S5 Table. Differentially expressed genes of plasma-treated groups (48 HAS vs. 28 HAS).

28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FPKM  FPKM  FPKM  FPKM  FPKM  FPKM FDR log2FC regulated nr_annotation

PREDICTED: SNF2 domain-containing protein CLASSY 3-like
[Sesamum indicum]

RecName: Full=Galactinol synthase 1; Short=ArGolS1; Short=GolS-1
[Ajuga reptans]

€14063.graph_c0 6.4282357 5.5539176 5.4262632 10.185328 11.75751 12.750483 0.0005064 1.033639 up PREDICTED: zinc finger protein ZAT5 [Sesamum indicum]
c14105.graph_c0 79.580786 90.90919 68.371208 27.228952 36.605454 28.337026 6.872E-12 -1.334881 down PREDICTED: protein EXORDIUM-like 2 [Sesamum indicum]
c14260.graph_c0 22.709144 25.785619 23.092904 1.8536125 1.8481673 2.6195293 7.048E-25 -3.46221 down -

c14261.graph_c0 24.235438 29.233423 21.475413 7.9200523 6.3563145 7.4743189 3.46E-09 -1739177 down | oWl !1EL-Propabie miocnonanal cnaperone Bus.-ts |sesamum

indiriml

c14379.graph_c0 0.6776029 0.6118119 0.7372246 7.4439008 28.510599 29.041667 4.067E-05 5.025464 up -

c13810.graph_c0 23.024867 23.342368 24.556381 7.4244362 9.8994166 9.2259261 4.154E-06 -1.380393 down

c14030.graph_c0 1.0971573 0.9456015 0.8545772 23.705585 26.184689 32.230237 3.606E-63 4.863565 up

c14708.graph_c0 0.1447751 0.2287571 0.2658045 1.1928354 1.6038818 1.0205555 2.277E-08 2.61726 up PREDICTED: hyoscyamine 6-dioxygenase [Sesamum indicum]
c14733.graph_c0 11.047343 11,6449  10.733504 23121763 31118624 32.859815 7.317E-13 1418014 up PTEEDIC ED: TASCICHNIKE arapinogaiacian proein L 1sesamum
c14818.graph_c0 3.2524346 2.3772829 3.5386135 8.2454009 7.6951212 9.956961 0.0003156 1.5386 up enolase [Solanum lycopersicum]

c14888.graph_c0 3.4511127 1.9175576 3.4659443 13.460122 20.676082 16.168593 8.84E-09 2.544561 up -

c15072.graph_c0 1.4645765 1.7113091 1.7926236 8.026453 13.419785 12.534745 2.117E-13 2.807118 up hypothetical protein MIMGU_mgv1a012722mg [Erythranthe guttata]

€15079.graph_c0 31.693071 29.963558 29.515158 7.7571683 9.6876258 8.9785778 7.098E-18 -1.74824 down PREDICTED: plasma membrane ATPase 1-like [Sesamum indicum]
c15094.graph_cO 17.458396 12913434 14.326304 33.757327 40530034 38.603193 6571E-09 1375534 up .
c15108.graph_c0 44.686228 41.638503 40.741992 6.7971702 8.9609677 10.483341 2857E-16 -2.239886 down | <. ' =t" SIONGAUION OTTALY CIAS PrOEIN S7iike Sesamumm

c15155.graph_c1 12.761072 15.289926 18.457043 9.2760543 5.8473846 7.0259427 0.0003507 -1.020665 down -

PREDICTED: probable xyloglucan endotransglucosylase/hydrolase
protein 23 [Sesamum indicum]

c15187.graph_c0 16.924761 14.262708 12.515736 6.7935708 7.5757521 5.5676512 1.924E-06 -1.089637 down PREDICTED: ATP sulfurylase 1, chloroplastic-like [Sesamum indicum]
c15187.graph_c1 14.82529 15.33442 12.939534 5.4711314 6.3000004 4.0215399 4.879E-05 -1.405356 down hypothetical protein MIMGU_mgv1a005900mg [Erythranthe guttata]
c15194.graph_c0 57.696219 87.283787 70.30768 4.7222419 5.2591884 5.1714737 3.89E-23  -3.788054 down -

c15238.graph_c0 17.348785 16.853503 17.269408 4.7781195 55497262 51735631 1.822E-11 -1.691601 down | <oW!!EL- UNCNATACIENZEQ ProTeI LULLUSLEULGS |SEsamum

indiriml

PREDICTED: dof zinc finger protein DOF3.1-like isoform X1
[Sesamum indicum]

€15339.graph_c0 25.510448 29.231323 30.848277 73.633424 67.687472 92.673544 1.048E-11 1.491726 up hypothetical protein ZEAMMB73_313798 [Zea mays]
c15361.graph_c0 7.6979917 7.0457779 6.1954504 20.651722 21.169969 19.565149 3.429E-11 1.594262 up hypothetical protein MIMGU_mgv1a014572mg [Erythranthe guttata]
c15371.graph_c0 12.221407 3.7576486 19.323346 1.1144988 0.9445411 0.9586186 0.0072939 -3.505097 down PREDICTED: protein notum homolog isoform X1 [Sesamum indicum]
c15378.graph_c0 18.062837 21.293069 21.067057 2.5889443 3.9425018 3.4194465 1.112E-32 -2566786 down | o' !EU: UNCTIATACIENZEN PrOWEIN LULLUSLo0340 |5EsaMUM

indiriml

c15159.graph_c0 1.3133048 2.9644777 2.8051909 14.150039 18.621108 16.293744 1.511E-27 2.830255 up

€15329.graph_c0 79.212808 79.097038 69.139391 153.39057 181.37739 207.84065 8.589E-16 1.292407 up



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€15396.graph_c0 7.8045974 9.7967981 9.3197382 1.9303224 4.6011206 4.0792744 0.0034524 -1.314727 down hypothetical protein M569_04751, partial [Genlisea aurea]
c15426.graph_c0 3.3753825 2.6666972 3.2863623 4.9592237 7.9320511 8.9551598 0.0002638 1.260204 up hypothetical protein MIMGU_mgv1a021331mg [Erythranthe guttata]
c15435.graph_c0 27.789808 26.47278 30928472 14327243 9.3578506 13.323406 5.782E-06 -1.155792 down | i ! UNCNATACIEMIZEN PIOTEIN LOLLUDLOGTEL [SESAMUM
c15435.graph_c1 15.133615 13.262346 14.164922 6.3943238 6.5747751 6.6936833 0.0072664 -1.072713 down  SEY1 [Theobroma cacao]

c15497.graph_c0 3.3262365 3.4553864 3.2978769 1.1334005 1.2967564 1.6539284 0.0018881 -1.265767 down -

c15510.graph_c0 45897872 4.4801594 4.6562304 68.085075 111.93981 112.20004 1.254E-22 4.44525 up -

¢15515.graph_c0 0 0 0.1085284 7.9237105 15.350619 13.5009  1.354E-19 8.431133 up -

c15532.graph_c0 1.2955535 2.6514636 2.0438447 6.5688379 16.817311 14.417451 0.0001273 2.685767 up PREDICTED: laccase-14-like [Sesamum indicum]
c15566.graph_c0 0.2441808 0.2204723 0.4649155 2.1666198 4.262646 4.773712 1.62E-07 3.61964 up PREDICTED: polygalacturonase At1g48100 [Sesamum indicum]
€15600.graph_c0 0.1735383 0.5092386 0.2478102 1.539808 1.3982056 1.1743816 1.456E-06 2.190674 up PREDICTED: transcription factor RAX2-like [Sesamum indicum]
c15849.graph_c0 111.62877 125.85772 105.94461 48.45382 45.357087 52.684464 7.88E-15 -1.186782 down -

€15959.graph_c0 2.0028488 1.9656355 1.207967 5.6294207 5.2620782 7.1697805 8.011E-06 1.844235 up V-type proton ATPase catalytic subunit A [Gossypium arboreum]
€15999.graph_c0 2.3629175 1.3207337 0.918153 4.7066988 3.6263103 3.9341746 0.0007084 1.461777 up hypothetical protein EUTSA _v10020227mg [Eutrema salsugineum]
c16017.graph_c0 2.898794  4.0332768 3.1021537 37.045532 2150512 12.166791 0.0063725 2.876076 up FrEEDIL TR UNCNATACIENZEq PTOEIN LUGLuoLravor L5esamim
c16031.graph_c0 11.351758 12.567316 11.264482 6.5799813 6.0514801 4.1176811 0.0006857 -1.023639 down | oo ! EL7 UNCNATACIENZEA PIOMEIN LUGLAUOL00318 [S€samUm
c16076.graph_c0 12.843375 13.264905 13.948321 45677486 3.4741364 18758562 5.858E-08 -1.961232 down | -t~ !=U-AOTZINCTINGET PIOTEIN UORS.LAIKE [olanim
c16083.graph_c0 30.6964  43.788259 41.71226 70.848849 85.993539 102.42823 2.145E-08 1.08736 up C;EaDs'quTs EP\;epSZZ]Sph°g'ycerate kinase, chloroplastic-like [Fragaria
€16084.graph_c0 5.2124317 4.377988 5.6380976 15.672753 13.347817 12.168151 0.0001031 1.481292 up acetylajmalan acetylesterase [Striga asiatica]

¢16100.graph_c0 39.131245 41063873 40.502849 14.379226 10.201949 1091645 4.498E-12 -1.718084 down hypothetical protein M569_09334 [Genlisea aurea]
c16107.graph_c0 26.319475 23.216144 21.785036 41918664 48583699 64.931014 1.082E-05 1.16087 up E;:f;:gdbiép:;gzp:aatfi:ﬁ'g;?c:2?;32;33t precursor, putative,
c16197.graph_c0 5.2668286 6.3009744 5.7481502 0.6676093 0.5304383 0.5040347 2.72E-12 -3.226495 down -

c16349.graph_c0 0.1066916 0.0688089 0.1243707 0.4636782 0.8186848 0.9454915 2.048E-07 2.923506 up PrEEDIG TEL: LUNCNATACTETIZEq POTEIN AMGIEUOLTIKE (Sesamim
c17172.graph_c0 1.2227068 1.9319819 2.2448673 9.2992259 8.2095019 10.342994 1.222E-07 2.408982 up F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105167003 isoform X1
c17811.graph_c0 2.2140403 2.2163611 2.0030126 33.18943 24.431152 17.045903 9.701E-08 3.588605 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LUt-4usLo8sar (sesamim
c17816.graph_c0 6.5142907 3.9996198 6.8039783 23.781149 24.143525 21.454216 6.412E-07 2.044287 up PREDICTED: L-ascorbate oxidase homolog [Cucumis melo]
c17845.graph_c0 4.1497568 3.0655974 4.0018345 85.022706 89.969929 106.79879 6.82E-113 4.69 up hypothetical protein MIMGU_mgv1a009966mg [Erythranthe guttata]
€18297.graph_c0 2.6547021 3.3557259 6.4986456 14.469631 12.476946 13.773245 8.672E-05 1.745654 up TPA: putative methionine synthase family protein [Zea mays]
c18381.graph_c0 8.893457 8.3645304 6.3498648 14.717674 15.757459 15.603384 0.0048915 1.006167 up -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€18653.graph_c1 2.3389538 2.5206023 2.7705008 11.189715 10.739654 20.253477 3.304E-05 2.503633 up unnamed protein product [Coffea canephora]

c18661.graph_c0 1.8435688 1.5314042 1.2034696 2.804231 5.0502627 3.9091277 0.0010735 1.395107 up -

c18700.graph_c0 21265601 2.1600949 17352557 10.19263 7.7637474 5546539 0.0001083 2.015599 up FIEDIL TED: ADFTCYI0CNTOME Fa0y TEAUCIase-iike 1sesamum
c18725.graph_c0 2.3330832 2.0363368 1.7451288 0.5421817 0.7310237 0.6578591 0.0003024 -1.625268 down  PREDICTED: basic 7S globulin-like [Nelumbo nucifera]
c18726.graph_c0 0.8288991 1.6137766 1.0568357 25282243 3.2696704 4.4991975 0.0001044 159251 up F;Eﬂﬁ;i?dlzﬂ'r:]te reductase 1 [ferredoxin], chloroplastic-like
€18736.graph_c0 12.887071 13.1301 12.796001 3.7829142 3.1331668 3.8862165 3.842E-15 -1.801265 down PREDICTED: cation/calcium exchanger 3-like [Sesamum indicum]
c18743.graph_c0 0.3735395 0.786966 0.4064069 2.1306996 1.7556139 2.1767554 6.904E-06 1.99729 up hypothetical protein MIMGU_mgv1a000037mg [Erythranthe guttata]
c18755.graph_c0 6.6967985 6.1660783 6.4580843 12.6827  13.613505 15072142 3.952E-00 1.16873 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LOL LU0 ravs [5esamum
c18762.graph_c0 0.7205654 0.4592492 0.4150415 1.9879223 22767164 1.8166479 6.551E-06 1.972441 up )P(F;E[SD;;;EU?H: ifr?é?z‘:]']ome"”tra”Sporterl' chioroplastic-like isoform
c18797.graph_c0 2.6017156 2.7406228 3.1137021 17.258833 12.693738 11.933314 2.963E-09 2.357234 up -

c18812.graph_c0 2.6080442 1.6428972 2.0786511 0.0768811 0.5701236 1.2313504 0.0035535 -1.735707 down -

c18813.graph_c0 0.3545422 0.3658495 0.2066454 17976332 3.2646418 5.0270729 7.764E-05 3.473879 up rnZi'ar'nC]TED: glyoxylatefsuccinic semialdehyde reductase 1 [Sesamum
c18829.graph_c0 1.0512441 2.0881847 2.9737295 53301173 8.4699104 10.829179 8.966E-05 2.041633 up PreEDIL TEL: nenaracterized protein Lot L0sLosuue [sesamtim
€18840.graph_c0 8.0496162 8.7702594 7.7663094 14.173225 16.756137 18.268376 7.604E-09 1.039171 up hypothetical protein MIMGU_mgv1a005412mg [Erythranthe guttata]
¢18896.graph_c0 9.3899638 10.100552 8.9625291 59.2747  46.975131 39.367269 5.58LE-10 2.404213 up EEEE[DSLE;E]EI;'i‘r;gsﬁr:f]"“"'domam containing receptor kinase V1I1.1-
¢18926.graph_c0 1.2811335 0.9075087 11579755 1.6489147 277904  2.7120865 0.0018093 1.125815 up [PSFZEErT:E;Ei%iEJrT'?]/POZ domain-containing protein At5g66560
€18956.graph_c0 1.4440204 2.6459775 1.698151 5.1681944 3.7070822 4.8381402 0.0006883 1.2915 up unnamed protein product [Coffea canephora]

c18979.graph_c0 04786971 0201702 0.1041634 3.3170849 2485547 3.1314931 9.303E-16 3555024 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LUL-AusLrLuro (sesamim
c18981.graph_c0 11.796301 12.974799 11.404979 26.642959 29.857041 31.084864 1.404E-14 1315458 up FrEEDI [EL: CATDOXymEInyIENEpUenotidase nomotog Loesamm
¢19000.graph_c0 1.6096494 1.7359607 1.714796 0.3400582 0.3602504 0.1512909 1.01E-07 -2.523908 down -

€19001.graph_c0 1.1135032 1.279586 0.5782061 3.9777152 3.398312 2.3976222 7.75E-05 1.767303 up V-type proton ATPase subunit B 1 [Aegilops tauschii]
€19019.graph_c0 1.0263527 0.8340303 1.3818675 3.9029331 7.3735204 5.3828499 5.937E-07 2.393265 up hypothetical protein CICLE_v10023425mg [Citrus clementina]
¢19029.graph_c0 36.632746 53.289006 53.639572 13.41447 13.573331 13.236845 7.753E-10 -1.793447 down -

€19035.graph_c0 4.991373  4.2828043 5.4136943 1.8076951 2.0399273 3.0071512 0.0023602 -1.063359 down PREDICTED: putative pectinesterase 11 [Sesamum indicum]
c19039.graph_c0 2.7477878 2.8548432 3.5014747 16.365439 11473889 9.5097919 4.466E-05 2.087355 up PIEEDIL 2L PIODADIE WIS Y TANSCTIPHON TACLOT o 1oesamdm
¢19070.graph_c0 41.747079 40.157339 40.188110 12.624109 12.824108 11.078981 9.259E-10 -1.697873 down -

€19087.graph_c0 0.4802827 0.6504754 0.326589 1.8263811 2.0423198 2.3925126 8.2E-07 2.142847 up unnamed protein product [Coffea canephora]



28h-1 28h-2 28h-3  48h-1 48h-2 48h-3 .
#1D FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -
PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein
c19088.graph_c0 53.50469 60.471269 61.427241 5.1625043 5.0758478 5.3441478 8.22E-103 -3.450694 down LOC105159096 [Sesamum indicum]
€19094.graph_c0 0.409021 0.2769807 0.2336305 30.719006 44.571636 45.60211 3.792E-67 7.073862 up PREDICTED: endoglucanase 5-like [Sesamum indicum]
RecName: Full=Caffeic acid 3-O-methyltransferase 2; Short=CAOMT-
€19099.graph_c0 0.8606613 0.3586599 1.1074614 13.511016 22.759009 21.841249 4.645E-23 4.673913 up 2; Short=COMT-2; AltName: Full=S-adenosysl-L-methionine:caffeic
acid 3-O-methyltransferase 2 [Ocimum basilicum]
€19100.graph_c0 15.439164 15.069748 15.856395 36.6774  42.358308 44.254348 1.952E-22 1.449862 up PREDICTED: protein notum homolog [Sesamum indicum]
€19173.graph_c0 9.7141543 10.023966 8.7654717 17.818606 22.155048 26.144624 1.93E-09 1.250809 up PREDICTED: protein ECERIFERUM 26-like [Sesamum indicum]
c19181.graph_c0 1.675823  2.5755081 2.502157 0.5875527 0.8618412 0.9249554 0.0006772 -1.473511 down PREDICTED: myb-related protein 308-like [Sesamum indicum]
€19184.graph_c0 0.4179555 0.3564094 0.606308 1.9719937 1.4654798 1.5713446 7.659E-06 1.90576 up PREDICTED: F-hox protein At5g51370-like [Sesamum indicum]
c19213.graph_c0 0.0367591 0.033190  0.0299951 1.4910349 3.1097797 2.9851062 3.058E-13 6.276099 up PrEDIL TELD: BCYILOATSIETON L-acy TAnSTerase LAilke 1sesamdm
€19215.graph_c0 0.1421042 0.0320767 0.0579779 2.0714661 3.5779355 3.4459415 1.05E-19 5.324211 up hypothetical protein MIMGU_mgv1a019872mg [Erythranthe guttata]
¢19216.graph_c0 0.9610552 1.6716808 2.0989235 47115094 5.0103468 6.9181791 1.352E-08 1.851825 up FIEDIL TED: DIVA TEPICANON NEENSING Tactor v |>esamum
€19232.graph_c0 3.2139634 2.8505464 3.0867392 0.7210505 1.2221849 0.9623796 3.834E-05 -1.621033 down -
€19235.graph_c0 5.7792185 4.9385518 5.642112 17.136637 17.599862 16.295654 7.631E-07 1.683307 up hypothetical protein MIMGU_mgv1a003115mg [Erythranthe guttata]
€19248.graph_c0 1.2081862 1.8971806 0.8572783 1.997563 3.1037245 3.4955918 0.0060167 1.151946 up hypothetical protein MIMGU_mgv1a014302mg [Erythranthe guttata]
c19281.graph_c0 363.86343 377.71238 385.79744 208.58507 162.49735 128.96906 6.589E-13 -1.123529 down rnZi'ar'nC]TED: putative DNA-binding protein ESCAROLA [Sesamum
€19282.graph_c0 12.331916 11.579946 12.322989 40.882676 62.264837 66.33482 5.402E-12 2.259603 up PREDICTED: cytosolic sulfotransferase 12-like [Sesamum indicum]
€19300.graph_c0 3.9974662 5.3786201 4.0294056 0.8941911 1.0525411 1.7681019 6.093E-05 -1.81637 down BnaC04g47180D [Brassica napus]
€19358.graph_c0 1.325731  1.6546914 1.7499475 4.7942585 4.1888128 5.4533185 8.151E-06 1.651914 up hypothetical protein MIMGU_mgv1a000332mg [Erythranthe guttata]
€19359.graph_c0 35.634886 40.828916 30.080458 79.43662 71.282936 78.443412 7.227E-06 1.148866 up V-type proton ATPase 16 kDa proteolipid subunit [Morus notabilis]
€19372.graph_c0 1.2552546 1.7667351 1.1749066 0.6551702 0.6940734 0.4164047 0.0069075 -1.203533 down hypothetical protein MIMGU_mgv1a021776mg [Erythranthe guttata]
c19374.graph_c0 7.8682716 8.2793249 7.9234504 35520413 31455538 4.0646389 2079E-06 -1118957 down ~EDICTED: pentatricopeptide repeat-containing protein Atlg77360,
mitochondrial-like [Sesamum indicum]
¢19386.graph_c0 1.468204 15856792 11511309 0.2919484 0.4252653 02273022 3.662E-06 -211477 down <CDICTED: probable (S)-N-methylcoclaurine S&apos;-hydroxylase
isozyme 2 [Sesamum indicum]
c19389.graph_c0 3.1566752 2.7806651 2.355034 5.1236392 55312626 6.1654823 0.0016961 1.060205 up PREDICTED: probable receptor-like serine/threonine-protein kinase
At4g34500 [Sesamum indicum]
c19401.graph_c0 1.9515801 1.8993999 1.7992882 3.0841827 55816676 7.6897215 0.0061701 1.56318 up fnzi'ar':]TED: glucuronoxylan 4-O-methyltransferase 1-like [Sesamum
€19406.graph_c0 1.0913711 1.7361912 1.3428927 6.3899594 6.1645622 7.561458 1.67E-19 2.311501 up hypothetical protein MIMGU_mgv1a001005mg [Erythranthe guttata]
c19414.graph_c0 1.6681147 1.5947483 1.2410649 2.5497879 4.4141415 5.3122793 0.0009615 1.478221 up -



