudomonas veronii 53395 5 7012 cy cy CE
1YdBTEX2

AOA1D3JRB4 |Porin OS=Pseudomonas veronii 1YdBTEX2 48295 6.1582 EX oM S

AOALD3JRBS Blosyrlthetlc arginine decarboxylase OS=Pseudomonas 21314.15 5 32 cy cy HE
veronii 1YdBTEX2

AOALD3JRBS Uncharacterized protein OS=Pseudomonas veronii 39373 c 814 oM UK s
1YdBTEX2

AOA1D3JRC4 [HPr OS=Pseudomonas veronii 1YdBTEX2 13827 3.8481 CcY CcY S

AOALD3JRCS 3-ketoacyl-ACP reductase OS=Pseudomonas veronii 47210 24121 PR cy Q
1YdBTEX2

AOA1D3JRD8 |Monooxygenase OS=Pseudomonas veronii 1YdBTEX2 11078 5.7876 Ccy UK C

AOALD3JRES Short-chain dehydrogenase OS=Pseudomonas veronii 2443275 23 cy EX Q

1YdBTEX2




Phosphoribosylamine--glycine ligase OS=Pseudomonas

AOA1D3JRF7 . 45403 4.8223 cY cY FI
veronii 1YdBTEX2

AOALD3JRIO Rlbos?—phosphate pyrophosphokinase OS=Pseudomonas 33834 5 4551 cy cy FK
veronii 1YdBTEX2

AOALD3IRI3 Ribosome-binding ATPase YchF OS=Pseudomonas veronii 39761.49 4.9 cy cy Ico
1YdBTEX2

AOALD3IRIA Molybdopterln—synthasei.adenylyltransferase 26470.95 5 66 UK cy H
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JRLO |Acyltransferase OS=Pseudomonas veronii 1YdBTEX2 34806 9.7822 IM IM I

AOALD3IRLL Peptld"yl-prolyl cis-trans isomerase OS=Pseudomonas 16934 4.2393 cy UK 0
veronii 1YdBTEX2

AOALD3IRLY 30S ribosomal protein S20 OS=Pseudomonas veronii 10032 | 11.3628 cy cy |
1YdBTEX2

AOALD3IRLT 50S ribosomal protein L25 OS=Pseudomonas veronii 21203 5 8278 cy cy |
1YdBTEX2

AOALD3IRM3 Outer membrane protelr‘liassembly factor BamD 38551 5 9148 PR OM £
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JRMS8 |Lipid A deacylase OS=Pseudomonas veronii 1YdBTEX2 18801 5.313 PR UK M

AOALD3JRNA Chaperone protein ClpB OS=Pseudomonas veronii 95411 5 2017 cy cy o
1YdBTEX2

AOALD3JRPS Catabolite repressor/activator OS=Pseudomonas veronii 36325 6.75 UK cy KG
1YdBTEX2
TPR t-containi tein PA4667 OS=Pseud

AOA1D3JRQS repeat-containing protein seudomonas 62481.09| 4.9 UK oy | Mo(mx)
veronii 1YdBTEX2
Methyl- ti h taxi tein OS=Pseud

AOAID3JRR2 | c 1YI-accepting chemotaxis protein Ls=rseudomonas 72744 | 5.0962 IM IM NT(mx)
veronii 1YdBTEX2

AOALD3IRSO Uncharacterized protein OS=Pseudomonas veronii 25611 25044 OM UK s
1YdBTEX2

AOALD3IRSA Perlplta.smlc dipeptide transport protein OS=Pseudomonas c8644 6.1831 PR PR £
veronii 1YdBTEX2

AOALD3JRS8 Periplasmic dipeptide transport protein OS=Pseudomonas 60156 6.8218 PR PR E

veronii 1YdBTEX2




30S ribosomal protein S9 OS=Pseudomonas veronii

AOA1D3JRT8 14606 11.7539 cY cY J
1YdBTEX2

AOALD3IRTO Sulfatfe. adenylyltransferase subunit 2 OS=Pseudomonas 35198 5 9458 cy cy EH
veronii 1YdBTEX2

AOALD3JRUA Ubiquinol-cytochrome c .r.eductase iron-sulfur subunit 21090 89573 PR M c
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JRU5 |Cytochrome c1 OS=Pseudomonas veronii 1YdBTEX2 28913 7.2495 IM UK C

AOA1D3JRW1 [Porin OS=Pseudomonas veronii 1YdBTEX2 50660 6.1758 oM oM S

AOALD3IJRWE Cell sh.ape-determmmg protein MreB OS=Pseudomonas 36980 £ 127 cy cy bo
veronii 1YdBTEX2

AOALD3JRWS Cytochrome D ublqumolfmdase subunit Il 16331 6.2227 M UK S
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IRXO Nucleotide-binding protc?.ln PVE_R1G0955 39052.75 6 cy cy H
0S=Pseudomonas veronii 1YdBTEX2

AOALD3IRX2 Aspartyl/glutamyI-tRNA(Asf.n/GIn) amidotransferase subunit 9849 4.8887 cy cy |
B OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JRX5 |Cytochrome b OS=Pseudomonas veronii 1YdBTEX2 45982 8.3071 IM IM C

AOALD3JRX9 Metalloprotease TIdD homolog OS=Pseudomonas veronii 50228 5.1299 cy cy s
1YdBTEX2

AOALD3IRZS Organic solvent ABC tran‘jsporter substrate-binding protein 16378 5 6792 M UK Q
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JSO1 Histidinol dehydrogenase OS=Pseudomonas veronii 47356 4.9453 cy cy £
1YdBTEX2

AOALD3JSO8 Probable maIate:qumom‘a' oxidoreductase 54634.00 6.88 PR cy £
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JS14 50S ribosomal protein L13 OS=Pseudomonas veronii 15708 | 10.0737 cy cy |
1YdBTEX2

AOALD3JS15 Uncharacterized protein OS=Pseudomonas veronii 66959 5 9368 EX OM X
1YdBTEX2

AOALD3JS16 Lipopolysaccharide expo‘r't system protein LptA 16388.43 8.11 OM UK s
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JS1 UPF0102 protein PVE_R1G1005 OS=Pseudomonas veronii 1398723 779 oy UK L

1YdBTEX2




UDP-N-acetylmuramoylalanine--D-glutamate ligase

AOA1D3JS27 N 47515.42 5.64 cY cY MHJ
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3JS30 Uncharacterized protein PA3922 OS=Pseudomonas veronii 50686 9.208 PR UK S
1YdBTEX2

AOALD3JS31 Cell eril.velope biogenesis protein OmpA OS=Pseudomonas 26804 9.5557 EX ML (UK) MN
veronii 1YdBTEX2

AOALD3IS34 Glutamyl-tRNA(GIn) am|(.:l.otransferase subunit A c1664.17 6.4 oy oy b
0S=Pseudomonas veronii 1YdBTEX2

AOALD3JS35 UDP—I\.I.-acetyImuramate—-L—aIanme ligase OS=Pseudomonas 9630 5 7817 cy cy MK
veronii 1YdBTEX2

AOA1D3JS37 |Porin OS=Pseudomonas veronii 1YdBTEX2 48337 5.2734 oM oM S

AOALD3JS38 Ribosomal RNA small sut‘)'unlt methyltransferase H 34353.94 5 88 cy cy IK
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JSA1 Uncharacterized protein OS=Pseudomonas veronii 65041 23447 PR UK M
1YdBTEX2

AOALD3JS51 D-alanine--D-alanine ligase OS=Pseudomonas veronii 34282 4.6377 cy cy i
1YdBTEX2

AOALD3JS52 Cell division protein FtsZ OS=Pseudomonas veronii 41931 4.9688 cy cy b
1YdBTEX2

AOALD3JS54 Cell division protein FtsA OS=Pseudomonas veronii 44848 4.9761 cy cy DN(mx)
1YdBTEX2

AOALD3IST7 Uncharacterized protein OS=Pseudomonas veronii 14949 5 9165 cy UK s
1YdBTEX2

AOALD3JS79 Uncharacterized protein OS=Pseudomonas veronii 6873 3.5977 cy UK s
1YdBTEX2

AOALD3JSAA Phosphoheptose isomerase OS=Pseudomonas veronii 21279 4.5396 cy cy GM
1YdBTEX2

AOALD3JSAS Homogentisate 1_2-dioxygenase OS=Pseudomonas veronii 47911 54653 oy UK Q
1YdBTEX2
UDP-N-acetylglucosamine--N-acetylmuramyl-

t tid hosphoryl-und | N-
AOA1D3JsB3 | (Pentapeptide) pyrophosphoryl-undecapreno 377371 | 9.3 UK |ML(C, IM)| MG(mx)

acetylglucosamine transferase OS=Pseudomonas veronii
1YdBTEX2




AOA1D3JSC3 |[Fumarylacetoacetase OS=Pseudomonas veronii 1YdBTEX2 46311 5.1489 UK cYy Q

AOALD3ISCT Leucine dehydrogenase OS=Pseudomonas veronii 35315 5 7508 cy cy EH
1YdBTEX2

AOALD3ISDL Uncharacterized protein OS=Pseudomonas veronii 20438 9.8936 PR UK M
1YdBTEX2

AOALD3ISD2 Amino-acid ABC transpor'ter-bmdlng protein YhdW 36602 6.6826 oM PR ET
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JSDS Rlbos?mal subunit interface protein 0S=Pseudomonas 15280 4.73 cy cy I
veronii 1YdBTEX2

AOALD3ISES Nucle?ld-assouated protein PFL_1060 OS=Pseudomonas 26914 51782 cy cy s
veronii 1YdBTEX2

AOALD3JSEL Probable cytosol aminopeptidase OS=Pseudomonas veronii 9329 29717 cy cy £
1YdBTEX2

AOALD3ISEG Phospholipid-binding protein OS=Pseudomonas veronii 20407 9.2344 cy cy GM
1YdBTEX2

AOALD3ISES Uncharacterized ABC tra‘r'msporter ATP-binding protein YbhF 63840 5 1955 UK cy y
OS=Pseudomonas veronii 1YdBTEX2

AOALD3ISG1 L‘JDP-N-acetyImuramoyI—trlpep"f‘lde--D-aIanyI-D-aIanlne 47310 6.5405 cy cy MH)
ligase OS=Pseudomonas veronii 1YdBTEX2

AOALD3SGS Uncharacterized protein OS=Pseudomonas veronii 9743 4.5073 cy UK s
1YdBTEX2

AOA1D3JSG9 [ATPase OS=Pseudomonas veronii 1YdBTEX2 51814 5.4756 PR UK S

AOALD3ISH2 UDP—3-O—acyI—N—acetngIL.J.cosamme deacetylase 33197 4.7241 cy cy M
0OS=Pseudomonas veronii 1YdABTEX2

AOALD3IS)1 IcIR fa.r.nlly transcriptional regulator OS=Pseudomonas 27453 6.1802 cy cy K
veronii 1YdBTEX2

AOALD3JSIG Amlde?.se domain-containing protein OS=Pseudomonas 46914 6.7778 cy cy |
veronii 1YdBTEX2

AOALD3ISKT Uncharacterized protein OS=Pseudomonas veronii 9680 9.7808 cy cy L
1YdBTEX2
Unch terized ino-acid ABCt ter ATP-bindi

AOAID3ISM2 |- Characterizedamino-aci ransporter ining 28829 | 7.2773 oy [MLc, M) Ev(mx)

protein YhdZ OS=Pseudomonas veronii 1YdBTEX2




Chemotaxis protein CheY OS=Pseudomonas veronii

AOA1D3JSM7 50725 4.9893 cY cY T
1YdBTEX2

AOA1D3JSM9 |Lon protease OS=Pseudomonas veronii 1YdBTEX2 89425 5.9399 cYy cYy 0]

AOALD3ISPE Alkyl hydroperoxide reductase C OS=Pseudomonas veronii 21906 4.9438 cy cy 0
1YdBTEX2
Glut t tate t t ATP-bindi tein GltL

AOALD3Jsp7 |Clutamate/aspartate transpor Inding protein 26969 | 6.2637 cy IM EV(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3ISRE Methionine--tRNA ligase OS=Pseudomonas veronii 25630.08 5 61 cy cy I
1YdBTEX2

AOALD3JSRS QumoProtem glucose dehydrogenase A OS=Pseudomonas 85911 5.9238 M PR G
veronii 1YdBTEX2

AOALD3JSRO Argininosuccinate synthase OS=Pseudomonas veronii 45399 53159 oy oy )
1YdBTEX2

AOA1D3JSV2 [NADPH dehydrogenase OS=Pseudomonas veronii 40479 5.8887 oM CcYy C

AOALD3ISVA Ferredoxin--NADP reductase OS=Pseudomonas veronii 29756 59092 cy cy c
1YdBTEX2

AOALD3ISV7 ABC transporter perlplas.r.mc-bmdmg protein YdcS 41939 5 9854 PR PR Ep
0S=Pseudomonas veronii 1YdBTEX2

AOALD3ISW3 Gamma—ammobutyralde?yde dehydrogenase 0933 5 4331 cy cy c
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3ISWA Uncharacterized protein OS=Pseudomonas veronii 94939.95 c 73 PR M P
1YdBTEX2

AOALD3ISWE Glutamate/aspartate per.lplasmlc—blndmg protein 33370 8.5086 PR PR ET
0OS=Pseudomonas veronii 1YdABTEX2

AOA1D3JSX5 |[Bacterioferritin OS=Pseudomonas veronii 1YdBTEX2 17901 4.6963 cY CcY P

AOA1D3JSX6 |Glycerol kinase OS=Pseudomonas veronii 1YdBTEX2 55514 5.3013 CcYy CcYy CG

AOALD3JSY3 Chrorrlosome partitioning protein ParA OS=Pseudomonas 15198 9.479 OM UK M
veronii 1YdBTEX2

AOALD3ISYS TetR f.;?m|ly transcriptional regulator OS=Pseudomonas 26599 6.4043 cy cy K
veronii 1YdBTEX2

AOA1D3JSZ2 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 58559.19 5.1 IM IM NT

AOA1D3JSZ5 |Adenylate kinase OS=Pseudomonas veronii 1YdBTEX2 23089 5.7056 PR CcYy F




Uncharacterized protein OS=Pseudomonas veronii

AOA1D3JSz7 Y 14314 8.6704 PR UK S
1YdBTEX2

AOALD3ITOL Glucans biosynthesis protein D OS=Pseudomonas veronii v v 60428 5 9121 PR PR P
1YdBTEX2
Adenosylmethionine-8-amino-7-oxononanoate

AOA1D3JTO7 . . Y Y 52137.2 5.77 cY cY EH
aminotransferase OS=Pseudomonas veronii 1YdBTEX2

AOALD3ITL2 2_3_.4_5—tetrahydropyrld|ne—2_6-d|carboxylﬁte N- v 36000 c c84 UK cy E
succinyltransferase OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT19 |Lysine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 Y 56884 4.9556 cYy cYy JK

AOALD3IT24 Methionine aminopeptidase OS=Pseudomonas veronii y 28536 6.123 cy cy CE
1YdBTEX2

AOALD3ITIS Phosp.ljloenolpyruvate carboxylase OS=Pseudomonas y 98134 5 6558 cy cy c
veronii 1YdBTEX2

AOA1D3JT33 |Glutaredoxin OS=Pseudomonas veronii 1YdBTEX2 Y Y 12213 4.5 CcY UK Cco

AOALD3IT34 Acetyll—coenzyme A carboxylase carbox.\./l transferase v v 34840 c 7144 cy cy |
subunit alpha OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT35 |Skp-like protein OS=Pseudomonas veronii 1YdBTEX2 Y Y 18963 9.7324 UK ML (UK) M

AOALD3IT43 30S ribosomal protein S2 OS=Pseudomonas veronii y v 27064 9.2915 cy cy |
1YdBTEX2

AOALD3IT44 2-dehydro-3-deoxyphosp‘).hooctonate aldolase y 30775.75 5 35 cy cy EM
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT50 |dCTP deaminase OS=Pseudomonas veronii 1YdBTEX2 Y 21216 5.3496 CY CcY F

AOA1D3JT61 [Enolase OS=Pseudomonas veronii 1YdBTEX2 Y Y 45605 4.8003 CcY cY G

AOALD3ITG4 LyS|ne/arglnlne/ornlthlnti-blnd|ng periplasmic protein y 27496 6.189 PR PR eT
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT65 [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 Y Y 28646 9.5332 oM oM MP

AOA1D3JT69 [Protein RecA OS=Pseudomonas veronii 1YdBTEX2 Y Y 37526 5.4507 cy cYy LT

AOALD3IT71 Outer membrane protelr‘liassembly factor BamA y v 87788 51841 oM oM M
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT78 |[CTP synthase OS=Pseudomonas veronii 1YdBTEX2 Y Y 59604.54 5.73 UK cy F
High-affinity b hed-chai i id t t ATP-

AOA1D3JTg6 | B/ o initybranched-chain amino acid transpor Y 28157 | 7.3682 o ML im|  Eve
binding protein BraF OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT88 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 Y Y 15847 9.4834 PR oM Ml




Leucine-_isoleucine-_ valine-_ threonine-_ and alanine-

AOA1D3JT92 Lo . . 39740 6.4468 PR PR E
binding protein OS=Pseudomonas veronii 1YdBTEX2

AOALD3ITAL 3-oxoadipate CoA-transferase OS=Pseudomonas veronii 26988 c.97 cy cy Ic
1YdBTEX2

AOALD3ITA7 Protocatechuate 3_4—dio.>.<ygenase subunit alpha 50539 4.8369 cy cy Q
0S=Pseudomonas veronii 1YdBTEX2
CSD domain-containing protein OS=Pseudomonas veronii

AOA1D3JTC1 7721 7.7212 cY cY KL
1YdBTEX2

AOALD3ITEO Toluene efflux pump out.(.er membrane protein TtgC 59508 8.2998 OM OM MU
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JTE5 [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 23927 5.439 UK oM M

AOA1D3JTF4 |Elongation factor Ts OS=Pseudomonas veronii 1YdBTEX2 30258 5.1196 CcYy CcYy J
Protein DJ-1 h log D OS=Pseud ii

AOA1D3JTFY | ' o-em omolog seudomonas veront 20515 | 5.4668 cy cy KQF
1YdBTEX2

AOALD3ITGE 3—hydroxyacy|—[acy|—carriiar—protein] dehydratase FabZ 16690 2 8398 cy cy Q
0OS=Pseudomonas veronii 1YdABTEX2

AOALD3ITI3 3-oxoadipate enol-lactonase 1 OS=Pseudomonas veronii 58351 37 £ .15 cy cy il
1YdBTEX2

AOALD3ITIS Toluene efflux pump peril.plasmlc linker protein TtgA 38820.31 6.75 PR M MVP
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3ITKA RNA polymerase sigma factor OS=Pseudomonas veronii 99937 c 1504 cy cy K
1YdBTEX2

AOALD3ITKS LemA family lipoprotein OS=Pseudomonas veronii 99496 8.5488 OM UK s
1YdBTEX2

AOALD3ITLY Uncharacterized protein OS=Pseudomonas veronii 40447 4.9702 OM OM M
1YdBTEX2

AOALD3ITMO Sigma factor AlgU negatlye regulatory protein 50867 5 3101 cy M T
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JTPO |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 57712 5.41 IM AL (IM, OM NT
Effl b t ter OS=Pseud

