Table S9. mRNA expression levels of T. ni homologs associated with endocytosis.

Complex / Category Gene* T ni RPKM STDEV
Ortholog C 0 6 12 18 24 36 48 C 0 12 18 24 36 48
FCHO2 UNO040353 18.87 20.95 20.38 12.41 8.08 6.43 3.32 2.00] 0.39 1.28 1.04 0.98 0.43 0.11 0.28 0.1
UNO009494 1.39 0.89 1.20 0.75 0.24 0.22 0.31 0.14 0.33 0.31 0.25 0.08 0.25 0.19 0.11 0.07
EPS15 UNO011157 1.10 1.08 1.45 0.68 0.19 0.27 0.16 0.12 0.66 0.45 0.32 0.43 0.17 0.23 0.18 0.11
Nucleation UN013798 1.03 0.83 1.09 0.70 0.37 0.22 0.05 0.08 0.56 0.24 0.13 0.45 0.14 0.11 0.09 0.08!
UN002595 6.81 3.09 4.68 2.57 1.34 0.81 0.34 0.11; 0.56 0.18 0.58 0.28 0.33 0.04 0.15 0.06
Intersectin UNO003280 2.94 2.95 2.96 244 1.27 0.73 0.37 0.21 0.78 0.79 0.72 0.4 0.17 0.11 0.11 0.08
UNO005672 3.44 2.58 3.97 211 1.30 0.66 0.24 0.07 1.50 0.79 0.7 0.55 0.59 0.26 0.13 0.11
AP2A2 UNO060218 12.21 7.82 15.33 5.70 3.65 3.16 0.60 0.31 0.34 0.18 0.95 0.75 0.38 0.99 0.14 0.06
UNO047885 7.37 7.32 13.00 8.25 5.10 4.62 2.63 1.65 0.28 0.51 11 0.5 0.21 0.09 0.39 0.04
AP2B1 UN014947 44.00 53.90 54.16 25.95 14.18 8.62 3.00 1.14 0.89 221 1.02 1.46 0.84 0.75 0.58 0.24/
UNO011341 26.64 46.90 59.71 33.70 17.69 10.86 4.88 2.00 1.43 1.03 2.8 0.98 1.19 0.4 0.59 0.21
AP2M1 UNO063500 86.79 89.01 116.07 85.00 54.28 39.01 18.69 11.62 2.03 0.77 4.53 0.25 1.89 1.03 0.65 0.28
AP2S1 UNO007037 30.41 41.94 82.27 46.00 28.14 22.62 8.76 3.28 1.14 1.82 4.6 3.15 0.83 1.79 0.18 0.27
Epsinl UNO027037 29.28 32.32 22.83 9.46 5.81 4.17 244 1.17 2.83 2.80 112 0.58 0.6 0.57 0.4 0.27
Cargo selection Epsin2 UNO027034 28.38 32.70 21.63 8.81 5.39 4.13 227 1.18 2.70 2.78 1.24 0.28 0.53 0.77 0.42 0.23
Epsin2 UN027035 30.85 35.79 23.81 9.65 5.95 4.28 2.39 1.33] 3.03 3.12 1.32 0.41 0.61 0.72 0.35 0.21
Epsin2 UN027036 29.85 31.75 22.87 10.18 6.28 4.51 244 1.16] 3.33 2.54 1.56 0.69 0.63 0.45 0.3 0.31
AP180 UN026112 46.47 26.29 24.58 12.66 8.15 5.40 2.52 1.12] 1.62 1.23 13 0.53 1.02 0.67 0.51 0.41
UNO048726 30.95 21.33 22.85 11.29 6.34 3.98 2.70 0.99 1.10 224 2.47 0.48 1.99 0.75 0.08 0.26
UNO063828 12.95 12.10 4.89 215 1.23 0.88 0.73 0.27 2.29 0.78 0.77 0.63 0.89 0.46 0.43 0.34
HIP1 UNO046737 29.67 26.02 14.19 7.32 4.59 2.19 1.44 0.57 111 1.04 0.4 0.22 0.4 0.36 0.07 0.12
UN046738 9.15 10.99 4.86 2.83 1.76 0.80 0.61 0.30: 0.93 0.38 0.41 0.17 0.31 0.12 0.04 0.11
Clathrin heavy chain UN005722 43.72 51.20 47.67 30.94 17.75 12.99 8.27 4.57 0.84 1.71 11 1.42 111 0.51 0.23 0.57
Clathrin heavy chain UN005723 43.87 51.47 48.01 31.14 17.88 13.09 8.32 4.58 0.90 1.72 1.07 1.44 111 0.51 0.22 0.58
Clathrin heavy chain UNO014999 1.20 0.11 0.42 0.72 0.53 0.17 0.24 0.29 0.23 0.14 0.32 0.2 0.13 0.2 0.24 0.18
Coat assembly Clathrin heavy chain UNO015987 0.68 0.43 0.25 0.52 0.30 0.41 0.28 0.10 0.20 0.35 0.14 0.08 0.14 0.07 0.17 0.08
Clathrin heavy chain UNO063236 0.99 0.87 1.18 1.22 0.93 0.53 0.48 0.45 0.48 0.08 0.18 0.22 0.29 0.33 0.08 0.25
Clathrin light chain UNO033438 189.69 185.45 263.24 175.03 106.40 81.06 30.97 11.30 6.09 7.50 9.19 6.69 3.82 3.74 1.15 0.24
UN033439 94.76 141.19 233.60 120.85 77.03 55.84 19.80 8.17 4.16 8.06 4.39 13.64 7.07 6.88 0.43 2.63
SNX9 UN016210 32.19 35.65 39.26 18.52 13.67 11.64 4.98 212 1.02 1.36 1.06 1.02 1.29 0.51 0.43 0.03
SNX9 UNO16211 34.69 38.60 42.40 19.98 14.70 12.59 5.39 2.32] 1.08 1.43 1.13 1.16 1.39 0.54 0.44 0.04
Scission Amphiphysin2 UNO069370 5.91 5.44 6.21 4.19 3.27 1.91 0.49 0.42 0.26 0.79 0.26 0.61 0.7 0.6 0.13 0.25
Amphiphysin2 UNO002455 3.55 4.19 4.08 3.01 229 1.27 0.62 0.39 0.92 0.35 0.57 0.54 0.41 0.33 0.39 0.25
Dynamin UNO031377 31.61 39.53 26.20 13.02 7.25 5.33 3.04 1.30 0.89 1.24 0.9 0.57 0.57 0.5 0.36 0.13
HSC70 UNO059101 4220.74 603530 3956.62  3208.57 1995.66 1249.91 702.51 265.29 50.53 113.26 34 85.52 6.95 30.06 24.69 15.41
GAK UN065667 4.48 4.03 5.57 3.21 1.77 1.30 0.65 0.24 0.40 0.59 0.26 0.19 0.4 0.3 0.08 0.12
Synaptojaninl UNO002448 3.90 249 4.09 240 1.43 1.21 0.36 0.35 0.21 0.40 0.36 0.21 0.09 0.05 0.11 0.22
Uncoating N-WASP UNO066639 10.39 8.41 8.30 3.36 2.48 1.58 1.46 0.66 0.35 113 1.22 0.57 0.55 0.31 0.39 0.28
N-WASP UNO006410 1.61 1.95 2.77 1.36 0.92 0.73 0.36 0.34 0.17 0.57 1.19 0.4 0.95 0.27 0.32 0.3
Arp2 UNO012801 30.58 51.55 55.70 39.47 18.80 12.42 5.32 2.98] 1.34 1.99 3.05 0.92 0.29 0.82 0.15 0.28
Arp3 UN064270 48.23 126.36 179.84 70.99 40.36 27.52 9.62 3.52 1.27 1.25 2.16 3.45 0.9 1.5 0.65 0.3
lipophorin receptor UN005188 66.88 39.04 5.39 4.94 3.62 5.58 3.56 1.90] 133 0.61 0.25 0.18 0.11 0.31 0.31 0.09
lipophorin receptor UNO005189 63.63 38.20 5.79 5.07 3.50 534 3.46 1.87 0.43 0.37 0.24 0.3 0.29 0.35 0.41 0.05
lipophorin receptor UNO005190 77.26 45.72 5.42 6.47 4.96 8.51 5.28 2.87 1.10 1.89 0.51 0.38 0.19 0.1 0.36 0.3
Other lipophorin receptor UNO005191 73.39 45.42 6.11 6.94 5.00 8.67 5.40 2.99 0.68 1.57 0.59 0.64 0.48 0.32 0.53 0.14
nonclathrin coat protein gammal-COP UNO022302 32.02 33.45 37.22 21.92 11.96 7.92 2.86 1.27 2.66 212 0.84 1.08 0.45 0.19 0.56 0.31
nonclathrin coat protein gamma1-COP UN023807 20.94 33.52 36.03 25.34 13.06 8.95 4.07 1.81] 1.53 0.54 131 0.85 1.08 0.33 0.51 0.53
nonclathrin coat protein gamma2-COP UN044805 14.60 13.99 18.82 10.20 5.75 3.26 1.21 0.62! 0.71 0.67 0.46 0.15 0.3 0.05 0.19 0.18

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S10. mRNA expression levels of T. ni homologs associated with ESCRT (endosomal sorting complexes required for transport), VPS-C, retromer, GRAP, PI3K_IIl subcomplex, and other Vsp genes.

oo/ o T RPKM STOEV
omplex / Category ene Ortholog C 0 3 [P 18 24 36 8 I 18 2 36 28

firs UN014911 5102 4795 43.03] 1854 1168 730 709 721 788 057 083 075 0.78 032 051 026

UN00B457 2056]  23.78] 3403 1108 9.84 7.94 3.2 .00 231 173 0.86 0.76 0.55 0.67 123 0.34

STAM1 UN065021 520 1176 1088 4.50 3.15 2.03 167 0.92 0.56 168 0.97 0.76 0.98 182 0.69 0.94

Tsglol UN029847 723 1245|1583 1158 6.68 447 2.16 117 017 0.77 0.83 035 0.7 037 0.15 0.14

Vpsa UNO11213 3053]  37.36]  43.68]  2617]  1686]  12.19 516 2.50 143 0.65 3 6 0.39 181 0.26 0.29

Vps28 UN004307 3456]  80.12] 9489  64.28] 3287  23.72 8.62 3.63 .93 179 258 332 2.14 2.28 036 0.73

Vps37A UN063714 9.48 9.38 9.07 5.78 325 2.46 111 0.55 027 0.93 0.95 0.09 022 02 0.04 0.25

Vps378 UN0O1060 4854|3895 5945] 2723|1511 937 347 2.13 4.09 1.80 175 0.88 047 117 0.02 0.06

Vps378 UN0O1057 2435|3527 5494 2519 1348 8.49 3.05 .95 3.36 136 174 0.54 0.44 1.28 0.08 0.09

Mvb12 UN068726 567 7.75 5.92 3.17 2.35 0.79 0.47 0.54 162 0.51 o1 0.49 0.54 0.29 022 0.38

Mvb12 UN066098 7.19 7.92 6.67 361 2.06 1.48 1.17 031 719 0.60 0.63 0.28 036 0.27 0.92 0.26

Mvb12 UN052979 6.05 943 9.16 6.76 2.88 437 357 2.60 035 0.43 05 05 017 0.52 011 037

eschT EAP30 UN050629 13.95 839] 1254 327 3.1 2.54 112 0.57 2.08 0.54 55 0.56 05 0.59 022 0.07