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c19428.graph_c0 0.5013553 05718024 0.3229752 1.3713525 2.1614557 3.8987557 0.0037835 2442859 up e TR TR L R s IR

¢19433.graph_c0 175.36319 160.88837 13548992 355.73308 399.13138 358.65299 5.253E-16 1.280119 up PREDICTED: GDSL esterase/lipase Atlg71250 [Sesamum indicum]

€19453.graph_c0 10.614269 10.017123 11.620748 19.809698 24.13745 32.305315 1.798E-05 1.277126 up PREDICTED: protein ECERIFERUM 1-like [Sesamum indicum]

c19468.graph_c0 5.5488619 5.4056364 4.795021 13.65072 17.157454 18.940037 3.334E-14 1.696483 up PREDICTED: probable sugar phosphate/phosphate translocator
At1g12500 [Sesamum indicum]

¢19480.graph_c0 0.0369515 0.0667274 0.1809125 10.960254 16.275332 15.462088 1.991E-57 7.262247 up PREDICTED: peroxidase 44 [Sesamum indicum]

€19533.graph_c0 76.424183 81.26622 76.148522 36.237113 31.831135 25.047059 3.196E-19 -1.281491 down PREDICTED: shaggy-related protein kinase alpha [Sesamum indicum]

c19541.graph_cO 7.0463153 6.9434764 81722133 13.737626 14.409256 15.320999 7.898E-06 1.012551 up PREDICTED: origin recognition complex subunit 1-like isoform X1
[Sesamum indicum]

€19577.graph_c0 239.32842 250.90539 287.38666 26.94067 21.924693 19.103841 4.251E-86 -3.468778 down PREDICTED: reticulon-like protein B13 [Sesamum indicum]

€19592.graph_c0 4.6605795 6.3962608 5.3241927 12.406018 15.020197 24.18023 0.0006429 1.690342 up PREDICTED: protein WALLS ARE THIN 1-like [Nicotiana sylvestris]

¢19595.graph_c0 0.7605263 0.5930452 0.6769999 3.3302617 2.8781121 4.9127513 3.872E-08 2.492972 up PREDICTED: protein 1Q-DOMAIN 1 [Sesamum indicum]

c19602.graph_c0 7.2487448 5.9839423 5.0699285 10.238411 16.964812 17.052195 0.0012798 1.307138 up -

c19602.graph_c1 75.689533 70.941249 71.751039 189.04439 199.83985 220.09955 2.65E-26 1.519767 up PREDICTED: NAC domain-containing protein 100-like isoform X2
[Nicotiana tomentosiformis]

c19657.graph_c0 5.7536108 4.8304117 6.7952492 20.024108 27.583826 35.406964 1.002E-08 2.289717 up PREDICTED: auxin-induced protein 15A [Sesamum indicum]

c19688.graph_c0 15181074 2.3416273 1.2645708 27661998 3.6949104 3.6741861 0.0063517 1.02174 up fnzi'ar':]TED: transcription factor bHLHG6-like isoform X2 [Sesamum

c19697.graph_c0 7.178556  6.851938 8.3680615 104.7725 147.34903 187.83986 7.080E-18 4.32955 up PreELIC [ED: NOMMSPECITIC PIQ-IANSIEr Protein £7Hike >esamumm

c19697.graph_c1 0.279481 2.0187614 1.5963797 21.255768 17.630028 26.163335 4.55E-17 4.10461 up -

c19702.graph_c0 09463373 11582507 07035632 34387164 6.7210149 6.4041261 2.222E-07 2591994 up PTEEDIC ED: PUIRHVE UPrudsL PTOeIN Atsgueos [sesamtm

¢19713.graph_c0 0.0851162 0.1793211 0.1620596 1.3306558 2.6669404 2.976024 1.371E-08 4.061003 up PREDICTED: WAT1-related protein At3g18200 [Sesamum indicum]

€19722.graph_c0 72.316934 76.50246 72.927913 169.52796 159.36304 169.77073 3.844E-16 1.212031 up hypothetical protein MIMGU_mgv1a026562mg [Erythranthe guttata]

c19728.graph_c0 2.9071727 2.0155516 1.9062556 55275832 6.134652 7.904588 1.355E-05 1.556751 up PreEDI TEL: Unenaracterized protein Lot L0oLoueds [sesamtm

€19729.graph_c0 7.7297561 10.392173 8.3174741 1.6688961 1.4258009 1.8681927 2.604E-12 -2.370333 down hypothetical protein MIMGU_mgv1a012036mg [Erythranthe guttata]

€19739.graph_c0 7.8749836 8.4555773 8.5415822 18.836043 18.187699 17.262131 1.232E-12 1.169311 up PREDICTED: 4-coumarate--CoA ligase-like 5 [Sesamum indicum]

c19740.graph_c0 3.4634524 3.7074729 3.7293511 0.5883748 14384117 1.7316839 0.0001953 -1.50954 down -

c19746.graph_c0 213.46391 19308538 247.66903 129.19278 79.069372 72127185 8.927E-06 -1.16942 down | - ! = 1S KA CIASS [NIEALSNOCK PrOTEIN-IIKE (Sesamum

c19751.graph_c0 14421873 2.0462512 25637712 4.3000423 5.1643402 8.2686177 0.0013371 1585885 up FTEEDIS [ED: DIVA TEPICANON HCENSING Tactor Mt (sesamdm

c19821.graph_c0 25009867 3.1855906 13045212 0.279512 0.4441637 0.2487081 0.0002065 -2.82573 down | -br- ! UNCHATACIETIZEN PIOMEIN LOLLUDLOI00 15ESAMUM

€19836.graph_c0 26.9439 20.130075 21.813563 1.0045111 0.8513262 0.5362848 2.662E-46 -4.798635 down PREDICTED: gibberellin 2-beta-dioxygenase [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c19853.graph_c0 12.597554 12.44795 11.388302 2.4042202 5.7021935 6.7690039 7.757E-07 -1.265137 down Eﬁisif;égefég[}ﬁiﬁ :ﬁg?g:?;]"ke serine/threonine-protein
€19875.graph_c0 17.083538 15.321311 16.434887 39.094624 69.02669 81.383238 3.623E-05 1.987045 up PREDICTED: vestitone reductase-like [Sesamum indicum]
c19877.graph_c0 3.0211067 2.3105868 2.9292358 6.442520 7.6364512 10.663296 2.458E-06 1.618345 up [PSFZE;T']E;ES&ESE;'VE phospholipid-transporting ATPase 4 isoform X1
c19884.graph_c0 25.930676 26.431047 26.449025 8.7950365 10.269405 9.7108103 2423E-11 -1.413963 down | oo 1 ! HNCNATACIETIZE PIOTEIN LOLLUSLo0EOA [SESamUm
€19931.graph_c0 31.853033 35.319669 28.271798 15.178972 16.401886 14.271507 3.835E-09 -1.015533 down PREDICTED: chaperone protein dnaJ 72 [Sesamum indicum]
c19932.graph_c0 8.7538767 6.9693436 7.0224315 0.9746648 2.9784783 4.3028984 0.0001093 -1.438579 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLOGLUS [SEsamm
¢19933.graph_c0 15952281 2.382103 1.4518884 0.6221751 0.6591191 0.5536077 0.0008318 -1.521772 down -

c19942.graph_c0 0.0956864 0.3023856 0.1951984 2.1225682 1.9273745 2.536185 8.042E-13 3.514976 up [PSFZE;DH']S;ES&&L?'V'S'O“ cycle-associated 7-like protein isoform X1
c19944.graph_c0 8.0590887 8.4004009 9.2929386 10254931 11281696 0.9124776 3.754E-21 -3.028418 down | o1 ! = MROXIKEICIITEPEALPIOTEIN ALGEISUUIIKE [Sesamum
€19957.graph_c0 3.8731015 3.384757 3.4938579 11.417829 13.431832 16.191102 2.682E-19 1.969937 up PREDICTED: probable beta-D-xylosidase 7 [Sesamum indicum]
€19973.graph_c0 1.5405475 1.3909699 1.1852414 3.235998 4.5511613 5.014078 1.624E-05 1.67207 up unnamed protein product [Coffea canephora]

c19987.graph_c0 33.011363 30.519475 34557641 14269991 15723533 14.820489 2.755E-12 -1.089312 down | oo ! EL: UNCNATACIENZEN PIOTEIN LUGL400L03203 [5€samum
c19990.graph_c0 49102607 3.5668048 4.8201295 0.7019681 0.9419568 0.2914833 1.764E-11 -2.737363 down | - !5 DENZ0AE CATDOXYI MEMYITANSIErGsE-1Ike [Sesamum
€20002.graph_c0 1.0844724 0.7663124 0.615597 1.79302  4.3688206 4.945797 0.0016387 2.198414 up hypothetical protein MIMGU_mgv1a021791mg [Erythranthe guttata]
£20000.graph_c0 0.0775211 0.2799772 0.316283 2.8496477 4.9967276 4.8088954 1.891E-14 4.263357 up -

c20017.graph_c0 1.0968194 14020605 13424935 7.41493 50322498 45350601 158E-05 2.195312 up MYPOIMBIICA! PTOEIN MINISL_MGV1avas(usmg, partar L=rymrante
c20019.graph_c0 2.9980402 2.3846933 1.8639058 6.1527643 3.834181 4.9111213 0.0081062 1.089623 up FTEDIL TEL: Unenaracterized protein Lo 0o Lo/ 134 [sesamtim
c20054.graph_c0 0.0785333 0.2363607 0.0854434 3.152313 4.3580177 4.0154489 7.036E-27 4.886117 up PrEDIS [ED: UNCNATACENzea protei Lut-dusreser (sesamum
c20067.graph_c0 5.7590722 5.9148888 4.8755818 1.0950072 15467032 1.9486617 2.787E-05 -1.815772 down EiF;aESZ'chf_'i:[g';%fst)'sml;;zer’tor"'ke serine/threonine-protein
c20076.graph_c0 9.4695723 11.411673 10.500123 3.9688596 4.8710967 6.244668 0.0002775 -1.020479 down hypothetical protein MIMGU_mgv1a023657mg [Erythranthe guttata]
€20081.graph_c0 0.6920564 0.803394 1.2100979 6.7672214 8.6294126 10.035721 2.193E-13 3.268235 up PREDICTED: aquaporin TIP1-3-like [Sesamum indicum]
€20082.graph_c0 0.0452377 0.1225362 0.0738272 4.3006574 3.64482  3.5715858 2.06E-23 5.621604 up PREDICTED: ras-related protein Rab7-like [Sesamum indicum]
c20085.graph_c0 16.59126 19.510589 18.913478 1.5216978 1.4880501 1.1804081 1.885E-50 -3.670203 down PREDICTED: UDP-glycosyltransferase 86A1-like [Sesamum indicum]
c20086.graph_c0 8.6650383 6.6993506 8.8911743 3.5515749 3.0657106 3.686865 0.0005689 -1.192152 down -

c20092.graph_c0 2.398767  1.7417769 1820495 05315759 0.8334474 1.3622198 0.0056589 -1.09764 down F;E;:ﬁ;ﬁ%iEjrrl]t;tr'cc’pep“de repeat-containing protein At4g20770
€20108.graph_c0 0.5758538 0.4963083 0.5980444 2.1234536 2.5307343 3.1293787 1.737E-08 2.257145 up PREDICTED: F-box protein At1g10780 [Sesamum indicum]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c20125.graph_c0 2.3028186 15288451 1768547 19.402713 20.100069 26.660538 3.068E-32 3.601253 up PREDICTED: glycine cleavage system H protein 3, mitochondrial-like
[Sesamum indicum]

c20131.graph_c0 14.434312 12.954906 12.817023 33.885546 53.947846 59.231567 1.106E-07 1.904087 up F;E;:ﬁ;ﬁ?cjigﬁ?”ASPART'C PROTEASE IN GUARD CELL 2

c20135.graph_c0 4.014816  5.2384429 3.6926655 37.712105 40.917466 35047964 1.237E-85 3.176767 up FIEEDIL TED: MEMOTANE Protein of Erc poay=1ike protein [>esamum

C20167.graph_cO 4.2041971 4507745 4.7365539 09083743 15397  1.6165321 4209E-07 -1693945 down  ~EDICTED: pentatricopeptide repeat-containing protein At3g22690
[Sesamum indicum]

C20172.graph_cO 19.885652 20096287 21032815 52857726 69295485 6.9372918 3543E-19 -1634664 down | CDICTED: ethylene-responsive transcription factor ERFO08-like
[Nelumbo nucifera]

€20195.graph_c0 30.079384 30.616859 28.512389 72.764709 81.014775 71.443421 9.819E-21 1.377289 up monodehydroascorbate reductase [Acanthus ebracteatus]

£20200.graph_c0 2.1798841 2.0875177 2.2638861 3.7679504 5.4109529 55133283 0.003246 1.204794 up PREDICTED: BAG family molecular chaperone regulator 1-like
[Sesamum indicum]

c20213.graph_c0 3.3995111 3.157138 2.932486 5.2940748 6.7822878 8.2162254 0.0009311 1.132685 up PREDICTED: cyclin-U2-1-like [Sesamum indicum]

€20225.graph_c0 7.2792925 7.8870224 6.557587 19.118426 16.343682 15.041021 2.813E-06 1.263458 up -

¢20226.graph_c0 0.3013372 0.4988119 0.3073608 2.0689881 2.5627692 2.6906532 3.606E-11 276351 up PREDICTED: probable LRR receptor-like serine/threonine-protein
kinase At1g05700 [Sesamum indicum]

c20233.graph_c0 6.6019501 4.8570638 6.08547  1.2397715 2.9551222 2.0683899 0.0011698 -1.456835 down -

c20244.graph_c0 0.2527847 0.2282409 0.1500148 1.8642809 17281071 3.4472476 1.713E-06 3.517303 up PrEEDI TED: GAMITONESPECITIC CYCIN SL57{1IKE [Sesamum

¢20256.graph_c0 0.4157465 0.6256335 0.6332587 1.5809679 18609375 2.5321243 7.268E-06 1.871224 up ;ig;';lfn?] uncharacterized protein LOC101258386 [Solanum

€20300.graph_c0 19.76643  20.908746 21631424 6.8377324 9.1581676 10.082344 3.287E-09 -1220671 down ~EDICTED: probable 3-hydroxyisobutyrate dehydrogenase-like 3,
mitochondrial [Sesamum indicum]

€20315.graph_c0 28.352038 27.602355 28.903448 3.1457925 4.2919665 4.6227681 3.188E-42 -2.779049 down BnaA09g38920D [Brassica napus]

c20322.graph_c0 0.6134338 0.484639  0.6882658 3.304683 4.9424625 6.4863685 1.605E-08 3.076267 up PreEDIL TEL: INOTGANIC Priospnate tansporter 4-4-11ke sesamum

€20327.graph_c0 0.4392035 0.264373 0.3285209 2.6908265 2.0642308 2.146597 5.047E-10 2.788312 up PREDICTED: putative HVA22-like protein g [Sesamum indicum]

£20329.graph_c0 0.3860197 0.6970792 0.0524982 1.5494767 3.0237839 3.4830697 1.349E-05 2.859268 up hypothetical protein M569_01834 [Genlisea aurea]

€20335.graph_c0 6.334582  9.2099157 7.5016293 42.659554 43.011514 49.719399 8.972E-59 2.59557 up PREDICTED: perakine reductase-like [Sesamum indicum]

€20375.graph_c0 5.0368605 6.0400639 4.5435175 15.238225 15.773162 16.643471 5.966E-21 1.650662 up PREDICTED: exopolygalacturonase [Sesamum indicum]

c20382.graph_c0 25.304696 29.840697 27.404711 54982472 77517268 83.838146 4.723E-09 1425268 up PTeEDIC [ED: TESCICHNIKE arapinogaiacian prorein L 1sesamumm

c20387.graph_c0 32.752339 20.530101 27.805465 128.1824 90.084888 69.362250 0.0009451 1.726606 up FrEEDI EL: Unenaracterized protein LOG 105408549 [sesamtim

c20394.graph_c0 16.89697 ~10.953298 12.020124 22241929 32.580422 26.143316 0.0031828 1.05853 up -

€20408.graph_c0 2.1871289 2.1178718 2.4830321 6.7902411 9.6196259 13.263614 4.981E-06 2.161113 up PREDICTED: aspartic proteinase nepenthesin-1 [Sesamum indicum]

€20419.graph_c0 0.69508 0.7531105 1.361231 5.4626035 6.907024 9.5643903 2.259E-10 2.998778 up PREDICTED: thymidine kinase [Sesamum indicum]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
c20472.graph_c0 68.663915 66.211898 76.049111 53047585 25.656958 14.325723 00053995 -1.118583 down . o o o oo PO AR R LSS
€20493.graph_c0 0.8230203 1.4862203 0.9737879 5.0597084 4.807555 3.6666572 1.312E-07 2.08964 up Uncharacterized protein F383_18135 [Gossypium arboreum]
¢20508.graph_c0 3.0095776 3.4028281 3.8274936 6.358102 9.9760262 10.397386 3.131E-06 1.417794 up fnzi'ar':]TED: cellulose synthase-like protein D3 isoform X1 [Sesamum
c20517.graph_c0 45777038 2.1417684 3.7353689 13.662431 19.335507 16.803537 9.88E-20 2.288011 up fnzi'ar':]TED: glyoxylate/hydroxypyruvate reductase HPRS [Sesamum
€20528.graph_c0 0.7138039 0.5728871 0.5177406 8.9809686 7.4551937 6.2915884 1.386E-20 3.702466 up PREDICTED: MLO-like protein 1 isoform X3 [Sesamum indicum]
€20552.graph_c0 20.326213 18.965237 19.420484 9.7349627 6.7052802 4.3463597 5.04E-12  -1.444352 down hypothetical protein MIMGU_mgv1a010327mg [Erythranthe guttata]
¢20602.graph_c0 5.2369056 5.3354635 5.130476 18.344655 18.863748 21.072187 4.322E-20 1.931856 up fnzi'ar':]TED: anthocyanidin 3-O-glucosyltransferase 2-like [Sesamum
c20611.graph_c0 9.67864  9.7263513 9.6824802 0.9703811 2.7902886 4.5638931 1.002E-10 -1.781406 down -
€20613.graph_c0 0.5762467 0.693729 0.9404252 4.8695674 7.4801385 9.9656972 5.625E-08 3.367348 up hypothetical protein M569_01187, partial [Genlisea aurea]
¢20617.graph_c0 0.0299129 0.0540171 0.0610218 1.4020231 1365722 0.9952762 5.004E-20 4.743554 up fnzi'ar':]TED: putative disease resistance protein Atlg50180 [Sesamum
€20619.graph_c0 0.7128964 0.905918 0.7325333 4.7859911 6.098395 8.6659924 3.13E-10 3.090726 up PREDICTED: G2/mitotic-specific cyclin-1-like [Sesamum indicum]
c20625.graph_c0 1.7606635 2.5914517 18106193 26.750676 20.0155  16.893039 6.383E-12 3.418999 up PIEEDIL [EL: PODApIE anion transporter 3, cnioropiastc sesamm
c20683.graph_c0 43442502 4.0721625 44107958 13073056 10.77664 11.183491 2536E-09 149511 up FTEDIS [ED GDSL ESIEMAsEIPase ATAGLUTooIKE (oesamim
c20685.graph_c0 25360112 23.36011 26.641224 11415198 9.6663250 8764385 4.611E-14 -1.200115 down | b r- !0 MROX/KEICITEPEAIPIOMIN ALOGaILIU [Sesamm
c20712.graph_c0 3.3977331 3.3771959 3.6345672 13.825437 16.678462 17.003522 5.221E-25 2.228524 up PREDICTED: 8-hydroxygeraniol dehydrogenase [Sesamum indicum]
c20717.graph_c0 5.6226536 3.3399533 4.3465636 9.5653554 190.273204 18.023709 0.0001034 1.846182 up PREDICTED: zinc finger protein WIP2 [Sesamum indicum]
c20718.graph_c0 1.8342944 2.2931943 2.7056983 0.089427 0 0.1591433 3.238E-14 -4.734295 down -
c20731.graph_c0 2.0756973 2.3989248 2.540628 6.8934798 7.7487788 9.4113675 1.796E-08 1.815803 up hypothetical protein MIMGU_mgv1a005057mg [Erythranthe guttata]
c20761.graph_c0 3.3295407 3.5011966 3.975019 5.3270163 8.0424237 10.029453 0.0015345 1.147318 up F;E;ﬁ;ﬁ%i:iﬁa”'cphOSphate"a”Spo”erz'l' chioroplastic-like
c20765.graph_c0 09142382 06390746 0.6738163 13083952 17029057 2.3949302 0.0013439 1313881 up PreEDIC [ED: UNCNATACIENZea PIOTeIN UG- 4usL oz (sesamum
c20793.graph_c0 188.82402 200.57692 201.60241 39.412819 64.862046 78.504108 5.893E-29 -1.661167 down  PREDICTED: aquaporin AQPcic-like [Sesamum indicum]
€20835.graph_c0 0.524342  0.6886279 0.466755 1.7824493 2.0163085 1.8817099 1.242E-05 1.798745 up unnamed protein product [Coffea canephora]
C20837.graph_cO 1.7948231 2.3122582 1.857492 05271505 07348053 1.2837304 00043602 -1196323 down ~EDICTED: pentatricopeptide repeat-containing protein Atlg71060,

mitochondrial [Sesamum indicum]

c20843.graph_c0 1.8014931 2.6131931 2.1206611 5.5777912 5.9883087 5.4294152 8.965E-06 1.420723 up PREDICTED: aldo-keto reductase [Sesamum indicum]
c20850.graph_c0 7.9598649 10.697431 8.9543443 4.1408657 4.6956708 4.5407785 1.336E-05 -1.005218 down oW\ !EL: UNCATACIENZEN ProleI LULLUDLOLI4E |SEsamum