AOA1D3JTP5 |- UX PUMP membrane transporter Us=rseudomonas 112782.2| 6.13 IM M| vU(mx)
veronii 1YdBTEX2

AOALD3ITRO 4-hydroxy-tetrahydrodipicolinate synthase 31186 53718 cy cy EM

0OS=Pseudomonas veronii 1YdBTEX2




Periplasmic serine endoprotease DegP-like

AOA1D3JTS7 N Y 50701 5.8989 PR PR 0]
0OS=Pseudomonas veronii 1YdBTEX2

AGALD3ITT? Cache domain containing protein OS=Pseudomonas veronii v 28673.77 8.3 PR UK T
1YdBTEX2

AOA1D3JTT4 |Cysteine synthase OS=Pseudomonas veronii 1YdBTEX2 Y 34233 5.9839 cYy cYy EK

AOALD3ITTE Uncharacterized protein OS=Pseudomonas veronii y 6481.26 4.81 UK UK s
1YdBTEX2

AOA1D3JTU6 |DNA topoisomerase 1 OS=Pseudomonas veronii 1YdBTEX2 Y 97213.29 8.5 cy cy LK

AOALD3ITUS Sulfur carrier protein TusA OS=Pseudomonas veronii v 9333 4.9977 cy cy o
1YdBTEX2
Universal stress protein OS=Pseudomonas veronii

AOA1D3JTV5S Y 15787 6.2446 Cy UK T
1YdBTEX2

AOALD3ITVS Fatty acid oxidation com?lex subunit alpha v 26867.96 5 86 cy cy |
0S=Pseudomonas veronii 1YdBTEX2

AOALD3ITWO GcheraIdehyde—3—phospt1ate dehydrogenase-like protein v 3129 8.4946 cy cy E
0OS=Pseudomonas veronii 1YdABTEX2

AOALD3ITW1 Glycerophosphoryl dlestfe.r phosphodiesterase v 26898.75 6.32 cy cy c
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JTX7 [Porin OS=Pseudomonas veronii 1YdBTEX2 Y 43318.6 6.22 EX oM S

AOA1D3JTY1 |ATPase AAA OS=Pseudomonas veronii 1YdBTEX2 Y 32138 5.7964 CcY CcY LO

AOALD3ITYO Sigma factor AlgU regula.t.ory protein MucB 33101.87 cc3 UK PR T
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JTZ0 |Lytic transglycosylase OS=Pseudomonas veronii 1YdBTEX2 Y 71127.14 9.4 oM PR MK

AOA1D3JTZ7 |Lipoprotein OS=Pseudomonas veronii 1YdBTEX2 Y 12878.43 8.89 PR UK M

AOALD3ITZ9 Phosphorlbosylam|n0|mldazole—su"cunocarboxamlde v 26905 5 4976 cy cy e
synthase OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JU04 |Vacl family lipoprotein OS=Pseudomonas veronii 1YdBTEX2 Y 25711 5.1812 EX oM M

AOA1D3JU12 |Diguanylate cyclase OS=Pseudomonas veronii 1YdBTEX2 Y 56132 5.707 PR PR E

AOALD3IULE LysR fta.mlly transcriptional regulator OS=Pseudomonas 35800 6.6475 cy cy K
veronii 1YdBTEX2

AOA1D3JU17 |[Transaldolase OS=Pseudomonas veronii 1YdBTEX2 Y 33672 5.4829 IM CcY G

AOALD3JU31 CSD domain-containing protein OS=Pseudomonas veronii v 7782 7 6494 oy oy KL

1YdBTEX2




Enoyl-[acyl-carrier-protein] reductase [NADH]

AOA1D3JU39 . Y Y 43068 4.9819 cY cY |
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3JU43 Unchaﬂracterlzed protein C11D3.03c OS=Pseudomonas v v 32034 5 6763 cy cy P
veronii 1YdBTEX2

AOA1D3JU50 |Lipoprotein OS=Pseudomonas veronii 1YdBTEX2 Y Y 9938 9.0059 PR UK M

AOALD3JUS3 Bifunctional chorismate Tutase/prephenate dehydratase y v Y 40336 6.1348 cy cy £
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IUGO Methylth|0r|bose-1-phos‘F)hate isomerase Y 38489 53247 cy cy 16
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JU80 [Aconitate hydratase OS=Pseudomonas veronii 1YdBTEX2 Y Y 99089 5.4712 CcYy CcYy CE

AOALD3JU9S Hypothetical secreted protein OS=Pseudomonas veronii v v v 8871 8.7649 OM OM S
1YdBTEX2

AOA1D3JUA2 |Protease HtpX OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 32495.92 8.73 IM IM OM(mx)
30S rib | protein S1 OS=Pseud i

AOA1D3JUB3 rivosomat protein setdomonas veront Y Y % 62410 | 4.6509 cy cy JK(mx)
1YdBTEX2

AOA1D3JUBS [Elongation factor P OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 21218 4.5322 CcYy CcYy J

AOA1D3JUB6 |DNA gyrase subunit A OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 97806 5.13 cYy cYy L

AOALD3IUCT Phospho-Z-dehydro-3-dej.oxyheptonate aldolase y 49878.96 5 79 OM cy e
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JUDL Molybdenum cofactor b|‘(.)synthe5|s protein B y v Y 19184 54141 cy cy H
OS=Pseudomonas veronii 1YdBTEX2

AOALD3JUF4 Hypothetical secreted protein OS=Pseudomonas veronii y v Y 8117 50054 PR UK M
1YdBTEX2

AOA1D3JUH6 |Metalloprotease OS=Pseudomonas veronii 1YdBTEX2 Y 53470.4 6.11 EX EX PQ(mx)
Chemotaxis sensory transducer OS=Pseudomonas veronii

AOA1D3JUH9 Y 72814 5.6177 UK IM MN(mx)
1YdBTEX2

AOALD3IUJA LysR fta.mlly transcriptional regulator OS=Pseudomonas v v 316582 c 67 cy cy K
veronii 1YdBTEX2
Methyl- ti h taxi tein OS=Pseud

AOAID3JUJg | ¢ Yiraccepting chemotaxis protein Ls=rseudomonas Y Y y 73016.82| 5.46 M WLOM,0M  NT
veronii 1YdBTEX2

AOALD3JUNG Neutral metalloproteinase OS=Pseudomonas veronii v 38866 6.5669 cy EX £0

1YdBTEX2




tRNA pseudouridine synthase A OS=Pseudomonas veronii

AOA1D3JUP1 Y 31786.14 8.9 cY cY J
1YdBTEX2

AOALD3JUPY Uncharacterized protein YafE OS=Pseudomonas veronii 97994 5 8462 UK cy QH
1YdBTEX2

AOALD3JURG Peptidoglycan-binding protein OS=Pseudomonas veronii v 87335.58 4.47 M UK NU
1YdBTEX2

AOALD3JURS Translational regulator CsrA OS=Pseudomonas veronii v 6962.78 6.53 UK UK T
1YdBTEX2

AOALD3JURS Conserved hypothetical secreted protein OS=Pseudomonas 8475 .95 9.1 PR PR S
veronii 1YdBTEX2

AOA1D3JUS2 [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 Y 11267 4.5 cYy UK T

AOALD3JUSS Glutaminase-asparaginase OS=Pseudomonas veronii v 38653 8.7612 UK PR )
1YdBTEX2

AOALD3JUTS 50S ribosomal protein L20 OS=Pseudomonas veronii y 13305 12 cy cy I
1YdBTEX2

AOALD3IUT? Uncharacterized protein OS=Pseudomonas veronii y 11264 8.0068 PR UK s
1YdBTEX2

AOALD3IUTS Lacl fa“mlly transcriptional regulator OS=Pseudomonas y 33220 9.3164 cy cy G
veronii 1YdBTEX2

AOA1D3JUU2 CSD domain-containing protein OS=Pseudomonas veronii v 7651 7708 oy oy KL
1YdBTEX2

AOA1D3JUV1 [Threonine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 Y 72424 5.6997 CcYy CcYy J

AOA1D3JUW4 [Aminotransferase OS=Pseudomonas veronii 1YdBTEX2 Y 42929 6 CcY CcY EK

AOALD3IUYL Ftsk_g.famma domain-containing protein OS=Pseudomonas y 38600.73 4.64 cy ML (C, IM) DJ
veronii 1YdBTEX2

AOALD3JUY3 AsparF?te-semlaldehyde dehydrogenase OS=Pseudomonas y 40530 5 2983 UK cy e
veronii 1YdBTEX2

AOALD3IVL3 Uncharacterized protein OS=Pseudomonas veronii y 63142 .31 4.93 cy UK S
1YdBTEX2

AOALD3IVLS Uncharacterized protein OS=Pseudomonas veronii 11166 51064 UK cy s
1YdBTEX2

AOA1D3JV23 |Protein Lkc) OS=Pseudomonas veronii 1YdBTEX2 Y 58533.29 6.5 cYy cYy VH(mx)




Phenylalanine--tRNA ligase beta subunit OS=Pseudomonas

AOA1D3JV29 N 86514.11 5.28 UK UK J
veronii 1YdBTEX2

AOALD3IV34 3-isopropylmalate dehyd.!‘atase large subunit 0696 c 444 cy cy EC
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IV37 Uncharacterized protein OS=Pseudomonas veronii 24180.41 9.77 cy cy S
1YdBTEX2

AOALD3IVAL TonB-denpendent receptor OS=Pseudomonas veronii 85753 c 9t OM OM PH
1YdBTEX2

AOALD3IVAS Acetyll—coenzyme A carboxylase carbo?fyl transferase 33389 8.9705 cy cy |
subunit beta OS=Pseudomonas veronii 1YdBTEX2

AOALD3IVED Uncharacterized protein OS=Pseudomonas veronii 36563.39 6.95 cy UK S
1YdBTEX2

AOALD3IVES Uncharacterized protein OS=Pseudomonas veronii £4123.76 256 cy cy S
1YdBTEX2

AOALD3IVTS Dihydrolipoyl dehydrogenase OS=Pseudomonas veronii 48777 6.4336 UK cy c
1YdBTEX2

AOALD3IVTS Translation initiation factor IF-3 OS=Pseudomonas veronii 20066 9.9023 cy cy |
1YdBTEX2

AOALD3IVES 2-oxoisovalerate dehydr?genase subunit alpha 45043 5 8594 cy cy Ic
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IVES B.ran.ched-cha.m amino acid ABC transpor:cer substrate- 40195.48 5 86 PR cy E
binding protein OS=Pseudomonas veronii 1YdBTEX2
Phosphate i t ATP-bindi tein PstB

AOA1D3JV93 |- 0Phateimpor inding protein £ 28182.4 | 8.29 cy IM PE(mx)
0OS=Pseudomonas veronii 1YdABTEX2

AOALD3JVAL Uncharacterized protein OS=Pseudomonas veronii 23214 4.9878 OM EX ET
1YdBTEX2
Dihydrolipoamide acetyltransferase component of

AOA1D3JVA7 |pyruvate dehydrogenase complex OS=Pseudomonas 45000 5.8945 CcYy cYy Cl
veronii 1YdBTEX2

AOA1D3JVA8 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 42373 4.6743 oM oM M

AOALD3IVAY GntR family transcriptional regulator OS=Pseudomonas 58734.7 6.2 cy cy K

veronii 1YdBTEX2




2-oxoisovalerate dehydrogenase subunit beta

AOA1D3JVB2 . Y Y 38408 4.96 cY cY CGH
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3JVE3 Amino acid ABC transporfer substrate-binding protein v v 37896 4.7988 PR PR ET
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IVCA Hcpl family type VI secr(f_-.tlon system effector v v 10018 8.5898 cy EX X
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JVC5 [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 34907 5.7832 oM UK DZ(mx)

AOA1D3JVDO ([Cytochrome C OS=Pseudomonas veronii 1YdBTEX2 Y Y 16392 5.1475 PR UK CT

AOALD3IVDL QU|no.F.>rote|n ethanol dehydrogenase OS=Pseudomonas v Y 69501 6.7207 OM PR cH
veronii 1YdBTEX2

AOALD3JVD3 Aldehyde dehydrogenase OS=Pseudomonas veronii v v v 55001 5 3672 cy cy cK
1YdBTEX2

AOALD3JVDS Sulfur oxidation protein SoxZ OS=Pseudomonas veronii v 27640 5 0669 PR cy S
1YdBTEX2

AOA1D3JVF7 |Porin-like protein GalP OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 42987.21 6.17 oM oM S

AOALD3IVIS Branched-chaln-amlno-afld aminotransferase y v Y 36830 5 8887 cy cy £
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IVKA QumoProtem ethanol dehydrogenase OS=Pseudomonas y v 64522 8.0405 PR PR aC
veronii 1YdBTEX2

AOALD3IVLY ATP-dependent Clp prot(iase proteolytic subunit y v Y 23420 5 2485 cy cy ouT
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IVM1 Peptidylprolyl isomerase OS=Pseudomonas veronii y v Y 68710 5 0098 oM M oM
1YdBTEX2
2_4-di [-CoA reduct NADPH] OS=Pseud

AOA1D3JVM7 |-+ dienoyl-CoA reductase [ ] 0S=Pseudomonas % 72979 | 6.6445 cy cy C
veronii 1YdBTEX2
ATP-d dent Cl t ATP-bindi bunit ClpX

AOA1D3JVN9 ependent Lip protease nding subunit +p Y Y % 46937 | 4.9292 cy oY | oF(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JVP1 |Lon protease OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 88828.01 5.61 cYy cYy OT(mx)

AOA1D3JVP7 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 58132 4.7593 IM IM NT(mx)

AOALD3IVQO Gamn?.a-carboxygeranoyI-CoA hydratase OS=Pseudomonas y v Y 59401 5 644 cy cy IHE
veronii 1YdBTEX2

AOALD3IVQY Branched-chain amino acid ABC transporter substrate- y v 43111 5.9839 PR UK e

binding protein OS=Pseudomonas veronii 1YdBTEX2




AOA1D3JVR7 |Beta-lactamase OS=Pseudomonas veronii 1YdBTEX2 34183 5.1929 IM UK PQ

AOA1D3JVR8 |Cysteine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 51619.61 5.48 cy cy J

AOA1D3JVS3 |Biotin carboxylase OS=Pseudomonas veronii 1YdBTEX2 68554 5.2808 cYy cYy IF(mx)

AOA1D3JVS5 [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 45848.11 8.5 oM IM MP

AOALD3IVSE M'ethylcrotc?noyI—CoA carboxylase betaf:ham_ £7377 6.4204 cy cy |
mitochondrial 0S=Pseudomonas veronii 1YdBTEX2

AOALD3IVTA Peptio.I.yI—pronI cis-trans isomerase OS=Pseudomonas 18212 55972 cy cy o
veronii 1YdBTEX2

AOALD3IVTS Autot.r.ansporter assembly factor TamA OS=Pseudomonas 61020 6.19 PR OM MU
veronii 1YdBTEX2

AOA1D3JVU1 |Major tail tube protein OS=Pseudomonas veronii 1YdBTEX2 18080.1 5.49 cYy UK S

AOA1D3JVU7 [Glutamine--tRNA ligase OS=Pseudomonas veronii 64514 5.8491 CcYy CcYy J

AOALD3IVVO NADH-quinone oxidoreductase OS=Pseudomonas veronii 98237.33 4 cy ML (C, IM) c
1YdBTEX2

AOALD3IVVS NADH-quinone OX|dored.L.Jctase subunit C/D 67604 5 9502 cy cy c
0OS=Pseudomonas veronii 1YdABTEX2

AOA1D3JVW1 (Trigger factor OS=Pseudomonas veronii 1YdBTEX2 48288 4.5747 cYy cYy DO

AOALD3IVXE NADH:quinone oxidoreductase subunit F OS=Pseudomonas 48878 21118 cy ML (CY, IM c
veronii 1YdBTEX2

AOALD3IVYO Probable transcriptional ‘r'egulatory protein PVE_R1G2279 95214.8 4.85 cy cy K
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IVY4 NADH:qumone oxidoreductase subunit B OS=Pseudomonas 2541158 519 cy M c
veronii 1YdBTEX2

AOALD3IVYS NADH dehydrogenase | subunit E OS=Pseudomonas veronii 18032 4.527 cy cy c
1YdBTEX2

AOALD3IVZL Uncha“racterlzed protein ZM01242 OS=Pseudomonas 43321 6.0073 UK cy e
veronii 1YdBTEX2
tRNA-cytidine(32) 2-sulfurt f 0OS=Pseud

AOA1D3JW15 cytidine(32) 2-sulfurtransferase OS=Pseudomonas 31093.94| 6.9 cy cy FD(mx)
veronii 1YdBTEX2

AOALD3IW24 Uncharacterized protein OS=Pseudomonas veronii 11495 6.3267 EX UK X
1YdBTEX2

AOA1D3JW27 |Peroxiredoxin OS=Pseudomonas veronii 1YdBTEX2 16768 5.0288 UK PR co

AOA1D3JW33 |Peroxidase OS=Pseudomonas veronii 1YdBTEX2 31070 4.6787 cY CcY P




ABC transporter substrate-binding protein

AOA1D3JW46 . Y 64816 5.8125 EX oM EP
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3JWAS Isovaleryl-CoA dehydrogfe.nase_ mitochondrial v 42340 5 4829 cy cy |
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JW51 |Aldose 1-epimerase OS=Pseudomonas veronii 1YdBTEX2 Y 41454 7.0811 PR PR G

AOA1D3JW53 |[Isocitrase OS=Pseudomonas veronii 1YdBTEX2 Y 48389 5.2559 cYy cY CG

AOA1D3JW69 |[Serine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 Y 46786 5.0918 cYy cYy J

AOALD3IWTS Dlsulflfje-bond oxidoreductase YghU OS=Pseudomonas y 31018.84 59 cy cy OH
veronii 1YdBTEX2

AOALD3JWTS Glycos_trans_3N domalri-contammg protein v 3709116 5.92 oy oy EF
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IWTO Gener.:.:ll secretion pathway protein M OS=Pseudomonas y 18354.6 9.68 M M U
veronii 1YdBTEX2

AOALD3JWS9 Aldehyde dehydrogenase OS=Pseudomonas veronii y 59606 6.1816 cy cy CE
1YdBTEX2

AOA1D3JWA4 |Arylesterase OS=Pseudomonas veronii 1YdBTEX2 Y 29815 5.061 cy cYy 1Q(mx)

AOALD3JWAS Protein-tyrosine-phosphatase OS=Pseudomonas veronii 17232 5 0625 cy cy TKQ
1YdBTEX2

AOA1D3JWB7 [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 Y 59739.63 5.27 oM oM KP

AOALD3IWCL Uncharacterized protein OS=Pseudomonas veronii 10743 6.3164 cy UK s
1YdBTEX2

AOALD3IWCA Denitr.i.fication regulatory protein NirQ OS=Pseudomonas y 2896483 cg cy cy HO(mx)
veronii 1YdBTEX2

AOALD3IWES Isocitrate dehydrogenase [NADP] OS=Pseudomonas veronii y 45472 51296 cy cy CE
1YdBTEX2

AOALD3IWDA AraC f.zflmily transcriptional regulator OS=Pseudomonas y 27904 6.7881 cy cy KTG
veronii 1YdBTEX2

