Supplemental Table 4 Mean gene down regulation (fold change) in leaves of Russian wheat aphid
(RWA)-susceptible (Dn0) wheat plants at 24 h after phloem feeding by RWA biotype 1

Mean Fold

Gene ID Species Putative ID Change () ® P (t-test) E-value
Hydrolases "
BQ172090 rice Phospholipase-like -3.86 0.0898 3.0E-48
CD921471 barley R-glucosidase -2.57 0.4863 4.0E-80
CA625310 rice MutT/nudix protein-like -2.02 0.2696 4.0E-37
Stress Response
BJ254972  wheat Putative major allergen Phl p 5 -2.83 0.4422 4.0E-16
CA635043 rice Putative Pollen specific protein C13 -2.58 0.3604 8.0E-06
BJ310786  rice Von Willebrand factor type A domain

containing protein -2.60 0.2080 7.0E-07
Signal Transduction
CA683463  Neurospora Predicted protein -2.44 0.2453 3.0E-13
CA693401 rice Putative response regulator 9 -2.38 0.3819 2.0E-28
CAB59851 rice Putative ADP-ribosylation factor -2.14 0.0257 9.0E-15
CA715067 maize Ras-related protein Rab-2-B -2.57 0.3338 2.0E-30
CA624824  barley Bet3-like protein component -2.02 0.2841 9.0E-23
CD890594 rice Putative phytochelatin synthetase -2.61 0.1035 2.0E-47
CA601620 rice Putative WD repeat domain 45 -2.26 0.2451 1.0E-29
Protein Kinases
CA735686 rice Mitogen-activated protein kinase -2.45 0.1810 3.0E-28
CA598474  rice OSJNBa0016N04.15 protein -2.03 0.5042 5.0E-17
CA686860 wheat TAK33 -4.19 0.0390 2.0E-47
CA682481 rice Putative serine/threonine kinase protein -2.42 0.3921 3.0E-29
BJ315672  rice Putative kinase-binding protein 1 -2.18 0.4673 1.0E-09
BJ318774  rice Putative FHA domain -2.03 0.4031 4.0E-33
Monooxygenases/Oxidoreductases
CA638864 rice OSJNBa0027H09.6 protein -3.12 0.2744 9.0E-24
BT009179 rice OSJNBb0089B03.6 protein -2.94 0.0249 3.0E-80
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# Mean log, transcript values present or marginal in 3 of 4 arrays hybridized with Dn0 probes.

®Functional classification determined by GO Annotation Pub Med .