indiriim]l



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
c20853.graph_c0 1.3533704 13252314 11198933 2.6336499 2.9692091 2.5153989 0.001108 1.137164 up PREDICTED: B3 domain-containing protein 0s0190234100-like
[Sesamum indicum]
€20865.graph_c0 0.8749144 0.6869267 1.034671 3.584219 4.5802925 4.9768939 1.444E-18 2.375663 up PREDICTED: 125 kDa kinesin-related protein [Sesamum indicum]
c20872.graph_c0 18.087464 21.165345 22.197872 36.866927 84.038491 92.862979 0.0024671 1.826359 up hypothetical protein MIMGU_mgv1a013356mg [Erythranthe guttata]
€20878.graph_c0 0.2556392 0.3173751 0.3520117 2.2075331 1.7593241 1.9462291 7.284E-12 2.721939 up PREDICTED: protein CHUP1, chloroplastic-like [Sesamum indicum]
c20900.graph_c0 1.261541  1.0315054 1.3595043 86.954621 100.49223 95.922651 1.67E-250 6.31685 up PrEEDIG [EL: TAUCATITICINE-ODeta-L-gILicosInase-1Iie [Sesamum
c20941.graph_c0 0.9336581 1.0838645 0.5986022 3.7195098 2.7313926 3.0839431 1.485E-06 1.914036 up fnzi'ar':]TED: protein tesmin/TSO1-like CXC 2 isoform X3 [Sesamum
c20944.graph_c0 822.87573 952.81593 928.70749 101.06855 14527583 19614017 3.746E-57 -257837 down bl !EL L0 KA SEE0 MAIIAUON PrOEIN-IKE Hconana
c21008.graph_c0 1.0594945 0.7652993 0.7163322 1.2278741 2235722 1.8778289 0.0085229 1.104559 up rIYPOISHICAl PrOTEIN MINEE_MGViaueusasme, partial L=rymranine
€21037.graph_c0 0.3988677 1.0804203 1.3018911 24.1674  37.493099 35.720046 1.58E-35 5.163841 up PREDICTED: defensin J1-2-like [Sesamum indicum]
c21058.graph_cl 4.4448169 4.5149096 4.1558622 0.3521333 0.248695 0.3133261 1.779E-12 -3.79555 down -
c21062.graph_c0 7.3763836 5.564758 5.9002713 3.4447772 2.1504943 1.2588976 0.0001021 -1.402273 down -
PREDICTED: LOW QUALITY PROTEIN: protein SENSITIVE TO
C21068.graph_cO 146.82512 14036375 14203978 50.94759 67315731 60.058613 3179E-4 -L1SS28 down  oriolioriooreos d e b
c21075.graph_c0 0.512621  0.1322425 0.5577261 1.4233384 2.7862528 2.3126989 1583E-06 2.469118 up PreEDIL TEL: UNenATacterized profein LOGL05Lo4590 [Sesamtim
c21084.graph_c0 0356812 0.2478213 03135522 34791188 4.3850884 5.0450803 1332E-21 3.849998 up FTEEDIS [ED: 0978 MICTOMIDUIE-associatea protein 5 [sesamtim
c21092.graph_c0 11425767 0.8144523 0.8341929 1.8294317 3.3108542 1.8312944 0.0073224 1.355621 up FrEEDI [EL: Unenaracterized protein Lot L0oLe00su [sesamtim
c21110.graph_c0 29327612 3741751 40058567 0.5657051 0.7705234 06471785 186E-07 -2.391442 down | -t ! EL: UNCNATACIETIZEN PTOTEIN ALGUSLOUIKE [SESamumm
c21119.graph_c0 20.026317 18.850602 16.648809 39.919695 43519019 40.984967 3.702E-12 1.204967 up >1INa1 PEPHIAASE CoMPIEX CATAIYHC SUDUNIT SECLLL 10SSYpIIM
c21157.graph_c0 6.870051 6.4169089 7.216798 2.6024792 2.3328556 3.1172485 0.0015358 -1.306955 down PREDICTED: transcription factor PRE6-like [Solanum lycopersicum]
c21161.graph_c0 0.868767 1.8085128 1.0239765 01223585 0129624 0.0816554 2203E-05 -3426085 down ~EDICTED: probable 9-cis-epoxycarotenoid dioxygenase NCEDS,
chloroplastic [Sesamum indicum]
c21182.graph_c0 5.0881154 5.1391529 4.0111196 0.8198595 1.9107917 2.0912506 0.0001199 -1.534019 down -
€21195.graph_c0 0.8293658 0.7488395 0.7422482 1.7634411 3.161488 3.3192485 1.061E-05 1.860548 up PREDICTED: glucan endo-1,3-beta-glucosidase 13 [Sesamum indicum]
€21202.graph_c0 0.7981159 1.325018 1.050413 14.130755 8.5739396 8.9146711 4.673E-08 3.369274 up hypothetical protein MIMGU_mgv1a027064mg [Erythranthe guttata]
c21212.graph_c0 3.4965387 3.9139993 3.8208811 9.3307796 14.607581 1524426 8.056E-09 1.836413 up fnzi'ar':]TED: protein LUTEIN DEFICIENT 5, chloroplastic [Sesamum
€21236.graph_c0 27.284699 29.386105 28.856515 4.2639491 6.7177936 5.7072683 1.57E-39 -2.322489 down PREDICTED: probable purine permease 9 [Sesamum indicum]
c21242.graph_c0 9.2025205 10.783388 10.090463 18.633776 20.308127 24727236 4.718E-12 1120843 up PREDICTED: probable inactive receptor kinase At4g23740 [Sesamum

indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c21243.graph_c0 2.2649124 1.4157717 1.9903155 0.2944557 1.1697755 0.4585086 0.0021556 -1.536279 down F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein DDB_G0284459-like isoform X1

c21247.graph_c0 5.8990784 5.891941 54951714 12.936765 14.791514 16.810263 8.923E-13 1.404047 up FIREDIL TELD: UNCNATACIENZEA PIOTEIN LUL LU0 Lo 548 [5esamum

c21248.graph_c0 2.2314319 2.5184673 2.5795095 6.2168168 7.366291 8.0222550 1.8E-09 1597758 up PREDICTED: phosphatidylinositol/phosphatidylcholine transfer protein
SFH13-like isoform X1 [Sesamum indicum]

c21257.graph_c0 63.516393 63.821257 66.129972 26228014 244.97221 269.12461 3.146E-43 2.04726 up PREDICTED: tubulin beta chain-like [Sesamum indicum]

c21269.graph_c0 4.3666751 4.7312379 6.6987619 9.9631482 12.665697 19.306325 0.002068 1.442082 up MYPOMELICAl PTOTEIN MINIGL,_MGViaues ! rymd, partar L=rymranine

c21292.graph_c0 31.814834 35.774809 32789107 173.17927 130.80477 11248421 1943E-07 2.102189 up PREDICTED: cytochrome P450 71D95-like [Sesamum indicum]

€21328.graph_c0 23.048331 27.33926 25.998257 244.03499 214.5276 168.97229 2.583E-17 3.085192 up F-box/WD repeat-containing protein 4 [Theobroma cacao]

€21337.graph_c0 4.5938492 4.5384165 4.0006876 13.682843 14.467651 14.637776 1.852E-20 1.745188 up PREDICTED: xylem cysteine proteinase 2-like [Sesamum indicum]

c21343.graph_c0 2.7425774 2.6001047 2.6015828 09777428 12889955 15079821 0.0030836 -1.037803 down | REDICTED: putative pentatricopeptide repeat-containing protein
At5g09950 [Sesamum indicum]

c21351.graph_c0 2.7194043 25657207 2.368608 10108751 7.6727286 5.8586204 0.0002012 167736 up PreEDIC [ED: UNCNATACIENZea PrOTeIN LUt-4usrosiy (sesamim

C21408.graph_c0 94.82226  100.11249 109.24951 12.166897 12.733118 13.647362 8517E-85 -2939747 down ACDICTED: zinc finger CCCH domain-containing protein 20-like
[Sesamum indicum]

c21437.graph_c0 125.46178 110.18766 129.8477 68.680507 48.873694 37.37888 1.565E-10 -1.221836 down rnZi'ar'nc]TED: 7-deoxyloganetic acid glucosyltransferase-like [Sesamum

c21505.graph_c0 2.2860927 13210415 17161983 5.8342189 7.2857963 7.3571398 1.168E-10 1.98114 up PreEDIL TEL: UNenATacterized profein Lo L0o.LouAoo [Sesamtim

c21528.graph_c0 1389.3835 1553.6872 1408.2496 63856097 570.21918 588.41526 3.475E-10 -1.231414 down zuRpiere:ti:-;]ED: thiamine thiazole synthase 2, chloroplastic-like [Populus

c21536.graph_c0 4.8397998 5.4963448 4.7215324 18.349876 14.760132 13.901516 3.13E-10 1.689899 up PREDICTED: protein TRANSPORT INHIBITOR RESPONSE 1-like
[Sesamum indicum]

c21546.graph_c0 3.8575881 6.0283301 2.7845572 7.1465072 21716681 18.742313 0.0090833 1.936437 up -

c21554.graph_c0 6.8662223 6.1067935 5993998 13.890781 1598022 18550213 1.107E-17 1.390659 up [PSFZE;T']S;ES&EFQrecemor"'keSe“”enhreon'”e'pmte'” kinase RCH1

c21564.graph_c0 7.03375  5.6017461 6.033815 13.899498 11576431 13.14067 5.049E-06 1.093119 up PreEDI TED: MEMYISTETol Moneoxygenase 4-L-1lke 1sesamdm

c21570.graph_c0 08812101 05569551 14740735 14744383 1556072 17.293838 6.26E-40 4.069323 up PrEDIS [ED: UNCNATACIENZea PrOteiN LUt-4usroves (sesamum

€21576.graph_c0 3.1548208 3.029365 3.2689626 7.4266544 9.6160043 10.16645 1.491E-06 1.561933 up hypothetical protein MIMGU_mgv1a000209mg [Erythranthe guttata]

c21578.graph_c0 36.819134 34.827285 37.01612 9.3592344 11.572996 11.196561 5.132E-20 -1.719658 down ' \CDICTED:LOW QUALITY PROTEIN: plasma membrane ATPase
1-like [Sesamum indicum]

c21582.graph_c0 9.4294029 11.222824 8.0440574 21.912848 24.940667 18.853361 0.0003157 1.23754 up -

€21590.graph_c0 8.1105019 9.558813 9.0779294 27.930639 27.468732 29.871589 8.884E-22 1.71447 up hypothetical protein MIMGU_mgv1a025384mg [Erythranthe guttata]

¢21609.graph_c0 8.1827096 6.1012394 71078  1.6060161 2.6229597 10122249 8.824E-08 -1.990695 down  <CDICTED: pathogenesis-related genes transcriptional activator PTI6

[Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c21611.graph_c0 28.321322 35.119935 29.005668 9.2043758 16.43796 15.665159 1.213E-07 -1.129698 down PREDICTED: subtilisin-like protease SDD1 [Sesamum indicum]

c21617.graph_c0 4.7530277 4.630344 49603101 12366721 1.2093269 0.9310036 1.216E-09 -2.041023 down | - !5t PrODADIE GAIACTTONOSYITANSIETASE-ilie 9 [esamiim

€21618.graph_c0 0.4583266 0.6069447 0.523587 1.0457328 1.1898884 1.6197362 0.0023516 1.316137 up PREDICTED: protein ODORANT1-like [Sesamum indicum]

c21633.graph_c0 3.4189764 3.4562753 3.3504979 14515135 14498338 1.8266178 00005998 -1.072767 down  ~EDICTED: pentatricopeptide repeat-containing protein At5g39710
[Sesamum indicum]

c21648.graph_c0 0.6249787 0.5642972 0.7285393 2.3766196 22779555 2.316102 1.709E-05 1.904243 up PREDICTED: probable WRKY transcription factor 71 [Nicotiana
tomentosiformis]

c21653.graph_c0 0.2597932 0.2010591 0.4542624 3.6223772 3.5882831 3.3487475 2.680E-15 3.569947 up PREDICTED: peroxidase 66-like [Sesamum indicum]

c21657.graph_c0 04533451 0.6549249 0.6658666 9.0794423 14.184344 15850875 6.306E-20 4.495718 up FIREDIL TEL: UNCNATACIENZEa PTOTEIN LULLUoLo 1508 [Sesamum

c21669.graph_c0 3.3136747 3.6568126 3.5852129 8.4628805 7.185501 6.8934736 1.395E-05 1.14044 up [PSFZEEH']S;ES&EJ”?]/POZ domain-containing protein At3g19850-like

c21672.graph_c0 3.103361  3.428817 2.7988769 6.1594065 8.4443044 9.2571527 7.566E-06 1.390436 up PrEEDIG [EL: WAIIGSSOTiaed recepror KInase-1iie <u [sesamum

c21695.graph_c0 0.6512895 0.49617  0.4151929 1.9349002 2.1044532 2.3185055 1.194E-07 2.064535 up PREDICTED: uncharacterized protein LOC105168358 isoform X2
[Sesamum indicum]

c21716.graph_c0 4.0507537 3.1733764 3.3539905 1.7367126 0.6399431 0.7390644 9.54E-05 -1.70145 down unnamed protein product [Vitis vinifera]

c21718.graph_c0 0.8423482 0.9778647 0.8051805 3.2047355 4.0559424 5.4153828 1.07E-10 2.317862 up PREDICTED: uncharacterized protein LOC105157238 isoform X1
[Sesamum indicum]

€21720.graph_c0 0.5703676 1.0871978 0.6205537 1.847623 4.1699694 6.0756664 0.0049478 2.43585 up PREDICTED: allene oxide synthase [Sesamum indicum]

c21723.graph_c0 0.8941311 0.9477194 0.6502989 5.592969 5.2986331 8.3747024 3.205E-12 2.990133 up PREDICTED: scarecrow-like protein 28 [Sesamum indicum]

c21726.graph_c0 24494783 2.086462 24513029 0.9373267 0.868861 07037109 0.0002623 -1.431884 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUGLISIES [SEsamum

c21735.graph_c0 13.05009 16.126379 13.369255 3.0789761 3.837414 3.0619667 7.12E-13 -2.052185 down PREDICTED: RING-H2 finger protein ATL66 [Sesamum indicum]

c21746.graph_c0 2.7697768 2.3113905 2.2601152 0.6383447 1.2961436 0.80466 0.001494  -1.389725 down unnamed protein product [Coffea canephora]

c21750.graph_c0 0.3853312 05025481 0.2096181 54813331 3.8520408 3.0422495 4.673E-08 3548166 up PreEDIS [ED: UNCNATACIENZEa PIOTEIN UL 1U5 104958 [SEsamim

c21769.graph_c0 23.895381 27.011582 23.950835 98.141634 100.81092 99.926009 1.933E-44 2.03922 up peol MATOYL SIKIMALE SEaROS MYAToXIAse Isororm « [ocimm

c21813.graph_c0 10.961336 9.4022055 9.6897238 24.315026 33.118484 32.040943 5.031E-10 1.610533 up PREDICTED: probable receptor-like protein kinase At1980640
[Nicotiana tomentosiformis]

c21818.graph_c0 2.0882465 2.5025409 1.8743913 0.7279267 0.630941 0.8243516 0.0007341 -1.543162 down -

€21827.graph_c0 0.7221872 0.8624117 0.7793953 3.0711049 5.2555945 5.9645356 5.203E-08 2.627747 up PREDICTED: L-ascorbate oxidase-like [Sesamum indicum]

€21859.graph_c0 4.9082616 4.7934715 4.273665 0.8706589 1.9984412 2.7114746 5.792E-06 -1.297442 down PREDICTED: oligopeptide transporter 4-like [Sesamum indicum]

c21871.graph_c0 0.229852  0.181593 0.3985594 3.0956399 6.0187647 5.8978316 4.258E-12 4.241463 up hypothetical protein MIMGU_mgv1a006316mg [Erythranthe guttata]

c21881.graph_c0 2.5197226 3.8072654 2.0141124 6.8441441 65600131 6.1478771 0.000442 1.273613 up PREDICTED: LOW QUALITY PROTEIN: alkaline/neutral invertase

CINV2 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

€21891.graph_c0 0.5246852 0.7698299 0.8027603 2.6603083 2.8182741 1.7013721 6.457E-05 1.820199 up hypothetical protein JCGZ_14180 [Jatropha curcas]

€21901.graph_c0 3.3176277 2.7426393 2.724736 47.187163 59.998464 57.926307 6.61E-131 4.270153 up vacuolar invertase CvINV [Elsholtzia haichowensis]

€21908.graph_c0 4.4679313 3.2370584 4.6307483 1.2331666 1.0644664 0.7924686 4.014E-10 -1.950015 down PREDICTED: lysine-specific demethylase IMJ18 [Sesamum indicum]

¢21909.graph_c0 0.2830911 0.4089676 0.231 1.2918198 1.5585996 0.7024438 0.0011501 1.989367 up ;h’ftzg]e“ca' protein MIMGU_mgv1a0261841mg, partial [Erythranthe

€21911.graph_c0 4.8720355 5.8295576 4.7512566 16.870106 20.637711 24.750146 7.523E-17 2.047555 up PREDICTED: inositol monophosphatase 3-like [Sesamum indicum]

c21920.graph_c0 14203061 0.5209763 0.9778709 58511133 6.0197409 6.8082194 6.608E-13 2.717619 up FIELIL TED: VWYV 00MAIN-CONMINING Proteif L-LLB.L0.08 158samum

€21921.graph_c0 0.9379721 0.8872295 0.656038 2.2080477 2.8789647 3.5263983 1.115E-05 1.831574 up hypothetical protein MIMGU_mgv1a000635mg [Erythranthe guttata]

c21940.graph_c0 14807877 1.8067736 14042529 7.1021905 6.1266121 6.7257391 8.451E-10 2.133178 up FIEDIL TELD: UNCNATACIENZEA PTOTEIN LUL LU0 Lo 940 [5esamum

€21946.graph_c0 0.4839311 0.4733565 0.4387598 1.0905215 1.8231689 2.0468099 4.886E-06 1.86145 up PREDICTED: receptor protein kinase CLAVATA1 [Sesamum indicum]

c21950.graph_c0 5.4640674 6.1804794 54222221 14.892401 17.631193 15508608 3.34E-18 153293 up FIEDIL TEL: UNCNATACIENZEA PTOTEIN LULLU0.L1 5550 [Sesamum

¢21976.graph_c0 53.660856 85.024137 62.571301 202.26104 188.06162 13277661 4.514E-05 1425053 up PREDICTED: epidermis-specific secreted glycoprotein EP1-like
[Sesamum indicum]

¢21983.graph_c0 0.8940829 0.4843638 0.4620574 3.0599531 5.3627284 7.5295191 1.043E-05 3.14574 up PREDICTED: mitotic spindle checkpoint protein BUBRT isoform X2
[Sesamum indicum]

c22011.graph_c0 192.68092 215.20662 215.42011 45.464077 41863196 45.863164 7.401E-48 -2.183503 down E/ig;';:frﬁ]: salt stress-induced hydrophobic peptide ESI3 [Solanum

€22045.graph_c0 0.9575412 0.6611417 0.666442 3.5520154 2.5527412 2.5252731 1.48E-07 1.966203 up PREDICTED: receptor-like protein kinase HERK 1 [Sesamum indicum]

€22049.graph_c0 403.61613 389.22301 332.38593 926.8037 886.29552 741.86794 3.676E-11 1.227902 up hypothetical protein MIMGU_mgv1a015271mg [Erythranthe guttata]

€22063.graph_c0 0.197907 0.1786915 0.3027948 5.8952514 8.5706831 6.3337337 6.661E-36 4.97253 up PREDICTED: reticuline oxidase-like protein [Sesamum indicum]

c22065.graph_c0 15876037 2.0174584 1.7272956 0.2236005 0.5527145 0.4642363 9.106E-06 -2.075349 down -

¢22068.graph_c0 29.451223 29.864516 26.853523 58.007553 66.831818 79.77562 1.649E-13 1.285785 up PrEEDIL TEL: GIYCETonSpnosprale «-Lmacyliransierase 4 [sesamum

c22084.graph_c0 2.3904567 2.539245 2.2055726 3.5846043 4.6996111 5.779975 8.038E-05 1.014654 up PREDICTED: uncharacterized protein LOC105169955 isoform X1
[Sesamum indicum]

c22085.graph_c0 0.3397627 0.3579028 0.4043136 2.3687083 2.4903489 3.3690664 4.048E-17 2.938736 up PREDICTED: WD repeat and HMG-box DNA-binding protein 1
[Sesamum indicum]

€22097.graph_c0 12.498843 12.016107 11.120546 4.0801021 5.1565157 5.9021357 7.92E-10 -1.198295 down PREDICTED: MATE efflux family protein 5-like [Sesamum indicum]

¢22099.graph_c0 0.1382222 0.2080029 0.0375961 5.2562062 4.5783908 4.3651446 3.48E-24 5256874 up PREDICTED: CBL-interacting serine/threonine-protein kinase 5
[Sesamum indicum]

c22111.graph_c0 3.840598 3.4326726 4.558395 13.86711 14.377957 14.132821 1.691E-13 1.881756 up PREDICTED: (DL)-glycerol-3-phosphatase 2 [Sesamum indicum]

c22114.graph_c0 0.7633248 09981672 10739082 3.770188 2.7216141 3.3843782 8.581E-07 1.846923 up PreEUIC [ED: UNCNATACIENZEa PIOTEIN LULAUsL 1 LLEo [Sesamim

€22147.graph_c0 0.3941622 0.5338373 0.4288442 1.3531637 1.2350264 1.2225605 0.0002087 1.534246 up PREDICTED: glutathione transferase GST 23-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