AOALD3IWE? Siroheme decarboxylase OS=Pseudomonas veronii y 18874.79 8.93 cy cy K
1YdBTEX2

AOA1D3JWF2 [DnrE protein OS=Pseudomonas veronii 1YdBTEX2 Y 25491.71 9.29 cy cy KT
Methyl- ting ch taxi tein OS=Pseud

AOAID3JWI4 | c Yaccepting chemotaxis protein Ls=rseudomonas Y 57991 | 4.9131 IM IM NT(mx)

veronii 1YdBTEX2




L-lactate dehydrogenase OS=Pseudomonas veronii

AOA1D3JWIJ9 42057 7.9834 cY cY Cl(mx)
1YdBTEX2

AOA1D3JWK9 [lditol 2-dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 Y 41095.86 5.74 cYy cYy CE

AOA1D3JWLO |Transketolase OS=Pseudomonas veronii 1YdBTEX2 Y 74337 5.6221 CcYy CcYy GC

AOA1D3JWL4 |Nitrite reductase OS=Pseudomonas veronii 1YdBTEX2 Y 61256 8.543 PR PR co
Molybd factor bi thesi tein B

AOAID3JWMO | 0'YPAENUM COTAaCtorbIOSYnthesis protein 19928 | 5.1167 cy cy H
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JWMS5 [Protein NorD OS=Pseudomonas veronii 1YdBTEX2 69732.04 7.67 PR cYy PO(mx)

AOALD3IWM7 D—bet'fl.—hydroxybutyrate dehydrogenase OS=Pseudomonas 26539.77 c.a1 PR cy Q
veronii 1YdBTEX2
ABCt t bstrate-bindi tei

AOA1D3JWN2 ransporter stbstrate-binding protein 30872 | 6.0718 EX oM | EP(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IWQT Uncharacterized protein yAwM OS=Pseudomonas veronii 69217 5 8696 PR ML (CY, PR E
1YdBTEX2

AOALD3JWQS Uncharacterized protein OS=Pseudomonas veronii 35432.99 cca PR UK .
1YdBTEX2

AOALD3JWRO ABC transporter substrat.(.e—bmdmg protein 69737 5 4961 PR PR £
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JWR4 [Chromate reductase OS=Pseudomonas veronii 1YdBTEX2 Y 19761 7.3784 PR cYy Kl

AOALD3IWRS Gener':.:ll secretion pathway protein GspG OS=Pseudomonas v 16298.32 5 98 M M NU
veronii 1YdBTEX2
Rib lact thyl galactoside i t ATP-bindi

A0ALD3JWT3 |Ribose/galactose/methyl galactoside impor inding 53406.75| 6.44 UK IM EV(mx)
protein OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JWUO [Oxidoreductase OS=Pseudomonas veronii 1YdBTEX2 Y 18798 4.7051 CcYy CcY EH

AOALD3IWUL Type VI secretion protein ImpG OS=Pseudomonas veronii v 66999 .47 6.12 oy oy S
1YdBTEX2

AOALD3IWU2 IcIR fa.r.nlly transcriptional regulator OS=Pseudomonas 28428 5 8872 cy cy K
veronii 1YdBTEX2

AOALD3IWUA Nitrous-oxide reductase OS=Pseudomonas veronii v 20213 £ 9575 PR PR cap
1YdBTEX2

AOALD3IWUS L-methionine gamma-lyase OS=Pseudomonas veronii v 44506 6.6035 UK cy Ep

1YdBTEX2




Nitrate reductase (quinone) OS=Pseudomonas veronii

AOA1D3JWV4 140747 6.104 cY ML (C, IM) C
1YdBTEX2

AOALD3IWVT Peptidylprolyl isomerase OS=Pseudomonas veronii 9865 54797 cy cy o
1YdBTEX2

AOALD3IWX1 3D-(3_5/4)-tr|hydroxycyﬁlohexane—1_2—d|one hydrolase 69664.47 5 68 cy cy EH
0S=Pseudomonas veronii 1YdBTEX2

AOALD3IWXS Acet0|.n:2_6—d|chIorophenolmdopheno.I' oxidoreductase 34388 5 2427 cy cy G
subunit alpha OS=Pseudomonas veronii 1YdBTEX2
Methyl- ti h taxi tein OS=Pseud

AOAID3IWX6 | ' Y. accepting chemotaxis protein Ls=rseudomonas 57752 | 5.8198 IM IM NT(mx)
veronii 1YdBTEX2

AOALD3IWY3 SCP-Zfamin sterol carrier protein OS=Pseudomonas 11059 3.9917 cy UK Q
veronii 1YdBTEX2

AOALD3IWY7 Uncharacterized protein OS=Pseudomonas veronii 21052.62 6.71 cy cy E
1YdBTEX2

AOALDIIWZT Rhizopine-binding protein OS=Pseudomonas veronii 33598 8.8008 PR PR G
1YdBTEX2

AOALD3IX08 ABC transporter substrat.(.e—bmdmg protein 36811 5 6426 PR PR £
0S=Pseudomonas veronii 1YdBTEX2

AOALD3IX27 Acet0|.n:2_6—d|chlorophenoI|ndophen?I oxidoreductase 36805 4.8996 cy cy cH
subunit beta OS=Pseudomonas veronii 1YdBTEX2

AOALD3IX36 3-carboxymuconate cyclase OS=Pseudomonas veronii 42071 6.4204 PR PR GO
1YdBTEX2

Willebrand factor A OS=Pseud i

AOA1D3Jx42 | on Tritevrandtactor seudomonas veron 40132.58| 8.85 IM IM | MH(mx)
1YdBTEX2

AOALD3IXAE Glutamate dehydrogenase OS=Pseudomonas veronii 181917 | 5.3818 cy M E
1YdBTEX2

AOA1D3JX49 |Aconitate hydratase B OS=Pseudomonas veronii 1YdBTEX2 94118 5.0757 cYy cYy CE
P te dehyd biqui 0OS=Pseud

AOA1D3JX53 | Yruvate dehydrogenase [ubiquinone] OS=Pseudomonas 62006.66| 5.58 PR [ML(C,IM)| EH
veronii 1YdBTEX2

AOALD3IXSS Universal stress protein A OS=Pseudomonas veronii 31106.45 575 oy oy T
1YdBTEX2

AOALD3IXE2 Glycogen operon protein GlgX homolog OS=Pseudomonas 81778 5 1533 cy cy G

veronii 1YdBTEX2




AOA1D3JXE5 |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 56128 5.9619 IM IM NT(mx)

AOALD3IXFL Uncharacterized protein OS=Pseudomonas veronii 5537.88 9.51 UK UK s
1YdBTEX2

AOALD3IXEA TonB-dependent receptor OS=Pseudomonas veronii 28594 4.8794 oM oM PH
1YdBTEX2

AOA1D3JXG1 |[Biotin carboxylase OS=Pseudomonas veronii 1YdBTEX2 61095 5.5371 UK CcYy IC

AOALD3IXGA 5-oxoprolinase subunit A OS=Pseudomonas veronii 26823 6.4951 cy UK s
1YdBTEX2

AOALD3IXHA HTH luxR-type domam—c?ntammg protein 95930.06 6.81 cy cy KT
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JXH6 |Alpha/beta hydrolase OS=Pseudomonas veronii 1YdBTEX2 41671 7.2 PR UK IC

AOA1D3JXK1 |Methylhydantoinase OS=Pseudomonas veronii 1YdBTEX2 59189 4.8721 EX CcYy EQ

AOALD3IXKS Uncharacterized protein OS=Pseudomonas veronii 6087 5 5811 cy cy E
1YdBTEX2

AOALD3IXL3 Uncharacterized protein OS=Pseudomonas veronii 12383 9.3237 PR UK M
1YdBTEX2

AOALD3IXM3 Alkyl hydroperoxide reductase C OS=Pseudomonas veronii 50438 4.7695 UK cy o
1YdBTEX2

AOALD3IXNG 4—hyd.r.oxyphenylpyruvate dioxygenase OS=Pseudomonas 40163 4.8076 cy cy E
veronii 1YdBTEX2

AOA1D3IXQL Uncharacterized protein OS=Pseudomonas veronii 24073 9.5464 PR UK S
1YdBTEX2

AOA1D3IXQ3 Uncharacterized protein OS=Pseudomonas veronii 17261 c 9414 cy cy X
1YdBTEX2
UTP--gl -1-phosphate uridylylt f

AOA1D3IXQ4 glticose-1-phosphate uricylyliransierase 30912 | 5.1519 cy cy M
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IXRO Transcriptional regulator OS=Pseudomonas veronii 13321 10.084 cy cy
1YdBTEX2

AOALD3IXSO Proba.k.)Ie acetyl-CoA acetyltransferase OS=Pseudomonas 40823 6.394 cy cy |
veronii 1YdBTEX2

AOALD3IXTO UDP-glucose 6-dehydrogenase OS=Pseudomonas veronii 51004 55913 UK cy M

1YdBTEX2




Uncharacterized protein OS=Pseudomonas veronii

AOA1D3JXT3 29956 4.4385 oM UK S
1YdBTEX2

AOALD3IXT7 Acyl-CoA dehydrogenase OS=Pseudomonas veronii 40594 5 0845 cy cy |
1YdBTEX2

AOA1D3JXUQ |Histidine kinase OS=Pseudomonas veronii 1YdBTEX2 57737 5.0435 IM IM NT(mx)

AOALD3IXWO Uncharacterized protein OS=Pseudomonas veronii 21016 5 9676 cy UK s
1YdBTEX2

AOALD3IXW3 Bifunctional polymyxin r?5|stance protein ArnA 24164 6.4746 UK cy M
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JXX3 |Trehalose synthase OS=Pseudomonas veronii 1YdBTEX2 75721.58 5.33 CcYy CcYy G

AOALD3IXYS Aldehyde-activating protein OS=Pseudomonas veronii 16947 6.0425 UK PR S
1YdBTEX2

AOALD3IYO0 Acyl-CoA dehydrogenase OS=Pseudomonas veronii 41589 5 4023 cy cy |
1YdBTEX2

AOA1D3JY17 |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 58093 5.3848 IM IM NT(mx)

AOALD3IV1S Uncharacterized protein OS=Pseudomonas veronii 40165 5 6353 M M |
1YdBTEX2

AOALD3IY20 Ribosome association toxin RatA OS=Pseudomonas veronii 16481 46128 oy UK
1YdBTEX2

AOALD3IY28 Uncharacterized protein OS=Pseudomonas veronii 36406 6.3911 oM UK c
1YdBTEX2

AOALD3IY32 Uncharacterized protein OS=Pseudomonas veronii 18261 4.3037 cy cy K
1YdBTEX2

AOALD3IY3S NADP-dependent oxidoreductase OS=Pseudomonas veronii 36993 5 4277 cy cy c
1YdBTEX2

AOA1D3JY37 [Heat-shock protein OS=Pseudomonas veronii 1YdBTEX2 20428 6.3545 CcYy CcYy 0]

AOALD3IY38 Short-chain dehydrogenase OS=Pseudomonas veronii 29457 86 9.15 UK cy Q
1YdBTEX2

AOALD3JY39 Fe(3+)-pyochelin receptor OS=Pseudomonas veronii 28087 56279 OM OM PH
1YdBTEX2

AOALD3IY42 GFO_IDH_MocA domam.-.contammg protein 37548 5 8887 oy UK T
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3JY45 |60 kDa chaperonin OS=Pseudomonas veronii 1YdBTEX2 56925.12 5.15 cYy cYy 0]




Phosphoribosyl transferase OS=Pseudomonas veronii

AOA1D3JY51 25309 5.1445 cy UK QF
1YdBTEX2

AOALD3JYS? Acetylornithine aminotransferase OS=Pseudomonas veronii 44912 6.3208 cy cy EH
1YdBTEX2

AOALD3JYSS Beta-Cﬂasp domain-containing protein OS=Pseudomonas 51001 6.3765 UK oy P
veronii 1YdBTEX2
Probabl [-CoA hydratase OS=Pseud ii

AOAID3IY66 | ooan'€ EnoylI-LoA hydratase Ls=rseudomonas veront 27758 | 5.2939 cy cy IH(mx)
1YdBTEX2

AOA1D3JY68 [Esterase OS=Pseudomonas veronii 1YdBTEX2 38026 5.2178 EX CcY Cl
Biofilm di i tein BdIA OS=Pseud i

AOALD3IY71 iofilm dispersion protein seudomonas veronii 49473 5 9678 cy ML (UK) | NT(mx)
1YdBTEX2

AOALD3IYTS Hypothetical secreted protein OS=Pseudomonas veronii 8954 9.8804 PR OM s
1YdBTEX2

AOALD3IYSS Uncharacterized protein OS=Pseudomonas veronii 59879 9.7354 M M VE(mx)
1YdBTEX2
Alcohol dehyd 0OS=Pseud i

AOA1D3JY92 | ono denydrogenase Hs=rseudomonas veronit 37431 | 5.3042 cy cy CP(mx)
1YdBTEX2

AOALD3IVAS Hypothetical secreted protein OS=Pseudomonas veronii 9010 23184 PR OM s
1YdBTEX2

AOALD3JVB7 Universal stress protein OS=Pseudomonas veronii 33891 56001 UK oy T
1YdBTEX2

AOA1D3JYC9 [Phosphoglucomutase OS=Pseudomonas veronii 1YdBTEX2 58779 5.5239 CcYy CcYy GK

AOALD3IVD7 Uncharacterized protein OS=Pseudomonas veronii 4724 3.3413 UK UK S
1YdBTEX2

AOALD3IVGS Querciatm 2 3-dioxygenase PA1210 OS=Pseudomonas 55284 5 5875 oy oy oL
veronii 1YdBTEX2

AOALD3IVH3 Acetyltransferase PA5475 OS=Pseudomonas veronii 21135 6.0498 cy cy ME
1YdBTEX2

AOALD3IYHA LysR fta.mlly transcriptional regulator OS=Pseudomonas 35145.99 6.7 cy cy K
veronii 1YdBTEX2

AOALD3IYIO 2-hydroxymuconic semialdehyde dehydrogenase 59877 45 c 84 cy cy c

0S=Pseudomonas veronii 1YdBTEX2




2-hydroxyhexa-2_4-dienoate hydratase OS=Pseudomonas

AOA1D3JYJ6 . 28433.66 4.98 cY UK Q
veronii 1YdBTEX2

AOALD3JYNT Phenol hydroxylase P1 protein OS=Pseudomonas veronii 37549 47941 cy UK c
1YdBTEX2

AOALD3IYP8 Aldehyde dehydrogenase PuuC OS=Pseudomonas veronii 53575 5 2046 cy cy CEK
1YdBTEX2

AOALD3IYPY Spermidine/putrescine |r.r.1port ATP-binding protein PotA 42409.75 6.15 cy M PE
0S=Pseudomonas veronii 1YdBTEX2

AOALD3IYR3 3-phenylpropionate dioxygenase OS=Pseudomonas veronii 50583 23579 cy cy Q
1YdBTEX2

AOALD3IVRA 2-hydroxymuconate tautomerase OS=Pseudomonas veronii 15693 51958 cy cy S
1YdBTEX2

AOA1D3JYS7 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 58446.94 5.74 IM IM NT

AOALD3IYSO Gamma-glutamylputresc‘line synthetase PuuA 50887 4.667 cy cy £
OS=Pseudomonas veronii 1YdBTEX2
C4-dicarboxylate-bindi ipl i tei

AOA1D3JYX3 carboxylate-binding periplasmic protein 36837 | 8.8799 PR PR GQ
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IYXE 50S ribosomal protein L21 OS=Pseudomonas veronii 18992.34 6.53 cy cy I
1YdBTEX2

AOALD3IVYS Sugar ABC transporter su”bstrate-blndmg protein 33334 | 107227 UK PR pT
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IYZ2 Uncharacterized protein OS=Pseudomonas veronii 13950.67 4.53 EX UK
1YdBTEX2

AOA1D3JYZ4 |Phenol hydroxylase OS=Pseudomonas veronii 1YdBTEX2 13234 5.877 CcYy UK Q

AOALD3IYZ7 Gamma-glutamyltranspeptidase OS=Pseudomonas veronii 60932 6.9912 OM PR £
1YdBTEX2

AOALD3IYZS TetR f.;?m|ly transcriptional regulator OS=Pseudomonas 21961 51724 cy cy K
veronii 1YdBTEX2

AOA1D3JZ06 [Maltokinase OS=Pseudomonas veronii 1YdBTEX2 125167.5 5.69 CcY L(C,IM, 0 GM

AOALD3JZ09 Uncharacterized protein OS=Pseudomonas veronii 8617.15 491 cy cy s
1YdBTEX2

AOALD3IZ13 Uncharacterized oxidoreductase YgfF OS=Pseudomonas 26164.64 29 UK cy Q

veronii 1YdBTEX2




AOA1D3JZ21 |Thiol peroxidase OS=Pseudomonas veronii 1YdBTEX2 Y 17643 4.3228 cYy PR 0

AOALD3IZ23 Sugar ABC transporter su”bstrate-blndmg protein Y 48187 6.5244 PR UK G
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JZ40 [Methyltransferase OS=Pseudomonas veronii 1YdBTEX2 Y 27870.26 6.3 cYy cYy QH(mx)

AOALD3J743 C4-dicarboxylate ABC transporter OS=Pseudomonas veronii v 33431 23594 OM UK GP(mx)
1YdBTEX2

AOALD31Z60 Uncharacterized protein OS=Pseudomonas veronii v 11471 5 9339 cy UK T
1YdBTEX2

AOALD3IZ66 Uncharacterized protein OS=Pseudomonas veronii 46511 4.8996 OM UK M
1YdBTEX2

AOALD3IZ7S Allergen V5/Tpx-1 family protein OS=Pseudomonas veronii 97915.8 5 o6 PR UK o
1YdBTEX2
Uncharacterized protein OS=Pseudomonas veronii

AOA1D3JZ92 Y 15244 5.3745 cY UK X
1YdBTEX2

AOALD3IZAD TonB-denpendent receptor OS=Pseudomonas veronii Y 87573 c 1841 OM OM PH
1YdBTEX2

AOALD3IZE? Ferripyoverdine receptor OS=Pseudomonas veronii y 38987 5 0303 oM oM BH
1YdBTEX2

AOALD31ZGO Photosynthetic protein synthase | 0S=Pseudomonas veronii 29064 6.8452 cy UK MP(mx)
1YdBTEX2

AOALD3IZG1 Type IV secretion protein DotU OS=Pseudomonas veronii v 24916 50391 oy UK S
1YdBTEX2
2- lutarate di thylene-formi

AOA1D3JzI1 |2 OX08lutarate dioxygenase (ethylene-forming) Y 37791 | 8.0024 cy cy cQ
0OS=Pseudomonas veronii 1YdABTEX2
U ABCt ter ATP-bindi tei

AOA1D3JzIg | co APL transporter ATF-binding protein 25478.48| 6.33 UK |ML(C, IM)| EV(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JZJ4 |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 Y 57552 5.1152 IM IM NTP

A0A1D3JzLs |OPhosphogluconate dehydrogenase YgeC % 35120 | 55854 | OM UK Gl
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IZN3 Uncharacterized protein YcaC OS=Pseudomonas veronii Y 29549 4.6772 cy UK Q
1YdBTEX2