EAP20 UN010777 5309 4872]  89.29]  24.17] 2086 _ 18.19 8.43 3.54 3.17 2.3 5.42 1.43 1 138 0.79 0.63

EAP45 UN045413 786] 1124 1532 752 .88 2.86 165 0.64 0.80 0.51 0.94 0.26 0.74 0.47 013 0.13

CHMP2A UN009639 5207] 2005 3896]  14.02 931 7.72 3.07 118 115 144 173 0.78 o1 0.14 0.3 0.19

CHMP2A UN006995 017 0.66 1.26 047 0.86 036 0.16 0.08 015 0.40 018 04 0.69 0.09 014 0.14

CHMP28 UN018417 18.04] 2958 4435|  2580] _ 1585 1117 5.04 252 0.47 1.86 1.16 164 0.61 113 0.63 012

CHMP3 UN013233 1805]  23.22] 2825 1825 1187 8.98 2.68 2.29 0.89 124 0.54 0.91 063 02 0.18 03

CHMP4 UN010928 2517]  4034] 5000|3518  2059] _ 13.76 6.37 3.5 247 1.86 418 1 0.89 08 0.24 03

CHMP5 UN070141 5023|5468 8024] 3207 2446 1873 8.70 412 .96 477 257 194 067 1 063 0.18

CHMP6 UN036434 12.70] 1219 19.65 7.27 537 5.86 2.60 .10 2.06 1.89 119 .02 0.73 071 0.64 0.47

iP5 UN027475 17.18] 2205  4194]  1997] 1071 6.92 3.01 13 162 1.70 1.8 0.38 031 0.39 043 0.32

Alix UN022028 2219 46.23] 4352|2430 1050 6.23 2.41 11 0.14 121 0.51 1.92 0.48 0.22 045 0.05

Alix UN067443 153 5.13 6.03 2.79 155 0.51 0.32 0.45 012 1.16 0.75 0.36 055 0.46 038 0.35

Alix UN007334 0.79 333 216 1.80 124 022 0.14 043 031 031 09 .09 0.75 021 024 0.43

Vame UN064966 9.43 827 1043 3.3 3.5 2.30 114 0.65 0.39 07 0.14 03 0.8 0.22 0.19 01

Vps8 UN066769 2.83 411 7.18 3.1 174 124 0.88 0.32 027 0.36 03 0.33 038 0.27 0.14 0.09

Vps8 UN068163 5.00 6.13 9.83 .09 2.98 .98 0.87 037 057 0.41 0.66 0.18 022 0.1 017 0.16

Vps8 UN069221 232 s78] 1142 .06 2.70 2.15 114 0.34 2.01 0.80 0.97 6 137 0.06 02 03

Vps8 UN009871 032 0.99 2.7 0.9 0.20 038 0.45 021 0.28 028 112 033 027 0.45 046 022

Vpsil UN002619 473 341 3.42 .96 114 0.70 0.26 0.12 0.59 0.26 0.19 0.15 0.07 011 011 01

Vpsil UN005196 331 251 2.08 0.99 0.60 033 0.05 0.21 0.54 0.04 0.62 0.05 0.64 0.29 0.09 0.02

VPS-C Vpsil UN002222 338 337 3.01 241 127 .02 0.30 017 0.44 035 063 0.43 0.26 038 0.14 0.05

Vps16A UN066726 7.18 5.55 6.49 4.22 2.31 1.8 0.57 0.29 0.20 0.18 021 0.16 01 0.01 0.04 0.08

Vps16B UN057627 1322 1201 1531 7,57 2.83 3.39 1.88 0.7 071 0.81 0.70 0.53 0.51 0.32 0.16 0.17

Vpsi8 UN068832 6.47 5.04 585 2.85 165 1.8 0.49 0.21 0.45 0.63 0.42 0.26 022 0.13 0.05 0.04

Vpsis UN002460 1.98 4.39 552 2.70 179 111 0.56 0.18 0.80 0.56 0.55 0.27 0.28 0.29 0.14 0.32

Vps33A UN051418 1192 1101 1537 6.04 3.79 2.62 1.08 035 0.75 031 0.62 0.48 02 0.14 037 0.14

Vps338 UN064030 2.70 5.60 8.25 5.02 381 3.28 139 0.52 031 0.81 0.18 0.57 0.55 0.17 0.34 0.03

Vpsal UNO45464 1571 18.03| 2060 1186 7.40 6.17 335 129 042 123 0.71 0.16 031 0.32 034 0.28

SNX2 UN047574 7249 1582 1568 718 3.50 747 To02 0.49 755 117 To4 073 046 062 041 022

SNX2 UN018747 1305 1298] 1601 983 6.26 4.66 2.47 2.08 0.26 0.68 0.75 0.83 015 0.14 035 0.05

SNXS UN035945 1798 1685 _ 29.00] _ 17.10 9.05 727 2.57 .20 0.91 111 0.98 0.56 0.92 05 0.3 0.17

Retromer Vps26 UN026703 2555 1413|1801 1230 7.57 7.38 347 2.24 .02 0.62 s 0.32 0.59 0.52 0.42 0.08

Vps29 UN00B517 2958]  3852]  49.26]  3192] _ 1858 _ 13.84 528 .96 0.91 0.57 241 2.37 0.79 177 045 0.24

Vps35 UN044971 1987 2017] 2269 1323 6.57 451 177 0.7 0.89 136 115 0.9 0.5 0.34 043 0.12

Vps35 UNO50777 17.06] 2400 2667|1725 885 5.08 2.17 1.06 0.09 138 6 0.82 0.91 0.04 0.64 0.44

Ang2 UN063244 768 807 1559 724 511 365 137 0.40 051 028 065 041 0.38 037 0.34 0.01

oarp Arel UN057438 585 754 14.64 841 5.07 381 155 057 0.42 0.34 0.74 0.25 017 0.24 0.29 0.06

HCCST UN00Z301 2.26 2.80 3.02 2.29 130 .08 0.45 017 028 0.45 02 017 027 01 0.05 01

HCC8 UNOG6128 588 5.59 7.64 5.00 339 2.64 1.10 0.56 083 0.73 0.45 0.39 037 0.14 017 0.1

Dynamin like protein | UN020143 T2.06] 1757 2231 1524 9.29 5.85 2.23 0.97 043 0.88 0.5 0.74 0.29 0.46 0.2 0.09

LEPR UNOL1912 1666] 4046 _ 37.09] _ 27.02] _ 1967] 1587 7.01 3.92 0.44) 2.2 T.04 2.64 0.98 1.46 0.46 0.47

other characterized Vps MIDAS UN024704 1952]  18.23| _ 2170] _ 18.06] 1157 857 381 2.23 061 156 156 0.78 0.96 o1 0.19 0.18

genes Rabs UN069252 7583]  89.76]  90.89]  5572]  29.35  16.24 7.16 2.97 387 712 2.36 031 071 04 0.51 0.79

UVRAG UN068281 3.64 2.10 2.35 162 .08 075 051 041 012 036 0.07 0.24 013 0.09 0.09 0.03

Vpsd5 UNO31312 1740 2413 3390  17.82] 1167 7.75 2.29 164 031 063 134 0.69 0.49 0.16 041 0.39

* Grey color indicates unigenes with expression level less t

Note:
Abbreviations:

han 5 RPKM at all time points

Alix, ALG-2 interacting protein X, Ang2, another new gene 2, Arel, a region expressed 1, BIF-1, endophilin B1, CHMP, Charged multivesicular body protein, CORVET, class C core vacuole/endosome tethering, D.m, Drosophila melanogaster, EAP, ELL-associated protein, ESCRT,
the endosomal sorting complexes required for transport, VPS, vacuolar protein sorting protein, GARP, Golgi-associated retrograde protein, HCC8, hepatocellular carcinoma protein 8, HCCS1, hepatocellular carcinoma suppressor 1, HOPS, homotypic fusion and protein sorting,
Hrs, hepatocyte growth factor-regulated tyrosine kinase substrate, LEPR, leptin receptor gene-related protein, LIPS, LYST-interacting protein 5, MIDAS, mitochondrial DNA absence sensitive factor, Mvb12, Multivesicular body sorting factor 12, PI3K, phosphatidylinositol 3-

kinase, STAM, signal transducting adaptor protein, SNX, sorting nexin, Tsg101, Tumor susceptibility gene 101 protein, UVRAG, UV radiation resistanceassociated gene, Vameé, vacuolar morphogenesis protein 6




Table S11. mRNA expression levels of T. ni homologs associated with PIK3.

oot/ C cone Toni RPKM STDEV
omplex / Category ene Ortholog C 0 6 P 18 24 36 28 P} 18 24 36 48

Catalytic subunits Dpiio UN002968 17.28 517 316 157 0.95 0.77 0.49 0.30 039 0.76 0.49 0.41 036 035 033 0.24

Class 1 [0 atory subunits p60 UN067526 4.90 4.08 426 2.86 207 1.93 1.41 0.94 017 0.46 05 0.12 022 0.06 0.16 02

P60 UN067527 5.00 427 438 2.90 2.03 1.96 145 0.95 026 051 0.45 0.18 022 0.08 02 023

Class Il | _Catalytic subunits pi3k_68D UN060409 7.48 8.62 8.67 6.49 371 2.68 1.77 113 027 011 047 025 017 021 026 013

Catalytic subunts Vpsa UN063291 622 1081 9.03 5.45 3.25 2.06 1.26 0.80 027 0.49 0.63 021 039 0.07 027 021

PIK3 UNO66671 8.84 7.52 6.35 324 1.93 0.83 0.63 0.28 1.32 0.46 038 032 022 0.2 039 0.15

Ird1 UN041295 3.99 333 3.74 3.04 1.90 131 0.75 0.44 014 022 0.25 022 021 0.04 0.08 0.04

Class Ird1 UN041381 517 4.46 5.63 8.55 351 2.86 1.41 1.10 025 034 034 048 0.12 038 0.16 0.14

Regulatory subunits beclin 1 UN064841 7.62 6.90 7.98 4.40 324 2.51 0.92 053 1.67 0.40 038 0.18 053 024 0.16 0.04

UVRAG UN068281 3.64 210 2.35 1.62 1.08 075 0.51 041 012 036 0.07 024 013 0.09 0.09 0.03

BIF1 UN047139 922 1184 1185  10.08 7.33 6.41 2.84 1.66 0.82 0.90 0.52 0.46 0.62 0.15 0.04 02

AKt/PKB AKt/PKB UND18533 2572 4350 5507 3672 1926 14.30 627 2.63 0.44 1.40 1.94 0.19 097 0.86 0.79 036

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points

Abbreviation: ATG14L, autophagy-related protein 14-like protein UVRAG, BIF1, Bax-interaction factor 1, Dp110, Drosophila melanogaster p110, PI3K, Phosphoinositide 3-kinases, PKB, protein kinase B, Vps, vacuolar protein sorting, UVRAG, ultraviolet
radiation resistance-associated protein



Table S12. mRNA expression levels of T. ni homologs associated withMAP kinase signaling pathways.