€22176.graph_c0 2.0906329 1.8286566 1.412731 7.2047722 9.9135842 10.610918 9.057E-17 2.414761 up hypothetical protein MIMGU_mgv1a009135mg [Erythranthe guttata]

c22183.graph_c0 4.8965933 5.1618833 4.5813196 14.330867 20.448076 18.794756 1548E-19 1.90801 up PREDICTED: malonyl-coenzyme:anthocyanin 5-O-glucoside-
6&apos;&apos; &apos;-O-malonyltransferase-like [Sesamum indicum]

€22206.graph_c0 5.2906341 5.2292019 5.6454571 1.8650569 2.648415 2.8070544 1.19E-05 -1.107794 down hypothetical protein MIMGU_mgv1a010455mg [Erythranthe guttata]

€22209.graph_c0 0.2687127 0.0909834 0.1370421 0.8089563 0.7667815 1.1175911 1.437E-08 2.47818 up PREDICTED: receptor-like protein kinase HSL1 [Sesamum indicum]

€22267.graph_c0 0.5783682 0.9399821 0.8023043 6.671431 7.9218942 8.6107505 1.427E-16 3.360195 up PREDICTED: lipoxygenase homology domain-containing protein 1-like
[Sesamum indicum]

¢22287.graph_c0 0.4834525 1.418665 0.9862333 3.830073 8.2772957 4.6348472 0.0003893 2.567819 up -

€22291.graph_c0 5.0334542 4.3333541 5.0942729 8.7048698 12.208345 13.598705 9.382E-07 1.289726 up PREDICTED: ras-related protein Rab7 [Sesamum indicum]

c22340.graph_c0 1.0839533 1.4447598 1.7268752 0.490711 0.3465658 0.6112843 0.0006294 -1.511807 down  PREDICTED: cytochrome P450 71A1-like [Sesamum indicum]

c22346.graph_c0 18.952761 20.587034 19.837839 61313675 41194131 35390766 0.0066018 1.267522 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LULLusLosuou [5esamum

€22362.graph_c0 192.76588 195.97409 211.78415 37.431011 31.639995 26.226937 4.012E-70 -2.608635 down hypothetical protein MIMGU_mgv1a011867mg [Erythranthe guttata]

c22371.graph_c0 3.1248936 3.4663969 2.9141573 0.2263447 1.7983859 0.6042005 5.642E-05 -1.835732 down -

c22378.graph_c0 2.398669  2.1657732 3.0152912 5.1770498 8.5313769 7.3850363 8.247E-05 1.510107 up PREDICTED: transcription factor PCL1 [Sesamum indicum]

c22389.graph_c0 55899405 6.0707486 5885003 18011454 17.79489 10.774079 2.278E-24 1704947 up PreEDIC [ED: UNCNATACIENZea PrOteiN LUt-4usLogsso (sesamim

c22433.graph_c0 0.109542 0.1978124 0.2234635 2.7076254 3.9716319 3.15053  2.253E-16 4.24723 up PREDICTED: dirigent protein 18-like [Sesamum indicum]

c22443.graph_c0 20841194 12303844 13081726 3.0482018 4.1979602 2.8930897 0.0077042 1.171882 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LUt-AusLrosur (sesamim

c22488.graph_c0 11678977 13708527 12388934 2.812753 2.8229407 2.7003578 0.0071732 1.184489 up PREDICTED: dehydration-responsive element-binding protein 3
[Sesamum indicum]

c22518.graph_c0 14769632 14817325 2.3166428 18.222354 18.004194 24.117609 6.004E-35 3.554789 up rnZi'ar'nc]TED: DNA (cytosine-5)-methyltransferase CMTS [Sesamum

C22524.graph_cO 14444384 19266479 18751248 10.902368 11549737 17.069073 5.452E-13 2.950839 up PreEDI TEL: Unenaracterized protein Lot 0o Lo Lyl Lsesamtm

€22526.graph_c0 0.1838963 0.5396337 0.5252026 2.5058479 1.8520758 1.6074498 2.106E-06 2.305784 up hypothetical protein MIMGU_mgv1a014603mg [Erythranthe guttata]

c22529.graph_c1 10.238027 12528285 14.145677 13426131 3.6032507 4.1016286 3.944E-11 -2.002978 down | oo !=E 5O QOMAN-CONEINING PrOIN L5565 [S€samum

€22532.graph_c0 2.3166696 2.4016222 2.3804829 123.22631 132.09879 128.7107 8.39E-228 5.798538 up unnamed protein product [Coffea canephora]

C22540.graph_c0 3.9263768 3.3425701 3.2954311 18011898 1506428 14761598 0.0060206 -1.096987 down . ~CDICTED: probable WRKY transcription factor 71 isoform X1
[Sesamum indicum]

¢22552.graph_cO 1.8571866 1.8488515 2.0691709 0.8903406 07993287 0.711655 00002831 -1.220908 down ~EDICTED: pentatricopeptide repeat-containing protein At3g26540
[Sesamum indicum]

€22564.graph_c0 3.4080893 2.3279574 2.780973 55.145793 86.118179 82.995112 3.669E-34 4.752739 up PREDICTED: polygalacturonase-like [Sesamum indicum]

c22577.graph_c0 49839689 39706382 3.2604509 16103553 2.3621208 11022188 0.0060997 -1.228213 down | oo L UNCNATACIENZEN PTOTEIN LULAUOL1 foBL [SEsamUm

c22578.graph_c0 0.6602346 0.59613  0.8260773 2.9570326 4.4920553 5.4112327 2.611E-09 2.659203 up PREDILTEL: CYSIEINE-TICI repeat SECrewory protein ou |sesamum

indiriml



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€22593.graph_c0 1.1487536 0.7053074 0.7873938 5.9992548 5.3682235 8.4476741 6.434E-13 2.947103 up hypothetical protein MIMGU_mgv1a007264mg [Erythranthe guttata]
c22603.graph_c0 1.3002399 1.2702238 0.9914124 4.3230161 5.0376825 6.6504154 1.408E-12 2.206447 up PreEDIL TEL: UNenaracterized protein LOGL0o.4rsugs [sesamtim
¢22634.graph_c0 11659143 2.1631054 2.5152832 6.1747135 7.2276668 1077228 3.399E-06 2.083762 up F;E;ﬁ;ﬁ%ig:‘n?rEp"Ca“O” licensing factor MCM3 homolog 2
c22642.graph_c0 24371252 3.2273935 2.5189874 0.7208217 1.3090683 1.0078872 0.0021593 -1.39609 down -

€22666.graph_c0 0.1864232 0.1683227 0.0760599 8.1525263 9.1372863 11.564458 2.813E-27 6.10466 up hypothetical protein Osl_01464 [Oryza sativa Indica Group]
c22670.graph_c0 1.0754378 0.8091829 0.4753388 3.8623904 7.8224333 6.418602 3.545E-08 2.971342 up ;iiﬁéfgf;;g:ﬁﬁ':ﬁ:gizam;"Ogydoma'”'CO”ta'”'”g family A
c22683.graph_c0 16851897 15714558 19837523 53577642 5.6759015 6.1382965 2.574E-08 1.752252 up PIEDIL [ELD: GIYCOTAe Genyarogenase rir, peroxisomat 1sesamum
c22704.graph_c0 5.6066352 5.7583275 4.9752783 1.7767058 1.7880941 3.003714 0.0030078 -1.277311 down -

c22756.graph_c0 0.9829997 0.8875565 11586173 7.4761468 10.046757 8.900438 2.01E-26 3.161856 up FIREDIL TELD: UNCNATACIENZEA PTOTEIN LUL LU0 105433 [5esamum
c22766.graph_c0 16.030125 14.208262 16925311 4.4641028 6.0011608 5.8075307 7.537E-15 -1.501399 down o) NCNATACIETIZEN PIOTEIN LOLLUALLLSIS LNICONANa
c22770.graph_c0 13872102 22545374 12225084 6.8225576 7.0786483 7.3849396 7.828E-09 217171 up PrEDIS TED: UNCNATACerize protein Hut-4ustovule (sesamim
c22778.graph_c0 3.1343625 3.6651279 4.0670259 35.040869 45.677449 4978233 B8.709E-43 3.622369 up EE:ELE:EE%';&YZU%AUTY PROTEIN: 4-coumarate--CoA ligase 1-
€22778.graph_c1 3.2164838 3.6600666 3.5594223 38.872364 43.42892 46.117861 7.381E-80 3.66075 up 4-coumarate coenzyme A ligase [Paulownia fortunei]
c22797.graph_c0 24658752 3.295152 4.1852387 12252650 16556386 10.468469 6.891E-11 2.313907 up PreEDIC [ED: UNENATACIENZe PIOTeIN LUt-dusLraore (sesamum
c22799.graph_c0 0.1676132 0.3178119 0.2598649 2.0608822 3.0160428 2.8735218 1.104E-18 3.450956 up FrEEDI TEL: Unenaracterized protein LOG 0oL fbo L [sesamtim
€22827.graph_c0 0.3230577 0.3977602 0.6949783 8.115535 26.186653 36.900761 2.269E-05 5.674214 up unnamed protein product [Coffea canephora]

¢22837.graph_c0 23.515631 23591566 27.876717 3.5189757 2.8507685 2.725954 2.253E-48 -2.996775 down  PREDICTED: cytochrome P450 86B1-like [Sesamum indicum]
c22838.graph_c0 53367878 67744114 51744977 23875664 22764034 14871006 8.328E-06 -1.443688 down | oo ! L7 UNCNATACIENZEN PIOTEIN LULAGOLLLLUY [5EsamUM
c22864.graph_c0 17.408692 16.35479 15.183047 69.059256 79.87964 86.647964 3.357E-44 2.305782 up FrEEDI TED: NADFTICYI0CNToMmE Fasy [EAUCtase-iike 1sesamim
€22886.graph_c0 1.8002641 1.1307615 1.5648052 8.3837494 12.034785 14.036802 8.569E-15 2.971956 up PREDICTED: alcohol dehydrogenase-like 4 [Sesamum indicum]
c22901.graph_c0 3.7689376 6.2520183 5.2210658 24.886952 42.842651 44.782813 1.659E-10 2.916445 up PREDICTED: laccase-14-like [Sesamum indicum]
€22914.graph_c0 2.6458664 1.464207 2.2286507 12.117065 13.180398 19.926877 1.904E-10 2.871154 up PREDICTED: hexose carrier protein HEX6-like [Sesamum indicum]
¢22923.graph_c0 7.8504986 7.6692694 8.2962209 16.721086 19.874202 20.539341 9.382E-07 1.300865 up PREDIL | ED: UNCTATAcIenzea proein LUk Lusoser st sotantm
€22943.graph_c0 39.179571 32.664461 35.854441 9.1899743 9.9323435 6.1122384 3.258E-19 -2.049337 down PREDICTED: dof zinc finger protein DOF3.1-like [Sesamum indicum]
€22951.graph_c0 323.5922  379.26215 388.26932 22.31937 25.628834 28.284943 3.3E-104 -3.800654 down PREDICTED: 1-Cys peroxiredoxin [Phoenix dactylifera]
c23062.graph_c0 2.8961325 3.7547801 2.9085791 0.0941298 1.3960672 1.0888294 5.107E-05 -1.874641 down -

€23065.graph_c0 0 0.0457413 0.0620073 1.573277 3.2313498 2.7140771 4.141E-15 6.154607 up PREDICTED: beta-glucosidase 12-like [Sesamum indicum]
c23084.graph_c1 26.587377 18.24449 20.827279 9.4364084 11.266157 8.9295679 0.0006109 -1.107466 down =o' !EL:EIONGALON OT Tl ACIOS PrOLEIN S-1IKE LFOPUILS

arnhratiral



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c23103.graph_c0 8.4065243 6.6608783 6.4863406 10.728378 21.11817 23.929615 0.0037039 1401519 up e A PR L AR L feon T ISEATE
c23106.graph_c0 0.1097449 0.0990894 0.089551 8.0683669 4.5684681 2.5993598 7.744E-05 5.733374 up -

€23112.graph_c0 200.81928 215.11933 210.58055 35.654924 27.70723 24.972322 1.5E-77 -2.778015 down hypothetical protein MIMGU_mgv1a018508mg [Erythranthe guttata]
c23113.graph_c0 38.219574 43.394528 41.582481 97.404908 101.28784 96.021571 6.468E-18 1.300239 up -

c23144.graph_c0 0.881961  1.1944921 10795004 7.1868246 10.489806 13.002746 2.11E-12 3.314879 up FIEDIL TED: WAL LTEIAE0 PIOTEIN AL2g59oLUtIKe [5esamim
c23146.graph_c0 3.3341457 4.6063068 3.441768 10.183796 9.9793505 7.6569508 8.114E-06 1.334572 up FrEEDIL TEL: Unenaracterized protein LOG 109400032 [Sesamuim
c23151.graph_c0 6.8417661 5.4188362 8.5211543 18.94244 20.228401 27.211476 4.78E-10 1.712997 up PREDICTED: copper transporter 6-like [Sesamum indicum]
c23152.graph_c0 41.697815 36.766187 39.103446 18.933153 12.058306 18.551322 1.218E-07 -1.199863 down -

€23190.graph_c0 0.8358614 0.686095 1.3021071 23.887267 31.325962 44.823519 1.06E-16 5.17972 up hypothetical protein MIMGU_mgv1a015689mg [Erythranthe guttata]
c23196.graph_c0 3.5120923 2.8539811 2.3643169 1.6694384 0.3537135 0.0990304 0.000901 -1.958705 down BnaC01g07200D [Brassica napus]

€23198.graph_c0 0.2873839 0.0432468 0.1954191 13.964075 23.797828 29.118069 6.098E-20 7.020231 up PREDICTED: peroxidase 27-like [Sesamum indicum]
€23198.graph_c1 0 0.231023 0.4175692 6.1622513 10.994792 14.4293 2.578E-09 5.634428 up hypothetical protein MIMGU_mgv1a009974mg [Erythranthe guttata]
c23201.graph_c0 6212079 47735531 57161129 23287728 57.505394 70.81013 0.0001499 3.208369 up PREDI TEL: CYIOUNTOME FASU [DLLIKE LBER VUIGATS SUDsp.
€23217.graph_c0 0 0 0 2.69428 2.7400924 3.4521899 5.579E-22 Inf up hypothetical protein MIMGU_mgv1a016855mg [Erythranthe guttata]
€23230.graph_c0 7.5800477 9.3165383 8.3225709 26.460468 23.555119 23.812932 2.889E-16 1.594219 up PREDICTED: tetraspanin-8-like [Sesamum indicum]
c23258.graph_c1 2.7719515 2.7530936 2.1864935 0.468487 1.240763 0.7294997 0.0003753 -1.631761 down -

c23261.graph_c0 12.312239 16599572 14.694134 50058129 41445909 40.195918 1819E-12 1641107 up PreEDIC [ED: UNCNATACIENZea PIOTEIN LUG-AUsLo 181 (5esamim
€23279.graph_c0 0.8132503 1.1014332 0.6636056 5.7341293 7.0984262 9.2871393 1.281E-15 3.137589 up unnamed protein product [Coffea canephora]

€23283.graph_c0 0.5742678 0.51851 1.0649951 43.013852 55.10218 75.369289 7.297E-28 6.362792 up unnamed protein product [Coffea canephora]

¢23287.graph_c0 1.6138935 1.3697628 15539702 3.3549953 6.1115087 6.0433204 8.965E-06 1.804662 up [PSFZE;T']E;ES&SU?“S]L esteraselipase At5g33370-like isoform X1
c23299.graph_c0 1.1637528 1.1720012 1.5339899 11.460722 16.709238 16.003292 2.311E-31 3.547874 up PREDICTED: B-box zinc finger protein 21 [Vitis vinifera]
€23342.graph_c0 0.8862212 0.8535196 0.915989 39.541942 20.151577 12.727611 0.0002774 4.82967 up PREDICTED: beta-D-xylosidase 1 [Sesamum indicum]
c23354.graph_c0 1.0064587 0.5111651 0.3593022 2.152846 27030273 2.4122237 4.833E-06 1.99241 up [PSFZE;T']S;ES&ESE;'VE late blight resistance protein homolog R1A-10
€23376.graph_c0 1.7187516 1.8670954 1.0080377 11.029386 17.274008 17.295452 1.514E-19 3.346152 up 4-coumarate coenzyme A ligase [Paulownia fortunei]
c23392.graph_c0 14831805 3.4935873 3.1572921 9.1300712 8.7129765 8325301 1G606E-06 172848 up PreEDIC [ED: UNCNATACIENZea PIOTeIN Ut-4usL08/6s [5esamim
€23400.graph_c0 0.2801649 0.2168251 0.326589 1.1668546 1.0749052 1.5348194 5.334E-07 2.236869 up hypothetical protein MIMGU_mgv1a026825mg [Erythranthe guttata]
c23414.graph_c0 53.073745 55.907385 62.034051 13.407931 16.446826 13.116349 4.699E-29 -1.952922 down PREDICTED: mannan synthase 1-like [Sesamum indicum]
c23432.graph_c0 3.5446261 2.1541592 2.7811404 15.034519 14.188068 11.993733 2.088E-12 2.325508 up PREDICTED: beta-galactosidase-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

€23435.graph_c0 0 0 0.1444898 4.0401462 6.0633972 5.9914964 3.437E-23 6.829127 up hypothetical protein MIMGU_mgv1a016138mg [Erythranthe guttata]

c23458.graph_c0 5.1955233 6.4153558 4.0561747 11533889 10.785693 11.561471 3.545E-07 1.156352 up PreEDIL TEL: UNenaTacterized protein LOG 105400553 [sesamtim

c23482.graph_c0 45570199 5.0024408 4.4230472 12221558 10.467311 12.010828 1.908E-10 1.355488 up F;E;:ﬁ;ﬁ%iz:;”]e’threon'”e'p"’te'” Kinase APK2/AIPK19-like

c23494.graph_c0 04173862 0.3768606 0.3405837 13430181 1.3796508 1.158797 4.067E-05 1.81736 up PIREDIL TED: O-ACYITTANSIENASS WS LAIIKE 1S0T0rM 204 [esamim

¢23519.graph_c0 0 0.0527979 0.0477155 3.6319773 2.1986512 1.780739 3.275E-08 6.297437 up -

c23541.graph_c0 10.005652 8.8587448 7.3718573 19.332188 26.350204 34.732024 1.028E-05 1.650446 up PREDICTED: non-specific lipid transfer protein GPI-anchored 2-like
[Nicotiana tomentosiformis]

c23542.graph_c0 6.8037947 8.201987 7.7425673 1.8647159 4.1978107 4.6457963 0.0008225 -1.058878 down fofni'zt'oc;ﬁ%iz]'bo’dke'Ch'repeat protein Atlg57790-like [Nicotiana

c23565.graph_c0 4.682088  2.9408601 4.4849882 1032155 0.9567627 04592027 1.120E-06 -2.257594 down | i !0 PROINLOFSRAFED LOTTLEDON S [Sesamum

c23586.graph_c0 4.980539  4.2775058 4.1962443 9.7520975 9.2080483 8.0836437 0.0003564 1.056358 up FrEEDI TEL: ILican Bndo-d,3-Deta-gilicosioase 14-like 1>esamim

c23589.graph_c0 2490801 25517044 3205054 6.5574147 7.9116171 7.8877151 1738E-05 1476832 up FTEEDIS [ED: CRICIM-0EPENAENT PTOTEIN KINAse s-iike >esamum

c23594.graph_c0 1.2972183 1.6644313 11142311 3.9809846 3.7589606 4.0812951 0.000214 1.579411 up PrEEDI R UNCNATACIENzea PTOeIN LUGLusLouleL [5esamim

¢23637.graph_c0 0 0.1411526 0.2126086 5.4824713 6.9976067 6.9941461 2.448E-28 5.818978 up PREDICTED: uncharacterized acetyltransferase At3g50280-like
[Sesamum indicum]

c23640.graph_c0 0.382902  0.3951139 0.3124449 6.6563183 4.3337726 3.3932434 9.079E-07 3.775144 up -

c23652.graph_c0 10.725808 2151145 20172383 10310056 9.202214 9.4627651 5.205E-05 -1.039378 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLOYLLS [SEsamUm

€23673.graph_c0 4.3952602 7.3357417 5.8688243 10129686 12519703 13520001 1435E-06 -2244853 down  -DICTED: EPIDERMAL PATTERNING FACTOR-fike protein 4-
like [Fragaria vesca subsp. vesca]

c23690.graph_c0 20.353493 10.908737 21.353508 48.834865 51327899 58.210581 7.528E-17 1401921 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LULLusLruary (sesamum

c23716.graph_c0 20.905995 14.400364 15.652183 52726582 62.514004 38.40775 3.366E-06 1.634588 up hypothetical protein [Arachis diogoi]

€23716.graph_c1 42.678444 41.449018 34.825262 183.66068 158.92785 117.30656 1.118E-07 1.998874 up PREDICTED: abscisic acid receptor PY L4-like [Sesamum indicum]

€23817.graph_c0 10.587921 11.736137 8.0074871 1.0911358 2.1962594 2.3301265 4.338E-09 -2.402385 down hypothetical protein MIMGU_mgv1a012373mg [Erythranthe guttata]

€23864.graph_c0 1.9777018 0.9236272 1.9476758 45.815441 34.707751 38.151107 3.619E-37 4.659097 up PREDICTED: histone H2AX-like [Sesamum indicum]

¢23868.graph_c0 0.2580585 0.0776675 0 21807206 55445018 5.142039 2.915E-08 5.289052 up PreEDI TEL: UNenATacterized protein LOG 105104033 [Sesamiim

€23907.graph_c0 1.72706 1.1340896 2.0498427 3.6486263 3.6544438 3.6006922 0.0047017 1.192059 up hypothetical protein MIMGU_mgv1a015138mg [Erythranthe guttata]