AOALD3IZNA Uncharacterized protein OS=Pseudomonas veronii 86800.24 6.23 PR cy UTM

1YdBTEX2




AOA1D3JZR0O |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 69464 4.9541 IM IM NTP

AOALD3IZSS 2_.3-dihyd|toxyphenyIpropionate/2_3-dihydrox?'cinnamic 34222 5 6089 PR UK ca
acid 1_2-dioxygenase OS=Pseudomonas veronii 1YdBTEX2

AOALD3IZTL Cell filamentation protein Fic OS=Pseudomonas veronii 26152 6.0645 cy cy DK
1YdBTEX2

AOALD3IZT7 Type IV secretion protein Rhs OS=Pseudomonas veronii 37504 9145 EX oy M
1YdBTEX2

AOALD3IZVE Mhp ?.peron transcriptional activator OS=Pseudomonas 29346 6.3618 cy cy KT
veronii 1YdBTEX2

AOA1D3JZV9 [Peptidase OS=Pseudomonas veronii 1YdBTEX2 52542.15 7 PR UK EO

AOA1D3JZX4 |Glucarate dehydratase OS=Pseudomonas veronii 1YdBTEX2 49257 5.644 cYy cYy M

AOALD3IZXS DeoR faimly transcriptional regulator OS=Pseudomonas 23735.65 6.44 UK cy QT(mx)
veronii 1YdBTEX2
Methyl- ti h taxi tein McpS

AOA1D3JzzO | o Y-accepting chemotaxis protein Vicp 68731 | 5.0845 IM IM NT(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3IZZE Alcohol dehydrogenase_"propanol-preferrlng 35559 5 981 UK cy cp
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K00S Type YI secretion system protein VgrGA OS=Pseudomonas 75868 6.0498 oy oy T
veronii 1YdBTEX2

AOALD3KOLS Tlid4_C domain-containing protein OS=Pseudomonas veronii 46585 5 9561 PR UK S
1YdBTEX2

AOALD3K049 L-arab.l.nose-blndlng periplasmic protein OS=Pseudomonas 35506 2 1763 PR PR oK
veronii 1YdBTEX2
Succinate-semialdehyde dehyd NADP(+

AOA1D3K0g0 |ouccinate-semialdehyde dehydrogenase [NADP(+)] 49609 | 4.9966 cy cy CE(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KO76 LyS|ne/arglnlne/ornlthlnti-blnd|ng periplasmic protein 28213 29233 PR PR eT
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KO77 3-oxoadipate CoA-transferase OS=Pseudomonas veronii 55043 5 1035 cy cy |
1YdBTEX2

AOALD3KO79 Virulence factors putative p05|"'c|ve transcription regulator 5301724  8.86 cy cy KT
BvgA OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K096 |DNA topoisomerase OS=Pseudomonas veronii 1YdBTEX2 71115 9.854 cy cy LBK




Uncharacterized protein OS=Pseudomonas veronii

AOA1D3K097 18757 6.3721 cY cY 0]
1YdBTEX2

AOALD3KOA2 3-oxoadipate CoA-transferase OS=Pseudomonas veronii 93405 4.6172 cy cy Ic
1YdBTEX2

AOALD3KOA7 Methy./.l-accepting chemotaxis protein OS=Pseudomonas 26663 4.689 M M NT(mx)
veronii 1YdBTEX2
Methyl- ting ch taxi tein OS=Pseud

AOAID3KOCO | ¢ Y i-accepting chemotaxis protein Ls=rseudomonas 42326 | 49116 | OM IM NT(mx)
veronii 1YdBTEX2
UPF0502 protein PVE_R1G3888 OS=Pseud i

AOA1D3KOCS protein FVE_ seudomonas veront 24947 | 5.3364 cy cy Q
1YdBTEX2

AOA1D3KODA4 Methyl-accepting chemo.’.cams protein PA2652 59459 5 0845 M M NT
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KOES TonB—.qependent siderophore receptor OS=Pseudomonas 28183 53218 OM OM PH
veronii 1YdBTEX2

AOA1D3KOFO [Histidine kinase OS=Pseudomonas veronii 1YdBTEX2 16098.62 6.29 cYy CcYy KT(mx)

AOALD3KOGO Delta-.:?\minolevulinic acid dehydratase OS=Pseudomonas 35410 5.4932 cy cy H
veronii 1YdBTEX2

AOALD3KOIS MethY.I-acceptlng chemotaxis protein OS=Pseudomonas 23299.88 5 84 M M NT
veronii 1YdBTEX2
Methyl- ting ch taxi tein PA2652

AOAID3KOK8 |- <Y 1-accepting chemotaxis protein 59915 | 5.332 IM M| TQ(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KOLS Acetyl-CoA acetyltransferase OS=Pseudomonas veronii 40278 5 7979 cy cy ac
1YdBTEX2

AOALD3KOMA Tyrosyl-trna synthetase OS=Pseudomonas veronii 20536 9.0015 cy UK s
1YdBTEX2

AOALD3KONS Uncharacterized protein OS=Pseudomonas veronii 9883 9.3149 M UK M
1YdBTEX2

AOALD3KONS Antibi?tic biosynthesis monooxygenase OS=Pseudomonas 13719 55518 cy UK s
veronii 1YdBTEX2

AOA1D3KOP5 |Glyoxalase OS=Pseudomonas veronii 1YdBTEX2 16819 5.9268 CcYy UK E

AOALD3KOPE ABC transporter substrate-binding protein 43876 6.5859 PR PR £

0S=Pseudomonas veronii 1YdBTEX2




ABC transporter substrate-binding protein

AOA1D3KO0Q4 . 38151 5.9868 PR PR E
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K0OQ5 [HAD family hydrolase OS=Pseudomonas veronii 1YdBTEX2 24554.34 4.62 cYy cYy El

AOA1D3KOQS Cro/CI“famin transcriptional regulator OS=Pseudomonas 12021.18 4.87 cy UK K
veronii 1YdBTEX2

AOA1D3KOQ9 Hydro.>.(ycinnamoyI-CoA hydratase-lyase OS=Pseudomonas 31057.77 5 66 cy cy H
veronii 1YdBTEX2

AOALD3KOSA Response regulatory doTaln-contalnlng protein 16751 4.7622 cy cy K
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KOT? Acyl-CoA dehydrogenase OS=Pseudomonas veronii 41492 5 4787 cy cy |
1YdBTEX2

AOALD3KOTO Uncharacterized protein OS=Pseudomonas veronii 56103 6.2109 M UK N
1YdBTEX2

AOALD3KOV2 Reconjbination-associated protein RdgC OS=Pseudomonas 34161 4.6919 cy cy L
veronii 1YdBTEX2

AOA1D3KOWS |Cysteine protease OS=Pseudomonas veronii 1YdBTEX2 24427.95 5.81 cy UK E

AOALD3KOY3 Inorganic pyrophosphatase OS=Pseudomonas veronii 19519 4.5981 cy cy c
1YdBTEX2
Acetate/butyrate--CoA li AAE7 i |

AOALD3KoY4 |cetate/butyrate—CoA ligase AAE7_ peroxisoma 59466.24| 5.7 cy cy IQ
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KOY9 Quinone oxidoreductase PIG3 OS=Pseudomonas veronii 33520 4.623 UK ML (C, IM) cp
1YdBTEX2

AOA1D3K0Z6 |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 21133 4.9307 cYy IM NT(mx)

AOA1D3K106 |Alpha/beta hydrolase OS=Pseudomonas veronii 1YdBTEX2 30522.96 6.67 CcYy CcYy IC

AOALD3K109 DeoR .f.amily transcriptional regulator OS=Pseudomonas 25657 5 6558 cy UK QE(mx)
veronii 1YdBTEX2

AOA1D3K115 |Pirin OS=Pseudomonas veronii 1YdBTEX2 31361 5.3965 CcY UK LO

AOALD3K116 Succinate dehydrogenas? iron-sulfur subunit 26104 7 6685 cy M c
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K117 Hypothetical secreted protein OS=Pseudomonas veronii 8351 5 6499 oM UK M
1YdBTEX2

AOALD3K119 3-hydroxydecanoyl-[acyl-carrier-protein] dehydratase 18703 6.1362 cy cy |

0OS=Pseudomonas veronii 1YdBTEX2




Dihydrolipoyllysine-residue succinyltransferase component

AOA1D3K120 |of 2-oxoglutarate dehydrogenase complex Y 42364 5.3101 CcYy cYy C
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K125 Dihydrolipoyl dehydrogenase OS=Pseudomonas veronii Y 49961 6.2212 UK cy c
1YdBTEX2

AOALD3K127 Succm‘ate dehydrogenase hydror?‘hoblc membrane anchor 13478.93 8.93 M M c
subunit OS=Pseudomonas veronii 1YdBTEX2

AOALD3K130 Pepth.yl-prolyl cis-trans isomerase OS=Pseudomonas Y 55585 5 1987 PR cy 0
veronii 1YdBTEX2

AOALD3K133 Succinate dehydrogenas? flavoprotein subunit Y 63567 5 729 cy M CHN
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K135 |Citrate synthase OS=Pseudomonas veronii 1YdBTEX2 Y 47769 6.4966 IM cy C

AOALD3K138 Glycine/betaine ABC trar.\.sporter substrate-binding protein 28244.73 71 UK UK Ep
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K160 Fumarate hydratase class Il 0S=Pseudomonas veronii v 4912311 c 67 cy cy CEF
1YdBTEX2

AOA1D3K167 |Peptidase M42 OS=Pseudomonas veronii 1YdBTEX2 Y 42559 4.9805 cYy cYy GE

AOA1D3K174 [Peroxiredoxin OS=Pseudomonas veronii 1YdBTEX2 Y 15322 5.8081 cY cY OK

AOA1D3K181 |lsochorismatase OS=Pseudomonas veronii 1YdBTEX2 Y 20683 6.4131 CcY CcY Q

AOALD3K184 Succinate--CoA ligase [AI?P—formlng] subunit beta Y 42946 59312 cy cy CF
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K197 Chaperone protein HtpG OS=Pseudomonas veronii v 71247 4.9834 oy oy oL
1YdBTEX2

AOALD3K1A4 Oxoglutarate dehydrogeTase (succinyl-transferring) Y 105962 | 6.0835 cy cy cl
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K1B1 |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 46935.2 4.99 IM IM NT

AOA1D3K1B4 Proba.k.)Ie M18 family aminopeptidase 2 OS=Pseudomonas v 46877 £ 5754 cy cy £G
veronii 1YdBTEX2

AOA1D3K1BS Cell division inhibitor MinD OS=Pseudomonas veronii 29278.35 4 cy cy BU
1YdBTEX2
3-oxoacyl-[acyl-carrier-protein] synthase 1

AOA1D3K1D3 . 43010 5.3452 cY cY 1Q(mx)
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3K1EO |GTP cyclohydrolase 1 OS=Pseudomonas veronii 1YdBTEX2 Y 20103 6.0996 cYy cYy H




Succinate--CoA ligase [ADP-forming] subunit alpha

AOA1D3K1E4 B Y Y Y 29896 6.0762 cY cY C
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K1E8 [Exonuclease OS=Pseudomonas veronii 1YdBTEX2 Y 20672 7.6362 CcY cY L

AOALD3KLFO Protein phosphatase CheZ OS=Pseudomonas veronii y v Y 59494 4.708 cy cy NT
1YdBTEX2

AOALD3K1GY ABC transporter substrat‘('e-blndmg protein Y 47156 5 0186 PR PR e
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K1I0 |ATPase AAA OS=Pseudomonas veronii 1YdBTEX2 Y Y 55503 5.5708 cYy cYy KT(mx)

AOALD3KLIS Uncharacterized protein OS=Pseudomonas veronii v 29458 4.4077 EX cy X
1YdBTEX2

AOA1D3K1J2 |Biotin carboxylase OS=Pseudomonas veronii 1YdBTEX2 Y 69142.72 6.15 UK cYy IF

AOALD3KLIS Arom?.tlc-amlno-aad aminotransferase OS=Pseudomonas y v 42811 5 9956 cy cy EK
veronii 1YdBTEX2

AOALD3KLKD Chemotaxis protein CheW OS=Pseudomonas veronii y v Y 17813 4.1499 cy cy NT
1YdBTEX2

AOALD3KLKE Putative pterln—4-a|pha—c3?rb|nolam|ne dehydratase y v Y 13298 5 6353 cy cy H
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K1L8 [Metal-binding protein OS=Pseudomonas veronii 1YdBTEX2 Y 21796 3.7983 CcYy CcYy L

AOA1D3K1PO |Dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 26143 9.397 PR PR S

AOA1D3K1Q3 |Cysteine synthase OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 32416 5.0361 cy cy E

AOA1D3K1R8 [Flagellin OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 56065.34 4.87 EX EX N

AOA1D3K1T5 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 56819 5.7246 cYy IM NT(mx)

AOA1D3K1U5 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 Y Y 77979 5.0684 EX oM PH

AOALD3K1V3 Cbb3-jf.ype cytochrome c oxidase subunit OS=Pseudomonas y v 35294 6.0688 M M c
veronii 1YdBTEX2

AOA1D3K1V5 |Extradiol dioxygenase OS=Pseudomonas veronii 1YdBTEX2 Y Y 13312 4.83 cYy UK E

AOA1D3K1V7 [Peptidase S41 OS=Pseudomonas veronii 1YdBTEX2 Y Y 22441 8.666 cYy UK C

AOALD3K1VS NADP!-.l-dependent curcumin reductase OS=Pseudomonas y Y 36981 5 748 UK cy L
veronii 1YdBTEX2

AOA1D3K1W1 |Peptidase S41 OS=Pseudomonas veronii 1YdBTEX2 Y Y 22668 8.6616 IM UK C

AOALD3K1Y7 Outer membrane porin F OS=Pseudomonas veronii v v v 34658 57891 PR OM MNP

1YdBTEX2




Cell division protein ZipA OS=Pseudomonas veronii

AOA1D3K1Y8 Y 31651 5.3467 IM cY X
1YdBTEX2

AOA1D3K202 |CmpX protein OS=Pseudomonas veronii 1YdBTEX2 Y 28967 6.1582 IM IM MT

AOA1D3K205 |Alanine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 Y 26846 5.6646 CcYy CcYy J

AOA1D3K207 |Aconitate hydratase OS=Pseudomonas veronii 1YdBTEX2 Y 94030.25 5.48 cYy cYy CE

AOALD3KO18 Phosphoenolpyruvate synthase OS=Pseudomonas veronii y 85861 4.8164 cy cy GT(mx)
1YdBTEX2

AOALD3K222 2-methylisocitrate lyase OS=Pseudomonas veronii y 39137 5 5107 UK cy Ge
1YdBTEX2

AOALD3K227 Cbb3-jf.ype cytochrome c oxidase subunit OS=Pseudomonas 33804 5.9707 M M c
veronii 1YdBTEX2

AOA1D3K228 |Citrate synthase OS=Pseudomonas veronii 1YdBTEX2 Y 41627 5.9531 cy cy C

AOALD3K241 Uncharacterized protein OS=Pseudomonas veronii v 12797 4.437 cy cy S
1YdBTEX2

AOALD3K244 Acyltransferase Rv0859 OS=Pseudomonas veronii v 42039.77 cc3 cy cy |
1YdBTEX2

AOA1D3K251 |Amidotransferase OS=Pseudomonas veronii 1YdBTEX2 Y 27763 5.2119 cY CcY F

AOALD3K261 Electron transfer flavopr?tem subunit beta y 26298 9.4629 cy UK c
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K275 Uncharacterized protein PA1579 OS=Pseudomonas veronii y 9109 8.4082 PR PR |
1YdBTEX2

AOALD3KD78 L-arak).!nose-blndlng periplasmic protein OS=Pseudomonas 34896 6.0015 PR PR Gk
veronii 1YdBTEX2

AOALD3K280 Electron transfer fIavopr?tem-ublqumone oxidoreductase y 60641 5 4331 UK cy H
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KISE 50S ribosomal protein L32 OS=Pseudomonas veronii 6738 10.4443 cy cy |
1YdBTEX2

AOA1D3K290 |Sugar kinase OS=Pseudomonas veronii 1YdBTEX2 31397 4,9512 PR cy GH

AOALD3K298 3—oxoacyl-[acyl—carrier—p.r.otein] reductase 55556 5 8477 cy cy Q
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K2A7 Uncharacterized protein OS=Pseudomonas veronii v 38950.02 c 35 EX cy P
1YdBTEX2

AOA1D3K2A9 [Peptidase S49 OS=Pseudomonas veronii 1YdBTEX2 Y 35993.71 6.93 oM IM ou




4-hydroxy-4-methyl-2-oxoglutarate aldolase

AOA1D3K2B2 . 17408 4.4604 cY cY H
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K2BE Flagellar brake protein YcgR OS=Pseudomonas veronii 28523.51 5 86 cy cy M
1YdBTEX2
S histidi tein ki hosphatase Ph

AOA1D3K2Bg |S&NsOr histidine protein kinase/phosphatase PhoQ 5044566| 6 M (ML, im)| TP
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K2CS Virulence transcriptionaI"regulatory protein PhoP 25547 5 2983 cy cy KT(mx)
0S=Pseudomonas veronii 1YdBTEX2
Flagellar basal-body rod protein FlgC OS=Pseud

AOA1D3K2Cg | 8e'ar dasabody rod protein rig seudomonas 15770 | 4.6318 EX  PR-flagellar] N
veronii 1YdBTEX2

AOALD3K2E2 Cyclic-di-GMP-binding bi?film dispersal mediator protein 25193.02 5 43 UK cy Q
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K2FO |Acyl carrier protein OS=Pseudomonas veronii 1YdBTEX2 8637 3.7515 cYy cYy 1Q(mx)

AOALD3KIE3 Electron transfer fIavopr?tein subunit alpha 31293 4.8838 cy UK c
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KIES Low s?eC|f|C|ty L-threonine aldolase OS=Pseudomonas 36113 6.1582 cy cy £
veronii 1YdBTEX2

AOA1D3K2GO |Ribonuclease E OS=Pseudomonas veronii 1YdBTEX2 117039 | 4.7842 CY CY JG

AOALD3K2G3 Arginine N—succmyltransfferase subunit beta 37416 6.971 cy cy E
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K2GS N-succinylglutamate S—S?mlaldehyde dehydrogenase 1407 4.9863 UK cy CcE
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K2H4 TetR f.;?m|ly transcriptional regulator OS=Pseudomonas 25780 6.2827 cy cy K
veronii 1YdBTEX2

AOALD3K2HS N-succinylarginine dihydrolase OS=Pseudomonas veronii 48576 6.0571 cy cy E
1YdBTEX2

AOALD3K2I0 Acetyl-coenzyme A synthetase OS=Pseudomonas veronii 41555 5 9897 cy cy 1Q(mx)
1YdBTEX2

AOALD3K2I2 AraC f.;.amlly transcriptional regulator OS=Pseudomonas 18114 5 5049 cy cy KT
veronii 1YdBTEX2

AOALD3K2I7 Lysine/arginine/ornithine-binding periplasmic protein 28347 20386 PR PR ET