T.ni RPKM STDEV
Complex / Category Gene*
Ortholog c [ o 6 12 | 18 24 36 48 C 12 18 24 36 48
MAP kinase kinase (hep) UN020647 28.03 30.08 30.68 3330 16.96 10.51 5.86 4.08 0.93 0.28 1.41 0.56 0.89 0.51 0.59 0.14
MAP kinase kinase 3/4/6 UN023339 2297 28.57 57.32 26.06 17.03 14.21 5.89 231 0.83 0.70 1.98 0.7 0.62 0.64 0.53 0.36
MAP kinase kinase 3/4/6 UN066938 3.46 3.86 4.96 4.03 2.59 1.67 0.98 0.58 0.50 0.40 0.44 0.5 0.2 0.15 0.12 0.02
MAP kinase kinase 4 UN028639 2.52 5.08 6.63 4.18 3.68 3.54 2.23 1.24 0.28 0.52 0.54 0.76 0.24 0.23 0.38 0.2
MAP kinase kinase 4 UN028641 8.31 12.48 21.50 11.57 9.84 9.51 5.89 2.67 0.40 0.97 1.08 138 034 0.33 0.55 0.17
MAP kinase kinase 4 UN049071 5.51 6.01 14.98 7.63 5.10 335 1.07 0.63 0.22 0.38 1 0.52 0.18 0.39 0.22 0.05
MAP kinase kinase 4 UN066579 58.29 7832 13034 58.97 35.36 28.64 10.90 3.25 0.68 1.60 4.73 2.43 0.98 0.7 0.63 0.59
MAP kinase kinase 4 UN066580 71.48 89.34  153.92 69.88 41.47 34.57 13.13 3.70 0.16 2.20 55 3.15 155 0.9 0.9 0.62
MAP kinase kinase 4 UN069980 9.40 4.79 6.31 3.55 171 124 0.53 0.39 1.07 0.86 0.74 0.5 0.71 0.24 0.09 0.19
MAP kinase phosphatase-1 (Dmkp-1) UN062932 5.98 5.54 11.14 8.98 5.28 3.25 1.30 0.62 0.16 0.39 1 0.7 0.37 0.19 0.13 0.04
MAP kinase phosphatase-1 (Dmkp-1) UN062933 6.14 5.70 11.59 9.26 5.46 336 131 0.62 0.19 0.50 0.98 0.67 0.43 0.22 0.13 0.02
MAP kinase phosphatase-1 (Dmkp-1) UN063348 5.70 7.60 10.85 5.07 3.56 2.69 1.30 0.71 0.21 0.36 0.3 0.43 0.27 0.05 0.1 0.24
MAP kinase phosphatase-1 (Dmkp-1) UN063349 6.35 8.02 11.70 5.41 374 2.78 135 0.73 0.33 0.41 0.43 0.46 0.28 0.05 0.09 0.22
Ras85D UN067243 41.39 49.22 55.50 38.27 23.25 18.25 9.24 6.28 0.61 2.36 1.91 133 0.79 0.42 0.27 0.38
Ras85D UN031780 13.06 17.37 21.51 13.54 8.65 5.50 3.00 1.85 0.44 0.70 0.85 0.62 0.36 0.27 0.52 0.11
Ras85D UN050418 98.63 16130  180.69 95.76 50.46 37.34 15.11 7.67 257 6.20 3.15 4.9 1.42 1.03 1.44 0.62
MAP kinase phl (Dsim\phl) UN067576 4.97 5.45 5.17 3.77 2.25 1.26 1.10 0.67 0.65 0.38 0.26 0.14 0.28 0.19 0.24 0.08
phl (Dsim\phl) UN067577 5.22 5.30 4.97 3.66 2.15 130 1.09 0.73 0.54 0.39 0.38 0.25 031 0.18 0.25 0.13
phl (Dsim\phl) UN067579 4.27 5.12 4.98 3.65 2.05 1.06 1.07 0.50 0.75 0.33 0.25 0.24 0.33 0.23 0.32 0.13
phl (Dsim\phl) UNO67578 5.45 5.40 5.05 3.62 2.08 1.37 1.09 0.77 0.57 0.41 0.47 0.23 0.33 0.09 0.2 0.19
phl (Dsim\phl) UN067580 5.46 5.21 4.85 3.50 1.99 130 1.05 0.75 0.50 0.48 0.53 03 0.25 0.14 0.18 0.2
phl (Dsim\phl) UN067581 4.45 4.83 4.66 3.47 1.86 1.06 1.04 0.55 0.63 0.36 0.36 0.44 0.42 0.21 0.33 0.14
phl (Dsim\phl) UN067582 4.67 4.90 4.74 3.38 171 1.12 1.05 0.58, 0.66 0.35 0.47 0.45 0.48 0.09 0.27 0.2
phl (Dsim\phl) UN067583 4.66 4.62 4.43 3.21 157 1.02 0.99 0.54 0.51 0.45 0.53 0.55 0.37 0.17 0.25 0.26
stress-activated p38a/p38b MAP kinase UN006627 2.54 3.53 151 1.22 0.41 0.52 0.39 0.17 0.63 0.05 0.34 0.14 0.02 0.24 0.2 0.09
stress-activated p38a/p38b MAP kinase UN015143 32.14 32.84 48.66 35.10 20.89 16.20 8.41 4.23 0.77 1.08 2.95 0.97 0.4 121 0.21 0.4
stress-activated p38a/p38b MAP kinase UN015144 28.43 29.99 45.49 33.59 19.99 15.56 8.18 4.15 0.68 1.04 2.98 112 0.47 1.16 0.29 0.45
stress-activated p38a/p38b MAP kinase UN015145 2057 23.73 37.71 29.71 17.72 13.42 7.55 4.16 0.83 1.00 2.66 128 0.29 1.08 0.24 0.4
stress-activated p38a/p38b MAP kinase UN015146 17.57 15.62 20.43 11.78 6.97 6.01 239 0.98 0.13 131 132 0.17 0.48 1.46 0.14 0.23
stress-activated p38a/p38b MAP kinase UN019909 23.95 29.11 26.37 17.86 10.12 9.22 4.94 337 0.58 1.06 0.74 0.24 0.45 0.73 0.46 0.27
stress-activated p38a/p38b MAP kinase UN022961 10.97 27.66 25.89 17.47 10.41 8.83 4.30 3.10 0.65 0.63 0.43 0.96 0.27 0.42 0.33 0.27
stress-activated p38a/p38b MAP kinase UN022962 11.60 28.79 26.98 18.16 10.80 9.11 4.41 3.16 0.68 0.63 0.43 0.99 0.35 0.43 0.35 0.23
stress-activated p38a/p38b MAP kinase UN022963 11.33 28.82 26.61 17.98 10.78 9.14 4.43 3.24 0.69 0.66 0.55 1 0.29 0.38 0.33 0.29
stress-activated p38a/p38b MAP kinase UN022964 11.99 30.02 27.77 18.70 11.20 9.44 4.55 3.30 0.72 0.66 0.56 1.04 0.36 0.39 0.35 0.25

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S13. mRNA expression levels of T. ni homologs associated with the Nuclear Pore Complex (NPC).

Complex / Category Gene* T.ni RPKM STDEV
Ortholog c [ o | & [ 12 ] 18 | 24 36 48 C 12 18 24 36 48
Nup54-like UN037243 18.66 21.70 25.74 15.14 8.65 5.05 1.54 0.93 2.47 1.46 18 0.68 0.41 0.26 0.21 0.23
Nup54-like UN045238 10.21 17.14 20.98 13.78 7.27 4.87 2.31 0.90 2.81 1.49 0.86 1.29 0.7 0.78 0.2 0.13
Central FG-Nups Nup58-like UN042519 6.31 9.73 13.00 6.86 3.53 2.53 1.01 0.40 1.18 1.01 0.66 0.57 0.31 0.08 0.05 0.22
Nup58-like UN042520 8.06 11.94 15.80 8.41 431 3.17 1.21 0.46 1.53 1.18 0.72 0.63 0.37 0.12 0.09 0.24
Nup58-like UNO044794 15.68 21.21 24.39 11.87 7.85 4.90 1.59 0.80 2.23 1.47 1.37 0.53 0.58 0.49 0.52 0.34
Nup58-like UN057197 0.51 0.16 0.00 0.00 0.00 0.00 0.00 0.05 0.24 0.17 0 0 0 0 0 0.09
Nup155-like UNO039075 18.48 17.15 22.49 14.83 6.99 4.59 1.69 0.69 0.93 0.29 1.04 0.82 0.47 0.53 0.16 0.13
Nup155-like UN039076 18.98 17.68 23.16 15.06 7.11 4.70 1.75 0.71 0.90 0.35 1 0.92 0.48 0.54 0.19 0.11
Inner-ring Nups Nup155-like UNO044744 10.79 15.56 14.96 11.14 5.33 3.47 1.48 0.33 1.25 1.52 1.97 0.25 0.75 1.29 0.64 0.14
Nup188-like UNO044117 9.07 17.40 23.24 14.73 9.12 6.37 3.93 1.90 0.71 0.96 1.83 1.06 0.88 0.55 0.72 0.04
Nup188-like UNO049566 14.20 15.44 18.75 11.12 6.75 4.39 2.38 1.05 0.56 0.57 0.3 0.25 0.42 0.34 0.25 0.05
Nup188-like UN049567 13.89 14.82 17.90 10.55 6.51 4.20 2.30 1.05 0.63 0.72 0.47 0.26 0.33 0.36 0.18 0.05
Nup153-like UNO065879 5.58 3.63 5.48 4.27 2.98 2.61 171 1.16 0.36 0.11 0.41 0.26 0.29 0.05 0.05 0.16
Tpr UNO044650 24.27 10.41 16.16 6.88 4.46 3.25 1.54 0.63 1.30 0.42 0.42 0.57 0.32 0.24 0.24 0.2
Nuclear Basket Rael UN003227 40.25 67.16  127.77 58.24 40.04 27.24 16.87 6.31 2.78 2.74 2.04 2.83 2.37 1.84 1.14 0.89
Rael UNO070808 30.18 84.66  156.53 82.16 51.82 33.44 23.14 9.64 3.27 0.63 3.65 5.98 4.92 161 0.61 0.95
Nup50-like UN007020 39.07 38.53 75.39 39.72 27.72 19.82 7.58 2.81 2.55 2.25 2.33 2.68 0.41 0.5 0.39 0.24
Nup160-like UN022888 12.42 24.40 35.75 19.73 11.61 7.59 4.76 1.80 0.50 0.76 0.36 0.55 135 1.23 0.46 0.12
Outer-ring Nups Nup160-like UN024938 19.27 22.73 30.61 15.48 11.12 7.14 3.81 1.28 1.69 0.96 0.69 0.34 0.52 0.82 0.12 0.13
Nup160-like UN049466 6.12 12.06 15.37 8.94 4.84 4.01 2.32 0.91 0.57 0.98 13 135 0.51 0.94 0.35 0.24
Nup43-like UNO067119 51.08 98.54  120.88 71.55 43.65 32.40 13.75 5.51 155 0.28 0.9 437 0.67 17 0.65 0.33
Nup98-Nup96-like UNO064454 7.91 5.12 4.98 4.01 2.23 1.63 1.46 0.93 1.10 0.13 0.54 0.69 0.55 0.41 0.34 0.32
Nup98-Nup96-like UNO064455 7.65 4.79 5.04 4.04 2.67 1.90 1.80 1.25 1.13 0.22 0.37 0.54 0.56 0.34 0.28 0.43
Outer-ring Nups/central Nup98-Nup96-like UNO068053 8.62 4.40 4.45 3.32 1.88 1.28 0.94 0.64 0.35 0.28 0.31 0.25 0.36 0.21 0.04 0.07
FG-Nups Nup98-Nup96-like UNO068054 6.34 3.49 3.67 2.75 1.74 1.30 0.76 0.67 0.29 0.32 0.34 0.21 0.29 0.17 0.08 0.05
Nup98-Nup96-like UNO068453 6.34 4.93 4.20 3.42 1.89 0.90 0.65 0.52 0.67 0.29 0.42 0.24 0.28 0.12 0.04 0.19
Nup98-Nup96-like UNO070747 8.48 4.79 2.92 2.88 151 141 0.35 0.60 1.13 0.17 0.55 0.5 0.34 0.48 0.26 0.36
Transmembrane Nups NDC1-like UN021885 19.03 28.18 29.89 21.14 10.40 9.73 2.58 1.04 0.99 2.24 0.85 2.92 0.72 0.18 0.68 0.16
GLE1-like UN047960 14.51 13.57 18.14 10.08 6.66 5.18 2.08 1.15 0.88 1.30 0.73 1.11 0.42 0.37 0.21 0.13
Nup53-like UN006036 0.78 0.89 1.14 1.46 0.80 0.59 0.37 0.23 0.41 0.24 0.26 0.48 0.21 0.25 0.14 0.21
Nup53-like UN006037 1.41 1.24 175 2.33 0.93 0.77 0.46 0.31 0.55 0.28 0.44 0.71 0.24 0.54 0.12 0.3
Nup53-like UN021120 21.08 27.91 35.91 27.92 17.15 13.11 5.30 2.41 0.78 1.16 0.71 2.7 0.31 0.41 0.37 0.06
Nup53-like UN056272 0.00 0.09 0.02 0.28 0.04 0.07 0.07 0.14 0.00 0.16 0.04 0.12 0.08 0.12 0.12 0.15
Nup85-like UNO045474 6.82 13.45 13.03 13.42 7.21 5.47 3.48 1.92 0.05 2.33 175 0.67 1.03 0.48 0.68 0.49
Nup85-like UNO049654 1030 18.79 17.88 13.02 6.83 5.24 2.24 0.91 0.45 1.45 0.81 0.39 0.55 0.25 0.38 0.18
Nup85-like UN056742 0.00 0.00 0.03 0.09 0.27 0.20 0.16 0.07 0.00 0.00 0.06 0.1 0.32 0.18 0.27 0.12