€23921.graph_c0 14.640517 18.268975 16.778852 84.449026 87.696323 88.686392 3.377E-27 2.433573 up PREDICTED: pectinesterase-like isoform X2 [Sesamum indicum]

€23936.graph_c0 43.021767 43.591419 45.615584 91.073873 98.128974 100.90093 6.95E-14  1.173903 up actin [Ipomoea nil]

¢23950.graph_c0 5.1684394 6.3733878 52012804 0.8189222 13816517 2.1860161 1878E-09 -1910094 down o0\ CTED: LOWQUALITY PROTEIN: HIACA ribonucleoprotein
complex subunit 4-like [Sesamum indicum]

¢23951.graph_c0 5.0910667 5581775 5.3741732 0.3585168 05425786 13671689 L1.18E-11 -279475 down | < oW'!EU: UNCATACIENZEN PrOWEIN LULLUDL00L44 |S5ESaMUM

indiriml



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€23967.graph_c0 0.3000017 0.6771834 0.6527971 9.8237504 8.2585155 12.23756 1.101E-26 4.259126 up PREDICTED: high mobility group B protein 7-like [Sesamum indicum]
c23979.graph_c0 5.49326  4.0903061 4.7153101 2292401 24.668408 28.846376 2.035E-36 2.457584 up ZEE)?rLCIT[EGDI;Z?:eeg]‘::]”"NADP reductase, leaf isozyme, chloroplastic
¢23987.graph_c0 6.1414857 7.2796988 7.0539642 10.662573 14.344371 15298173 1.605E-06 1.013225 up PrEEDI TEL: 1SOPROSPRIONpIQ ACYITANSTErase L-11ke [sesamum
€23996.graph_c0 0.6763082 1.1067903 0.7933016 0.2946867 0.4540871 0.3337224 0.0067093 -1.214148 down Quinohemoprotein ethanol dehydrogenase type-1 [Theobroma cacao]
c24030.graph_c0 0.197622  0.1784341 0.2822014 5.3857506 10.216932 11.033243 2.674E-14 536832 up PreEDI TEL: UNCNATACTETIzed PTOTeIN LOGL09L00.44 [Sesamtim
c24031.graph_c0 2.7173132 4.3865231 3.0235082 0.6262536 0.5528664 0.835855 1.268E-06 -2.288139 down | bor PCAIPOEIN MINMGU MGVAAUEO!{IMG, PATUAl ERmTAnte
c24038.graph_c1 5.7633054 4.9707218 4.6326189 13520468 22.524538 15.426117 1.701E-06 1779421 up PREDICTED: luminal-binding protein 5 [Sesamum indicum]
c24097.graph_c0 0.8804379 1.0509371 12315045 32049157 2.4490245 3.9484675 1597E-06 1.654482 up FIELIL TEL: PIOTIN STACYITANSIETAse Lo 19070rm A4 >esamum
€24101.graph_c0 17.479117 22.080651 24.560186 68.256586 66.415346 75.85157 1.972E-24 1.756408 up PREDICTED: methionine gamma-lyase [Sesamum indicum]
€24101.graph_c1 6.85532 6.1897112 9.3522767 28.784376 26.609943 35.156321 6.319E-13 2.0558 up PREDICTED: methionine gamma-lyase [Sesamum indicum]
c24115.graph_c0 0.0592032 0 0.0483093 1.3507994 4.014773 3.1383811 2.17E-08 6.32959 up :i'ig'\ﬂ;;é?eramo' 8-hydroxylase-like isoform X1 [Beta vulgaris
c24123.graph_c0 2.9047158 3.292308 3.0258184 12534268 1.161872 1.2547031 0.0038275 -1286332 down | o != 1ASCICIMIIKE ATADINOGAIACEAN PTOtEIN L 1>esamum
c24123.graph_cl 2.1918647 24879465 19920487 0.3175257 0.588665 09888636 0.0001525 -1.78756 down | o' =H: TASCICIIMIKE ATADINOGAIACIAN PrOTEIN L |Sesamum
c24158.graph_c0 1.2750037 1.0814385 1.6078794 0.3917966 0.3112958 0.4793501 0.0002072 -1.703477 down -

c24169.graph_c0 1166563 13166213 10708941 7.3935226 6.0702191 7.7299866 6.968E-09 2.620246 up PrEDIC [ED: £TYATOXYISOTIAVANONE denyoraiase-nie (sesamum
c24236.graph_c0 2.5868675 3.0184415 3.3773804 24.466721 20.094311 17.191836 4.839E-15 2.82861 up PREDTL | ED: UNCTATActenzea protein Ut 1o f5ggo sotantm
€24237.graph_c1 1.9765966 1.626043 1.6128867 5.4563824 4.5417237 5.8954255 7.466E-06 1.65094 up hypothetical protein MIMGU_mgv1a021532mg [Erythranthe guttata]
c24238.graph_c0 91.550685 81.60585 95.192839 10.754469 11.551293 13.200641 9.327E-45 -2.875059 down -

c24238.graph_c1 2.439995 2.2030867 2.21224  13.574278 15.108418 13.760101 7.33E-11 2.671051 up PREDICTED: metallothionein-like protein 1 [Sesamum indicum]
C24247.graph_c0 6.8373566 5.5086543 6.0042327 27.867266 74.511241 94.9134  0.0002536 3.444611 up PREDICTED: cytochrome P450 71D11-like [Sesamum indicum]
€24250.graph_c0 1.7414153 2.1128248 2.3534992 6.208234 8.6960852 11.416369 6.001E-07 2.117669 up hypothetical protein MIMGU_mgv1a016982mg [Erythranthe guttata]
€24292.graph_c0 29.193156 33.605859 25.986956 65.721917 57.368421 53.295438 7.013E-08 1.0363 up hypothetical protein MIMGU_mgv1a016421mg [Erythranthe guttata]
c24294.graph_c0 29.36742  27.088315 28.216104 10.980144 10.50186 8.3403006 9.028E-10 -1.456342 down  ZPT2-14 [Petunia x hybrida]

c24304.graph_c0 3.4439821 3.3583604 3.8219554 0 05549663 0.3107517 2.8E-11  -3.60644 down -

c24314.graph_c0 2.9409414 3.1295719 3.1282901 8.3211156 6.2764317 4.9755409 0.0043217 1.139383 up hypothetical protein MIMGU_mgv1a013918mg [Erythranthe guttata]
c24321.graph_c0 12.132535 12.127598 10.209936 4.2817646 4.4018089 55908421 1.118E-09 -1.232143 down [PSFZE;T']E;E"?&igﬂr‘i‘qaraaer'zed protein LOC105168724 isoform X1
c24323.graph_c0 182.04986 160.68221 185.64771 43.155551 88.826791 11314308 9.292E-05 -1.079821 down  PREDICTED: alpha-xylosidase 1 [Sesamum indicum]
€24348.graph_c0 3.6994049 3.0618645 3.4211754 8.2843738 13.826796 19.054337 0.0003331 2.046016 up hypothetical protein MIMGU_mgv1a011727mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

C24355.graph_c0 42.91908  41.994742 39.674072 92530786 75.357586 81.928253 1.136E-09 1.049337 up PREDICTED: uncharacterized endoplasmic reticulum membrane
protein C16E8.02 [Sesamum indicum]

c24366.graph_c0 8.4439793 7.9921827 8.2207431 46.578095 74.367663 68.636973 2.82E-18 2.976935 up rnZiBETED: chaperone protein dna) 20, chloroplastic-like [Sesamum

¢24370.graph_c0 0 0 0 20974255 2.4518267 2.1880484 1.939E-22 Inf up hypothetical protein SELMODRAFT_117229, partial [Selaginella
moellendorffii]

c24417.graph_c0 2.2234231 1.822231 1.7305584 0.2601556 0.2756033 0.2700657 4.76E-09 -2.800295 down PREDICTED: transcription factor TGA3 [Sesamum indicum]

c24418.graph_c0 0 0 0.026675 2.0304331 2.7655685 3.1708853 9.57E-28  8.252555 up PREDICTED: patatin-like protein 1 [Sesamum indicum]

c24438.graph_c0 1.2171887 1.2480252 1.2962311 7.6097796 9.7238323 10.377755 7.564E-31 2.918047 up PREDICTED: ornithine decarboxylase-like [Sesamum indicum]

C24442.graph_c0 0.6609523 0.4475834 0.4044987 3.979577 9.7630888 8.7503248 8.232E-07 3.922724 up -

c24454.graph_c0 1.3919115 1.6392595 0.9876421 3.375279 3.4131671 4.777982 0.0001552 1.564804 up hypothetical protein TRIUR3_08605 [Triticum urartu]

c24465.graph_c0 86.453862 118.46891 118.24272 6.9369406 8.3858013 8.1415725 1.75E-33  -3.74502 down legumin-like protein [Perilla frutescens]

c24475.graph_c0 04582489 05378825 02617491 3020494 3.8767378 3.7730013 2078E-12 3.123265 up PreEDIC [ED: UNCNATACIENZea PrOteIN LUt-4usLoroat (5esamum

C24482.graph_c0 37.133275 40.199658 40.268305 96.888964 118.94527 13653274 6.101E-17 1.620291 up rnZi'ar'nc]TED: probable methylenetetrafydrofolate reductase [Sesamum

€24492.graph_c0 79.205229 73.832138 72.50206 214.81905 202.14341 199.62893 4.982E-25 1.494441 up hypothetical protein MIMGU_mgv1a017195mg [Erythranthe guttata]

c24500.graph_c0 55089383 4.3771682 5.8438233 21.088615 29.500504 33.179653 4.137E-15 2.448998 up -

c24502.graph_c0 9.2738665 7.4072667 9.8958299 0.4521273 0.718461 0.4023001 1.691E-13 -4.041844 down -

c24523.graph_c0 43.997563 47.814421 43.841624 62.708065 91.810658 112.09577 0.0013256 1.008642 up PREDICTED: anthocyanidin 3-0-glucoside 6&apos;&apos;-O-
acyltransferase-like [Sesamum indicum]

c24534.graph_c0 70.815181 61.451552 63.030942 250.89527 213.25118 205.42693 3.408E-18 1.823317 up conserved hypothetical protein [Ricinus communis]

c24542.graph_c0 2.3811742 1.7916476 2.2128824 0.5030523 0.2664615 1.2682366 0.0007487 -16119 down -

€24548.graph_c0 2.2570568 1.817596 1.8915166 15.464788 9.0106869 7.9122731 0.0004631 2.495316 up PREDICTED: S-norcoclaurine synthase-like [Sesamum indicum]

c24558.graph_c0 1.3976242 13145037 1.9007498 7.8983457 5.0047639 6.3054061 4.427E-07 2.106659 up PreEDIL TEL: Unenaracterized protein Lot LosLousru [sesamtm

c24550.graph_c0 65.271953 71.14201 71.077293 10.505432 10672547 10.818731 9.0L1E-61 -2.65113 down | oo ! EL: UNCNATACIENZEN PIOMEIN UG 400105440 [5€samUm

C24566.graph_c0 5.4967586 6.954811 6.2853350 25.807425 24.134812 29.733996 3.469E-29 2.129988 up PREDICTED: 2-C-methyl-D-erythritol 4-phosphate
cytidylyltransferase, chloroplastic isoform X2 [Sesamum indicum]

C24575.graph_c0 8.6169592 9.3950868 9.0545451 20.14504 22.814918 25901761 2.29E-12 138592 up PREDICTED: magnesium protoporphyrin IX methyltransferase,
chloroplastic [Sesamum indicum]

c24582.graph_c0 4.3800076 3.4547121 3.4097263 10.912517 12.371751 22.429282 0.0006755 2.057988 up PREDICTED: protein TIFY 10B-like [Sesamum indicum]

c24644.graph_c0 0.8454992 0.1090581 0.5913604 2.0669126 1.9463496 2.0434738 5.165E-06 2.01155 up hypothetical protein MIMGU_mgv1a016118mg [Erythranthe guttata]

€24673.graph_c0 9.5850845 9.8304704 9.7562492 4.0640448 3.4084121 3.4654892 5.332E-07 -1.369666 down PREDICTED: UDP-glycosyltransferase 89A2-like [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

C24676.graph_c0 3.7585635 3.8784348 3.3648901 9.0656986 9.6616902 11.094609 1.115E-11 1.478573 up Eg'é?('gfsz%'7‘?8\2’33#“?“":[;155?E'N:“”Chara"te”ze" protein
€24693.graph_c1 3.8623676 4.6498078 5.0557886 1.1219623 1.728848 1.1798272 9.083E-05 -1.714567 down PREDICTED: mitoferrin-like [Sesamum indicum]
€24749.graph_c0 1.1705425 1.7072841 2.1307263 35.039301 42.07727 33.513552 1.676E-49 4.505104 up predicted protein [Hordeum vulgare subsp. vulgare]
€24765.graph_c0 1.3099669 0.6989139 1.1660971 7.3966818 10.714377 8.4619581 1.075E-15 3.101381 up hypothetical protein CICLE_v10022284mg [Citrus clementina]
c24783.graph_c0 0.3221724 0.0581783 0.315468 3.8387459 4.0666858 4.2151106 2.068E-16 4.161539 up -

c24796.graph_c0 3.6497711 4.0558783 2.5200014 6.7615939 7.7662963 8.2963342 0.0005718 1.198062 up hypothetical protein L484_021121 [Morus notabilis]
C24797.graph_c0 1.2433059 18134124 3.0435824 64.31218 62.223277 50.806376 4.12E-60 4.904938 up Fgf;;ﬁ;ﬁ?&ﬁ;?:fb'e pectinesterase/pectinesterase inhibitor 17
€24866.graph_c0 3.5257166 4.334831 3.917557 9.9841718 8.8645496 7.9108623 2.802E-05 1.229648 up PREDICTED: acidic mammalian chitinase-like [Sesamum indicum]
c24896.graph_c0 144.6271  165.41431 149.30122 284.07327 313.14785 357.39606 1.869E-14 1.094648 up Fgf;:ﬁ;ﬁ%&';?'”eth'azo'e synthase 2, chloroplastic-like
c24896.graph_c1 136.11355 166.137 ~ 141.38156 278.69866 288.41652 338.91303 4.683E-13 1.070517 up PREDILTEL: TIEMINE [IAZOIE SYNMASE £, CIOToPIAsHE Lvins
c24911.graph_c0 2.7536113 4.8689117 3.1831428 1.0907516 0.9244152 1.6175737 0.0014743 -1.532014 down PREDICTED: auxin-induced protein 10A5-like [Sesamum indicum]
c24918.graph_c0 12.324468 13.470542 11.776884 2.6722133 4.1374488 7.4989611 0.0001727 -1.362617 down -

c24937.graph_c0 0.5224823 0.497961 0.7105688 5.0039296 4.4435327 5.7947541 8.011E-18 3.17978 up PREDICTED: putative cyclin-A3-1 [Sesamum indicum]
€24946.graph_c0 13.128572 15.384809 13.020619 2.3457337 6.1891074 6.5767112 4.197E-08 -1.432057 down hypothetical protein MIMGU_mgv1a010693mg [Erythranthe guttata]
€24966.graph_c0 2.5379537 3.6282626 3.5378721 6.5681301 6.2481234 7.3948066 0.0098487 1.100097 up hypothetical protein MIMGU_mgv1a019945mg [Erythranthe guttata]
€24971.graph_c0 0.9713719 1.5149179 1.3330621 3.3020836 2.4309228 2.3405794 0.009975 1.128889 up PREDICTED: zinc transporter 8-like [Sesamum indicum]
c24986.graph_c0 3.9758245 5.2650353 4.5419365 20.382586 21.948805 10.164301 0.0009838 1.975751 up -

€25059.graph_c0 6.8837073 6.5135833 6.2531447 21.035242 16.092237 13.769536 5.935E-05 1.422162 up PREDICTED: lysine-specific demethylase IMJ706 [Sesamum indicum]
c25082.graph_c0 11.24852  12.829084 12.446658 22.822152 28.71347 26.316633 1.442E-10 1.130369 up PREDTL | ED: GRIAL)-SIETOILo(0)-agsatirase-iike Lsolantm
c25102.graph_c0 1910021 19640935 22512556 19.906750 19.378895 24.504621 4.058E-35 3422771 up PrEDIS TED: UDIGUINN-COMUGANNG Enzyme =2 2071k (sesamim
c25122.graph_c0 184.72747 180.7942 194.76397 368.89501 516.40205 55071168 8.303E-10 1.39312 up FIEEDI TED: PEARLLLIIKE 1PIA TANSTET protein £ 1sesamim
c25141.graph_c0 7.2657929 59111305 65772932 33577861 12196002 11524132 3.328E-07 -1.721352 down b r HCAIPrOITIMIMGY _MGVLAULAL4MY, paruar LETYIrane
c25142.graph_c0 6.2330393 6.2098322 4.8583729 39.975874 44.660704 33.261896 1.067E-29 2.80383 up uncharacterized protein LOC100499662 [Glycine max]
€25198.graph_c0 88.232142 83.853767 91.695378 680.5245 370.57313 263.95023 0.0098601 2.375684 up hypothetical protein MIMGU_mgv1a026311mg [Erythranthe guttata]
€25203.graph_c0 80.545827 72.92162 70.824835 129.7923 173.55261 176.2363 7.576E-12 1.133032 up hypothetical protein MIMGU_mgv1a012619mg [Erythranthe guttata]
€25208.graph_c0 0.0719884 0.2599951 0.0587419 4.3800289 7.1535022 5.5212082 1.926E-22 5.485321 up unnamed protein product [Coffea canephora]

c25218.graph_c0 26.438344 28.213846 25.408258 12750096 10.960745 7.4393173 4.620E-16 -1313213 down | oo ! = NMONOIG ULIGILICOSYITANSIETAsE- ke |sesamum
c25222.graph_c0 2.0019618 1.6067411 14002152 14.661885 1655661 21.432809 2.229E-27 3.431742 up PREDIL | EL: TTUCLOSE-1,0-DISPNOSPRalase, Chioropiasuc |>esamum

indiriim]l



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c25224.graph_c0 23.045302 25.07432 24.291977 91781613 86.688316 89.784203 4.018E-40 1.932321 up e ST AT TTYEIGRE &, HTOTORITE IS

€25228.graph_c0 13.294721 11.146466 12.742546 45473755 4.6757049 4.1652341 0.000161 -1.431336 down SPLEEE'\Z:;?: serine/threonine-protein kinase HT1-like [Fragaria vesca

c25231.graph_c0 0.2984476 0.5389403 0.4383554 12.748854 10.019187 7.2035151 4.12E-13  4.604477 up PREDICTED: ectonucleotide pyrophosphatase/phosphodiesterase
family member 3 [Eucalyptus grandis]

025236.graph_c0 2.3224433 14336281 2.8233044 7.3897093 12.283745 10.611389 2.895E-10 2.2355  up PreEDIL TEL: UNenaracterized protein Lot 0o Lo /293 [sesamtim

c25241.graph_c0 0.4034257 0.5142432 0.4066491 1.082905 17845436 1.980656 5.302E-06 1.90504 up PREDICTED: organic cation/carnitine transporter 7-like isoform X2
[Sesamum indicum]

(25258.graph_c0 2.2717617 2.2250173 1.9794162 3.6117334 7.1870394 9.5542393 0.0061069 1.680871 up PREDICTED: uncharacterized protein At4g06744-like [Nicotiana
tomentosiformis]

€25264.graph_c0 1.0859052 1.2384892 1.0259987 0.2173366 0.306989 0.8057698 0.0065889 -1.304128 down PREDICTED: F-hox protein At3g07870-like [Sesamum indicum]

€25291.graph_c0 1.8191169 1.4108586 1.2560177 29.444119 41.871824 44.296639 8.204E-42 4.723148 up PREDICTED: purple acid phosphatase 22-like [Sesamum indicum]

€25305.graph_c1 0.6871875 0.3722795 1.0093309 1.6550155 2.9529065 2.7127263 3.024E-05 1.854091 up hypothetical protein MIMGU_mgv1a002668mg [Erythranthe guttata]
PREDICTED: LOW QUALITY PROTEIN: microtubule-associated

c25327.graph_c0 8.6538194 9.2910105 9.0023112 19.073418 22.086126 21.727974 2.017E-16 1.262134 up orofein TORTIFOL 1AL [Sesamur indicum]

¢25329.graph_c0 8.4307892 7.5532028 7.7327209 15118705 14.129567 17.691002 6.131E-07 1.026291 up PREDICTED: probable plastid-lipid-associated protein 13, chloroplastic
[Sesamum indicum]

€25330.graph_c0 5.8613011 6.2738241 5.7856135 15.068969 14.122996 15.087645 1.682E-12 1.347989 up PREDICTED: probable aspartyl aminopeptidase [Sesamum indicum]

c25352.graph_c0 47763305 5.0182733 4.676936 12072008 18.736218 20.405776 266E-08 1.856991 up PTeEDIC [ED: TANSCTIPHON TACor briL-rio 1S0T0MM 2z >esamum

€25353.graph_c0 515.55858 510.27845 575.03798 67.604325 69.568895 61.639204 4.921E-69 -2.966999 down hypothetical protein MIMGU_mgv1a005193mg [Erythranthe guttata]

€25364.graph_c1 4.8987215 2.0272479 4.8300911 7.5031341 11.511854 9.4388272 0.0027492 1.309738 up leucine-rich repeat protein [Dasypyrum villosum]

c25389.graph_c0 60.23967  63.623415 68.926954 12338071 10.950179 13518542 5.347E-56 -2.346566 down | ! VACUOIGT CALION/PIOTON EXCRANGEr S7ilke Sesamim

c25406.graph_c0 4.7324223 45867649 5192458 2.1012374 25132328 19902922 0.0006553 -1.005351 down | o 'L UNCNATACIENZEN PIOMEIN LUG4U0L0u000 15€samUm