0S=Pseudomonas veronii 1YdBTEX2




Aldehyde dehydrogenase OS=Pseudomonas veronii

AOA1D3K2J8 16918 6.0747 cY cY P
1YdBTEX2

AOALD3K2J9 Glycerophosphoryl dlestfe.r phosphodiesterase 38529.79 5 45 PR PR c
0OS=Pseudomonas veronii 1YdBTEX2
3- I-[acyl-carrier-protei thase 2

AOALD3K2K2 |>-Ox0acyH-lacyl-carrier-protein] synthase 43263 | 5.5342 cy IM 1Q(mx)
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K2K3 Rlbon.Lfcle05|de—d|phosphate reductase OS=Pseudomonas 107325 | 5.5327 EX cy e
veronii 1YdBTEX2

AOA1D3K2K5 [Alanine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 93722 5.3423 cYy cYy J
Methyl- ti h taxi tein CtpH

AOAID3K2K7 |- crnYiraccepting chemotaxis protein +ip 58333 | 5.5254 IM IM NT(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KIL3 Uncharacterized HTH-tyr‘).e transcriptional regulator YhjC 32955.27 6.25 cy cy K
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KILA Probable sugar-binding Pfarlplasmlc protein 45587 6.1567 PR PR P
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KIND Long-chain-fatty-acid--CoA ligase OS=Pseudomonas veronii 61501.17 8.32 cy cy Q
1YdBTEX2

AOALD3K2PS Acetyl-CoA carboxylase OS=Pseudomonas veronii 13858 5 6045 cy cy s
1YdBTEX2

AOALD3K2Q8 AraC f?mily transcriptional regulator OS=Pseudomonas 39385 6.0015 cy cy K
veronii 1YdBTEX2

AOA1D3K2S6 |Carbamate kinase OS=Pseudomonas veronii 1YdBTEX2 32790 5.1021 UK CcY E

AOALD3K2S7 Acetylornithine aminotransferase OS=Pseudomonas veronii 43245 5 7817 cy cy EH(mx)
1YdBTEX2

AOALD3K2S8 CAIB/BAIF family CoA transferase OS=Pseudomonas veronii 48084 6.9346 PR cy c
1YdBTEX2

AOALD3K2T8 CSD domain-containing protein OS=Pseudomonas veronii 7788 7708 oy oy KL
1YdBTEX2

AOA1D3K2T9 |L-serine dehydratase OS=Pseudomonas veronii 1YdBTEX2 48721.8 6.43 cYy cYy E

AOA1D3K2U2 |Porin OS=Pseudomonas veronii 1YdBTEX2 49479 5.9956 oM oM M

AOALD3K2U3 Glycine cleavage system T protein OS=Pseudomonas 40310 5 7056 cy cy E

veronii 1YdBTEX2




Methyl-accepting chemotaxis protein PctA

AOA1D3K2U4 . Y Y 67708 4.9702 IM IM NT(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K2us |ClVCine dehydrogenase (decarboxylating) Y Y 102259 | 5.6499 UK cy E
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K2U9 |Superoxide dismutase OS=Pseudomonas veronii 1YdBTEX2 Y 21905 5.4961 cYy PR cp

AOALD3K2VO Peptidoglycan-associated protein OS=Pseudomonas veronii y v 17768 5 6748 oM oM MN
1YdBTEX2

AOALD3K2VS Tol-Pal system protein TolB OS=Pseudomonas veronii y 45789 9.3501 cy PR u
1YdBTEX2

AOALD3KOVS Arylsulfate sulfotransferase OS=Pseudomonas veronii y 12578.54 9.59 cy cy oT
1YdBTEX2

AOA1D3K2W1 |Pyruvate kinase OS=Pseudomonas veronii 1YdBTEX2 Y 52052 5.9707 cy cy G

AOALD3K2W4 Protein translocase subunit SecA OS=Pseudomonas veronii v v 102871 | 52559 cy cy UE(mx)
1YdBTEX2

AOALD3K2W7 Aspartate--tRNA(Asp/Asn) ligase OS=Pseudomonas veronii v v 66257 5972 oy oy ]
1YdBTEX2

AOALD3K2X0 UPF0234 protein PVE_R1G4785 OS=Pseudomonas veronii v v 18236 23169 oy oy S
1YdBTEX2

AOALD3K2X4 Exodeoxyribonuclease | 0S=Pseudomonas veronii v 54703.87 5 66 cy cy L
1YdBTEX2
Methyl- ti h taxi tein OS=Pseud

AOAID3K2YQ | Y -8CCePtng chemotaxis protein Ls=rseudomonas Y Y 76074 | 4.8486 IM IM NT(mx)
veronii 1YdBTEX2

AOA1D3K2Y2 |Peptidase OS=Pseudomonas veronii 1YdBTEX2 Y Y 47150 4.3711 UK oM P

AOALD3K2Y3 Ornithine carbamoyltransferase OS=Pseudomonas veronii y v 37867 6.0117 cy cy EF
1YdBTEX2

AOA1D3K2Z9 (Proline--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 Y Y 63107 5.1343 CcYy CcYy J

AOALD3K314 GcheraIdehyde—3—phospt1ate dehydrogenase v v 36056 6.23 cy cy GE
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K322 Arginine biosynthesis blfgnctlonal protein ArgJ v 42753 5 0054 cy cy E
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K323 Imelysin family lipoprotein OS=Pseudomonas veronii v 38456 6.5244 PR UK s
1YdBTEX2

AOA1D3K332 |Arginine deiminase OS=Pseudomonas veronii 1YdBTEX2 Y Y 46343 5.2427 cYy cYy E




AOA1D3K334 |10 kDa chaperonin OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 10254 6.1318 cYy cYy ]

AOA1D3K335 |60 kDa chaperonin OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 57069 4.7754 CcYy CcYy 0]

AOA1D3K342 |Porin D OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 46960 5.6396 oM oM S

AOA1D3K345 |Secretion protein HylD OS=Pseudomonas veronii 1YdBTEX2 Y Y 38015 8.9209 IM IM MV

AOA1D3K353 |Threonine synthase OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 51952 5.7393 cYy cYy EP

AOA1D3K358 |GTP-binding protein OS=Pseudomonas veronii 1YdBTEX2 Y 22702.77 4.82 IM UK CO(mx)

AOALD3K362 Uncharacterized protein slr1894 OS=Pseudomonas veronii v v v 17764 5 2354 cy cy P
1YdBTEX2

AOALD3K366 Phosphoenolpyruvate—-protem phosphotransferase v 88802 c 5474 cy cy GT
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K367 Phosphor|bosylformylgly.(.:mam|d|ne synthase v v v 140552 | 4.8809 cy cy T
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K371 Iron-sulfur cluster assem.IE)Iy scaffold protein IscU v v 13861 5 0186 cy cy cp
0S=Pseudomonas veronii 1YdBTEX2
Nudix hydrolase d in-containi tei

AOA1D3K372 | oo hydrolase domain-containing protein Y 34075 | 5.3262 cy cy FH(mx)
0OS=Pseudomonas veronii 1YdABTEX2

AOALD3K378 Protein translocase subunit SecD OS=Pseudomonas veronii v v 67207 9.7251 M M ua(mx)
1YdBTEX2

AOA1D3K382 |H-NS histone OS=Pseudomonas veronii 1YdBTEX2 Y Y Y 13999 9.9697 CcY CcY S

AOALD3K388 Outer membrane protelr‘l'assembly factor BamB y v 42902 55995 UK oM G
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K395 2-isopropylmalate synthase OS=Pseudomonas veronii y 61773 59936 cy cy £
1YdBTEX2

AOALD3K397 Nucleoside diphosphate kinase OS=Pseudomonas veronii y 14943 5 9588 cy EX .
1YdBTEX2

AOALD3K398 Chape“rone protein HscA homolog OS=Pseudomonas y v Y 66169.28 4.78 cy cy oD
veronii 1YdBTEX2

AOALD3K399 50S ribosomal protein L19 OS=Pseudomonas veronii y 12961 | 10.7021 cy cy |
1YdBTEX2

AOALD3K3A4 TonB-dependent receptor OS=Pseudomonas veronii y v Y 92999 6.4937 EX OM PH
1YdBTEX2

AOALD3K3A7 Uncharacterized protein OS=Pseudomonas veronii y 2672 5 6089 cy UK s

1YdBTEX2




Cysteine desulfurase IscS OS=Pseudomonas veronii

AOA1D3K3B1 44443 5.9165 cY cY E
1YdBTEX2

AOALD3K3B3 Dual-specificity RNA met.hyltransferase RImN 49244.54 8.6 cy cy I
0OS=Pseudomonas veronii 1YdBTEX2
Inosine-5'- hosphate dehyd

AOA1D3K3C7 | 0°!N€ > -monophosphate denydrogenase 51939 | 6.2534 cy cy FT(mx)
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K3DS 30S ribosomal protein S16 OS=Pseudomonas veronii 9201 10.8369 cy cy |
1YdBTEX2

AOALD3K3E7 Rick_17kDa_Anti domalril.-contammg protein 18682 9.5347 PR UK M
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K3ES 12-oxophytodienoate reductase OS=Pseudomonas veronii 40370 6.0044 cy cy c
1YdBTEX2

AOA1D3K3GO [Aminotransferase OS=Pseudomonas veronii 1YdBTEX2 38920.08 8.61 PR IM EK

AOALD3K3GS Uncharacterized protein PA3922 OS=Pseudomonas veronii 48317.62 294 PR UK s
1YdBTEX2

AOALD3K3G8 Pepth.yl-prolyl cis-trans isomerase OS=Pseudomonas 1732 4.4194 cy cy 0
veronii 1YdBTEX2
GMP synth lutamine-hydrolyzing] OS=Pseud

AOA1D3K3H2 synthase [glutamine-hydrolyzing] OS=Pseudomonas 58261 | 5.4507 cy cy FH(mx)
veronii 1YdBTEX2

AOALD3K3(7 Iron-binding protein IscA OS=Pseudomonas veronii 11648 4.6743 cy cy c
1YdBTEX2

AOALD3K3)3 Uncharacterized protein OS=Pseudomonas veronii 2492 3.835 cy UK s
1YdBTEX2

AOALD3K3K1 3-hyd.r.0xy|sobutyrate dehydrogenase OS=Pseudomonas 59998 55127 cy cy G
veronii 1YdBTEX2

AOA1D3K3K8 |Glutathione peroxidase OS=Pseudomonas veronii 17519 5.2383 CcYy PR Cco

AOA1D3K3K9 |Protein CreA OS=Pseudomonas veronii 1YdBTEX2 16860 9.2183 cY UK S

AOALD3K3LS Methyl-accepting chemo"'caX|s protein Mcp$S 68336.28 593 M M NT
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K3LS Muconolactone Delta-isomerase OS=Pseudomonas veronii 11133 6.3193 cy UK Q
1YdBTEX2

AOALD3K3ME RNA polymerase-binding transcription factor DksA 17100 4.9497 cy cy T

0OS=Pseudomonas veronii 1YdBTEX2




AOA1D3K3M8 [PAS sensor protein OS=Pseudomonas veronii 1YdBTEX2 17296.85 6.12 cYy UK TK
Anthranilate 1_2-di Il subunit

AOA1D3K3pQ | antiate -_s-dioxygenase smatl subun 19536 | 6.8965 cy cy Q
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K3P Hypothetical membrane protein OS=Pseudomonas veronii 12683 8.5503 cy M H
1YdBTEX2

AOALD3K3P7 50S ribosomal protein L21 OS=Pseudomonas veronii 11596 | 10.9993 cy cy |
1YdBTEX2

AOALD3K3P9 Transcription term|nat|oT/antlterm|nat|on protein NusA c4381 4.3506 cy cy Kl
OS=Pseudomonas veronii 1YdBTEX2
Carb I-phosphat thase | hai

AOA1D3K3QQ | 2roamoyrrphosphate syninase jarge chain 117424 | 4.9233 UK UK F
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K3R3 APH domain-containing protein OS=Pseudomonas veronii 57785.94 579 oy oy M
1YdBTEX2

AOALD3K3RE Catechol 1_2-dioxygenase OS=Pseudomonas veronii 34546 4.8457 cy cy Q
1YdBTEX2

AOALD3K3SE Ornithine aminotransferase OS=Pseudomonas veronii 50369 9.936 oM PR s
1YdBTEX2

AOA1D3K3T4 |Thioredoxin reductase OS=Pseudomonas veronii 1YdBTEX2 33696 4.9512 PR UK C

AOALD3K3TE Cell eril.velope biogenesis protein OmpA OS=Pseudomonas 17302 9.4072 PR OM MN
veronii 1YdBTEX2

AOALD3K3US 50S ribosomal protein L27 OS=Pseudomonas veronii 9767 10.8545 cy cy |
1YdBTEX2

AOALD3K3U7 Chaperone protein DnaK OS=Pseudomonas veronii 68413 4.7124 oy oy ODE
1YdBTEX2

AOALD3K3U9 Ferric uptake regulation protein OS=Pseudomonas veronii 15117 c 1606 oy cy p
1YdBTEX2
Carb I-phosphat th Il chai

AOA1D3K3V1 | o amoyi-phosphate synthase smaif chain 40686 | 5.3481 cy cy FH(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3K3V4 Phosphoglucosamine mutase OS=Pseudomonas veronii 47719 £ 5754 cy cy G
1YdBTEX2

AOALD3K3W3 Methylmalonate-semialdehyde dehydrogenase [acylating] £3790 5 8195 cy cy CEK

mitochondrial 0S=Pseudomonas veronii 1YdBTEX2




Chaperone protein DnaJ OS=Pseudomonas veronii

AOA1D3K3W6 Y Y 40362 6.2065 oM Cy 0]
1YdBTEX2

AOALD3K3X1 Aceto.r.le carboxylase gamma subunit OS=Pseudomonas Y 19482 5 3862 cy cy EQ
veronii 1YdBTEX2

AOA1D3K3Z2 |Transposase OS=Pseudomonas veronii 1YdBTEX2 Y 24110 8.9883 UK UK KL

AOALD3K3Z6 Ketol-?C|d reductoisomerase (NADP(+)) OS=Pseudomonas v v 36202 53525 oy oy IEH
veronii 1YdBTEX2

AOALD3KA0? Aceto.r?e carboxylase alpha subunit OS=Pseudomonas y Y 86396 5 4505 cy cy EQ
veronii 1YdBTEX2

AOALD3KA03 Glucose-6-phosphate isomerase OS=Pseudomonas veronii y Y 61455.19 6.4 M cy G
1YdBTEX2

AOALD3KAOE Serine hydroxymethyltransferase OS=Pseudomonas veronii y 44875 5 9399 cy cy EH
1YdBTEX2
E -d dent t lati | throttl tein EttA

AOA1D3K40g |- créy-cependent transiationa’ throttie protein Y % 61421 | 5.187 cy oy | vamx)
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K427 [Catalase OS=Pseudomonas veronii 1YdBTEX2 Y Y 53782.22 6.97 cy cy C

AOA1D3K431 |Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 Y Y 76464 4.7607 IM IM NT(mx)

AOALD3KA34 Translation initiation factor IF-2 OS=Pseudomonas veronii y Y 90498 6.5156 cy cy IM(mx)
1YdBTEX2

AOA1D3K439 Inner membrane protein YjiY OS=Pseudomonas veronii v 73786.48 9.1 M M T
1YdBTEX2

AOALD3KA4D Uncharacterized protein OS=Pseudomonas veronii y Y 54124.43 6.81 cy UK S
1YdBTEX2

AOALD3K443 Polyribonucleotide nuclef)tldyltransferase y Y 24887 5 0259 UK cy I
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K444 Transc“rlptlon elongation factor GreA OS=Pseudomonas y 17371 51182 cy cy Kl
veronii 1YdBTEX2

AOALD3KA51 Aceto.r?e carboxylase beta subunit OS=Pseudomonas v 27668 5 0962 cy cy EQ
veronii 1YdBTEX2

AOALD3KA59 TetR f?m|ly transcriptional regulator OS=Pseudomonas Y 25686 6.4365 cy cy K
veronii 1YdBTEX2

AOA1D3K465 |Protein GrpE OS=Pseudomonas veronii 1YdBTEX2 Y Y 20671 4.4458 cy cy 0]




Shikimate dehydrogenase (NADP(+)) OS=Pseudomonas

AOA1D3K476| . 30332 5.5869 cY cY EH
veronii 1YdBTEX2
Glut te-1- ialdehyde 2_1-ami t

AOA1D3K477 | tamate-i-semiaidenyde 2_t-aminomutase 45122 | 5.3306 cy cy HE(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KATS LPS-assembly lipoprotein LptE OS=Pseudomonas veronii 299362 5 6133 OM cy M
1YdBTEX2

AOALD3KASE Membrane-bound lytic r?urem transglycosylase B 37873 5 5034 cy M M
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3K488 |Leucine--tRNA ligase OS=Pseudomonas veronii 1YdBTEX2 97123 5.3438 cYy cYy J

AOALD3KA9E ABC transporter substrat‘(.e-blndmg protein 27082 4.1982 PR PR e
OS=Pseudomonas veronii 1YdBTEX2
M i d cobalt effl tein CorC

AOA1D3K4AQ | cenesiim and cobalt efiiux protein Lor 31413.24| 4.93 oy ML, im)| et
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K4A8 [AMP nucleosidase OS=Pseudomonas veronii 1YdBTEX2 54477 6.3633 CY CY F

AOA1D3K4B7 |Endoribonuclease YbeY OS=Pseudomonas veronii 17235 4.0254 cYy cY JC

AOALD3KACA Uncharacterized protein OS=Pseudomonas veronii £6148.75 5.7 cy UK s
1YdBTEX2

AOALD3KAD2 Uncharacterized protein YraR OS=Pseudomonas veronii 23402 8.0112 cy cy GM
1YdBTEX2

AOA1D3K4D7 |Endopeptidase La OS=Pseudomonas veronii 1YdBTEX2 89084.55 4.85 CcYy CcYy oP

AOA1D3KAGO MaoC family dehydratase OS=Pseudomonas veronii 16781.79 59 UK cy cl
1YdBTEX2

AOALD3KAGE Outer membrane protein W OS=Pseudomonas veronii 24771 8.7847 OM OM M
1YdBTEX2

AOALD3KAH2 Transcription antltermmfa.tlon protein NusB 18865.78 556 oy oy I
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KAHS 6_7—d!.methyl-8—r|b|tylIumazme synthase OS=Pseudomonas 16437 5 6177 cy cy H
veronii 1YdBTEX2

AOA1D3KAHS Uncharacterized protein OS=Pseudomonas veronii 35413.98 9.37 cy UK S
1YdBTEX2

AOALD3KAIG 30S ribosomal protein S4 OS=Pseudomonas veronii 23062 10.1177 cy cy |

1YdBTEX2




50S ribosomal protein L17 OS=Pseudomonas veronii

AOA1D3K4l7 14406 11.0186 cY cY J
1YdBTEX2

AOA1D3K4J2 [Catalase OS=Pseudomonas veronii 1YdBTEX2 53667 6.8833 PR PR CP

AOALD3KAJE 50S ribosomal protein L6 OS=Pseudomonas veronii 19185 | 10.0459 cy cy |
1YdBTEX2

AOALD3KAKL Inorganic pyrophosphatase OS=Pseudomonas veronii 19365 4.5981 cy cy c
1YdBTEX2