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S14.mRNA expression levels of T. ni homologs associated with the TREX (transcription-export) pathway.

Complex / Category Gene* T.ni RPKM STDEV

Ortholog c | o [ 6 [ 12 [ 18 24 | 36 48 C 0 6 12 18 24 36 48
ALYREF UN063917 7316  104.20 84.45 29.36 2157 18.76 10.40 3.93 1.44 135 132 2.27 0.83 0.44 1.15 0.77
ALYREF UN063918 126.26  184.81  126.38 45.28 30.94 25.88 14.05 5.09 2.14 2.65 2.23 4 1.93 121 1.56 1.07
DDX39A UN010528 44.22 3227 43.85 27.76 17.83 16.79 8.33 3.64 171 247 1.26 0.21 06 0.14 0.4 0.5
DDX39A/DDX398 UNO007276 747.82 115222 82010 397.81  207.42  167.57 75.34 32.20 13.35 22.60 28.44 22.14 4.87 4.72 3.65 1.03
DDX39A/DDX398 UN007277 874.91 1309.79  872.07 41238 21771  176.33 79.09 33.50 14.43 35.92 312 23.32 4.32 6.08 3.08 173
DDX39A/DDX39B UN017599 0.15 0.13 0.21 0.29 0.23 0.00 031 0.26 0.25 0.16 0.13 0.28 0.17 0 0.25 0.45
DDX39A/DDX398 UN035530 167.98 30423 38319  221.89  118.84 93.41 37.78 14.57 3.60 277 6.56 9.85 4.73 113 0.96 0.16
DDX39A/DDX398 UN063722 14516  121.00  158.81 79.02 52.69 41.12 23.69 10.11 3.08 0.61 261 4.46 133 1.23 2.05 0.71
DDX398 UN070500 86.88 7396  149.12 47.62 38.08 2258 13.00 5.00 2.48 5.81 6.44 4.02 1.69 157 1.05 0.12
POLDIP3 UNO015446 25.28 29.10 39.08 27.33 16.74 11.83 5.63 2.55 1.23 2.94 3.06 0.92 1.23 0.44 0.47 0.12
POLDIP3 UNO15447 29.59 33.82 43.58 30.63 18.16 12.52 6.10 2.80 135 3.59 3.32 113 127 0.34 0.48 0.15
RBM39 UN014629 47.85 52.33 46.55 19.18 13.79 9.50 5.65 291 1.99 219 177 0.77 0.35 0.78 0.19 0.15
RBM39 UNO014630 59.58 67.16 57.42 23.69 17.27 11.75 7.14 3.60 257 2.66 1.96 1.04 0.24 0.97 0.4 0.18
RBM39 UN014631 21.95 34.32 28.93 12.35 9.05 6.86 4.00 1.89 138 0.40 0.85 0.54 0.7 0.23 0.69 0.2
RBM39 UN017155 0.21 0.22 0.26 0.46 0.27 0.26 0.52 0.39 036 0.19 0.27 0.24 0.26 0.06 0.24 0.14
RBM39 UN021342 0.24 0.22 0.25 0.29 036 0.35 0.46 0.50 0.12 0.21 0.06 0.11 0.17 0.06 0.09 0.15
TREX SARNP UNO06330 29.06 25.84 50.93 25.74 16.71 14.88 6.12 2.24 0.40 1.79 0.55 154 0.57 116 1.05 0.24
SARNP UNO006331 29.84 26.51 52.37 26.36 17.14 15.23 6.26 231 0.41 1.87 0.61 155 0.6 121 1.07 0.27
Thoc 1 UN027216 2.77 433 6.41 3.07 2.23 139 0.78 0.30 0.36 0.61 1.06 0.15 0.47 036 0.15 0.19
Thoc 1 UN027217 31.18 28.59 31.94 13.13 10.64 8.07 4.25 214 3.80 0.63 2.79 0.88 0.86 033 0.38 0.78
Thoc 1 UN027624 2331 24.63 34.33 12.14 10.34 8.40 4.00 153 0.39 1.19 1.47 0.35 1.07 0.79 0.39 0.36
Thoc 2 UN022316 30.92 31.68 25.17 9.72 6.92 4.17 2.28 1.05 0.10 154 0.73 0.63 031 0.23 0.16 0.33
Thoc 6 UN035293 19.20 19.73 38.32 14.96 10.67 7.48 4.09 191 1.87 0.99 1.66 133 0.76 0.69 0.08 0.27
Thoc 6 UN044917 9.53 13.27 2421 7.91 6.05 4.30 2.43 0.84 111 1.05 171 0.47 0.78 0.55 0.51 0.34
Thoc 7 UN014434 35.04 31.66 55.65 24.35 17.75 14.44 7.82 2.96, 132 0.91 3.74 2.93 1.84 0.43 0.66 0.09
Thoc3 UN004477 11.30 18.92 26.25 17.16 10.65 7.73 3.10 1.66, 036 0.58 0.55 111 0.57 038 0.32 03
Thoc3 UN004480 11.74 19.25 25.82 17.57 10.91 7.30 3.24 1.83 0.38 0.25 0.51 1.02 0.47 0.49 0.18 0.66
Thoc3 UN004482 12.88 20.99 28.73 18.94 11.71 7.54 3.30 155 0.57 037 0.45 0.95 0.48 0.27 031 0.48
Thoc3 UNO004486 13.77 2265 30.50 20.43 12.70 8.30 3.57 167 0.60 0.44 0.42 136 0.52 0.33 0.09 0.45
Thoc3 UN048114 14.53 9.79 16.41 7.48 5.10 4.12 1.68 0.77 0.95 0.62 0.57 0.43 0.51 0.32 0.23 0.08
ZC3H11A UN068727 0.73 0.9 1.99 1.02 0.76 1.02 0.55 0.29 0.21 0.37 0.48 0.26 0.27 0.66 0.04 0.15
ZC3H11A UNO068728 2.28 2.66 4.71 2.48 1.87 1.63 0.59 0.4 0.13 0.91 0.82 0.7 0.42 0.69 0.28 0.37
ZC3H11A UN068729 0.78 1.42 3.99 231 1.70 1.33 0.87 0.36 0.23 035 0.64 0.52 0.42 0.72 0.45 0.18
ZC3H11A UN068730 2.72 3.51 7.40 4.14 3.09 2.10 0.92 0.55 0.26 1.02 0.97 1 0.24 0.76 034 0.46

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S15. mRNA expression levels of T. ni homologs associated with small RNA generating pathway.