C25414.graph_c0 7.3223983 8.7601569 7.5434503 2.3204108 2.9498441 2.6841043 0.0002033 -1.532003 down  PREDICTED: protein SOMBRERO-like [Sesamum indicum]

c25434.graph_c0 0 0.0445428 0.0402551 9.536261 12.421122 17.360105 2.927E-30 8.891506 up hypothetical protein MIMGU_mgv1a005366mg [Erythranthe guttata]

C25449.graph_c0 2.1741395 2.6425594 2.4223017 5.4057685 5.8300455 7.2150304 1.724E-07 1.389476 up PREDICTED: F-box/LRR-repeat protein 17-like [Sesamum indicum]

¢25464.graph_c0 5550536  5.0995366 5.7806793 67.394726 60.020168 56.068441 1.341E-53 3.526055 up PREDICTED: alanine--glyoxylate aminotransferase 2 homolog 3,
mitochondrial-like [Sesamum indicum]

c25466.graph_c0 3551938 25863444 34593238 4.5749615 6.6929472 8.076931 0.0041601 1.044541 up PreEDIC [ED: UNCNATACIEMZEa PIOTEIN LULAUSLI L3 [5esamim

c25486.graph_c0 0.1384011 0.0999705 0.135521 1.087688 2.5647378 3.6527333 4.703E-05 4.313972 up [PSFZEEH']S;E"?&(1:;?2]]'”Ocyc'Opmpa”e'l'carboxy'atesymhase7

C25506.graph_c0 4.2419686 4.6885705 4.1775658 2.1322616 2.4552063 1.5260679 0.0038236 -1.057223 down | oW!\!1EL:SEMNE ACELYITANSIEIASE L, CHIOTOPIASUC-IIKE |Sesamum

indiriml



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
(25519.graph_c0 3.378501 4.495429 4207792 14650654 08357242 1.3036064 00001706 -1.695794 down . <EDICTED: ethylene-responsive transcription factor CRF4-like

[Sesamum indicum]
€25527.graph_c0 0.1489112 0.0896352 0.2025171 10.633247 13.064311 13.044414 3.536E-47 6.417253 up Early nodulin 20 precursor, putative [Ricinus communis]
€25537.graph_c0 18.840337 18.763713 19.193658 35.942887 36.492712 42.499257 2.331E-11 1.057376 up hypothetical protein MIMGU_mgv1a020674mg [Erythranthe guttata]
€25559.graph_c0 37.065684 38.856759 38.140909 11.918968 10.950127 9.9453373 2.883E-25 -1.752722 down PREDICTED: dipeptidyl peptidase 9 [Sesamum indicum]
C25564.graph_c0 41.379252 40.80344 37.889977 219.32886 248.15407 310.61945 5.438E-27 2.734038 up rnZi'ar'nC]TED: low-temperature-induced cysteine proteinase [Sesamum
€25565.graph_c0 0.9293894 1.6503312 1.2133986 10.288473 13.229031 19.497248 3.178E-10 3.53819 up PREDICTED: glucan endo-1,3-beta-glucosidase 12 [Sesamum indicum]
c25595.graph_c0 0.8766462 0.653872 1.3062659 3.6718362 3.633053 3.8690263 5.517E-07 2.018561 up -
c25609.graph_c0 17.285338 15.561405 17.280313 37.926842 40.24676 38.022466 8.991E-13 1.254189 up rnZi'ar'nC]TED: histidine-containing phosphotransfer protein 1 [Sesamum
C25645.graph_c0 2.2618843 2.4098779 2.1409878 4.7503042 546723  3.4185178 0.0083138 1.045231 up -
€25690.graph_c0 143.81036 168.05798 172.19385 380.11516 387.25734 495.78136 3.281E-14 1.423281 up lipid transfer protein 2 [Tamarix hispida]
c25692.graph_c0 1.8009833 1.9286529 1264529 2.9730518 3.2058305 4.0153447 0.0067122 1.068841 up FrEDIL TEL: UNCNATACIENZEA PIOEIN LOGLLU0L1 1 159 [5esamtm
€25695.graph_c0 10.937804 9.8758115 9.5862816 3.5944928 3.8079293 2.2845415 0.0002839 -1.604979 down PREDICTED: plasma membrane ATPase 4-like [Cicer arietinum]
c25701.graph_c0 0 0.5633189 0.1018187 10.913498 14.912695 24.34728 3.499E-11 6.272913 up unnamed protein product [Coffea canephora]
€25703.graph_c0 4.383915  3.3440508 2.8371204 1.1497107 2.3344599 0.5967533 0.0044085 -1.336103 down hypothetical protein MIMGU_mgv1a015966mg [Erythranthe guttata]
c25711.graph_c0 4.0110107 4.1269015 4.0341036 0.7094304 2.0041481 1.4729095 0.000841 -1.512707 down -
€25720.graph_c0 2.3157039 1.4188002 1.1135116 3.5643235 5.1086634 4.8505503 4.509E-05 1.516253 up PREDICTED: transcription factor ICE1-like [Sesamum indicum]
¢25720.graph_c1 0.6216522 0.3929056 1.0145263 2.679166 2.5043306 3.5758587 1.258E-06 2.14861 up FREDI | ED: TTANSCTIPUON Tactor ILELAIKE, partar Liconana
c25727.graph_c0 0.1653251 0.2239096 0.2698079 19908368 4.1070977 3.4496358 3.572E-09 3.887035 up HOMEONOK-IELICING ZIPPET A1 ME~13 “IIKE PIOTEIN L0ssypitim
c25784.graph_c0 22.250176 20.457424 21.677831 53.99874 6177375 81.072931 3.834E-10 1.649219 up FrEEDI TEL: Unenaracterized protein Lot 0o toasss [sesamum
c25787.graph_c0 2.6657032 3.2001734 3.0556269 8.4474377 7.1502288 7.0153807 0.0002165 1.386661 up PrEDIS [ ED: UNCNATACIENZea PIOTEIN LULAUsLI/ 10 (5esamum
€25813.graph_c0 7.4811127 6.9876655 6.4202783 23.380158 18.706236 11.347377 0.0089318 1.406025 up PREDICTED: root phototropism protein 2-like [Malus domestica]
€25818.graph_c0 90.73385 99.552686 101.57035 525.40226 607.84792 599.48294 1.217E-63 2.609112 up PREDICTED: kirola-like isoform X2 [Sesamum indicum]
C25846.graph_c0 0.7619225 0.8408211 0.5181021 4.6143436 3.5809914 3.1032324 4.032E-09 2.462848 up PrEEDIL TEL: QILCAN End0-4, 5-DEtA-gILCosIaase o-1iikce [sesamtim
C25849.graph_c0 4.3446971 3.3732756 3.9220259 24.26371 23.985191 25.472062 4.333E-58 2.704615 up PREDICTED: cell division cycle 20.2, cofactor of APC complex-like
[Sesamum indicum]

€25850.graph_c0 2.2813428 1.9514261 2.841324 0.5073281 0.8061789 0.6771262 4.581E-05 -1.795049 down PREDICTED: vacuolar iron transporter 1 [Nicotiana sylvestris]
c25870.graph_c0 30.332877 30.964701 23.738165 7.3450628 13.259806 18.206204 0.0004029 -1101412 down | o !=t HANSCTIPHON TACIONDIVATILATATIKE [Esamim
€25886.graph_c0 8.195291  8.5095163 7.7275357 26.085761 25.066875 30.965055 1.915E-19 1.790077 up hypothetical protein MIMGU_mgv1a010584mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

€25922.graph_c0 1.8106213 0.9008199 1.2663876 3.2318697 4.9619914 6.5015787 6.617E-05 1.917339 up hypothetical protein MIMGU_mgv1a027056mg [Erythranthe guttata]

€25927.graph_c0 11.121176 12.336551 14.778941 26.784128 29.014562 25.265881 0.0007404 1.125481 up Sﬁgz:sc]TED: V-type proton ATPase subunit H [Beta vulgaris subsp.

c25928.graph_c0 57880772 4.985662 3.9243529 14.563018 18.178437 25.614822 5.912E-07 2.024714 up BnaA07g08260D [Brassica napus]

c25931.graph_c0 8.9479054 8.38347  8.5016508 25636310 3.8268896 4.8732682 3.623E-05 -1.164484 down | EDICTED: putative GATA transcription factor 22 [Nicotiana
tomentosiformis]

¢25945.graph_c0 0 0.0753355 0.0340418 9.2013087 1.9047173 14.163035 4.153E-05 7.900294 up -

€25953.graph_c1 5.3617837 6.051485 4.7781481 9.2109861 11.17898 13.288466 0.0008499 1.094031 up PREDICTED: probable pectate lyase 5 [Sesamum indicum]

C25055.graph_c0 41.79396  41.834697 40.458027 101.09267 122.01942 117.44913 2.02E-25 1.495465 up PREDICTED: probable xyloglucan endotransglucosylase/hydrolase
protein 7 [Sesamum indicum]

€25956.graph_c0 0.3861575 0.9007155 0.7877535 5.9961684 5.7904529 6.7145619 8.404E-19 3.198389 up PREDICTED: protein POLYCHOME-like [Sesamum indicum]

c25958.graph_c0 18.842025 19.795505 22.350606 45.85072 49.978936 67.362111 1.678E-08 145762 up -

¢25980.graph_c0 8.1076362 9.3315439 9.9115306 17.805983 18.584119 22.475885 4.192E-10 1.145372 up PREDICTED: thioredoxin-like protein CITRX1, chloroplastic
[Sesamum indicum]

€25987.graph_c0 1.6740424 0.8691144 1.2977047 7.1616556 6.519119 8.1189072 3.519E-13 2.546295 up hypothetical protein MIMGU_mgv1a011925mg [Erythranthe guttata]

¢25990.graph_c0 29.997699 29.288204 35.213788 3.4567538 2.5698327 3.5614512 5.379E-47 -3.256379 down  PREDICTED: espin-like [Sesamum indicum]

c25995.graph_c0 2.9884897 3.9524775 3.400278 1.6006186 1.5826173 1.2343247 0.0035535 -1.182422 down -

¢25997.graph_c0 3.6001687 3.4312045 3.1009143 7.3205809 7.6881227 5.4422732 0.0001274 1.057306 up PREDICTED: LOW QUALITY PROTEIN: ADP-ribosylation factor-
binding protein GGA3 [Sesamum indicum]

€25999.graph_c0 20.039997 29.625561 26.439633 112.63901 169.05857 161.01898 2.303E-19 2.575524 up PREDICTED: glutamate decarboxylase [Sesamum indicum]

c26000.graph_c0 5.7537205 7.2184132 59799333 14970385 1114218 13.662111 0.0001746 1.116005 up PreEDIC [ED: UNCNATACIENZea PrOTeIN LUt 4usLovas. (sesamim

€26004.graph_c0 10.144985 10.130992 9.974822 25.400951 28.979168 31.82016 6.953E-19 1.549569 up unnamed protein product [Vitis vinifera]

¢26007.graph_c0 0.1929494 0.1088845 0.1968064 2.0789097 2.5910032 2.3666576 3.654E-17 3.856601 up F;E;:ﬁ;ﬁ?cjizj':g]“c checkpoint serine/threonine-protein kinase BUB1

c26014.graph_c0 14079411 12931568 15252219 3.0770157 28359608 32307339 0.001414 1.15569 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LUL-AusLraLLy (sesamum

€26020.graph_c0 6.0381805 5.3265796 6.0031406 1.5835528 1.7707812 1.8787143 5.437E-05 -1.691403 down PREDICTED: leucoanthocyanidin dioxygenase [Sesamum indicum]

c26026.graph_c0 0.3656065 0.1650542 0.3729149 4.0550399 4.6640364 5.9792201 1.385E-15 4.060112 up -

¢26027.graph_c0 0.4008512 0.1608582 0.4361217 1.1291298 3.0502491 3.114548 0.0003346 2.8947  up PREDICTED: probable xyloglucan endotransglucosylase/hydrolase
protein 32 [Sesamum indicum]

¢26030.graph_c0 0 0 0 6.2035125 8.3517505 8.2797721 4.596E-28 Inf up PreEDIL TEL: UNCNATACETIzed PTOTeIN LOGLO0LrA 4 [5esamtm

c26030.graph_c1 0.1073859 0.0969594 0.087626 3.5391078 8.6521283 7.1459821 4.787E-10 6.078005 up -

¢26035.graph_c0 40.689349 38.18097 40.733313 306.33888 333.67517 335.88737 9.881E-77 3.068793 up PRELILTEL: POIYPNENOI 0X1UaSE 1, CIOTOpIasuc-1ike [Sesamum

indiriml



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -
c26039.graph_c0 10.636519 9.2771202 8.4431408 12657108 81.909489 66.593986 1.494E-06 3.331397 up e TR PR L R LTS TR
C26040.graph_c0 5.4856861 54131806 5369084 16338851 21938192 2.2821611 4674E-08 -1376483 down ~EDICTED: pentatricopeptide repeat-containing protein Atlg06710,
mitochondrial [Sesamum indicum]
C26045.graph_c0 2.5627154 2.3879362 2.3253642 6.9126601 7.4883084 9.5962406 2.677E-13 1.760138 up PreEDI TEL: Unenaracterized protein Lot 105100819 [sesamtim
c26048.graph_c0 15.397411 13.619977 14.124047 48.047583 45739827 48.923919 4.915E-31 177787 up FIREDI TEL: UNCNATACIENZEa PTOTEIN LUL LU0 LoALLS [5esamum
¢26050.graph_c0 17.183576 18.67169 19.872073 45703486 39.107812 38.661756 7.718E-12 1.193017 up FrEEDIL TEL: Unenaracterized protein LOGL0sLes( o [sesamtim
€26064.graph_c0 0.3677926 0.5396337 0.4126592 3.3799809 2.654642 2.6445141 8.453E-10 2.764488 up PREDICTED: basic leucine zipper 9-like [Sesamum indicum]
¢26066.graph_c0 0.4822727 1.0341866 0.9592307 1.0485702 2.6714132 4.1815804 0.0013069 1.862797 up PrEEDIL TEL TGN or Fepearion compiex SURURIT o [Sesamim
c26068.graph_c0 8.0994335 11.887846 11.679044 0.8907121 0.7946117 05422712 3.084E-22 -3.781776 down  EDICTED: flavonol synthase/flavanone 3-hydroxylase-like
[Sesamum indicum]
€26074.graph_c0 1242.653  1420.56 1543.2281 432.2842 418.35904 447.23427 5.812E-17 -1.654411 down PREDICTED: embryonic protein DC-8 [Nicotiana sylvestris]
¢26079.graph_c0 2.8066639 2.7584158 2.5131561 0.8185751 1.3674778 1.2046006 0.0017668 -1.218554 down rnZi'ar'nc]TED: putative E3 ubiquitin-protein ligase XBAT3L [Sesamum
c26085.graph_c0 1.6270947 2.203671 1.1380251 5.4507935 4.2137913 4.9811666 0.0002313 1.606369 up PIEDIL [EL: CYCIORTIENON SYNMASE-HIKE 1S010MMm A4 [>esamdm
€26089.graph_c1 17.378655 19.071437 16.955353 37.788407 51.516137 55.665369 1.855E-11 1.476659 up Phosphoenolpyruvate carboxylase family protein [Theobroma cacao]
C26096.graph_c0 4.0318445 2.9212907 2.9650187 17.224817 17.111307 23.13016 1.378E-21 2.574134 up [PSFZEEH']S;Eir%iEm‘"’]‘kO'd lumenal 16.5 kDa protein, chloroplastic
c26098.graph_c0 13512093 14.700185 16.448262 50540381 2.379618 2.6232808 2516E-08 -2.093818 down | '-!ERr DLIGIVCOSYITANSIETASE 5L 1S0TOMM A LVIHS
€26098.graph_c1 15.687204 12.96711 16.090933 4.1309735 3.7086996 4.1741175 2.72E-10 -1.854159 down PREDICTED: UDP-glycosyltransferase 73C3-like [Sesamum indicum]
¢26107.graph_c0 1.269223  0.9256068 1115343 7.6110208 5.4408549 6.6070639 7.902E-12 2.617091 up PREDICTED: LOW QUALITY PROTEIN: anthranilate synthase alpha
subunit 1, chloroplastic [Sesamum indicum]
¢26109.graph_c0 0.9787999 0.8837645 0.8681442 1.6183056 1.042985 2.3999309 0.0066537 1.163292 up PreEDIL TEL: UNCNATACTETIZEd PIOTEIN LOGLO9Lo054 1 [5esamtm
€26120.graph_c0 3.0273167 2.8137767 3.2694693 0.1128631 0.0797099 0.3012748 4.205E-17 -4.171176 down PREDICTED: cytochrome P450 76C1-like [Sesamum indicum]
C26125.graph_c0 1.9504634 1.9401791 1.6455135 3.3942516 3.4626203 4.3997751 0.0035329 1.063719 up PREDICTED: cytochrome P450 90B1 [Sesamum indicum]
€26134.graph_c0 10.125871 9.2279987 9.4187795 18.05561 22.17193 23.608589 1.514E-14 1.187381 up PREDICTED: probable methyltransferase PMT2 [Sesamum indicum]
c26138.graph_c0 1.9131598 2.8988618 2.5121516 4.9616395 5.9059049 6.2006137 7.407E-06 1.259201 up PREDICTED: glycerol-3-phosphate 2-O-acyltransferase 6-like
[Sesamum indicum]
C26146.graph_c0 2.0684128 2.5430916 2.5855782 4.5743187 6.0869684 3.8220183 0.0070879 1.048852 up PREDICTED: uncharacterized protein LOC100267130 [Vitis vinifera]
c26148.graph_c0 03211953 10440333 03145113 3.9085318 26741475 3477788 5.724E-09 2631812 up FTEEDIC [ED: PIOTEIN LIIUFL, CRIOTOPIASHC 1S0TOMM A4 [esamim
c26158.graph_c0 0.3693567 0.1333078 0.4822273 3.7454945 3.4719101 3.9150442 4.817E-13 3.530472 up F&E;;S;E%;:ﬁ;mate O-hydroxycinnamoyltransferase-like
c26161.graph_c0 65910129 7.4388334 8.0673191 0.3481081 0.1843892 0.4646167 8.58E-15 -4.425528 down | POUCUCAIPIOEIN MIMGU_MGVIAUU4sLMg, paruar|=rymranne

nnittatal



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€26161.graph_c1 15.575828 21.977513 20.461905 1.6677746 1.7927874 1.6149149 2.589E-29 -3.473134 down PREDICTED: beta-galactosidase 15-like [Sesamum indicum]
C26162.graph_c1 3.0594438 2.2444426 2.4964811 7.7561406 8.4734621 10.136383 3.307E-05 1.795827 up ;h’ftzg]e“ca' protein MIMGU_mgv1a0223741mg, partial [Erythranthe
€26163.graph_c0 4.4396736 4.6099004 3.47179  10.129704 23.101874 26.038566 0.0004875 2.271188 up PREDICTED: hyoscyamine 6-dioxygenase-like [Sesamum indicum]
c26177.graph_c0 63.293689 64.527301 50.025295 22206355 27.027413 27.407758 2.644E-16 -1.247226 down | 1! OFOWINTEQUIRBUNG TACIOT -NKE ISOTOMM 244 (o€samuUm
c26178.graph_c1 0.4322627 0.4203152 0.9767708 4.8048786 4.3757742 2.9252409 1.462E-08 2.772077 up FREDI | D 700X AoMain-containing protemn A-1ike priconand
c26182.graph_c0 0 00268336 0.0242506 17705461 4.0307141 46257049 1449E-11 770103 up FREDIL T2 3gMAnune CoUMmaToyITansierase-c-iike 1sesamum
€26184.graph_c0 8.6751072 9.6311574 11.123855 40.899643 62.7635  74.332057 7.235E-10 2.629345 up hypothetical protein MIMGU_mgv1a010851mg [Erythranthe guttata]
c26186.graph_c0 5.6015708 5.9412662 6.0852697 11.933811 10.558011 12.064899 3.519E-05 1.014411 up FIEDIL TEL: TOP GUANING NUCIEOtAZ EXCNANGE Tactor L4 1sesamum
€26191.graph_c0 1.5588583 0.9080664 1.1899501 2.7408585 2.4984527 2.6656645 0.0071213 1.155229 up hypothetical protein MIMGU_mgv1a008195mg [Erythranthe guttata]
€26193.graph_c0 2.9671099 5.258821 3.0488397 0.5571897 1.4756872 1.2394601 0.0023504 -1.756474 down PREDICTED: GATA transcription factor 2-like [Sesamum indicum]
c26203.graph_c0 1.7910369 2.004061 17214878 04456974 0.6639783 05700821 1232E-06 -1.6794 down | oo !t TECEPIOMTIIKE PTOMEIN KINASE 1SOTOMM AL SEsamiim
€26216.graph_c0 0.6888661 0.6219815 0.6870223 4.2689218 13.875561 15.193844 9.516E-05 4.084407 up PREDICTED: blue copper protein [Sesamum indicum]
€26227.graph_c0 0.7307305 0.560814 0.7751512 2.1303859 2.9928264 4.3269234 2.267E-05 2.225547 up PREDICTED: probable pectinesterase 53 [Sesamum indicum]
c26233.graph_c0 3.2598036 28732186 34832082 9.6742235 10.90875 10.358859 8.693E-13 1725024 up PreEDIC [ED: UNENATACIENIZE0 PIOTEIN UL 4Us. 7640y [5esamim
c26240.graph_c0 7.2938894 9.1122869 8.484681 3.6827107 3.3880452 4.8200477 4.813E-07 -1.024104 down | -br- ! NCNATACIETIZEN PIOTEIN LOLLUSLOFSIE [SEsamUm
c26248.graph_c0 9.86302  10.313675 10.518737 36.86667 36.653283 49.300094 1.823E-17 2.040088 up F;E;ﬁ;ﬁ%iggf:fsysmm”reac“"” center W protein, chloroplastic
€26259.graph_c0 1.5457725 1.9938395 2.2523888 10.170118 13.838174 15.940068 3.507E-18 2.82106 up putative cyclin-dependent kinase B1-2 [Oryza sativa Japonica Group]
¢26269.graph_c0 0.6218667 0.4491899 0.4566943 1.9312415 15031221 0.9819469 0.0032333 1.582371 up PIEEDIL TEL: POSpRolipase A1-1gammas, enioroplastc sesamdm
€26275.graph_c0 2.9175786 3.6612304 3.3491489 8.2740413 8.4333229 5.8562892 0.0004501 1.229247 up PREDICTED: CASP-like protein 4A3 [Sesamum indicum]
€26282.graph_c0 5.4709327 4.2031115 5.5215556 9.2464135 9.3443475 12.286977 0.0003057 1.061978 up PREDICTED: inorganic pyrophosphatase 3 [Sesamum indicum]
¢26286.graph_c0 1.0655355 1.8250861 2.2357756 3.6660358 4.3801358 6.3768745 0.0002761 152724 up Eié?r:]c;f'éegguﬂﬁmzme maintenance complex-binding protein
¢26289.graph_c0 0.1301537 0.1175166 0.1062044 1.8697669 1.1069128 2.1041004 3.177E-09 3.889872 up PTEEDIC [ED: TDOXIKEICH-TEPEAt PTOTEIN SIIreo-iike [oesamumm
c26291.graph_c0 12.368733 12.284587 10.092785 5.1215715 4.8720428 5.7661816 0.002344 -1.098665 down [PSFZ'SE;DH']S;ES&igﬂr‘i‘qaraaer'zed protein LOC105169169 isoform X2
C26294.graph_c1 5.4957445 4.7440259 54208032 14.85115 10.461629 9.8086741 0.0010788 1.215023 up [PSFZE;T']S;ES&EL?:]”'E BOI-related E3 ubiquitin-protein ligase 2
€26297.graph_c0 2.866032  3.4284512 3.3358533 7.8928124 8.0684352 9.0740801 7.393E-13 1.419019 up O-Glycosyl hydrolases family 17 protein [Theobroma cacao]
€26323.graph_c0 0.1760033 0.4540413 0.3487847 1.0836145 1.418066 2.1268978 2.977E-05 2.275754 up PREDICTED: putative glycosyltransferase 5 [Sesamum indicum]
026325.graph_c0 291.45287 322.60597 326.45068 48.876407 49.913718 45517006 8.463E-64 -2.661842 down | o'\ !EU: UNCTIATACIENZEN PrOWIN LULLUDLIODL |SESaMUM

indiriml



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

¢26326.graph_c0 0 0 0.0503568 1.6427262 2.4032289 2.2273339 3.346E-20 6.991393 up PREDICTED: MLP-like protein 423 [Cucumis melo]