AOALD3KAKA 50S ribosomal protein L18 OS=Pseudomonas veronii 12634 | 10.7095 cy cy |
1YdBTEX2

AOA1D3K4K6 [Thioredoxin OS=Pseudomonas veronii 1YdBTEX2 31627 4.4897 oM CcY 0]

AOALD3KAKS 50S ribosomal protein L22 OS=Pseudomonas veronii 11903 10.6216 cy cy |
1YdBTEX2

AOA1D3K4LO |Hydrogenase OS=Pseudomonas veronii 1YdBTEX2 28113.39 5.82 oM UK HK

AOALD3KAL2 50S ribosomal protein L2 OS=Pseudomonas veronii 20673 | 11.6367 cy cy |
1YdBTEX2

AOALD3KALS 30S ribosomal protein S3 OS=Pseudomonas veronii 5736 | 10.4531 cy cy |
1YdBTEX2

AOALD3KAML DNA-directed RNA polynlerase subunit beta 150894 | 5.5151 oM cy K
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KAM2 Slngle.-.stranded DNA-binding protein OS=Pseudomonas 18977 5 8184 cy cy L
veronii 1YdBTEX2

AOALD3KAM3 30S ribosomal protein S12 OS=Pseudomonas veronii 13716.41 111 cy cy |
1YdBTEX2

AOALD3KAMS 30S ribosomal protein S7 OS=Pseudomonas veronii 17636 | 105762 cy cy |
1YdBTEX2

AOALD3KAMO 50S ribosomal protein L15 OS=Pseudomonas veronii 15215 | 11.9471 cy cy |
1YdBTEX2

AOALD3KAND 30S ribosomal protein S13 OS=Pseudomonas veronii 13272 | 11.3862 cy cy |
1YdBTEX2

AOALD3KANG 50S ribosomal protein L14 OS=Pseudomonas veronii 13401 11.376 cy cy |
1YdBTEX2

AOALD3KAN7 Aldehyde dehydrogenase OS=Pseudomonas veronii 54882 5 8169 cy cy CEK

1YdBTEX2




30S ribosomal protein S17 OS=Pseudomonas veronii

AOA1D3K4ANS 10090 | 10.1455 Cy CY J
1YdBTEX2
Putative 3-methyladenine DNA gl I

AOA1D3K4Ng | - atve s-methyladenine INA glycosylase 25409 | 9.2065 cy UK L
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KAP2 50S ribosomal protein L24 OS=Pseudomonas veronii 11338 10.5615 cy cy |
1YdBTEX2

AOALD3KAP3 50S ribosomal protein L3 OS=Pseudomonas veronii 29563 10.3638 cy cy |
1YdBTEX2

AOALD3KAPE Ribulose-phosphate 3-epimerase OS=Pseudomonas veronii 24076 4.7795 cy cy GH
1YdBTEX2

AOALD3KAPS 30S ribosomal protein S11 OS=Pseudomonas veronii 13607 11.2646 cy cy |
1YdBTEX2

AOA1D3K4QO 30S ribosomal protein S10 OS=Pseudomonas veronii 11745 10.248 cy cy |
1YdBTEX2

AOA1D3KAQ1 50S ribosomal protein L4 OS=Pseudomonas veronii 21954 10.2363 cy cy |
1YdBTEX2

AOALD3KAQ3 50S ribosomal protein L1 OS=Pseudomonas veronii 24060 10.043 cy cy |
1YdBTEX2

AOA1D3KAQ4 Anthr.a.nilate synthase component 1 OS=Pseudomonas 4351 4.8413 UK cy EH
veronii 1YdBTEX2

AOALD3KAQS Anthr.a.nilate synthase component 2 OS=Pseudomonas 21643 5 064 cy cy EH
veronii 1YdBTEX2

AOALD3KAQ7 50S ribosomal protein L5 OS=Pseudomonas veronii 20444 10.1499 cy cy |
1YdBTEX2

AOA1D3K4Q9 50S ribosomal protein L11 OS=Pseudomonas veronii 14902 10.2437 cy cy |
1YdBTEX2

AOALD3KAR1 50S ribosomal protein L10 OS=Pseudomonas veronii 17636 9.7061 cy cy |
1YdBTEX2

AOALD3KARG 50S ribosomal protein L23 OS=Pseudomonas veronii 10938 10.5088 cy cy |
1YdBTEX2

AOA1D3K4R7 |Bacterioferritin OS=Pseudomonas veronii 1YdBTEX2 18086 4.4692 cY CcY P

AOA1D3KARS UPF0229 protein PVE_R1G5476 OS=Pseudomonas veronii 48607 6.4761 oy oy S

1YdBTEX2




50S ribosomal protein L7/L12 OS=Pseudomonas veronii

AOA1D3K4S6 12458 4.4517 cY cY J
1YdBTEX2

AOALD3KASS 30S ribosomal protein S5 OS=Pseudomonas veronii 17676 10.5454 cy cy |
1YdBTEX2

AOALD3KATS Sperrr'ndme/putrescme ABC tran.s.porter substrate-binding 37724 5 6572 PR PR Ep
protein OS=Pseudomonas veronii 1YdBTEX2
50S ribosomal protein L16 OS=Pseudomonas veronii

AOA1D3K4UO 15419 11.7642 cY cY J
1YdBTEX2

AOA1D3K4U2 |Chaperone SurA OS=Pseudomonas veronii 1YdBTEX2 49411 5.3818 cYy ML (C, P) MO

AOALD3KAU3 3_4-d|hydroxy-2-butanoTe 4-phosphate synthase 39382 5 0625 cy cy H
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3KAUA Coenz.y./me PQQ synthesis protein B 0S=Pseudomonas 33073 4.9761 UK oy p
veronii 1YdBTEX2

AOA1D3K4U9 [Elongation factor G OS=Pseudomonas veronii 1YdBTEX2 77048 5.0845 cYy cYy JT(mx)

AOALD3KAV1 LPS-assembly protein LptD OS=Pseudomonas veronii 104426 | 52764 OM OM M
1YdBTEX2

AOALD3KAVS Long—?ham-alcohol dehydrogenase 1 OS=Pseudomonas 39583 5 1504 cy cy c
veronii 1YdBTEX2

AOALD3KAWO Glycine cleavage system.t.ranscrlptlonal repressor 18200.53 c3 oy oy ET
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KAWS Ammc?.glycomde phosphotransferase OS=Pseudomonas 38908.08 59 cy cy M
veronii 1YdBTEX2

AOA1D3KAW6 |Amine oxidase OS=Pseudomonas veronii 1YdBTEX2 62551 5.9341 cY UK EQ

AOALD3KAWS DNA-directed RNA ponr’rlerase subunit alpha 36623 4.7183 cy cy K
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KAXE TonB-denpendent receptor OS=Pseudomonas veronii 60843 53994 oM oM PH
1YdBTEX2

AOALD3KAYO 30S ribosomal protein S8 OS=Pseudomonas veronii 14106 9.8394 cy cy |
1YdBTEX2

AOALD3KAZE Sarcosine oxidase subunit delta OS=Pseudomonas veronii 11499 5.9282 cy cy £
1YdBTEX2

AOALD3KAZO 50S ribosomal protein L29 OS=Pseudomonas veronii 2167 11.1021 cy cy |

1YdBTEX2




DNA-directed RNA polymerase subunit beta'

AOA1D3K500 . 154570 6.8789 cY cY K
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K508 |Elongation factor Tu OS=Pseudomonas veronii 1YdBTEX2 43551 5.1943 cYy cYy JT(mx)

AOA1D3K511 |Malate synthase G OS=Pseudomonas veronii 1YdBTEX2 78913 5.5269 CcYy CcY C

AOALD3KE26 N-acetyl—gamma-glutamy./.I—phosphate reductase 36618 6.3281 UK cy E
0S=Pseudomonas veronii 1YdBTEX2

AOALD3K530 Serine hydroxymethyltransferase OS=Pseudomonas veronii 44671 6.1904 UK cy E
1YdBTEX2

AOALD3KG35 Indole:3-glycerol phosphate synthase OS=Pseudomonas 30252.05 4.99 cy cy E
veronii 1YdBTEX2

AOALD3K540 Phosphoglycerate kinase OS=Pseudomonas veronii 40167 4.8706 UK cy .
1YdBTEX2

AOA1D3K541 |Peptidase M19 OS=Pseudomonas veronii 1YdBTEX2 35862 5.3218 cYy cYy E

AOA1D3K546 [Transketolase OS=Pseudomonas veronii 1YdBTEX2 72573 4.9248 CcY CY CGH
Uncharacterized protein YeaG OS=Pseudomonas veronii

AOA1D3K548 73763 5.54 cY cY T
1YdBTEX2
Sarcosine oxidase subunit beta OS=Pseudomonas veronii

AOA1D3K549 45155.73 8.2 UK cY EH(mx)
1YdBTEX2

AOALD3KSSS RNA p.(.)lymerase sigma factor RpoD OS=Pseudomonas 69291 4.8516 cy cy K
veronii 1YdBTEX2

AOALD3KEE0 Glutamate/aspartate per.lplasmlc—bmdmg protein 37887 29395 UK PR ET
0S=Pseudomonas veronii 1YdBTEX2

AOALD3KSE3 Rham.r.\osyltransferase 1 subunit A OS=Pseudomonas 33028 6.4922 cy cy Ic
veronii 1YdBTEX2

AOALD3KGES Pyrrol?qumolme-qumone synthase OS=Pseudomonas 29030 6.4487 cy cy H
veronii 1YdBTEX2

AOALD3KEEE Adénosylmeth|on|ne—8—am|no—7-oxononan?ate £9365.34 g cy cy EH
aminotransferase OS=Pseudomonas veronii 1YdBTEX2
Glutathione-ind dent f Idehyde dehyd

AOA1D3K569 | arnionesindependent formaidenyde dehydrogenase 42186 | 6.1626 cy cy CE(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KS71 Malonyl CoA-acyl carrier protein transacylase 39206 6.6929 UK cy Q

0S=Pseudomonas veronii 1YdBTEX2




Hydrolase in pggF 5'region OS=Pseudomonas veronii

AOA1D3K577 Y 28745 4.6421 cY cY TH(mx)
1YdBTEX2

AOALD3KSTS S-adenosylmethionine synthase OS=Pseudomonas veronii v 45682 5 3408 cy cy H
1YdBTEX2

AOALD3KS79 Meth\./.lenetetrahydrofolate reductase OS=Pseudomonas v 31287 5 9795 cy cy E
veronii 1YdBTEX2

AOALD3KE91 Adenosylhomocysteinase OS=Pseudomonas veronii v 51289 59734 cy cy H
1YdBTEX2

AOALD3KE9E Aspartate carbamoyltransferase OS=Pseudomonas veronii v 36358.97 214 cy cy EE
1YdBTEX2

AOALD3KGAS Uncharacterized protein OS=Pseudomonas veronii 2179 5 8682 PR UK X
1YdBTEX2

AOA1D3K5A9 |Thioesterase OS=Pseudomonas veronii 1YdBTEX2 Y 15057 7.314 CcY CcY 1Q

AOALD3K5BS Aldehyde dehydrogenase OS=Pseudomonas veronii y 9119 8.8096 M cy c
1YdBTEX2

AOA1D3K5C8 |Thiazole synthase OS=Pseudomonas veronii 1YdBTEX2 Y 28288 5.0376 CcY CcYy H

AOALD3KSD1 Dihydroxy-acid dehydratase OS=Pseudomonas veronii v 65664 5 7085 cy cy £G
1YdBTEX2

AOA1D3KS5DS UPF0312 protein PVE_R1G5612 OS=Pseudomonas veronii v 21272 78135 PR UK 0
1YdBTEX2

AOA1D3KSEDS 4—deoxy—4-formamldo—L—arablnose-phosphciundecaprenol v 29551 6.2769 M M pC
deformylase ArnD OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSED RNA pyrophosphohydrolase OS=Pseudomonas veronii v 18868.87 9.3 cy cy LF
1YdBTEX2

AOA1D3K5GO [ATPase OS=Pseudomonas veronii 1YdBTEX2 Y 15344 9.3003 PR UK S

AOALD3KSHO Spermidine-binding per||:‘).lasm|c protein SpuE y 39932 59912 PR PR p
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSIS Fructo.:se-1_6-b|sphosphate aldolase OS=Pseudomonas y 38385 5 991 PR cy G
veronii 1YdBTEX2

AOALD3KS)1 Ribosomal RNA small sut‘).unlt methyltransferase E y 26271 5 7671 cy UK I
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K5K2 |Glutamine synthetase OS=Pseudomonas veronii 1YdBTEX2 Y 51023 4.8311 CcYy CcYy E




Gamma aminobutyrate transaminase 1_ mitochondrial

AOA1D3K5K4 N 49859 5.6689 cY cY EH(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSKS Probable binding protein component of ABC .|.ron 36676 6.2651 PR PR P
transporter PA5217 OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSLY Anaerobically-induced Ol..l.ter membrane porin OprE 47187 S 6455 OM OM s
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3K5L4 |Transporter OS=Pseudomonas veronii 1YdBTEX2 34637 7.6758 oM IM MVI

AOALD3K5LY Dihydroorotase-like protein OS=Pseudomonas veronii 44042 5 2983 UK cy FQ(mx)
1YdBTEX2

AOALD3KSLS Putrescine-binding perlp!?smm protein SpuD 40054 6.5391 cy PR PE
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K5L9 |Thioredoxin OS=Pseudomonas veronii 1YdBTEX2 11764 4.6553 CcY CcY 0]

AOALD3KEM3 Gamma—glutamylputrescil.ne synthetase PuuA 0968 4.6538 cy cy E
0S=Pseudomonas veronii 1YdBTEX2

AOA1D3K5M7 [Exopolyphosphatase OS=Pseudomonas veronii 1YdBTEX2 56026 6.1025 cYy cYy FP

AOALD3KSN7 UPF0149 protein PFL_5969 OS=Pseudomonas veronii 19768.75 4 oy UK L
1YdBTEX2
Unch terized ABC t ter ATP-bindi tein YheS

AOAID3K5NQ |- ncnaracterize ransporter INAing protein the 70801 | 5.3496 oY ML(cY, oM VH(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSPO Gamma-glutamylcyclotransferase OS=Pseudomonas veronii 24595.21 27 cy cy p
1YdBTEX2
D-3-phosphogl| te dehyd 0OS=Pseud

AOA1D3K5P2 phosphoglycerate denydrogenase Ls=rseldomonas 44303 | 6.0747 cy cy EH(mx)
veronii 1YdBTEX2

AOALD3KSPS Uropo“rphyrin—lll C-methyltransferase OS=Pseudomonas 40390 5 0713 M M H
veronii 1YdBTEX2

AOA1D3K5Q0 GMC family oxidoreductase OS=Pseudomonas veronii 57177 6.7383 UK UK EC
1YdBTEX2
UDP-4-amino-4-d -L-arabi - lutarat

AOAID3K5Q1 |1 arino-firaeoxy--arabinose--oxogiutarate 41290 | 5.2119 cy cy E
aminotransferase OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSR1 Cell division protein ZapA OS=Pseudomonas veronii 11579.9 5 64 cy UK b
1YdBTEX2

AOALD3KSR3 Probable 3-mercaptopyruvate sulfurtransferase 30795 5 105 cy cy p

0OS=Pseudomonas veronii 1YdBTEX2




Delta-aminolevulinic acid dehydratase OS=Pseudomonas

AOA1D3K5R5 . 36996 4.9438 cY cY H
veronii 1YdBTEX2

AOALD3KES1 sn—glyferol-?,—phosphate transporter OS=Pseudomonas 17731 9.5112 EX UK S
veronii 1YdBTEX2

AOALD3KESE Uncharacterized protein OS=Pseudomonas veronii 34757 11.0405 cy UK S
1YdBTEX2

AOA1D3K5S7 |Polyphosphate kinase OS=Pseudomonas veronii 1YdBTEX2 82954.62 6.78 oM ML (C, IM) P

AOALD3KST3 Aminomethyltransferase OS=Pseudomonas veronii 39553 5 7788 cy cy EC
1YdBTEX2
S idi trescine i t ATP-bindi tein PotA

AOALD3K5U2 |SPermidine/putrescine impor Inding protein o 42374 | 5.9355 cy IM PE(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K5U9 Argininosuccinate lyase OS=Pseudomonas veronii 51568 5521 oy oy EF
1YdBTEX2

AOA1D3K5Y5 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 70053 5.1577 IM IM NT(mx)

AOALD3KSZ6 Transcﬂription termination factor Rho OS=Pseudomonas 46938 25357 cy cy KU(mx)
veronii 1YdBTEX2

AOALD3KSZ7 Aldehyde dehydrogenase PuuC OS=Pseudomonas veronii 59651 c 4478 cy cy cK
1YdBTEX2

AOALD3KSZS Gchm.(.e cleavage system H protein OS=Pseudomonas 13179.61 4.92 cy UK £
veronii 1YdBTEX2
Phosph t hosphogl t

AOA1D3K607 | 1OsPhomannomutase/phosphoglucomutase 50548 | 5.3657 cy cy GIM
0S=Pseudomonas veronii 1YdBTEX2

AOALD3KE1E Blopo!.ymer transport protein ExbB OS=Pseudomonas 29676.73 6.6 M M U
veronii 1YdBTEX2

AOALD3KE28 Uncharacterized protein OS=Pseudomonas veronii 6569 5 0669 cy UK T
1YdBTEX2

AOALD3KE3S Serine hydroxymethyltransferase OS=Pseudomonas veronii 46173 6.2871 cy cy E
1YdBTEX2

AOA1D3K642 |Glyoxalase OS=Pseudomonas veronii 1YdBTEX2 23116.76 4.92 cYy cYy Q

AOALD3KES3 LysR f?mlly transcriptional regulator OS=Pseudomonas 33503.74 6.49 cy cy K
veronii 1YdBTEX2

AOA1D3K654 |Protein ClpV1 OS=Pseudomonas veronii 1YdBTEX2 96909 5.4185 cYy cYy OL(mx)




Biopolymer transport protein ExbD OS=Pseudomonas

AOA1D3K666 . 15211 4.6714 PR IM U
veronii 1YdBTEX2

AOALD3KE71 EvpB ffxm|ly type VI secretion protein OS=Pseudomonas £5675 5 1196 cy cy K
veronii 1YdBTEX2

AOALD3KET3 Aspartate ammonia-lyase OS=Pseudomonas veronii 1058 5 3745 oy cy ECE
1YdBTEX2

AOALD3KE74 Uncharacterized protein OS=Pseudomonas veronii 18388 5 1064 UK cy K
1YdBTEX2

AOALD3KE79 Type VI secretion protein ImpA OS=Pseudomonas veronii 36751.68 4.56 oy UK M
1YdBTEX2

AOALD3KES4 N5—carboxyam|n0|m|daz?le ribonucleotide mutase 16907 6.3237 UK UK £
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KES2 Phosphate regulon transSrlptlonaI regulatory protein PhoB 55565.33 5 95 cy cy KT
0S=Pseudomonas veronii 1YdBTEX2

AOALD3KE9E LysR fta.mlly transcriptional regulator OS=Pseudomonas 36345 89529 cy cy K
veronii 1YdBTEX2