Complex / Category Gene* T. ni RPKM STDEV
Ortholog c [ o [ s 12 18 24 36 48 C 12 18 24 36 48
Argl UN047527 17.57 18.98 22.74 10.39 7.29 4.17 1.75 1.05 1.41 0.68 0.78 0.68 0.3 0.67 0.4 0.16
Argl UNO064364 12.06 18.35 15.97 9.15 4.78 3.15 1.39 0.83 1.26 1.35 1.09 0.8 0.73 0.81 0.42 0.28
Arg2 UN049184 198.60 166.57 131.04 50.79 33.46 22.60 14.73 7.44 5.41 4.89 2.07 0.59 1.29 0.7 0.84 0.33
Arg 3/ Bm piwi UNO063569 93.22 91.60 114.19 56.40 28.07 21.08 7.59 2.83 1.34 0.87 2.1 2.75 1.09 0.73 0.75 0.33
Arg 3 / Bm piwi UNO070631 4.50 3.12 4.00 2.81 1.73 1.24 0.79 0.52 0.29 0.16 0.29 0.25 0.06 0.15 0.06 0.17
Arg 3/ Bm piwi UNO070632 4.53 3.12 4.03 2.84 1.74 1.26 0.79 0.51 0.31 0.16 0.29 0.24 0.06 0.17 0.06 0.17
Ago-Aub UN063569 93.22 91.60 114.19 56.40266 28.06745 21.0755 7.592289 2.83 1.34 0.87 2.1 2.75 1.09 0.73 0.75 0.33
R2D2 UNO034727 14.16 13.23 2499 11.52686 5.58322 4.66343 1.687366 0.60 1.68 0.46 1.93 0.65 1.02 0.46 1.06 0.29
R2D2 UNO034726 8.01 6.80 13.98 6.6099 3.037442 2.599077 0.844967 0.35 0.87 0.19 1.23 0.43 0.43 0.38 0.58 0.21
R3D1 UN069998 18.66 34.85 46.60 33.74212 16.90344 11.99221 5.476954 1.25 1.41 1.96 3.68 0.63 1.83 1.67 1.19 0.4
R3D1 UN069997 13.71 25.80 31.52 23.38806 11.39307 8.326638 3.920268 0.94 0.76 1.12 2.1 0.09 1.01 1.54 0.74 0.26
R3D1 UN069996 29.14 60.56 97.34 76.80119 41.49592 30.12166 14.54886 5.49 1.80 1.40 131 1.8 1.05 1.83 0.79 0.58
R3D1 UN069995 27.11 56.43 89.97 71.23328 38.42907 27.97211 13.55114 5.15 153 1.21 11 1.85 0.87 1.78 0.71 0.49
Drosha UN066532 7.10 3.71 4.98 2.62483 1.444257 1.143077 0.45159 0.26 0.31 0.11 0.4 0.1 0.27 0.09 0.12 0.09
Pasha UN010331 2.05 0.66 1.17 0.40 0.36 0.25 0.15 0.03 0.28 0.25 0.17 0.09 0.19 0.13 0.16 0.03
Pasha UN010332 1.99 0.61 1.08 0.44 0.41 0.25 0.22 0.05 0.32 0.23 0.08 0.1 0.16 0.16 0.13 0.04
Pasha UN011902 135 0.71 1.46 0.55 0.60 0.37 0.21 0.14 0.24 0.22 0.19 0.14 0.16 0.19 0.04 0.05
Pasha UN011903 1.34 0.54 1.46 0.61 0.60 0.45 0.23 0.17 0.22 0.27 0.18 0.15 0.19 0.23 0.05 0.15
Dicer-1 UN008847 4.29 1.02 132 0.73 0.42 0.53 0.32 0.20 0.42 0.05 0.13 0.09 0.11 0.12 0.09 0.12
Dicer-1 UN008848 2.39 0.90 111 0.58 0.46 0.32 0.21 0.23 0.55 0.23 0.14 0.25 0.33 0.08 0.16 0.2
Dicer-2 UN036750 0.36 0.09 0.03 0.05 0.06 0.48 0.48 0.07 0.31 0.15 0.06 0.09 0.13 0.2 0.49 0.12
Dicer-2 UN048573 0.21 0.09 0.00 0.06 0.24 0.27 0.16 0.17 0.36 0.08 0 0.13 0.17 0.07 0.14 0.15
Dicer-2 UNO066277 104.89 40.75 28.79 8.76 5.02 3.55 2.62 1.46 1.77 2.21 0.76 0.43 0.35 0.33 0.14 0.21
Dicer-2 UN066287 107.23 41.61 29.68 8.98 5.16 3.69 2.68 1.49 1.83 2.19 0.73 0.47 0.42 0.33 0.13 0.19
endoribonuclease Dcr-1 UN068521 3.71 0.83 1.28 0.66 0.46 0.51 0.28 0.19 0.35 0.16 0.2 0.12 0.17 0.06 0.11 0.13
endoribonuclease Dcr-1 UN068522 4.75 0.67 1.06 0.51 0.43 0.43 0.27 0.18 0.42 0.10 0.21 0.12 0.13 0.03 0.11 0.16

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table $16. mRNA expression levels of T. ni homologs associated with the apoptosis response and hsps (heat shock proteins).

Complex / Category Gene* T-ni RPXM STDEV

Ortholog c_ | o 6 12 18 24 36 | 48 C 0 6 12 18 24 36 48
apoptosis inducing factor / AIF UN042624 13.94 22.84 18.79 6.88 5.84 3.26 2.20 1.39 0.61 119 0.63 0.66 0.45 0.63 0.51 0.24]
apoptosis inducing factor / AIF UN042625 11.24 17.55 13.79 5.13 4.49 2.18 1.69 1.17 0.48 1.23 0.73 0.51 0.7 0.41 0.48 0.15
apoptosis inducing factor / AIF UNO063694 10.27 15.63 12.76 4.12 3.38 2.95 113 0.78 0.66 2.20 1.29 0.59 1.41 0.6 0.45 0.17]
AIF UN032029 14.01 12.48 14.02 5.815621 3.653652 2.691625 1.291181 0.96 0.87 0.92 0.64 0.41 0.67 0.2 0.4 0.46!
AlF UN032030 7.46 11.06 10.65 4.327739 2.869855 1.967093 1.302014 0.82 0.50 1.10 0.62 0.27 0.86 0.12 0.56 0.38]
inhibitor of apoptosis protein DIAP UN043980 17.28 15.00 17.81 9.47 6.23 3.38 1.77 0.64 0.33 1.02 0.82 0.18 033 0.38 0.32 0.25
inhibitor of apoptosis protein DIAP2 / IAP UN015270 41.68 44.80 32.26 21.28 9.53 8.50 5.62 3.86 1.16 2.30 0.6 133 0.25 0.73 0.25 0.88]
programmed cell death gene-5 UN037040 31.92 30.07 54.14 30.75 23.48 12.30 6.97 3.08 0.56 1.55 1.69 0.73 1.41 0.42 0.97 0.29
programmed cell death gene-5 UN037041 33.00 31.02 56.19 31.94 24.28 12.65 7.18 3.21 0.56 1.67 1.67 0.8 1.47 0.52 111 0.33
programmed cell death gene-5 UN037048 29.96 28.92 48.65 25.04 18.63 10.26 5.47 2.41 0.47 1.08 1.63 0.86 0.89 0.35 0.66 0.22
programmed cell death gene-5 UN037049 30.65 29.54 49.92 25.72 19.06 10.46 5.58 249 0.54 115 1.62 0.92 0.91 0.42 0.75 0.25
programmed cell death gene-5 UN037052 28.86 27.38 49.55 27.98 21.50 11.25 6.42 2.70 0.47 1.39 1.82 0.85 1.4 0.43 0.85 0.12
programmed cell death gene-5 UN037055 29.77 28.17 51.32 29.00 2218 11.55 6.61 2.82 0.52 1.51 1.8 0.93 1.45 0.53 0.98 0.14]
caspase-1 (T. ni) UN057925 0.15 0.07 0.08 0.00 0.14 0.19 0.14 0.06/ 0.26 0.11 0.17 0 0.29 0.17 0.25 0.11
caspase-1/ caspase-2 (Spodoptera exigua) UN026588 17.83 27.92 30.40 20.99 12.34 10.63 3.48 1.83 1.34 0.51 0.65 1.26 112 0.93 0.3 0.07]
caspase-2 (S. exigua) UNO066706 3.27 7.02 5.13 2.99 137 1.39 0.48 0.28 0.71 0.57 0.89 0.3 0.33 0.13 0.33 0.1
caspase-4 (Bombyx mori) UN000357 1.87 1.09 1.93 1.24 0.65 0.36 0.20 0.21] 0.10 0.22 0.2 0.15 0.08 0.12 0.06 0.05
caspase-4 (B. mori) UN000358 1.99 117 2.04 1.30 0.68 0.40 0.22 0.22] 0.21 0.23 0.16 0.13 0.11 0.15 0.07 0.05
caspase-4 (S. exigua) UN069493 1.58 4.87 4.38 1.63 0.65 0.64 0.32 0.06/ 0.11 0.17 0.25 0.19 0.38 0.36 0.12 0.05
caspase-5 (Helicoverpa armigera) / Dronc (B. mori) UN023828 9.18 25.28 33.92 19.73 10.49 6.78 3.71 2.02 1.29 131 5.67 0.83 1.08 0.04 0.41 0.25
caspase-5 (H. armigera) / Dronc (Drosophila melanogaster) UN026924 24.29 41.33 45.01 17.25234 9.289621 5.031178 2.096023 1.07 3.12 2.03 2.11 0.94 0.77 0.35 0.32 0.23
caspase-6 (S. exigua) / Dredd UN020269 23.08 23.00 31.44 17.04 10.14 9.98 3.04 117 0.54 0.72 0.5 0.82 0.99 0.31 0.29 0.15
apoptosis response Dredd UN024956 0.00 0.18 0.52 0.132411 0 0.065594 0 0.05 0.00 031 0.19 0.12 0 0.11 0 0.08]
Dredd UN024957 0.00 0.39 0.37 0.243357 0.205476 0 0 0.05] 0.00 0.25 0.13 0.22 0.16 0 0 0.09!
cell death protein HAC-1 (Hac1) / Apaf-1 UN006118 3.21 1.39 1.51 1.20 1.07 0.92 0.75 0.55] 0.09 0.08 0.21 0.13 0.14 0.2 0.11 0.08]
Apaf-1 UN006119 291 1.44 1.49 1.28 1,118} 0.99 0.81 0.64 0.06 0.10 0.25 0.17 0.18 0.22 0.09 0.12
IAP-associated factor VIAF1 (viaf1) UN000631 56.48 77.55 97.55 45.09 28.71 20.47 8.27 3.47 2.54 121 3.05 1.29 1.77 1.38 0.63 0.3
p53 UN015282 22.99 27.64 27.12 13.62 8.69 5.96 281 1.11 158 132 1.26 114 0.53 0.85 0.51 0.23
p53 UN017021 25.07 38.10 38.82 23.66 15.72 11.60 6.37 4.24 0.50 1.65 1.01 1.12 0.56 0.81 0.74 0.32
buffy UN034380 0.13 0.50 0.33 0.361762 0.260052 0 0 0.00! 0.23 0.58 0.11 0.08 0.52 0 0 0
Cytochrom C UN008279 284.62 665.70 993.37 845.24 510.02 418.92 205.04 64.97 16.87 23.60 21.47 21.81 17.42 8.57 11.97 1.76
Caspase-1 (D. melanogaster) UN012245 793.99 784.22 587.14 195.42 104.48 81.56 44.93 18.94 20.61 11.60 20.17 12.69 4 2.79 0.47 1.44
Dnrl UN012381 0.45 0.17 0.83 0.73 0.32 0.28 0.13 0.03] 0.12 0.12 0.19 0.12 0.29 0.17 0.07 0.05
FADD UN029096 12.47 8.05 14.25 6.827348 5.114427 5.438487  2.97155 1.47 1.10 1.75 1.45 0.8 1.09 0.31 0.25 0.36]
Htra2 UN000110 40.01 43.05 23.12 15.56 931 6.02 351 1.76/ 122 1.26 2 175 0.69 1.15 0.13 0.07
Htra2 UN000118 44.60 47.90 25.96 16.29 9.75 6.45 3.97 1.70 1.38 2.08 1.4 173 0.72 1.09 0.2 0.19
Htra2 UNO037559 0.00 0.17 0.37  0.05407 0 0.266276 0 0.00] 0.00 0.15 0.35 0.11 0 0.25 0 0
Htra2 UN066343 10.44 4.28 6.09 505611 2.905337 1.914432 1.347954 0.79 0.90 0.32 0.54 0.49 0.44 0.11 0.46 0.08]
Htra2 UN069173 f ) 3.39 2.43 1.220547 0.431105 0.410472 0.153836 0.11] 1.00 0.31 0.85 0.36 0.23 0.21 0.27 0.11
ICAD UN015040 0.39 0.41 0.41 0.70 0.45 0.39 0.46 0.00; 0.38 0.42 0.38 0.41 0.29 0.37 0.24 0
ICAD UNO067646 5.18 4.80 8.34 5.269565 3.48945 3.226378 1.256836 0.66 0.69 0.29 11 0.22 0.21 0.54 0.42 0.25
reaper UN020075 27.22 29.05 28.96 14.08 9.99 7.06 4.06 1.85] 222 0.67 1.54 0.26 0.59 0.55 0.23 0.11
reaper UN020076 29.22 31.16 30.99 15.17 10.73 7.50 4.33 1.99 233 0.74 1.55 0.26 0.5 0.55 0.2 0.13
reaper UN020077 25.70 29.70 29.02 14.68 9.88 7.19 434 1.87 1.76 133 1.43 0.19 0.83 0.25 0.2 0.19
reaper UN020078 26.11 29.86 29.57 15.01 9.97 7.33 4.48 1.93 1.47 1.55 1.53 0.17 0.65 0.24 0.27 0.26!
reaper UN020079 28.27 32.60 31.77 16.20 10.86 7.79 4.73 2.05 1.86 1.40 1.49 0.2 0.71 0.21 0.27 0.23
10 kDa heat shock protein, mitochondrial UNO030887 176.32 350.54 402.98 230.87 130.62 109.02 56.74 15.50 6.31 13.11 10.11 13.55 13.42 8.43 2.84 1.03
heat shock 70 kDa protein 4L-like isoform 1 UN065786 53.15 108.21 88.84 60.81 37.34 23.40 11.20 3.51 212 2.01 1.76 3.82 1.15 2.67 0.26 0.43
heat shock 70kDa protein 2-like UN003077 45.11 61.65 122.40 51.59 30.96 24.64 7.27 2.90 1.18 2.3 5.12 4.6 2.18 1.32 1.23 0.29
heat shock binding protein 70 UN015812 0.49 0.56 0.20 0.51 0.26 0.13 0.33 0.32] 0.11 0.25 0.02 0.07 0.08 0.03 0.25 0.15
heat shock factor binding protein 1 UN004915 34.34 32.49 58.58 37.57 28.08 26.69 11.39 5.36 1.04 3.65 2.94 1.07 0.65 0.29 0.22 0.08]
heat shock protein 6782 UN039037 0.00 0.11 0.07 0.12 0.06 0.55 0.13 0.26/ 0 0.11 0.08 0.08 0.07 0.33 0.23 0.09]
heat shock protein 75 kDa UN018392 28.32 36.46 49.86 18.83 12.76 9.36 491 2.18 0.26 2.26 1.87 111 0.93 0.99 0.44 0.27]
heat shock tanscription factor UN010500 41.84 21.63 17.16 22.86 15.09 11.18 6.48 3.52 0.51 0.65 0.97 0.9 0.64 0.69 0.46 0.15
heat shock tanscription factor UN010501 54.44 30.13 21.57 29.56 19.74 13.66 8.26 4.54 0.5 111 0.98 1.03 0.74 0.79 0.52 0.25
hsp UN009167 7.84 0.16 0.06 0.00 0.06 0.00 0.00 0.00 3.92 0.15 0.12 0 0.11 0 0 0.00!
hspl UN067415 1.25 4.03 4.92 3.02 2.52 235 1.62 0.68] 0.2 0.33 0.36 0.29 0.32 0.15 031 0.17]
hsp1 UNO067416 1.81 4.24 5.56 3.52 2.82 2.44 1.72 0.84 0.3 0.3 0.31 0.28 0.27 0.5 0.26 0.17]
hsp19.4 UN024818 0.70 0.12 0.00 0.13 0.12 0.00 0.13 0.00; 0.44 0.2 0 0.17 0.14 0 0.22 0.00!
hsp19.4 UN038691 0.73 0.07 0.00 0.00 0.00 0.24 0.12 0.17] 0.34 0.13 0 0 0 0.41 0.2 0.29]
hsp19.5 UN028365 65.76 20.25 10.46 4.99 6.27 219 5.04 2.18 2.79 0.13 0.41 0.4 0.48 0.21 0.94 0.64!
hsp20.1 UN044086 0.30 0.29 0.12 0.06 0.13 0.21 0.32 0.24 0.11 0.29 0.08 0.07 0.1 0.09 0.33 0.17]
hsp20.8 UN039179 32.76 1.72 4.59 15.67 30.77 14.84 22.95 8.28 1.27 0.1 1.02 0.91 1.22 0.18 3.64 0.50!
hsp21.4 UNO012930 0.41 0.87 0.65 0.32 0.35 0.38 0.32 0.26/ 0.09 0.12 0.1 0.1 0.18 0.18 0.04 0.12
hsp21.4 UN018084 0.59 0.42 0.45 0.14 0.09 0.17 0.27 0.21] 0.16 0.21 0.14 0.05 0.07 0.15 0.19 0.12
hsp23.7 UN007621 0.59 0.79 1.10 0.91 0.69 0.39 0.31 0.15 0.1 0.11 0.17 0.11 0.16 0.11 0.06 0.10!
hsp23.7 UN007622 0.52 0.85 111 0.86 0.71 0.41 0.30 0.13] 0.09 0.12 0.12 0.11 0.21 0.12 0.09 0.08]
hsp23.7 UNO066775 34.37 1.35 2.58 1.28 1.75 1.16 1.06 0.47 1.23 0.2 0.68 0.14 037 0.6 0.54 0.21
hsp25.4 UN027004 274.93 860.71 520.68 69.79 25.26 13.37 13.50 8.34 7.85 29.29 9.59 6.39 1.75 0.77 11 0.97]
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0.03
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0.05
193.91
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11.83
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11.57
2.56
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0.38
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0.26
148.18
34.16
5.05
7.17
1.28
1.29
0.36
0.26
0.32
0.78
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1249.91
0.25
139.11
219.35
62.10
3.10
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0.75
25.98
0.25
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19.10
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0.47
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21.88]
28.23
13.25
2.27
5.02!
4.15
0.25
7.53]
0.00;
4.14
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0.94