¢26328.graph_c0 0.9811329 0.6286826 1.1105047 23228326 19.380074 26.165726 6.463E-51 4.702053 up PREDICTED: bifunctional L-3-cyanoalanine synthase/cysteine synthase
1, mitochondrial [Sesamum indicum]

€26333.graph_c0 23.605035 23.163675 25.605129 122.90951 135.83867 151.87693 3.197E-65 2.543369 up 4-coumarate coenzyme A ligase [Paulownia fortunei]

¢26336.graph_c0 1.6431444 19419549 2.3436615 6.9426884 67808927 7.4733438 2.445E-18 1.879431 up PREDICTED: uncharacterized protein LOC104091376 [Nicotiana
tomentosiformis]

¢26346.graph_c0 0.3700138 0.5396803 0.2090273 6.5301982 5.3126823 5.7784287 7.639E-27 4.024421 up fnzi'ar':]TED: G2/mitotic-specific cyclin-2-like isoform X2 [Sesamum

€26348.graph_c0 6.6828145 6.1467392 7.1094442 0.8708463 0.7548186 0.8453169 3.746E-17 -2.9687  down hypothetical protein MIMGU_mgv1a024370mg [Erythranthe guttata]

c26351.graph_c0 0.2117855 0.1274816 0.1267312 2.8098156 3.1283358 3.7104241 4.646E-32 4.410612 up PREDICTED: kinesin-like protein KIF22 [Sesamum indicum]

€26353.graph_c0 0.4804091 0.8218693 0.412642 1.6345604 1.5958053 2.0818197 5.188E-05 1.672526 up PREDICTED: cytochrome P450 711A1 [Sesamum indicum]

¢26367.graph_c0 0.9332333 0.9830592 0.7615107 25137515 2.7674469 1.8420055 0.0007304 1.455294 up PrEEDIL [EL: QENYATaton-Tesponsive protein rees [sesamum

c26372.graph_c0 10208847 11137971 08330335 3.5586278 3.8270549 3.4063279 3.281E-06 1.904694 up FTEEDIS [ED: PIOTEIN CNome pITEMNGENCE-1IKe o [>esamtim

c26373.graph_c0 0.9778958 0.9329264 14302966 2.0113532 2.4528802 3.1215523 0.0005316 1.218598 up rnZi'ar'nc]TED: condensin-2 complex subunit H2 isoform X1 [Sesamum

¢26376.graph_c0 0.4110318 0.5904232 0.3353986 0.7104723 0.9533684 1.2432755 0.0059977 1.156267 up PREDICTED: putative serine/threonine-protein kinase-like protein
CCR3 [Sesamum indicum]

c26388.graph_c0 0.206422 0.2631242 0.3071528 2.2625465 2.5273368 2.9855623 1.179E-21 3.361768 up PREDICTED: kinesin-like protein KCAL [Sesamum indicum]

C26407.graph_c0 2.2700838 1.5372546 1.6671328 7.1937459 7.0112294 7.4891136 4.758E-08 2.028508 up PREDICTED: EPIDERMAL PATTERNING FACTOR:like protein 4
[Sesamum indicum]

c26421.graph_c0 2.4037092 2.4169518 2.1397168 9.6946132 8.656368 4.2514885 0.0053446 1.749343 up fnzi'ar':]TED: homeobox-leucine zipper protein HAT22-like [Sesamum

€26422.graph_c0 37.687836 37.75659 43.393601 16.251961 16.258167 15.441297 1.305E-16 -1.267021 down hypothetical protein MIMGU_mgv1a006265mg [Erythranthe guttata]

€26423.graph_c0 15.775479 13.837706 12.477449 42.624293 42.22854 34.961367 1.461E-17 1.553321 up hypothetical protein MIMGU_mgv1a008823mg [Erythranthe guttata]

c26424.graph_c0 4.0247933 5.0596614 4.6231409 11.616228 9.3957861 8.9742057 5.078E-06 1.17635 up unnamed protein product [Coffea canephora]

€26427.graph_c0 0 0.2102695 0.0316715 1.0823764 2.8666165 2.8017223 5.133E-07 4.832445 up hypothetical protein MIMGU_mgv1a010556mg [Erythranthe guttata]

c26431.graph_c0 9.1072013 8.1847026 8.2609538 4.1880734 3.6972966 3.8698503 0.0005876 -1.075949 down hypothetical protein MIMGU_mgv1a020357mg [Erythranthe guttata]

C26438.graph_c0 34311096 4.7257173 3.9860953 0.14743  0.3123684 0.1967735 3.333E-15 -4.176973 down foiiat'oc;izizg(’bab'etrEha'Ose'phOSphate phosphatase J [Nicotiana

C26446.graph_c0 2.7008475 2.0416287 3.3826834 10.429803 8.097050 7.7218396 1.819E-06 1.738726 up PreEDIL TEL: Unenaracterized protein Lot 0oL ruors [sesamtm

€26452.graph_c0 9.1731534 7.8404541 7.947788 23.614576 49.791351 75.38784 0.0022997 2.602716 up PREDICTED: subtilisin-like protease [Sesamum indicum]

€26474.graph_c0 0.8982812 0.7394993 0.970134 4.018721 4.824994 5.2743548 1.079E-12 2.474064 up PREDICTED: acetylornithine deacetylase [Sesamum indicum]

€26478.graph_c0 5.1150131 3.6357438 4.3514178 12.829362 20.971295 23.997076 3.021E-07 2.173366 up PREDICTED: 21 kDa protein-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

€26489.graph_c0 24.521614 21.356807 24.104633 58.300667 81.468474 90.686734 5.196E-11 1.754354 up PREDICTED: L-gulonolactone oxidase, partial [Sesamum indicum]

€26496.graph_c0 15.239452 16.564341 17.544025 8.4896932 7.6577649 6.815092 5.221E-09 -1.058578 down PREDICTED: methionine gamma-lyase [Sesamum indicum]

C26497.graph_c0 0.6277148 0.8001425 0.3916901 1.1233056 1.2395896 1.832436 0.0034774 1243157 up Fsiffr:ﬁ;ﬁr%i::’anqara‘:ter'ze‘j protein LOC105170157 isoform X1

c26519.graph_c0 2.3982267 2.5984486 2.1441183 52075304 4.6766333 5.4333419 5.051E-05 1.14426 up FIEDIL TELD: UNCNATACIENZEa PTOTEIN LULLuo L0004 [Sesamum

¢26523.graph_c0 45037802 3.6104362 3.1942005 9.7104198 11643541 11.251345 2.979E-08 1.566864 up PREDICTED: epidermal growth factor receptor substrate 15-like
[Sesamum indicum]

026525.graph_c0 1.8336725 2.4739363 2.5281664 8.4156229 8.4907924 9.0808927 6.428E-16 1.967936 up [PSFZE;T']S;ES&EL?:]”'E receptor-like protein kinase At5g15080

C26527.graph_c0 4.6751961 3.9157775 4.2666889 13.645752 12.266966 10.09513 8.933E-10 1.531534 up PIEEDIL [EL: FDOXIKEICN-TEPEal Proein SIIPLTIKE [Sesamdm

€26528.graph_c0 177.1579  175.35939 203.43487 84.570643 76.017744 67.83942 8.221E-17 -1.238196 down unnamed protein product [Coffea canephora]

€26530.graph_c0 2.0573063 1.7718214 2.8926071 7.8634817 10.455509 11.244984 5511E-15 2.172328 up hypothetical protein MIMGU_mgv1a009832mg [Erythranthe guttata]

026547.graph_c0 2.3585725 2.3851182 3.3872536 10.045272 14.822434 15.109853 3.448E-10 2.331909 up -

c26569.graph_c0 9.2694895 9.1525892 9.5543088 22.674977 24530933 25.434061 1.815E-10 1416785 up FrEDI TR UNCNATACIENZEA PIOEIN LUGL00.L09 129 [5esamum

€26580.graph_c0 3.4231284 3.7376681 3.0747347 0.739996 1.2828044 1.316888 2.858E-05 -1.583271 down PREDICTED: transcription factor TCP5-like [Sesamum indicum]

c26585.graph_c0 1.6200402 2.0071639 2.4374992 7.8664168 55349463 5.6152628 5.989E-06 1.697432 up PREDICTED: probable isoprenylcysteine alpha-carbonyl
methylesterase ICMEL2 [Sesamum indicum]

c26591.graph_c0 9887.9202 10697.499 11635.043 3386.9316 2750.4004 3193.9919 1.965E-08 -1.741675 down -

C26595.graph_c0 8.2329145 8.7167221 8.2375365 2.5468384 3.0270989 1.7687114 3.137E-07 -1.735521 down fnzi'ar':]TED: homeobox-leucine zipper protein HAT22-like [Sesamum

c26598.graph_c0 43.286369 43.908484 41.418304 11009698 19.050992 23.148576 8.552E-12 -1.242047 down | oo 'L UNCNATACIENZEN PIOMEIN LUG400L04403 [5€samum

€26605.graph_c0 2.8066555 2.1821819 2.799143 9.437635 9.7363014 9.8044704 7.979E-11 1.936747 up hypothetical protein MIMGU_mgv1a010920mg [Erythranthe guttata]

€26610.graph_c0 1.4619843 1.0725282 1.4539288 4.5750202 5.2761317 8.0901215 1.498E-06 2.204673 up PREDICTED: DNA primase small subunit [Sesamum indicum]

€26612.graph_c0 5.7478571 7.2046303 5.7386031 10.714459 12.349529 15.406397 0.0004624 1.079329 up PREDICTED: gibberellin-regulated protein 9-like [Solanum tuberosum]

€26624.graph_c0 2.267818 2.2092818 2.8488283 13.162763 17.029739 16.12103 6.131E-31 2.697594 up PREDICTED: vinorine synthase-like [Sesamum indicum]

€26626.graph_c0 0.1944867 0.4097409 0.1057997 1.8900341 1.8281522 3.2903627 4.034E-07 3.342522 up -

c26629.graph_c0 0.6760081 08392614 08619017 25171144 3.2330344 4.3364661 2992E-07 2.120257 up PrEDIC [ED: YSINETTICN arapinogaiactan profein Ly 1sesamumm

c26648.graph_c0 7.2341188 3.5426338 6.6033357 9.6360383 11.196106 17.009886 0.00612  1.157425 up -

€26651.graph_c0 37.733157 37.186687 37.178069 13.436654 18.674626 16.891756 6.496E-11 -1.157078 down hypothetical protein AMTR_s00062p00211520 [Amborella trichopoda]

C26655.graph_c0 7.7162346 5.2252773 6.6899084 13.6525  18.132928 16.680716 0.0004946 1.340904 up BnaA05g08010D [Brassica napus]

c26663.graph_c0 1.6916762 12924365 15290518 21.080356 12.686299 10.978377 6.278E-06 3.363483 up PREDICTED: uncharacterized calcium-binding protein At1g02270

[Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c26665.graph_c0 8.1292051 8.1584873 6.781321 21949449 23.618007 26.04065 273E-2L 1674357 up e A TR EU R S RS BT

€26667.graph_c0 3.2615588 3.0037795 4.5776173 52.587864 35.826384 56.356842 2.081E-17 3.783531 up hypothetical protein CARUB_v10021660mg, partial [Capsella rubella]

c26682.graph_c0 25341116 1.9896219 19779094 15502227 15387062 21.746963 2.706E-16 3.056359 up PREDICTED: transcription factor bHLH35-like isoform X1 [Nicotiana
tomentosiformis]

¢26690.graph_c0 9.6204003 8.5192749 8.1795458 27928114 4.3137497 40784791 1.103E-08 -1.19986 down  <CDICTED: putative pentatricopeptide repeat-containing protein
At5g59900 [Sesamum indicum]

c26692.graph_c1 44297177 54112503 85049729 14.20263 14.346152 17.927496 0.0013523 1.380102 up FIEDIL TELD: TASCICHNTIKE Arapinogaiactan proein L1 (sesamm

C26694.graph_c0 5.1130151 4.2948609 4.4193111 12.60093 16.052481 17.260406 2.549E-22 1.76839 up PREDICTED: putative inactive cadmium/zinc-transporting ATPase
HMAZ3 [Sesamum indicum]

C26696.graph_c0 15991161 1.1594568 14037191 3.5318895 3.6765372 5.4928127 1.674E-06 1.647009 up PREDICTED: glutamate synthase 1 [NADH], chloroplastic isoform X1
[Sesamum indicum]

€26708.graph_c0 11.155897 8.5194574 9.8688036 46.717901 75.32297 64.264856 5.739E-16 2.69108 up PREDICTED: intracellular ribonuclease LX-like [Sesamum indicum]

€26715.graph_c1 3.8584223 4.2337769 4.2416498 6.5720588 8.2756014 9.8671817 1.292E-06 1.039114 up hypothetical protein MIMGU_mgv1a001258mg [Erythranthe guttata]

€26734.graph_c0 1209.2895 1213.802 1308.5701 560.33567 351.89552 250.57226 1.048E-15 -1.627371 down hypothetical protein MIMGU_mgv1a014589mg [Erythranthe guttata]

€26738.graph_c0 3.3681706 3.1097394 3.5336568 6.6769631 12.038439 11.625176 1.677E-05 1.631352 up PREDICTED: UPF0496 protein At4g34320-like [Sesamum indicum]

c26739.graph_c0 24.303702 17.89939  22.164754 53.035004 65.399979 67.830385 1.265E-16 1.57051 up PrEEDI TEL: TAL dOMaI-eontaining protein Luu-iiie (sesamm

€26752.graph_c0 1.520038 1.0979614 1.1726838 6.7962084 9.129591 7.761645 2.367E-19 2.681323 up PREDICTED: cytochrome P450 84A1-like [Sesamum indicum]

€26753.graph_c0 1.1220695 0.6754157 1.2716661 6.55841  4.6039905 4.2185304 7.259E-07 2.374584 up hypothetical protein CICLE_v10022498mg [Citrus clementina]

c26754.graph_c0 0.0313464 0.1698172 0.0511568 0.7946777 1.1365173 0.8838743 2.501E-12 3.519328 up PREDICTED: probable receptor-like protein kinase At5920050
[Sesamum indicum]

€26760.graph_c0 14.889546 12.607357 12.122748 52.384714 52.074008 50.940623 3.699E-40 2.014227 up PREDICTED: NAC domain-containing protein 18 [Sesamum indicum]

€26763.graph_c0 2.0220502 1.6109309 1.6014477 2.9400236 3.2743216 5.0307988 0.0051608 1.139556 up unnamed protein product [Coffea canephora]

€26764.graph_c0 13.396864 12.269789 12.87987 5.7943672 6.0320706 5.5003635 1.262E-12 -1.111543 down PREDICTED: dentin sialophosphoprotein [Sesamum indicum]

C26765.graph_c0 9.5484417 8.6648898 9.4441824 26.651828 26.744952 30.078427 3.256E-16 1.634583 up PreEDIL TEL: Unenaracterized protein Lot 100108032 [sesamiim

c26773.graph_c0 71.432231 65.716122 7053501 17.092935 17.669091 14.152656 3.225E-45 -2.042856 down | o' EU: TIAVOMOND SEAPOSMONOOXYGENAsEHiike Loesamumm

C26775.graph_c0 3.0023425 2.7724437 2.6169247 10.725127 10.628941 18.085815 2.988E-06 2.270104 up rnZi'ar'nc]TED: transcription factor bHLH35-like isoform X2 [Sesamum

C26777.graph_cO 13.942214 13828127 14.003618 48007550 57851188 51794165 5934E-12 -1.36644 down  ~EDICTED: pentatricopeptide repeat-containing protein Atsg47360
[Sesamum indicum]

c26779.graph_c0 1.8384499 0.9808783 1.2955028 8.0238899 8.2197992 10.414875 2.102E-27 2.734915 up PREDICTED: probable leucine-rich repeat receptor-like protein kinase
At1g35710 [Sesamum indicum]

C26780.graph_c0 7.3479053 8.0166507 8.55655 15523352 18500748 17265731 92E-08  -2182346 down . NCDICTED: desiccation-related protein PCC3-06 isoform X2

[Sesamum indicum]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c26781.graph_c0 0.3708786 0.1785966 0.3833363 1.7864407 1.5036988 2.3982899 4.727E-10 2.670473 up fnzi'ar':]TED: rop guanine nucleotide exchange factor 5-like [Sesamum

c26783.graph_c0 4.6679464 45127283 53479985 26.357303 43.688206 42.54449 2.143E-14 2.987062 up -

€26785.graph_c0 0.5099809 0.6139532 0.6319167 7.5657229 11.36299 13.037798 2.365E-20 4.21996 up 1-deoxy-D-xylulose-5-phosphate synthase [Andrographis paniculata]

€26786.graph_c0 1.2838468 1.1229685 1.1130841 1.9325024 2.4782523 3.2580549 0.0048006 1.158771 up hypothetical protein MIMGU_mgv1a013028mg [Erythranthe guttata]

¢26790.graph_c0 0.7391871 1.084552 0.7539633 3.9821308 22333734 2.3969274 0.0027121 1.794594 up -

c26792.graph_c0 1.0804157 0.9755141 06741727 29806906 4.0111073 3.1539682 8.268E-06 1.93274 up FIEDIL TELD: UNCNATACIENZEa PIOTEIN LU LUoLruTr [5esamum

c26803.graph_c0 14.374274 14.557416 14.457032 36.832037 34.253016 33.430985 6.824E-18 1.312285 up PREDICTED: probable sodium-coupled neutral amino acid transporter
6 [Sesamum indicum]

€26804.graph_c0 2.4385453 2.3176608 1.780377 0.3524865 0.7181091 0.3618928 1.445E-07 -2.156156 down PREDICTED: NAC domain-containing protein 45 [Sesamum indicum]

c26806.graph_c0 4.2701054 4.5068915 4.2798897 15817858 23041015 1.7813209 00001002 -1.167052 down . REDICTED: uncharacterized protein LOC105179467 isoform X2
[Sesamum indicum]

c26809.graph_c0 1.5165981 1.7568966 2.428364 6.4200898 6.8013067 7.0358051 8.796E-10 1.869031 up fnzi'ar':]TED: aluminum-activated malate transporter 2-like [Sesamum

c26818.graph_c0 29.068774 31757607 31.928837 9.9340726 12826058 12.281497 4.731E-20 -1.366735 down | oo ! L UNCNATACIENZEN PIOTEIN LUGL400L09519 [5€samUm

€26824.graph_c0 65.344814 57.14294 59.195638 117.42127 131.75962 135.8791 8.285E-15 1.12327 up PREDICTED: arabinogalactan peptide 22-like [Sesamum indicum]

c26839.graph_c0 45419362 4.1952171 57083736 42881502 54611448 67.537949 3.926E-23 3549393 up PIEDIL1ED: 0.4 KU PIONNS-TICN PIOTEIN-IKE, paruar L-ueumis

c26851.graph_c0 1.6171796 1.2831723 13995815 0.248472 0.263226 0.4421778 7.143E-06 -21362 down -

c26854.graph_c0 50.082148 50.141605 48.461306 176.01031 186.22352 221.2976 7.98E-42 2.012153 up PREDICTED: lipoxygenase homology domain-containing protein 1-like
[Sesamum indicum]

¢26856.graph_c0 61.394857 55.085888 50.83135 114.94286 131.42668 133.27681 2.024E-14 1.221699 up PREDICTED: dof zinc finger protein DOFL4-like isoform X2
[Sesamum indicum]