AOALD3KE99 Uncharacterized protein OS=Pseudomonas veronii 13605 8.7466 PR PR P
1YdBTEX2

AOALD3KEAL Pyruvate carboxylase subunit B OS=Pseudomonas veronii 65353 5 4243 cy cy ca(my)
1YdBTEX2

AOA1D3K6A5 ([Protein hcpl OS=Pseudomonas veronii 1YdBTEX2 17507 6.5068 cYy EX S
D-ami id dehyd 0OS=Pseud i

AOAID3K6A7 |- o minoaciddenydrogenase Ls=rseudomonas veronit 4714932 8.18 PR ML(CaIM] EH(mx)
1YdBTEX2

AOALD3KEAS Phosphate-binding protein OS=Pseudomonas veronii 34609 9.1538 oM M p
1YdBTEX2

AOALD3KGEL Cytoch.rome ¢ domain-containing protein OS=Pseudomonas 9064.5 6.8 cy UK c
veronii 1YdBTEX2

AOALD3KEEA DNA-binding protein HU-alpha OS=Pseudomonas veronii 9814 10.6743 cy cy LK
1YdBTEX2

AOALD3KGE7 Gly-zipper_YMGG domal‘f\-contalnlng protein 32460 9.5142 OM UK M
OS=Pseudomonas veronii 1YdBTEX2

AOALD3KEE2 Chemotaxis protein CheY OS=Pseudomonas veronii 3751218 8.95 cy cy K

1YdBTEX2




DNA-directed RNA polymerase subunit omega

AOA1D3K6H5 . 9820 4.103 cY cY K
0OS=Pseudomonas veronii 1YdBTEX2
Probable fatty acid methylt f 0OS=Pseud

AOALD3KEIO ro a“ e fatty acid methyltransferase seudomonas 44080 c 979 oy oy QH(mx)
veronii 1YdBTEX2

AOA1D3K6L5 |Biotin carboxylase OS=Pseudomonas veronii 1YdBTEX2 51846.68 6.13 cYy cYy IF

AOALD3KEMO Uncharacterized protein OS=Pseudomonas veronii £1938.76 6.1 cy cy s
1YdBTEX2

AOALD3KEND Bifunctional protein GImU OS=Pseudomonas veronii 4874757 6.4 cy cy M
1YdBTEX2

AOALD3KENS ATP synthase subunit beta OS=Pseudomonas veronii 49488 4.7241 cy cy CNU
1YdBTEX2

AOA1D3K6QS ATP synthase subunit delta OS=Pseudomonas veronii 19302.22 5 42 cy cy U
1YdBTEX2

AOALD3K6QE ATP synthase subunit alpha OS=Pseudomonas veronii 55301 5 3027 cy cy CNU
1YdBTEX2

AOALD3KERS ATP synthase gamma chain OS=Pseudomonas veronii 31434 8.1577 cy cy c
1YdBTEX2

AOA1D3K6U7 [ATP synthase subunit b OS=Pseudomonas veronii 16832 6.1055 IM IM S

AOALD3KEVA Aldehyde dehydrogenase OS=Pseudomonas veronii 18024 5 8491 OM UK M
1YdBTEX2

AOA1D3K6V8 [Transposase OS=Pseudomonas veronii 1YdBTEX2 57419 8.5063 cYy cYy KL

AOALD3KEVS C?Iutam|‘n'e--fructose-6-phosphate am|Totransferase 66081 5 7437 cy cy ME
[isomerizing] OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K6X1 |DNA polymerase OS=Pseudomonas veronii 1YdBTEX2 17365 7.1162 cy UK X

AOALD3K710 Tn7 transposition protein B OS=Pseudomonas veronii 82430.26 835 oy oy L
1YdBTEX2

AOALD3K723 PLDc_"2 domain-containing protein OS=Pseudomonas 3771917 6.1 oy oy L
veronii 1YdBTEX2

AOALD3KT30 Aldehyde dehydrogenase OS=Pseudomonas veronii 18054 2377 OM UK M
1YdBTEX2

AOALD3KT38 Uncharacterized protein OS=Pseudomonas veronii 7719 9.9578 cy UK S
1YdBTEX2

AOA1D3K740 |[Membrane protein OS=Pseudomonas veronii 1YdBTEX2 26561.88 5.99 IM UK MU




Catabolite gene activator protein OS=Pseudomonas veronii

AOA1D3K765 27055 8.6865 CY UK KT
1YdBTEX2

AOALD3KTBS Uncharacterized protein OS=Pseudomonas veronii 62364.94 5 61 cy cy cl
1YdBTEX2

AOALD3KTD2 Twitching motility protein OS=Pseudomonas veronii 38383 9.2417 cy cy NU
1YdBTEX2

AOALD3K7I1 Fe20G dioxygenase dom?m-contammg protein 24186 59207 oy UK 0
0S=Pseudomonas veronii 1YdBTEX2

AOALD3KTNG Hypothetical membrane protein OS=Pseudomonas veronii 8460 9.1069 M M M
1YdBTEX2

AOALD3K7P1 Uncharacterized protein OS=Pseudomonas veronii 11486.87 8.84 PR UK |
1YdBTEX2

AOALD3KTS1 AraC f?mlly transcriptional regulator OS=Pseudomonas 21295 9.8979 cy cy K
veronii 1YdBTEX2

AOA1D3K7T3 [Helicase OS=Pseudomonas veronii 1YdBTEX2 36795.03 9.8 CcYy UK L

AOA1D3K7Z3 [Starvation protein A OS=Pseudomonas veronii 1YdBTEX2 21635.01 6.2 UK cy 0]

AOALD3K820 Uncharacterized protein OS=Pseudomonas veronii 13768.92 6.91 cy UK S
1YdBTEX2

AOALD3K825 Uncharacterized protein OS=Pseudomonas veronii 6552 3.5977 UK UK X
1YdBTEX2

AOALD3K830 Uncharacterized protein OS=Pseudomonas veronii 27756 4.9715 cy UK X
1YdBTEX2

AOALD3K842 Uncharacterized protein OS=Pseudomonas veronii 35771 29935 cy cy K
1YdBTEX2

AOALD3KSS7 Uncharacterized protein OS=Pseudomonas veronii 17064.53 6.28 cy UK X
1YdBTEX2

AOA1D3K8A2 [Transposase OS=Pseudomonas veronii 1YdBTEX2 36904.55 9.75 cYy cYy L

AOALD3KSBS Uncharacterized protein OS=Pseudomonas veronii 13999 4.6538 cy cy X
1YdBTEX2

AOALD3KSLA Uncharacterized protein OS=Pseudomonas veronii 14936.91 434 cy UK X
1YdBTEX2

AOALD3KSLE Hypothetical secreted protein OS=Pseudomonas veronii 5362 6.1772 UK M X

1YdBTEX2




AOA1D3K8Q8 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 34682 4.6626 UK ML (CY, IM NT
Methyl- ti h taxi tein OS=Pseud

AOAID3K8S2 | C Y "accepting chemotaxis protein Ls=rsetdomonas 28643 | 4.4443 UK |ML(C, M| NT
veronii 1YdBTEX2

AOA1D3K8V4 |Transposase OS=Pseudomonas veronii 1YdBTEX2 41498.22 9.73 PR UK KL

AOA1D3K906 |CatO2ase OS=Pseudomonas veronii 1YdBTEX2 35016 5.5122 CcY CcY E

AOALD3K908 4-hydroxy-2-oxovalerate aldolase OS=Pseudomonas veronii 37151 5.5459 cy cy EQ
1YdBTEX2

AOALD3K930 Isopro‘pylbenzene dioxygenase_ .i‘ron-sulfur protein_ small 21759 57993 cy cy Q
subunit OS=Pseudomonas veronii 1YdBTEX2

AOALD3K961 Uncharacterized protein OS=Pseudomonas veronii 2550 3.9756 cy UK X
1YdBTEX2

AOALD3K963 Uncharacterized protein OS=Pseudomonas veronii 13499 6.1318 cy UK s
1YdBTEX2

AOA1D3K967 |Transposase OS=Pseudomonas veronii 1YdBTEX2 115041.3 6.89 cy cy L

AOALD3K973 Acetaldehyde dehydrogenase OS=Pseudomonas veronii 32661 5 4946 UK UK Q
1YdBTEX2

AOALD3KO8S Uncharacterized protein OS=Pseudomonas veronii 13829 5 0684 cy cy S
1YdBTEX2

AOALD3K990 Uncharacterized protein OS=Pseudomonas veronii 21096 9.5273 UK UK S
1YdBTEX2

AOA1D3K9A2 [Integrase OS=Pseudomonas veronii 1YdBTEX2 76864.24 7.96 cYy cY L

AOALD3KOAS Slngle.-.stranded DNA-binding protein OS=Pseudomonas 18424 21763 cy cy L
veronii 1YdBTEX2

AOA1D3K9C6 |Ferredoxin_ plant-type OS=Pseudomonas veronii 1YdBTEX2 12510 7.7285 CcY CcYy C

AOA1D3KIG1 Hydrogenase transcrlptu.).nal regulatory protein HoxA £4378.59 6.35 cy cy TK
0OS=Pseudomonas veronii 1YdBTEX2
Multid ABCt ter ATP-bindi tei

AOA1D3K9GS | - arug AR transporter inding protein 11137 | 4.3652 cy M | VE(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSLY PLD phosphodiesterase q.omaln—contammg protein 46914 6.6152 cy UK T
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K9P9 |Porin D OS=Pseudomonas veronii 1YdBTEX2 48747 49512 oM oM S

AOALD3KOVS Probable family 20 transposase OS=Pseudomonas veronii 3848771 10.37 cy cy L

1YdBTEX2




Inner membrane transport permease Yhh)

AOA1D3K9Y9 . 41656 5.647 IM IM VM(mx)
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSZ4 Uncharacterized omdorefluctase Mb2924c v 66645.04 6.58 cy cy c
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3KAGS Twitching motility protein PilT OS=Pseudomonas veronii v 15176 23198 cy UK G
1YdBTEX2

AOA1D3KA82 |Resolvase OS=Pseudomonas veronii 1YdBTEX2 Y 34495.98 9.12 CcY cY L

AOALD3KAGE Uncharacterized protein OS=Pseudomonas veronii 13485 8.278 cy cy s
1YdBTEX2

AOALD3KAAS Hypothetical secreted protein OS=Pseudomonas veronii y 10097 .72 5 65 OM UK s
1YdBTEX2

AOALD3KADA Uncharacterized protein Yhil 0S=Pseudomonas veronii y 38102.14 5 32 OM M MU
1YdBTEX2

AOA1D3KADS8 |InaA protein OS=Pseudomonas veronii 1YdBTEX2 Y 26991.18 9.97 cYy cYy QT(mx)

AOA1D3KAH4 [Transposase OS=Pseudomonas veronii 1YdBTEX2 Y 30804.09 7.71 Ccy (0 L

AOALD3KAHE Sex pilus assembly protein OS=Pseudomonas veronii y 24950.81 9.2 cy UK s
1YdBTEX2

AOALD3KAI3 Conjugal transfer protein OS=Pseudomonas veronii y 33481.02 6.34 PR PR 0
1YdBTEX2

AOA1D3KAI6 |ATPase OS=Pseudomonas veronii 1YdBTEX2 Y 38095 6.5186 EX UK KTL

AOA1D3KAI8 |Transposase OS=Pseudomonas veronii 1YdBTEX2 13916 10.0342 UK UK L

AOA1D3KAJ5 |Cysteine peptidase OS=Pseudomonas veronii 1YdBTEX2 Y 25674.31 6.22 cy cy S
Uncharacterized protein OS=Pseudomonas veronii

AOA1D3KAP2 Y 37771.66 5.55 cY cY D

1YdBTEX2




Supplementary Table S5. Annotations of significantly changed (fold>1.8; ANOVA p<0.05; fitted Tukey’s HSD
thresholds) proteins of P. veronii. Functional distribution: C-Energy production and conversion; D-Cell cycle control,

cell division, chromosome partitioning; E-Amino acid metabolism and transport; F-Nucleotide metabolism and
transport; H-Coenzyme transport and metabolism; I-Lipid transport and metabolism; K-Transcription; M-Cell

wall/membrane/envelop biogenesis; N-Cell motility; O-Post-translational modification, protein turnover, and

chaperone functions; P-Inorganic ion transport and metabolism; Q-Secondary metabolites biosynthesis, transport, and

Upregulated

UNIPROT Protein name MW [Da] I ;(:)csalljllzgt runeten
Accession P | PsoRTb oGS
amN
AOA1D3JPP4 |Short-chain dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 26581 6.4263 cYy cYy 1Q
AOA1D3JPQ1 |Cytochrome P450 OS=Pseudomonas veronii 1YdBTEX2 44493 5.6118 cYy cYy cQ
AOA1D3JPT9 |Transporter OS=Pseudomonas veronii 1YdBTEX2 55429.58 6.3 PR UK MU
AOA1D3JQ11 |Butanediol dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 38566 5.6162 UK cYy CE(mx)
AOA1D3IQ27 Cystine-binding periplasmic protein OS=Pseudomonas veronii 28611 9.971 cy PR ET
1YdBTEX2
Sulfate/thiosulfate i t ATP-bindi tein CysA
A0A1D3JQ7s |2ufate/thiosulfate impor Incing protein Lys 36633.05| 6.1 cy IM PQ(mx)
0OS=Pseudomonas veronii 1YdBTEX2
AOA1D3JQB2 [Porin D OS=Pseudomonas veronii 1YdBTEX2 46511 6.1582 oM oM S
AOA1D3JQCE TetR family transcriptional regulator OS=Pseudomonas veronii 50041 5 2046 cy cy K
1YdBTEX2
AOA1D3JRB4 [Porin OS=Pseudomonas veronii 1YdBTEX2 48295 6.1582 EX oM S
AOA1D3JRES |Short-chain dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 | 24432.75 7.3 cYy EX 1Q




Periplasmic dipeptide transport protein OS=Pseudomonas veronii

AOA1D3JRS4 58644 6.1831 PR PR E
1YdBTEX2

AOA1D3JRW1|Porin OS=Pseudomonas veronii 1YdBTEX2 50660 6.1758 oM oM S

AOA1D3JS15 |Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 66959 5.2368 EX oM X

AOA1D3JSC3 |Fumarylacetoacetase OS=Pseudomonas veronii 1YdBTEX2 46311 5.1489 UK cy Q

AOA1D3JSV4 |Ferredoxin--NADP reductase OS=Pseudomonas veronii 1YdBTEX2 [ 29756 5.9092 cYy CcY C

AOALD3ISWE Glutamate/aspartate per!plasmm-blndmg protein 33370 8.5086 PR PR ET
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JSX5 |Bacterioferritin OS=Pseudomonas veronii 1YdBTEX2 17901 4.6963 cYy cy P

AOALD3ITO7 Adenosylmethlonme-8-a.r‘n|no-7-ox0nonanoate aminotransferase £9137.2 577 oy cy EH
OS=Pseudomonas veronii 1YdBTEX2

AOALD3ITE4 Lysme/arglnlne/ornlthlm.e‘-blndlng periplasmic protein 27496 6.189 PR PR ET
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JT88 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 15847 9.4834 PR oM Ml

AOALD3ITO? Leucw'1e-_ isoleucine-_ valine-_ tlrl'reonlne-_and alanine-binding 39740 6.4468 PR PR £
protein OS=Pseudomonas veronii 1YdBTEX2

AOALD3ITAT Protocatechuate 3_4-dioz<ygenase subunit alpha 50539 4.8369 oy cy Q
OS=Pseudomonas veronii 1YdBTEX2

AOALD3ITIS Toluene efflux pump per.|‘plasm|c linker protein TtgA 38820.31 6.75 PR M MVP
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JU31 CSD domain-containing protein OS=Pseudomonas veronii 7782 7 6494 cy oy KL
1YdBTEX2

AOALD3JUF4 Hypothetical secreted protein OS=Pseudomonas veronii 8117 5 0054 PR UK M
1YdBTEX2

AOA1D3JURS8 [Translational regulator CsrA OS=Pseudomonas veronii 1YdBTEX2 | 6962.78 6.53 UK UK T




AOA1D3JV13 [Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 63142.31 493 CY UK S

AOA1D3JVA1 |Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 23214 4,9878 oM EX FT

AOA1D3JVA8 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 42373 4.6743 oM oM M

AOALD3IVE3 Amino acid ABC transpor."cer substrate-binding protein 39896 4.7988 PR PR ET
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JVC5 |Membrane protein OS=Pseudomonas veronii 1YdBTEX2 34907 5.7832 oM UK DZ(mx)

AOA1D3JVDO [Cytochrome C OS=Pseudomonas veronii 1YdBTEX2 16392 5.1475 PR UK CT

AOALD3IVDL Quinoprotein ethanol dehydrogenase OS=Pseudomonas veronii 69501 6.7207 OM PR H
1YdBTEX2

AOA1D3JVD3 [Aldehyde dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 55001 5.3672 CY CcYy CK

AOALD3IVKA Quinoprotein ethanol dehydrogenase OS=Pseudomonas veronii 64522 8.0405 PR PR aC
1YdBTEX2

AOA1D3IVQY Branc'hed—chain amino acid ABC tc'ransporter substrate-binding 43111 5 9839 PR UK £
protein OS=Pseudomonas veronii 1YdBTEX2

AOALD3IWAE ABC trf:\nsporter substrate-binding protein OS=Pseudomonas 64816 £ 8125 EX OM Ep
veronii 1YdBTEX2

AOA1D3JWQS8|Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 35432.99 5.54 PR UK FG

AOA1D3JWV4 |Nitrate reductase (quinone) OS=Pseudomonas veronii 1YdBTEX2 | 140747 6.104 CYy ML (C, IM) C

AOA1D3JX42 |von Willebrand factor A OS=Pseudomonas veronii 1YdBTEX2 40132.58 8.85 IM IM MH(mx)

AOA1D3JXF4 |TonB-dependent receptor OS=Pseudomonas veronii 1YdBTEX2 78594 4.8794 oM oM PH

AOA1D3JXG1 |Biotin carboxylase OS=Pseudomonas veronii 1YdBTEX2 61095 5.5371 UK CcYy IC




AOA1D3JXL3 |Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 12383 9.3237 PR UK M

AOA1D3JY28 |Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 36406 6.3911 oM UK C

AOA1D3JY68 |Esterase OS=Pseudomonas veronii 1YdBTEX2 38026 5.2178 EX cy Cl

AOALD3IY7S Hypothetical secreted protein OS=Pseudomonas veronii 8954 9.8804 PR oM s
1YdBTEX2

AOALD3IVAS Hypothetical secreted protein OS=Pseudomonas veronii 9010 2 3184 PR oM s
1YdBTEX2

AOA1D3JYZ2 |Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 13950.67 4.53 EX UK X

AOALD3IZ23 Sugar ABC transporter su”bstrate-blndlng protein 48187 6.5244 PR UK G
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JZAO0 [TonB-denpendent receptor OS=Pseudomonas veronii 1YdBTEX2 82573 5.1841 oM oM PH

AOA1D3JZE2 |Ferripyoverdine receptor OS=Pseudomonas veronii 1YdBTEX2 88987 5.0303 oM oM PH

AOALD3K049 L-arab.l‘nose—blndlng periplasmic protein OS=Pseudomonas 35506 21763 PR PR K
veronii 1YdBTEX2