0.24
20.32
5.44
3.72
2.39
0.14
0.25
0.13
0.22
0.14
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1.08
0.54
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0.39
2.74
0.84
2.54

0.21
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9.86

0.22
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0.04
0.17

0.17
0.66
3.12
113.26

10.79
24.61
6.69
0.18
0.53
0.41

9.93
0.07
0.71
1.34
153

0.13
12.4
4.08
1.05

0.18
0.18
0.07
0.11
0.12
0.35
5.91
34
0.13
7.62
23.75
18.83
0.43

0.11
0.22
4.92
0.05
0.98
2.39
0.94

0.47

0.28

0.06

2.65
1.08
0.62
0.06
0.04
0.34
0.07
0.39
0.51
3.69
30.06
0.22

6.35
1.47

0.62
0.66
0.24
2.41
0.28
0.13
0.33
0.39

0.02

1.78
3.47
0.98
0.08
0.07
0.18
0.41

0.94
1.63
24.69
0.18
0.57
6.86
1.65
0.77
2.05

0.29
0.45
0.27
1.87
0.27
0.31

0.05
0.70
0.33
0.58]
1.03
0.08
0.04
0.07
0.20
0.11
0.66
0.23
15.41
0.20
1.18
2.16
1.05
0.50
0.87
1.40;
0.22
1.21
0.00]
1.16!
0.15
0.39

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S17. mRNA expression levels of T. ni homologs associated with ROS (Response to Oxidative Stress).

Complex / Category Gene* T.ni RPKM STDEV
Ortholog c [ o [ e [ 12 | 18 [ 24 [ 36 48 C 0 6 12 18 24 36 48
Catalase (Cat) UN006553 13555 10835 72.13 28.82 19.29 1333 7.16 4.44 3.68 1.95 1.44 1.16 0.82 0.61 0.64 0.22
Superoxide dismutase (Sod) UN067329 101.06 11165 12634 87.58416 5520862 44.28785 22.36421 5.53 7.09 1.43 4.95 2.88 3.39 0.62 2.01 0.56
Superoxide dismutase (Sod) UN059002 7.39 4.41 577 893535 12.87558 5757411 7.750131 3.96 1.68 0.94 0.92 0.62 038 0.26 0.55 0.64
Superoxide dismutase (Sod) UN059001 7.32 4.40 6.98 12.92635 18.04469 8.091656 11.83632 5.56 1.60 0.48 0.62 111 0.76 0.19 18 0.72
Superoxide dismutase 2 (Mn) UNO64375 61.82 8230  134.99 75.88046 50.83795 37.82841 18.74022 491 5.06 2.40 226 3.57 1.9 2.68 2.01 0.5
oxidative stress responsive 1 UN023676 20.24 29.26 28.37 14.92765 9.418093 6.75948  2.89714 1.54 0.76 0.96 0.21 0.8 0.34 0.15 0.18 0.04
oxidative stress responsive 1 UN005844 211 1.63 2.60 137 0.87 0.74 033 0.10 0.25 0.23 0.27 0.06 0.14 0.19 0.11 0.05
Response to Oxidative Glutathione peroxidase (Gpx) UN034134 31.61 41.25 42.42 28.39655 21.83728 23.76671 11.70197 4.52 1.07 0.89 0.49 1.26 047 124 0.97 0.39
Stress (ROS) Glutathione peroxidase (Gpx) UN034135 125.94 15280  168.75 114.4644 89.22505 98.43038 48.79471 18.80 4.87 2.96 0.88 5.51 1.48 7.51 3.73 1.43
Glutathione peroxidase (Gpx) UN056254 4.03 15.71 18.49 13.12899 7.506068 4.165343 2.437845 1.05 0.12 0.50 0.83 0.48 0.43 0.29 0.29 0.21]
Glutathione peroxidase (Gpx) UN056255 4.18 16.33 19.13  13.4623 7.714708 4.236106 2.48764 1.07 0.15 0.56 0.73 0.48 0.51 0.25 0.27 0.24
Glutathione peroxidase (Gpx) UN070028 3.26 174 3.34 2564754 1.800751 1.699263 1.103247 0.64 0.23 033 0.32 036 0.26 0.13 0.16 0.18
Cytochrome P-450 UN034682 4.01 2.07 2.86 1.872326 1.189273 1.051006 0.772079 036 0.39 0.13 0.27 031 0.12 031 0.21 0.14
Cytochrome P-450 UN034680 12.32 7.51 6.78 3.744029 2.645622 1.994642 1.289785 0.61 0.46 0.15 0.55 0.42 031 0.23 0.24 0.07
Cytochrome P-450 UN024318 1.21 0.08 0.1 0.021262 0.031966 0.024853 0.033447 0.02 0.49 0.02 0.05 0.02 0.04 0.04 0.06 0.03
Cytochrome P-450 UNO16751 3.95 0.17 0.30 0.17 0.06 0.00 0.03 0.01 0.21 0.09 0.12 0.04 0.07 0 0.04 0.02

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S18. mRNA expression levels of T. ni homologs associated with NFkB-1kB (Nuclear Factor kB- and 1kB).

Complex / Category Gene* T.ni RPKM STDEV

Ortholog c [ o 6 12 [ 18 24 | 36 48 12 18 24 36 48
1kB family 1kBat/IkBB/IkBe/IkBy UN043702 35.57 21.62 24.12 14.42 10.14 7.94 3.72 2.70 2.19 0.84 1 1.89 138 132 134 0.18
NF-kB1 (p105/p50)/NF-kB2 (p100/p52) UN022266 7535 36.64 30.78 15.91 8.72 6.29 2.68 1.19 6.65 1.54 122 0.91 1.47 0.33 0.68 0.06
NFKB family p65/RelB/c-Rel UNO58651 16.87 13.36 12.05 8.75 5.23 3.66 2.46 1.19 0.46 0.84 0.66 0.17 0.74 0.37 0.26 0.13
p65/RelB/c-Rel UN058652 15.67 11.04 8.92 6.36 3.76 243 174 0.95 0.68 0.64 0.62 0.34 0.4 0.38 0.09 0.07
Ikkat/IKKB UN065352 8.05 4.75 5.91 2.45 1.69 1.41 0.57 0.34 0.23 0.53 0.49 0.14 0.2 0.1 0.09 0.15
KK complex NEMO (IKKy) UN000226 14.61 3.82 3.34 2.05 1.14 1.03 0.25 0.39 0.30 0.47 0.63 03 0.16 03 0.13 0.07
NEMO (IKKy) UN068267 15.98 4.27 3.54 2.27 132 1.07 0.27 0.44 0.35 0.48 0.77 03 0.24 0.27 0.14 0.12
NEMO (IKKy) UN068268 17.11 4.43 3.69 2.26 1.33 1.14 0.30 0.45 0.49 0.56 0.75 0.33 0.23 0.32 0.15 0.09

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points

Abbreviation: Bcl-3, B-cell lymphoma 3 protein,Dif, dorsal-related immunity factor, Ird5, immune response deficient protein 5, IkB, inhibitor of NF-kappa-B, IKK, IkB kinase, NEMO, NF-kappa-B essential modulator,NFkB, nuclear factor kappa B.



Table S19. mRNA expression levels of T. ni homologs associated with the immune response pathway including JAK/STST, JNK, IMD, and Toll.

Complex / Category Gene* T.ni RPKM STDEV

Ortholog c [ o [ 6 [ 12 [ 18 [ 2 36 48 12 18 24 36 48
DOMELESS UN009843 44.31 72.74 32.94 12.19 5.00 4.25 1.91 1.14 1.79 1.26 1.07 1.61 0.42 0.59 0.04 0.14]
DOMELESS UN009844 46.88 77.28 34.59 12.90 5.23 4.44 1.96 1.19 2.14 177 0.97 18 0.41 0.65 0.02 0.17,
MCR/TEPVI UNO067856 4.66 9.85 6.23 3.25 1.44 1.14 0.97 0.65 1.22 0.30 0.65 0.52 0.22 0.51 0.08 021
MCR/TEPVI UNO070744 4.58 6.97 4.18 2.04 0.97 0.73 0.52 0.29 0.62 0.26 0.42 0.15 0.08 0.09 0.03 0.11
MCR/TEPVI UNO070745 4.86 7.41 4.43 2.18 0.99 0.78 0.58 0.30 0.65 0.26 0.44 0.18 0.09 0.09 0.01 0.1
MEKK1 UN001882 6.86 4.10 3.30 2.00 1.18 0.77 0.86 0.67 0.71 0.18 0.3 0.07 0.06 0.19 0.16 0.04
MPK2/P38A/P38B UN015143 32.14 32.84 48.66 35.10 20.89 16.20 8.41 4.23 0.77 1.08 2.95 0.97 0.4 121 0.21 0.4,
MPK2/P38A/P38B UN015144 28.43 29.99 45.49 33.59 19.99 15.56 8.18 4.15) 0.68 1.04 2.98 112 0.47 1.16 0.29 0.45
MPK2/P38A/P38B UN015146 17.57 15.62 2043 11.78 6.97 6.01 239 0.98 0.13 131 132 0.17 0.48 1.46 0.14 0.23
JAK/STAT P38B UN022961 10.97 27.66 25.89 17.47 10.41 8.83 430 3.10 0.65 0.63 0.43 0.96 0.27 0.42 0.33 027
P38B UN022962 11.60 28.79 26.98 18.16 10.80 9.11 4.41 3.16 0.68 0.63 0.43 0.99 0.35 0.43 0.35 0.23
P38B UN022963 11.33 28.82 26.61 17.98 10.78 9.14 4.43 3.24 0.69 0.66 0.55 1 0.29 0.38 0.33 0.29
P388B UN022964 11.99 30.02 27.77 18.70 11.20 9.44 4.55 3.30 0.72 0.66 0.56 1.04 0.36 0.39 035 0.25
STAT92E UN052504 27.56 15.27 12.42 8.64 4.61 3.18 1.21 0.48 0.95 0.93 0.8 0.53 0.6 0.87 031 0.2
STAT92E UN052505 23.69 12.29 10.19 6.71 3.47 2.45 0.88 0.38 1.18 0.77 0.66 0.65 051 0.74 0.21 0.19
STAT92E UN052506 27.35 14.27 11.65 7.78 4.12 2.78 1.01 0.40 1.23 0.96 0.73 0.67 0.52 0.79 0.33 0.2
STAT92E UN052507 30.90 17.26 13.96 9.81 5.16 3.59 133 0.56 0.99 1.08 0.87 0.6 0.67 0.94 0.4 0.23
STAT92E UN052508 26.77 14.04 11.55 7.71 3.92 2.80 0.97 0.45 1.25 0.89 0.72 0.74 0.57 0.79 0.29 0.22
STAT92E UN052509 30.89 16.28 13.19 8.92 4.65 3.17 1.12 0.47 13 1.12 0.79 0.76 0.58 0.85 0.42 0.22
BASKET UN022961 10.97 27.66 25.89 17.47 10.41 8.83 4.30 3.10 0.65 0.63 0.43 0.96 0.27 0.42 0.33 0.27,
BASKET UN022962 11.60 28.79 26.98 18.16 10.80 9.11 4.41 3.16 0.68 0.63 0.43 0.99 0.35 0.43 0.35 0.23
BASKET UN022963 11.33 28.82 26.61 17.98 10.78 9.14 4.43 3.24 0.69 0.66 0.55 1 0.29 0.38 0.33 0.29
BASKET UN022964 11.99 30.02 27.77 18.70 11.20 9.44 4.55 3.30 0.72 0.66 0.56 1.04 0.36 0.39 0.35 0.25
HEMIPTEROUS| ISOFORM A/HEMIPTEROUS | ISOFORM C UN066938 3.46 3.86 4.96 4.03 2.59 1.67 0.98 0.58 0.5 04 0.44 0.5 0.2 0.15 0.12 0.02
HEMIPTEROUS | ISOFORM A/HEMIPTEROUS | ISOFORM C UN069980 9.40 4.79 6.31 3.55 171 1.24 0.53 0.39 1.07 0.86 0.74 05 0.71 0.24 0.09 0.19
HEMIPTEROUS| ISOFORM C UN023339 22,97 28.57 57.32 26.06 17.03 14.21 5.89 231 0.83 0.7 1.98 0.7 0.62 0.64 0.53 0.36,
INK JUN] ISOFORM A/JUN| ISOFORM B UN005646 87.64  109.50 42.82 29.11 17.51 19.43 17.57 15.15 0.94 1.97 1.64 1.19 0.6 1.47 0.57 0.84,
MEKK1 UN001882 6.86 4.10 3.30 2.00 118 0.77 0.86 0.67 0.71 0.18 03 0.07 0.06 0.19 0.16 0.04
MPK2/P38A/P38B UN015143 32.14 32.84 48.66 35.10 20.89 16.20 8.41 4.23 0.77 1.08 2.95 0.97 0.4 121 0.21 0.4,
MPK2/P38A/P38B UN015144 28.43 29.99 45.49 33.59 19.99 15.56 8.18 4.15 0.68 1.04 2.98 1.12 0.47 1.16 0.29 0.45
MPK2/P38A/P38B UN015146 17.57 15.62 2043 11.78 6.97 6.01 239 0.98 0.13 131 132 0.17 0.48 1.46 0.14 0.23
POSH UN063975 13.98 11.84 7.55 4.43 2.21 1.92 1.29 0.67 1.01 0.67 0.65 0.5 0.38 0.24 0.15 0.21
POSH UN063976 12.43 9.56 5.52 3.25 154 152 1.00 0.44 18 0.72 0.65 0.15 0.26 0.26 0.34 0.23
PUCKERED UN027250 9.84 21.04 10.00 5.45 2.78 1.37 1.22 113 0.23 1.05 0.98 0.16 0.16 0.17 0.2 0.26)
PUCKERED UN027251 33.10 66.01 19.96 10.48 3.92 2.63 1.75 1.21 1.38 2.64 136 1.1 0.59 0.36 0.15 0.26/
18 WHEELER/TOLL 7 UN015341 0.32 1.25 035 0.21 0.12 0.06 0.05 0.03] 0.06 0.06 0.08 0.04 0.07 0.03 0.02 0.04
BENDLESS/UBC13 UNO057521 7418 12427  263.03  142.26 95.17 83.19 30.11 9.34 135 7.66 5.06 4.3 3.6 5.01 1.07 0.4,
CACTIN UN061763 0.00 0.06 0.08 0.12 0.00 0.25 0.00 0.30 0 0.1 0.16 0.16 0 0.42 0 0.39)
CACTIN UN064371 6.99 5.18 8.42 3.39 178 1.63 0.84 0.43 0.95 0.26 0.52 0.21 0.42 0.1 0.15 0.04
CACTIN UN064930 6.70 6.56 9.83 4.36 3.02 1.60 0.86 0.62 0.51 0.61 0.86 0.48 0.49 0.35 0.22 035
CACTIN UN064931 2.14 3.56 6.23 2.63 1.66 131 0.48 0.34 0.44 0.61 1.67 0.49 031 0.27 0.02 0.12
CASPAR UN059710 10.34 13.49 13.99 7.45 437 2.77 1.24 0.45 0.74 0.59 0.92 0.35 0.53 0.54 0.33 0.25
CG13422 UN038933 0.00 0.28 0.02 0.11 036 0.00 0.10 0.10 0 0.48 0.04 0.08 0.47 0 0.17 0.17,
CG3505/CG9733/MP1/SPE UN044493 11.19 3.37 2.33 1.63 0.75 0.47 0.46 0.07 1.37 0.06 0.16 0.27 0.25 0.15 0.12 0.08|
CG3505/CG9733/MP1/SPE UN044494 11.28 4.01 2.86 1.87 0.86 0.51 0.52 0.11 1.07 0.13 0.21 0.21 0.33 0.12 0.06 0.12
CG4393/CG909 UN053446 15.49 10.21 3.81 2.39 0.96 1.09 0.48 0.32 1.09 057 0.48 0.18 0.05 0.12 0.11 0.05
€G4393/CG909 UN053447 16.03 10.43 3.95 2.45 0.99 1.09 0.49 0.32 0.97 0.66 0.51 0.18 0.06 0.1 0.1 0.05
CG6361/PERSEPHONE/SPIRIT UN013459 17.25 9.69 19.96 10.66 6.30 5.57 2.65 1.25 1.57 1.04 0.55 1.01 0.48 0.59 0.59 0.11
CG6361/PERSEPHONE/SPIRIT UN013460 27.21 15.23 31.40 16.68 9.83 8.89 4.04 1.85 2.75 139 0.41 118 0.63 0.83 0.88 0.2
CG6361/PERSEPHONE/SPIRIT UNO013461 25.05 14.44 29.08 15.58 9.17 8.21 3.94 1.84 1.89 1.2 0.65 1.24 0.49 0.95 0.96 0.25
CG6639 UN002841 2.68 135 3.11 2.16 1.29 1.06 0.47 0.12 0.15 0.37 0.19 0.36 0.42 0.17 0.15 0.05
CG6639 UN014770 2.68 0.30 0.37 031 0.24 0.21 0.12 0.05] 0.28 0.12 0.14 0.11 0.05 0.08 0.02 0.05
DEFENSE REPRESSOR 1 UN026575 19.13 26.49 22,03 16.45 8.05 7.56 4.40 2.57 1.24 0.91 0.52 1.45 0.44 1.28 0.14 0.51
DMECSIT UN033174 13.90 16.48 23.16 8.66 7.76 6.66 274 1.07 0.94 118 0.75 0.48 0.43 0.11 0.56 0.35
DMECSIT UN033175 17.68 20.96 29.12 10.88 9.42 7.89 3.39 134 1.02 1.43 1 0.61 0.38 0.11 0.55 0.39
DMIK2 UN006424 2.54 1.95 2.29 111 0.60 0.49 0.31 0.13 0.57 0.1 0.18 0.24 0.29 0.08 0.03 0.07
DMIK2 UN006425 2.71 2.04 241 116 0.63 0.49 0.30 0.14 0.64 0.14 0.19 0.25 031 0.1 0.03 0.07,
DORSAL| ISOFORM A-E/DIF UN022266 75.35 36.64 30.78 15.91 8.72 6.29 2.68 1.19 6.65 1.54 1.22 0.91 1.47 033 0.68 0.06|
DORSAL| ISOFORM A-E/DIF UN058645 4.22 5.13 5.32 3.88 2.66 1.91 1.26 0.58 0.32 0.32 0.17 0.27 031 0.05 0.22 0.11
DORSAL| ISOFORM A-E/DIF UN058648 3.39 3.82 3.62 2.59 1.88 1.26 0.88 0.4 0.05 0.26 0.15 0.26 0.2 0.06 0.13 0.1
DORSAL| ISOFORM A-E/DIF UNO058651 16.87 13.36 12.05 8.75 5.23 3.66 2.46 1.19 0.46 0.84 0.66 0.17 0.74 0.37 0.26 0.13
IMD and Toll DORSAL| ISOFORM A-E/DIF UN058652 15.67 11.04 8.92 6.36 3.76 2.43 174 0.95 0.68 0.64 0.62 0.34 0.4 0.38 0.09 0.07,
GNBP3 UN001773 13.34 18.85 14.45 7.32 4.55 3.45 2.45 1.80 1.04 0.39 0.66 0.48 0.11 0.16 0.27 0.03
GNBP3 UN001920 19.91 3.92 8.15 4.61 2.52 213 1.07 0.30 1.06 0.55 0.78 0.43 0.29 0.26 0.04 0.14
HELICASES9B UN000279 4.60 5.30 3.57 2.68 2.18 1.93 1.59 1.19 0.2 0.48 0.43 0.12 0.11 0.17 0.22 0.14
HELICASE89B UNO068641 3.63 3.66 2.30 139 1.09 0.73 0.65 0.43] 0.26 0.63 0.32 0.34 0.38 0.11 0.33 0.14