AOALD3KO79 Virulence factors putatlv.t? positive transcription regulator BvgA 23017.24 8.86 oy cy KT
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3KOQ4 ABC trf:\nsporter substrate-binding protein OS=Pseudomonas 38151 5 9868 PR PR £
veronii 1YdBTEX2

AOA1D3KOQ9 Hydro.>‘<ycinnamoyI-CoA hydratase-lyase OS=Pseudomonas 31057.77 5 66 oy cy H
veronii 1YdBTEX2

AOA1D3K181 [Isochorismatase OS=Pseudomonas veronii 1YdBTEX2 20683 6.4131 cYy cy Q

AOA1D3K1B1 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 46935.2 4,99 IM IM NT

AOA1D3K1US [Membrane protein OS=Pseudomonas veronii 1YdBTEX2 77979 5.0684 EX oM PH




Cbb3-type cytochrome c oxidase subunit OS=Pseudomonas

AOA1D3K1V3 . 35294 6.0688 IM IM C
veronii 1YdBTEX2

AOA1D3K1V5 |Extradiol dioxygenase OS=Pseudomonas veronii 1YdBTEX2 13312 4.83 CcYy UK E

AOA1D3K1V7 |Peptidase S41 OS=Pseudomonas veronii 1YdBTEX2 22441 8.666 cy UK C

AOA1D3K1Y8 [Cell division protein ZipA OS=Pseudomonas veronii 1YdBTEX2 31651 5.3467 IM CcYy X

AOA1D3K251 |Amidotransferase OS=Pseudomonas veronii 1YdBTEX2 27763 5.2119 cYy CcY F

AOALD3K2(7 Lysme/arglnlne/ornlthlm.e‘-blndlng periplasmic protein 58347 2 0386 PR PR ET
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K2TS CSD domain-containing protein OS=Pseudomonas veronii 7788 7708 cy oy KL
1YdBTEX2

AOALD3K2YO Methyl-accepting chemotaxis protein OS=Pseudomonas veronii 26074 4.8486 M M NT(mx)
1YdBTEX2

AOA1D3K2Y2 [Peptidase OS=Pseudomonas veronii 1YdBTEX2 47150 4.3711 UK oM P

AOA1D3K342 |Porin D OS=Pseudomonas veronii 1YdBTEX2 46960 5.6396 oM oM S

AOA1D3K345 [Secretion protein HylD OS=Pseudomonas veronii 1YdBTEX2 38015 8.9209 IM IM MV

AOA1D3K353 [Threonine synthase OS=Pseudomonas veronii 1YdBTEX2 51952 5.7393 CcYy CcYy EP

AOA1D3K3A4 |TonB-dependent receptor OS=Pseudomonas veronii 1YdBTEX2 92999 6.4937 EX oM PH

AOALD3K3P9 Transcription termmatlo.rT/antltermlnatlon protein NusA 54381 4.3506 oy cy K]
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K3R6 [Catechol 1_2-dioxygenase OS=Pseudomonas veronii 1YdBTEX2 34546 4.8457 CY CcY Q

AOALD3K3X1 Acetone carboxylase gamma subunit OS=Pseudomonas veronii 19482 5 3862 oy cy EQ

1YdBTEX2




Acetone carboxylase alpha subunit OS=Pseudomonas veronii

AOA1D3K402 86396 5.4595 cYy cy EQ
1YdBTEX2

AOALD3KA51 Acetone carboxylase beta subunit OS=Pseudomonas veronii 27668 5 0962 oy cy EQ
1YdBTEX2

AOA1D3K4A8 [AMP nucleosidase OS=Pseudomonas veronii 1YdBTEX2 54477 6.3633 cy cY F

AOALD3KAHS 6_7-d!‘methyl—8-rlb|tyllumazme synthase OS=Pseudomonas 16437 5 6177 oy cy H
veronii 1YdBTEX2

AOA1D3K4MS5(30S ribosomal protein S7 OS=Pseudomonas veronii 1YdBTEX2 17636 | 10.5762 CY CcYy J

AOA1D3K4P2 [50S ribosomal protein L24 OS=Pseudomonas veronii 1YdBTEX2 11338 | 10.5615 CY CcYy J

AOA1D3K4U2 [Chaperone SurA OS=Pseudomonas veronii 1YdBTEX2 49411 5.3818 cYy ML (C, P) MO

AOA1D3KAUA Coenzyme PQQ synthesis protein B OS=Pseudomonas veronii 33073 49761 UK oy p
1YdBTEX2

AOA1D3K4X6 [TonB-denpendent receptor OS=Pseudomonas veronii 1YdBTEX2 60843 5.3994 oM oM PH

AOALD3K549 Sarcosine oxidase subunit beta OS=Pseudomonas veronii 45155.73 8.2 UK cy EH(mx)
1YdBTEX2

AOALD3K558 RNA polymerase sigma factor RpoD OS=Pseudomonas veronii 69291 4.8516 oy cy K
1YdBTEX2

AOA1D3K5B8 [Aldehyde dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 52119 8.8096 IM CcYy C

AOA1D3K5FO0 |[RNA pyrophosphohydrolase OS=Pseudomonas veronii 1YdBTEX2 | 18868.82 9.3 cYy CcYy LF

AOALD3K5L2 Anaerobically-induced Ol.,l‘ter membrane porin OprE 47187 5 6455 OM OM s
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K5L4 |Transporter OS=Pseudomonas veronii 1YdBTEX2 34637 7.6758 oM IM MVI

AOA1D3K5R1 [Cell division protein ZapA OS=Pseudomonas veronii 1YdBTEX2 11579.9 5.64 cYy UK D




sn-glycerol-3-phosphate transporter OS=Pseudomonas veronii

AOA1D3K5S1 17731 9.5112 EX UK S
1YdBTEX2
AOA1D3K5Y5 [Chemotaxis protein OS=Pseudomonas veronii 1YdBTEX2 70053 5.1577 IM IM NT(mx)
D-ami id dehyd 0OS=Pseud i
AOALD3K6A7 |- o mno acld denycrogenase LUs=rsetidomonas veront 47149.32| 8.18 PR ML(CalIM) | EH(mx)
1YdBTEX2
AOA1D3K6NO [Bifunctional protein GImU OS=Pseudomonas veronii 1YdBTEX2 48747.57 6.4 cYy CcYy M
AOALD3KTIL FeZOCi dioxygenase domain-containing protein OS=Pseudomonas 24186 5 9207 oy UK 0
veronii 1YdBTEX2
AOA1D3K906 [CatO2ase OS=Pseudomonas veronii 1YdBTEX2 35016 5.5122 cYy cy E
AOALD3K9GL Hydrogenase transcr|pt|(.)‘nal regulatory protein HoxA 54378.59 6.35 oy cy K
0OS=Pseudomonas veronii 1YdBTEX2
Downregulated
Locanzat A
. Function
UNIPROT Protein name MW [Da] pl SO;l;IG
. r
Accession PSORTb COGS
amN
AOA1D3JPL2 |DNA gyrase subunit B OS=Pseudomonas veronii 1YdBTEX2 90406.19 5.52 cYy cy L
AOALD3JQHA Methyl-accepting chemotaxis protein McpS OS=Pseudomonas 68360 4.8105 M M NT(mx)

veronii 1YABTEX2




AOA1D3JQM4|Cobyric acid synthase OS=Pseudomonas veronii 1YdBTEX2 28585 4.938 UK CcYy D

AOA1D3JQN4 |Protein-export protein SecB OS=Pseudomonas veronii 1YdBTEX2 17600 4.2979 cYy cy U
Methyl- ting ch taxi tein CtpL OS=Pseud

AOAID3JR37 |/ ¢ Y -accepting chemotaxis protein &b seudomonas 69417 | 49614 | IM oM NT(mx)
veronii 1YdBTEX2

AOALD3JR94 Uncharacterized HTH-tyF.)‘e transcriptional regulator PA4778 15095 7 9583 oy cy KT
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IRPY Catabolite repressor/activator OS=Pseudomonas veronii 36325 6.75 UK cy KG
1YdBTEX2

AOALD3JRTS Sulfate adenylyltransferase subunit 2 OS=Pseudomonas veronii 35198 5 9458 oy cy EH
1YdBTEX2

AOALD3ISI7 UDP-N—acetyImuramoyla\.I‘anme--D-qutamate ligase 47515.49 5 64 oy cy MH
0OS=Pseudomonas veronii 1YdBTEX2

AOA1D3JS51 |D-alanine--D-alanine ligase OS=Pseudomonas veronii 1YdBTEX2 34282 4.6377 CY CcYy Fl

AOA1D3JS54 |Cell division protein FtsA OS=Pseudomonas veronii 1YdBTEX2 44848 49761 cYy cYy DN(mx)

AOALD3ISG1 UDP-N—acetyImuramoyl-tc‘rlpeptlde--D-aIanyI-D-aIanme ligase 47310 6.5405 oy cy MH
0OS=Pseudomonas veronii 1YdBTEX2

AOALD3IUI8 Methyl-accepting chemotaxis protein OS=Pseudomonas veronii 23016.82 546 M ML (IM, OM) NT
1YdBTEX2

AOALD3IV34 3-|sopfopylmalate dehydratase large subunit OS=Pseudomonas 50696 5 caa4 oy cy EC
veronii 1YdBTEX2

AOALD3IVIS Branched—chaln-ammo-aud aminotransferase OS=Pseudomonas 36830 5 8887 oy cy £
veronii 1YdBTEX2

AOA1D3JVU1 [Major tail tube protein OS=Pseudomonas veronii 1YdBTEX2 18080.1 5.49 CcYy UK S

AOALD3IWTS Disulfide-bond oxidoreductase YghU OS=Pseudomonas veronii 31018.84 cg oy cy OH
1YdBTEX2

AOA1D3JW389 |Aldehyde dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 59606 6.1816 cYy CcYy CE




Methyl-accepting chemotaxis protein OS=Pseudomonas veronii

AOA1D3JWI4 57991 49131 IM IM NT(mx)
1YdBTEX2

AOALD3IXE2 Glycogen operon protein GlgX homolog OS=Pseudomonas veronii 81778 5 1533 oy cy G
1YdBTEX2

AOA1D3JXK1 [Methylhydantoinase OS=Pseudomonas veronii 1YdBTEX2 59189 4.8721 EX CcYy EQ

AOALD3IXNG 4-hydroxyphenylpyruvate dioxygenase OS=Pseudomonas veronii 40163 4.8076 oy cy £
1YdBTEX2

AOALD3IXSO Probable acetyl-CoA acetyltransferase OS=Pseudomonas veronii 40823 6.394 oy cy |
1YdBTEX2

AOA1D3JXT7 [Acyl-CoA dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 40594 5.0845 cYy CcYy I

AOA1D3JXY5 [Aldehyde-activating protein OS=Pseudomonas veronii 1YdBTEX2 16947 6.0425 UK PR S

AOALD3IYS2 Acetylornithine aminotransferase OS=Pseudomonas veronii 44912 6.3208 oy cy EH
1YdBTEX2
Probabl I-CoA hydratase OS=Pseud i

AOALD3IVEE robable enoyl-CoA hydratase seudomonas veronii 57758 5 2939 oy cy IH(mx)
1YdBTEX2

AOA1D3JY92 |Alcohol dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 37431 5.3042 CcYy CcYy CP(mx)

AOA1D3JYB7 [Universal stress protein OS=Pseudomonas veronii 1YdBTEX2 33891 5.6001 UK cy T

AOALD3IZZE Alcoh?I dehydrogenase_ propanol-preferring OS=Pseudomonas 35559 5 981 UK cy p
veronii 1YdBTEX2

AOALD3KO76 Lysme/arglnlne/ornlthlm.e‘-blndlng periplasmic protein 28213 29233 PR PR ET
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K167 |Peptidase M42 OS=Pseudomonas veronii 1YdBTEX2 42559 4.9805 cYy cy GE

AOALD3K184 Succinate--CoA ligase [A?P-formlng] subunit beta 42946 5 9312 oy cy CF
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K1PO [Dehydrogenase OS=Pseudomonas veronii 1YdBTEX2 26143 9.397 PR PR S




AOA1D3K1Q3 [Cysteine synthase OS=Pseudomonas veronii 1YdBTEX2 32416 5.0361 cYy cy E

AOALD3K2B2 4-hydrf)xy-4-methyl-2-oxoglutarate aldolase OS=Pseudomonas 17408 4.4604 oy cy H
veronii 1YdBTEX2

AOALD3K2G3 Arg|n|?e N-succinyltransferase subunit beta OS=Pseudomonas 37416 6.271 oy cy E
veronii 1YdBTEX2

AOA1D3K2X0 UPF0234 protein PVE_R1G4785 OS=Pseudomonas veronii 18236 73169 cy oy S
1YdBTEX2

AOALD3K314 Gcher.f':\Idehyde-3-phosphate dehydrogenase OS=Pseudomonas 36056 6.23 oy oy GE
veronii 1YdBTEX2

AOA1D3K332 |Arginine deiminase OS=Pseudomonas veronii 1YdBTEX2 46343 5.2427 cYy cy E

AOALD3K371 Iron-sulfur cluster assemPIy scaffold protein IscU 13861 5 0186 oy cy cp
OS=Pseudomonas veronii 1YdBTEX2

AOA1D3K3D5 |30S ribosomal protein S16 OS=Pseudomonas veronii 1YdBTEX2 9201 10.8369 cYy CcYy J

AOA1D3K3I7 |lron-binding protein IscA OS=Pseudomonas veronii 1YdBTEX2 11648 4.6743 cYy CcYy C

AOA1D3K3K8 |Glutathione peroxidase OS=Pseudomonas veronii 1YdBTEX2 17519 5.2383 CcYy PR co

AOALD3K3ME RNA polymerase-bmdlng”transcrlptlon factor DksA 17100 4.9497 oy cy T
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K3PO Anthr?nilate 1_2-dioxygenase small subunit OS=Pseudomonas 19536 6.8065 oy cy Q
veronii 1YdBTEX2

AOALD3K3VA Phosphoglucosamine mutase OS=Pseudomonas veronii 47719 5 5254 oy cy G
1YdBTEX2

AOA1D3K4M9(50S ribosomal protein L15 OS=Pseudomonas veronii 1YdBTEX2 15215 | 11.2471 cYy CcYy J

AOA1D3K4NS8 [30S ribosomal protein S17 OS=Pseudomonas veronii 1YdBTEX2 10090 | 10.1455 CcYy CcYy J

AOALD3KAQA Anthranilate synthase component 1 OS=Pseudomonas veronii 54351 4.8413 UK cy EH

1YdBTEX2




AOA1D3K4R6 |50S ribosomal protein L23 OS=Pseudomonas veronii 1YdBTEX2 10938 | 10.5088 CY CcYy J

AOALD3KARS UPF0229 protein PVE_R1G5476 OS=Pseudomonas veronii 48607 6.4761 cy oy S
1YdBTEX2

AOALD3K563 Rhamnosyltransferase 1 subunit A OS=Pseudomonas veronii 33028 6.4922 oy cy Ic
1YdBTEX2
Glutathione-ind dent f Idehyde dehyd

AOALD3K569 | -\ o ioneindependent formalcenyde denycrogenase 42186 | 6.1626 | cv cy CE(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K596 Aspartate carbamoyltransferase OS=Pseudomonas veronii 36358.97 214 oy cy EF
1YdBTEX2

AOA1D3K5A9 [Thioesterase OS=Pseudomonas veronii 1YdBTEX2 15057 7.314 CcYy cy 1Q

AOALD3K5D8 4-deoxy-4-formamldo-L-arablnose—phosph(?‘undecaprenol 29551 6.2769 M M pC
deformylase ArnD OS=Pseudomonas veronii 1YdBTEX2

AOALD3KSIS Fructose-1_6-bisphosphate aldolase OS=Pseudomonas veronii 38385 5901 PR cy G
1YdBTEX2

AOA1D3K5S6 |Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 34757 | 11.0405 CY UK S
S idi trescine i t ATP-bindi tein PotA

AOA1D3KsU2 |[SPErMidine/putrescine impor NGINg protein Fo 42374 | 59355 | v IM PE(mx)
OS=Pseudomonas veronii 1YdBTEX2

AOALD3K616 Biopolymer transport protein ExbB OS=Pseudomonas veronii 29676.73 6.6 M M U
1YdBTEX2

AOA1D3K679 Type VI secretion protein ImpA OS=Pseudomonas veronii 36751.68 456 oy UK M
1YdBTEX2

AOA1D3K6F2 |Chemotaxis protein CheY OS=Pseudomonas veronii 1YdBTEX2 32512.18 8.95 CY CcYy TK

AOA1D3K7B5 [Uncharacterized protein OS=Pseudomonas veronii 1YdBTEX2 62364.94 5.61 CcYy CcYy Cl

AOA1D3K9A2 |Integrase OS=Pseudomonas veronii 1YdBTEX2 76864.24 7.96 cYy cy L
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Supplementary Figure S10. Distribution of identified proteins of P. veronii among sampling points. A. Volcano plots of
proteins identified in exposed samples (after 15 and 30 days) versus control (cells before PHE exposure). B. Venn diagram of the
number of identified proteins in exposed P. veronii SM-20 compared to control. Overlapping regions indicate the number of
proteins that are shared among the different samples under analysis. C. Principal component analysis, calculated and visualized
using the functions integrated into Progenesis QI, confirmed clustering of biological replicates into representative groups.
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B Supplementary Figure S11. Heat map (A)

80 of statistically significant upregulated
60 (red) and downregulated (blue) proteins
40 of P. veronii and their classification based
20 I on subcellular localization (B) and clusters
0 S T — | of orthologous groups (COGs) (C) in

C IM P OM Ex MX U contrast to all identified (green) proteins.

Subcellular  localization (in  percentages)
according to PSORTb prediction tool (C-
Cytoplasmic; ~ IM-Inner  membrane;  P-
Periplasmic; OM-Outer membrane; Ex-
Extracellular; MX-Multiple Localization U-

H All proteins identified
M Significantly upregulated compared to control

B Significantly downregulated compared to control

0
4 -:?0
3

Unknown localization). Functional
distribution (in percentages) by the EgQINOG
LogzFoldChange v5.0 database (B-Chromatin Structure and
L F e dynamics;  C-Energy  production  and
No Cogs —— conversion; D-Cell cycle control, cell division,
V chromosome  partitioning;, E-Amino acid
. —_ metabolism  and  transport;  F-Nucleotide
E— metabolism and transport; G-Carbohydrate
P —— metabolism and  transport;, H-Coenzyme
— transport and metabolism; I-Lipid transport

N o . .
— and metabolism; |-Translation, ribosomal
L —— structures, and biogenesis; K-Transcription; L-
| EE— Replication, recombination, and repair; M-Cell

[ —— . .

: —— wall/membrane/envelop  biogenesis;  N-Cell
H motility; O-Post-translational modification,
 —— protein turnover, and chaperone funct?ons, P-
e Inorganic ion transport and metabolism; Q-
D e Secondary metabolites biosynthesis, transport,
5 and  catabolism;  T-Signal  transduction

mechanisms;  U-Intracellular  trafficking,
secretion, and vesicular transport; V-Defense
mechanisms; S-Function unknown; MX-
Multiple functions (more than 3).
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