LPR2 UN005188 66.88 39.04 5.39 4.94 3.62 5.58 3.56 1.90 1.33 0.61 0.25 0.18 0.11 0.31 0.31 0.09

LPR2 UN005189 63.63 38.20 5.79 5.07 3.50 534 3.46 1.87 0.43 0.37 0.24 0.3 0.29 0.35 0.41 0.05

NFAT UN067086 11.96 3.61 1.88 119 0.86 0.80 0.23 0.18 0.46 0.30 0.25 0.2 0.22 0.25 0.05 0.06

NFAT UNO068064 9.90 4.45 234 2.01 1.19 1.03 0.58 0.43 0.29 0.67 0.25 0.54 0.41 0.14 0.36 0.13

PELLE UN035304 24.66 31.58 24.12 17.03 10.07 5.69 3.03 1.43 0.62 0.56 1.09 0.56 0.4 0.43 0.31 0.07

PELLE UNO035305 24.09 31.97 23.59 16.90 9.95 5.70 2.88 1.49 0.38 1.33 175 0.69 0.49 0.5 0.5 0.18

PELLINO UN040918 15.80 23.72 14.82 11.59 7.22 6.20 4.47 3.73 0.44 1.17 0.45 0.49 0.56 0.96 0.31 0.36
PGRP-SA/PGRP-SC2/PRGP-SC1A/PRGP-SC1B UNO007389 2.78 0.95 1.76 0.54 0.34 0.07 0.05 0.04 0.46 0.16 0.22 0.06 0.2 0.12 0.08 0.07
PGRP-SA/PGRP-SC2/PRGP-SC1A/PRGP-SC1B UNO014065 1.28 1.06 0.80 0.44 0.37 0.10 0.00 0.11 0.89 0.26 0.49 0.18 0.29 0.09 0 0.15
PGRP-SA/PGRP-SC2/PRGP-SC1A/PRGP-SC1B UN014066 1.24 1.09 0.76 0.35 0.37 0.08 0.00 0.13 0.8 0.29 0.52 0.1 0.27 0.08 0 0.16
POSH UN063975 13.98 11.84 7.55 4.43 221 1.92 1.29 0.67. 1.01 0.67 0.65 0.5 0.38 0.24 0.15 0.21

POSH UN063976 12.43 9.56 5.52 3.25 1.54 1.52 1.00 0.44 1.8 0.72 0.65 0.15 0.26 0.26 0.34 0.23

SERPIN-27A UN032437 30.80 31.30 28.67 11.12 5.49 513 2.61 0.69! 2.34 0.87 0.63 0.7 0.43 0.17 0.09 0.18

SKPA UN059632 72.56 70.36 124.69 67.53 53.17 40.52 15.94 5.00! 5.64 2.07 4 6.17 2.22 2.63 1.95 0.68

SPN4 UN067625 93.52 103.25 105.01 41.43 23.35 18.33 8.62 3.44 2.72 6.76 1.62 2.31 1.21 0.74 0.64 0.21

SPN4 UN067626 102.46 110.67 113.81 44.69 25.26 19.81 9.38 3.70 2.75 6.54 2.33 2.87 132 0.76 0.7 0.24

SPN4 UN067627 104.69 118.11 119.09 47.16 26.37 20.82 9.77 3.87 2.99 6.98 2.02 2.9 1.34 0.92 0.76 0.19

SPN4 UN067628 116.13 128.17 130.66 51.50 28.87 22.78 10.76 4.20 3.03 6.74 2.84 3.6 1.49 0.94 0.85 0.23
TOLL-8/TOLLO/TOLL 6 UN065961 8.43 5.05 2.16 1.33 0.29 0.26 0.15 0.08! 0.35 0.22 0.22 0.08 0.06 0.03 0.02 0.04

TRAF1 UN042308 13.29 13.35 7.54 6.91 3.35 2.73 1.51 1.37 0.98 1.32 0.65 0.38 0.37 0.41 0.03 0.08

TRAF2 UN004752 2715 293 3.94 1.73 112 0.95 0.53 0.43 0.56 0.28 0.48 0.31 0.32 031 0.27 0.23

UEV1A UN049742 41.92 98.87 137.08 125.26 67.22 49.57 20.45 7.44 1.79 8.13 10.68 9.4 1.67 3.29 0.29 0.52

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points




Table S20. mRNA expression levels of T. ni homologs associated with histone deacetylase (HDAC) and Sirtuin genes.

complex / Cat oo T.ni RPKM STDEV
omplex / Lategory ene Ortholog C 0 6 2 18 2 36 48 C 5 18 24 36 48

et HDACL (Rpd3) |UNO68617 6386 5433  OL6l 4881 2810 1854 7.57 384 779 T61 3.47 T.04 0.88 0.59 0.24 0.49

HDAC3 UNO067194 7.49 6.28 511 3.69 217 1.93 0.89 0.56 0.20 037 024 0.26 034 030 0.09 0.03

Class I HDAC4 / HDAC6 |UN065394 4.73 464 5.94 508 313 2.40 1.80 1.19 0.13 0.15 045 0.49 021 0.14 011 01

Sirtl/Sirt2 |UNOO1946 1238 871 1638 1164 715 553 2.82 1.46 0.26 0.65 03 0.26 0.56 0.26 0.14 027

UN003285 210 1.81 3.62 0.86 0.99 1.44 0.64 030 0.07 0.14 012 028 0.12 047 0.18 011

Class Sirtd isoform A |UN003284 1.75 126 3.01 073 0.85 1.23 0.48 0.29 0.10 0.23 0.07 021 0.03 037 0.29 0.05

UN003286 1.64 1.04 3.52 0.83 1.06 111 0.61 0.24 0.29 0.48 021 036 0.41 0.55 0.41 012

Sirt6 UN034256 1671 2178 2830 1443 1049 8.21 3.10 1.42 1.06 0.38 1.78 0.69 1.01 0.83 031 033

Sirt7 UNO68768 333 5.23 433 319 2.07 0.94 0.44 0.16 0.56 032 0.67 0.73 0.2 036 0.18 014

Class IV HDAC11 __ |UN010002 132 046 1.59 078 0.68 0.43 0.22 0.12 0.11 0.19 0.15 0.17 0.1 0.18 0.08 0.03

* Grey color indicates unigenes with expression level less than 5 RPKM at all time points
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Fig. S2
(A) Endosomal Sorting Complex Required for
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(B) Vacuolar Protein Sorting complex C (VPS-C)
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Fig. S3
(A) Retromer & GARP
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(B) Other characterized Vps genes
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Fig. S4

(A) PI3K
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(B) MAP Kinase Signaling pathway
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Fig. S5
(A) Nuclear Pore Complex (NPC)
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(B) Transcription/Export complex (TREX)
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Fig. S6

Small RNA
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Note: Although we identified homologs of Dicer 1 (UNO08847) and Pasha
(UNO10331) (see Table S15), RPKM values were below 5 and were
therefore not included on the graph.



Fig. S7
(A) Apoptosis

120 1200 — ~ apoptosis inducing factor / AIF
------- inhibitor of apoptosis protein DIAP
— = inhibitor of apoptosis protein DIAP2 / IAP
- 100 - 1000
— . programmed cell death gene-5
g') d cell death
o)) caspase-1/caspase-2 (S. exigua)
E 30 300 caspase-2 (S. exigua)
-===caspase-5 (D. melanogaster, B. mori, S. frugiperda
! ( | f da)
& 60 - 600 — - caspase-6 (S. exigua)
Q |AP-associated factor VIAF1 (viafl)
o0 L
© 40 - 400 et
Q FADD
2 70 Htra2
- 200
ICAD
reaper
0 0 cytochrom C
C 0 6 12 18 24 36 438 caspase-1 (D. melanogaster)
Ho ur post infectio N *caspase-1 and caspase-2 are plotted on the Y axis
on the right
(B) HSP family
1000 -===10 kDa heat shock protein, mitochondrial
heat shock 70 kDa protein 4L-like isoform 1
9500 -===heat shock 70kDa protein 2-like
I heat shock factor binding protein 1
3 800 i
s Il =2 x = heat shock protein 75 kDa
g 700 — ~heat shock tanscription factor
hspl
< 600 d
0O hsp19.5
oc 500 ——hsp20.8
D hsp23.7
o 400
E hsp25.4
> 200 — - hsp70
< ------ - hsp70-2
100 hspg0
small heat shock protein 195.
0 k in 19.7

small heat shock protein 22.2

C 0 6 12 18 24 36 48 - smallheat shock protien
Hour post infection




Fig. S8
(A) Reactive Oxygen Species (ROS)
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Fig. SO

(A) IMD and Toll
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(B) JAK/STAT
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Fig. S10
(A) JNK
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(B) HDAC and Sirtuins
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