€26866.graph_c0 0.9385272 1.5951097 0.6532084 2.0294068 2.5947195 2.7708984 0.0013308 1.25286 up PREDICTED: methylthioribose kinase [Sesamum indicum]

c26871.graph_c0 0.6735503 0.6797001 0.7920872 1.2053288 1.4897163 1.7651469 0.0074606 1.09238 up PREDICTED: LOW QUALITY PROTEIN: anthranilate synthase alpha
subunit 1, chlproplastlc [Sesamum indicum]

¢26872.graph_c0 0 0.0652477 0.1769007 1.3740007 25715373 2.4044026 2.12E-13 4.741899 up PIEEDIL TED: WA LTEIAE0 PrOTEIN AToguruou-iiie [esamim

€26873.graph_c0 12.433454 12.364569 12.274044 3.4165727 3.6194445 2.5987489 3.114E-11 -1.90036 down hypothetical protein MIMGU_mgv1a015234mg [Erythranthe guttata]

c26875.graph_c0 6.9339381 7.8732995 12.516263 73.64349 61651255 85.010902 1.01E-26 3.05308 up PREDICTED: histone H2A [Nicotiana sylvestris]

c26877.graph_c0 0.3488699 0.4199957 0.512415 1.4445797 0.9057215 0.996824 0.001264 1.435898 up PREDICTED: short-chain dehydrogenase TIC 32, chloroplastic
[Sesamum indicum]

c26878.graph_c0 7.7148241 7.0501963 8.8896327 18.076532 24.549537 24.68031 1.183E-12 1.544605 up PREDICTED: probable receptor-like protein kinase At1g80640 isoform
X1 [Sesamum indicum]

€26889.graph_c0 8.8210575 8.7683536 8.3205208 0.4103244 0.9780501 1.0040365 5.643E-14 -3.409161 down PREDICTED: premnaspirodiene oxygenase-like [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€26894.graph_c0 0.6724567 0.7939854 0.50651  6.5568335 6.251553 8.6346619 6.375E-18 3.482917 up hypothetical protein MIMGU_mgv1a008083mg [Erythranthe guttata]
€26902.graph_c0 0.3639131 0.219053 0.0494917 3.3058881 4.2352036 2.8047426 9.073E-16 4.073808 up hypothetical protein MIMGU_mgv1a014026mg [Erythranthe guttata]
c26913.graph_c0 4.4765552 5.1175791 4.0947074 0.5048929 0.7756516 0.57005  9.561E-12 -2.778699 down -

c26916.graph_c0 7.3384487 6.7278685 7.8766733 23612831 2.6530087 15280404 3.932E-06 -1.702171 down o PoroiCal POTEIN MIMGLU_MGVLA0o8LAMY, Partal Erinrante
£26922.graph_c0 36.824366 47.323188 42.504534 8.1295466 9.1255829 9.8204798 2.869E-31 -2.187375 down F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105157862 isoform X2
€26928.graph_c0 2.946645 3.0406219 3.6311925 0.9147158 0.6460203 0.4069543 7.036E-07 -2.23628 down PREDICTED: probable protein phosphatase 2C 51 [Sesamum indicum]
C26934.graph_c0 20.920833 20.864367 22.296059 61.033182 52483473 60.313258 5.049E-24 1483477 up rnZi'ar'nC]TED: BAG family molecular chaperone regulator 7 [Sesamum
€26940.graph_c0 44.385753 49.01547 44.993132 15.933909 20.166425 20.325834 7.286E-16 -1.256597 down  PREDICTED: DELLA protein GAI-like [Sesamum indicum]
€26940.graph_c1 16.319944 16.785519 16.790925 7.7350384 8.7660331 5.7621689 0.0023798 -1.121384 down DELLA protein GAIP-B, putative [Ricinus communis]
€26940.graph_c2 47.37827 51364799 47.402086 19.171267 22.540615 23.649254 5.493E-11 -1.122126 down [Psiffnf;ﬁr?&i'gg;’]v QUALITY PROTEIN: DELLA protein GA
¢26943.graph_c0 0.0760249 0.0686434 0.0930535 3.2282999 4.6961088 5.3163091 1.748E-27 5.833378 up PREDICTED: dirigent protein 24-like [Sesamum indicum]
c26946.graph_cl 16046035 17897022 1412037 3.6292105 9.2526501 8.0425376 0.0008165 2.210476 up PTEEDIC [ED: PIOTEIN LTI PANIIL T 2. 4071 [Sesamim
€26947.graph_c0 98.983739 116.01015 108.48307 12.669613 14.382646 16.826952 3.016E-79 -2.843574 down hypothetical protein OsJ_02873 [Oryza sativa Japonica Group]
€26952.graph_c0 4.9996988 5.5744262 4.9142002 10.514466 14.546563 15.379247 6.895E-09 1.4205 up hypothetical protein MIMGU_mgv1a006305mg [Erythranthe guttata]
€26954.graph_c0 2.597932  2.7478072 1.4839239 1.0820088 0.5482099 0.5860308 0.0016492 -1.566829 down  PREDICTED: protein NRT1/ PTR FAMILY 4.4 [Sesamum indicum]
€26957.graph_c0 0.3316144 0.4790667 0.2705946 4.5397329 1.870282 4.413448 4.745E-05 3.374954 up PREDICTED: heat shock factor-binding protein 1 [Sesamum indicum]
c26958.graph_c0 15.534437 14.94242 15542399 8.1138969 6.2895292 6.0751106 0.0003374 -1.120503 down -

¢26965.graph_c0 25.150027 24.998458 24.966825 6.8295435 11.697582 14.083296 8.194E-11 -1.172417 down F;;E;:ﬁ;ﬁ%iizhz;e”e'r“po”s"’e”a”sc”pm” factor ERF118-like
€26968.graph_c0 54.60763 59.748304 55.788822 115.93751 124.09959 125.69977 2.244E-15 1.144857 up PREDICTED: V-type proton ATPase subunit E [Sesamum indicum]
c26975.graph_c0 6.6360705 7.2633105 6.4770814 23260672 2.8080261 4.0191086 2.766E-05 -1.118791 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUSLIDOS [SESamUm
€26976.graph_c0 3.0246359 3.4781128 2.7009158 11.86354 14.292248 16.92839 2.341E-22 2.264501 up PREDICTED: 12-oxophytodienoate reductase 3 [Sesamum indicum]
€26985.graph_c0 56.285353 54.161529 52.205798 174.47635 237.04452 296.24527 9.032E-10 2.156258 up hypothetical protein MIMGU_mgv1a004588mg [Erythranthe guttata]
€26987.graph_c0 66.893128 64.694969 61.662022 31.401263 27.736633 25.390214 2.853E-15 -1.147452 down PREDICTED: F-box protein At1g67340 [Sesamum indicum]
£26996.graph_c0 9.8176784 10.773708 8.8492345 24582932 36.832886 41.32843 1.773E-08 1.837418 up PreEDIL TEL: UNenaTacterized protein LOG 10047654 [5esamtim
c27021.graph_c0 0.0992836 0.1255014 0.1458264 0.9816248 16265207 18364717 1204E-11 3616053 up PrEDIS [ ED: UNCNATACIENZea PIOTeIN UL-4us109593 [5esamim
c27023.graph_c0 12.414545 13321043 12736116 92593597 90.420725 107.90756 2.718E-83 2.959859 up PREDICTED: UPF0483 protein C25G4.2-like [Sesamum indicum]
c2703L.graph_c0 17.157003 13.713491 15.319644 54.993325 101.97644 107.06513 1.865E-07 2.545969 up PREDICTED: uncharacterized protein LOC104093193 [Nicotiana

tomentosiformis]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

€27045.graph_c0 2.4528703 1.4925232 1.740454 10.679404 11.814767 13.291429 1.074E-16 2.692958 up hypothetical protein MIMGU_mgv1a002613mg [Erythranthe guttata]

C27045.graph_c1 2.2948353 2.2662731 17847903 10.817371 11.893042 12.375297 2.036E-19 2.507347 up PrEEDIL [EL: CYSIEIMETICN TECEPTOT-IIIE PrOTeIN Kinase £ [sesamum

€27050.graph_c0 8.1422081 8.7985179 10.531408 30.358666 29.078956 35.952147 4.822E-23 1.8366 up hypothetical protein MIMGU_mgv1a016029mg [Erythranthe guttata]

€27052.graph_c0 28.652185 27.173523 45.199272 5.0315656 3.2466577 4.3142547 1.3E-08 -2.956659 down PREDICTED: L-idonate 5-dehydrogenase-like [Cucumis sativus]

c27054.graph_c0 16649895 15033204 14979632 6.2232507 7.452718 5.8744793 4.05E-09 2.10738 up FIREDIL TEL: UNCNATACIENZEa PTOTEIN LULLusLoouo  [5esamum

c27063.graph_c0 7.6427087 7.4091183 6.4825611 16.239638 14.476146 15538781 3.278E-11 1.146986 up FrEEDIL TEL: Unenaracterized protein Lot 0o Leosul [sesamtim

c27064.graph_c0 7.5970081 8.7401854 7.698878 2.3297824 3.9489951 5.4589695 0.0078319 -1.003257 down PREDICTED: gibberellin 3-beta-dioxygenase 1-like [Cicer arietinum]

¢27077.graph_c0 9.4000546 10.290174 8.5490734 31650802 27.324241 30.895462 7.29E-29 1714416 up PREDICTED: LOW QUALITY PROTEIN: 4-coumarate--CoA ligase-
like 7 [Sesamum indicum]

€27079.graph_c0 213.1842 204.3606 212.11969 968.37448 757.49496 940.22497 1.722E-20 2.127067 up hypothetical protein MIMGU_mgv1a008423mg [Erythranthe guttata]

€27083.graph_c0 0.4936851 0.5571892 0.3021323 9.152065 11.684324 10.161915 4.496E-27 4.557473 up MYB117 [Jatropha curcas]

¢27086.graph_c0 3.2398153 3.1690203 2.2030524 70.099166 98.914714 96.428194 3.463E-62 4.982441 up [PSFZE?;S;E"?&?SX]’”O"]' 3&apos;,5&apos;-methyltransferase-like

c27087.graph_c0 6.6361784 6.8412658 6.1412258 23.720758 26.153557 29.279655 4.097E-35 2.051908 up PIEDIL TELD: SKEIACYILOA (IOIase £, peroxisomat Loesamtim

€27089.graph_c0 2.2170664 2.755907 2.5154037 3.5994874 6.1582491 6.6453865 0.0011633 1.163472 up PREDICTED: high affinity nitrate transporter 2.5 [Sesamum indicum]

c27091.graph_c0 24.226534 23.645703 25299025 28259738 3.792117 26821702 5.888E-49 -2.936076 down oo ! UNCNATACIETIZEN PIOTEIN LOLLUSLIOAGS [SEsamUm

c27101.graph_c0 0.0600771 0.0361626 0.0490224 0.6092167 1.7210433 1.0615682 9.21E-06 4.572608 up PREDICTED: UDP-glucuronate:xylan alpha-glucuronosyltransferase 1-
like isoform X1 [Sesamum indicum]

c27104.graph_c0 5.0831368 5518778 59290611 9.6055817 16541152 18.00847 0.0001584 1449204 up PTEEDIC [ED: PIOTEIN GLULAMINE DUNMFER OIS [Sesamim

€27109.graph_c0 0.0887445 0.060096 0.1086222 1.293637 3.3367517 2.952746 2.547E-08 4.90683 up PREDICTED: root phototropism protein 2-like [Sesamum indicum]

c27119.graph_c0 18.625535 16.897577 15.9981904 2.9370344 2.7524204 0.9046231 4.534E-16 -2.914787 down -

€27120.graph_c0 4.9087268 4.9031667 5.7082942 114.7044 62.636479 49.667591 5.99E-05 3.927405 up PREDICTED: aureusidin synthase-like [Sesamum indicum]

c27121.graph_c0 23.800795 25.333348 26.458603 5.2530007 5.1889094 45477617 7.205E-21 -2.291811 down | oo ! EL: UNCNATACIENZEN PIOTEIN LULAu0Lo80r [5€samUm

c27133.graph_c0 41.562378 41.333598 35.300924 100.97979 100.42717 85.841264 6.626E-19 1.324942 up rnZi'ar'nc]TED: chaperone protein dna) 11, chloroplastic-like [Sesamum
PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein

C271420raph_C0 17.172915 16787451 18.135779 59007293 8042563 80677391 1S02E-09 -L178883 down | Ciocioer ol m

C27145.graph_c0 11.061859 9.4129826 9.4809526 22.091776 27.517882 25.401678 7.403E-13 1.362862 up rnZi'ar'nc]TED: transmembrane 9 superfamily member -like [Sesamum

c27158.graph_c0 143.56182 171.26548 175.76402 29.087371 23.300651 27.029235 7.602E-50 -2.581823 down hypothetical protein MIMGU_mgv1a015139mg [Erythranthe guttata]

C27166.graph_c0 7.0022703 7.0096103 7.850258 25855863 3229703 32277624 2733E-05 -1.235834 down | REDICTED: probable LRR receptor-like serine/threonine-protein

kinase RLK [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c27172.graph_c0 3.6204053 2.7428588 3.905005 0.4747376 1.0058539 0.797902 6.026E-07 -2.141955 down F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105161718 isoform X1
c27173.graph_c0 15.948683 16.94916 16454477 61810233 6.055711 54584857 2.020E-10 -1.436278 down | o1 ! UNCNATACIEMIZEN PIOTEIN LOLLUDLIVLAT [SESAMUM
c27176.graph_c0 16453853 3.1198202 17454073 0.6256941 0.3682484 0.4330191 0.0008554 -2.137207 down | oo !=t: POSPIONPASE ALIDEIAL CRIOTOPIASHC [SEsamUm
c27180.graph_c0 7.7972555 8.7675237 9.1298281 28658753 16737184 17654113 2.98E-12 -1.974047 down | b ! UNCNATACIENIZE PIOTEIN LOLLUSLOYEES [SESAMUM
c27197.graph_c0 0.5143038 0.3572063 0.408907 2.2064917 18416749 18145865 6.699E-10 2240748 up FrEEDIL TEL: UNenATacterized protein LOG 109408040 [sesamtim
€27204.graph_c0 16.5410390 14.067813 13.954521 29.928681 40.698077 43.180301 2.343E-11 1.388646 up F;E;:ﬁ;ﬁ%iz:;”]e’threon'”e'p"’te'” inase-like protein ACR4
C27205.graph_c0 7.4010121 7.4935808 7.8544059 2.3860025 2.9872585 2.557311 8.68LE-06 -1.481342 down F;E;ﬁ;ﬁ%igﬂfi]homo'og subfamily B member 6 isoform X1
c27206.graph_c0 0.8288636 0.8887085 10567905 2.3639527 3.3300949 3.6225754 2.932E-05 1.783859 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LULLusLouoy [5esamum
c27216.graph_c0 7.2474511 6.1563088 5.3691632 38.015924 40.849509 41.086366 4.304E-47 2.716658 up [PSFiE;T']S;EiziSU'?nS]L esterase/lipase CPRD49-like isoform X1
€27229.graph_c0 0.0317044 0.0286261 0 1.4065681 2.5970112 2.8606991 2.447E-15 6.863371 up PREDICTED: probable protein S-acyltransferase 4 [Sesamum indicum]
c27232.graph_c0 6.1162937 5.1886659 48537346 2.9818664 25722683 2.0088869 0.0018121 -1.047873 down - orn0-YCIOPTOPANE-L-CAIDOXYIALE OXIAASE-HIKE rofein IMEaicago
c27235.graph_c1 5.4301679 7.2698654 5.1185374 18513267 16.972409 22.491972 2.16E-08 1743951 up PREDICTED: enolase-like [Sesamum indicum]

C27247.graph_c0 7.5512342 9.1866121 7.2778929 29.214012 32.710012 30.939739 9.196E-40 1.991924 up F;;E;:}S;ﬁ%i'C\'uf_\n?P'depe"dem malic enzyme-like isoform X1
€27249.graph_c0 24.145795 25.868258 24.066247 6.6218651 8.8102565 8.5365797 1.65E-23  -1.590806 down unnamed protein product [Coffea canephora]

€27253.graph_c0 4.2933429 4.1001295 3.9075635 64.782259 91.579177 94.98501 7.106E-42 4.388366 up hypothetical protein MIMGU_mgv1a016583mg [Erythranthe guttata]
c27254.graph_c1 0.6491484 0.7256726 0.7314902 2.3509813 1.950954 3.2424279 3.685E-06 1.881502 up PREDICTED: cytochrome P450 81E8-like [Sesamum indicum]
c27260.graph_c0 2.2610911 14321344 2.5610144 55610886 5.8912991 5519172 1.047E-05 1.480886 up PIEEDIL TED: WA LTEIAE0 PrOTEIN ALLGAseou-Iie [esamim
€27266.graph_c0 8.8119722 11.837548 11.458028 28.514835 38.481541 39.755368 3.605E-17 1.769586 up PREDICTED: palmitoyl-protein thioesterase 1 [Sesamum indicum]
c27271.graph_c0 65223822 6.29417 59980469 18.897371 16.080457 11.754768 0.0001584 1.360765 up PreEDIL TEL: UNCNATACETIzed PIOTEIN LOGLO9L1 L9006 [Sesamtim
€27273.graph_c0 35.486298 36.349577 32.519135 82.112145 102.32663 92.70284 4.548E-23 1.448023 up unnamed protein product [Coffea canephora]

€27274.graph_c1 0.3477092 0.2092992 0.094576 11.018677 10.894755 13.07247 4.746E-26 5.788407 up TPX2 family protein, putative isoform 1 [Theobroma cacao]
€27277.graph_c0 0.7015061 1.1480271 0.7334173 1.8062092 1.6485191 2.8434264 0.0018527 1.32538 up hypothetical protein MIMGU_mgv1a004926mg [Erythranthe guttata]
€27282.graph_c0 198.99404 247.77785 231.6465 26.52375 19.682405 18.94765 1.216E-68 -3.331512 down hypothetical protein MIMGU_mgv1a005561mg [Erythranthe guttata]
c27288.graph_c0 33.573284 35.839523 33.825576 10.211604 17.74985 18.062177 3.661E-13 -1.13322 down PREDICTED: pre-rRNA-processing protein esfl [Sesamum indicum]
€27289.graph_c0 0.7699364 0.8606996 0.6581791 2.1377977 2.7570717 1.9849039 0.0001414 1.627914 up hypothetical protein MIMGU_mgv1a007466mg [Erythranthe guttata]
c27290.graph_c0 13.550296 13.120721 15.030034 58.273999 49.671224 59514689 7.062E-33 2.049091 up -

c27300.graph_c0 2.0445431 2.4613743 2.0608789 57421925 5.1679915 5.6067405 0.000107 1.374489 up PRELILTEL: UNCNATACIENzea Protein LULLUs10654 1 [Sesamum

indiriml



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€27319.graph_c0 2.7048926 4.2464597 3.2809288 1.2973273 1.079855 0.7695693 4.129E-06 -1.651981 down hypothetical protein MIMGU_mgv1a003421mg [Erythranthe guttata]
c27320.graph_c0 50.058994 62.027994 66.201104 187.88134 133.49638 118.29568 0.0012677 1.281401 up [PSFZE;T']S;ES&EL?:]”'E 6-phosphogluconolactonase 4, chloroplastic
€27324.graph_c0 28.145828 25.845047 26.073135 11.285822 12.458781 10.112445 4.21E-15 -1.199818 down PREDICTED: lysM domain receptor-like kinase 3 [Sesamum indicum]
€27333.graph_c0 1.0002833 0.8638941 1.1711025 6.284536 7.5921184 8.0445486 2.935E-15 2.889983 up PREDICTED: transcription factor bHLH118-like [Sesamum indicum]
c27338.graph_c0 14.772522 16524079 15.931582 6.7387081 6.0648587 5.4123745 1.896E-07 -1.329135 down  PREDICTED: clathrin light chain 2-like [Sesamum indicum]
€27348.graph_c0 2.5337304 2.8436158 3.0336264 29.11532 38.157712 40.622674 9.036E-50 3.71766 up PREDICTED: endoglucanase 25-like [Sesamum indicum]
€27359.graph_c0 15.990978 16.063863 16.447456 95.308058 96.084873 101.04879 2.158E-70 2.633527 up PREDICTED: pectinesterase-like isoform X1 [Sesamum indicum]
c27363.graph_c0 11.541505 14.225351 10.538937 1.0449791 0.6150159 0.2066258 4.251E-20 -4.21986 down -

c27369.graph_c0 2.9017847 3.3012498 3.9306022 1.0299032 0.9351922 1.6364316 0.0010397 -1.454156 down -

€27389.graph_c0 0.8794804 0.4915785 0.9568651 27.870156 48.421083 62.398246 1.19E-14 5.926398 up PREDICTED: expansin-A18-like [Sesamum indicum]
€27390.graph_c1 1.3002101 2.0218335 1.0609608 3.6624713 3.200954 3.910614 0.0018074 1.341614 up unnamed protein product [Coffea canephora]

¢27395.graph_c0 4.7569321 4.3854861 4.3310683 22.024499 17.078964 16.095738 8.435E-11 2.08246 up F\ii?\"iﬂfii]“”Charaﬂe”ze‘j protein LOC100247103 isoform X1
c27396.graph_c0 1220.0857 1249.2786 1362.2089 369.80582 397.56581 407.87418 4.429E-27 -1.664617 down Fsiffrrzﬁ;ﬁr?cjizﬁi]'s'cac'd 8&apos;-hydroxylase 2 isoform X2
c27410.graph_c0 0.669878 0.3316848 0.4231858 10.381174 9.0244116 13.087931 2.626E-34 4.552506 up PREDICTED: transcription factor MY C2 [Sesamum indicum]
C27414.graph_c0 9.1774581 9.5667876 7.1612354 16.991794 16.132404 18.197355 1.732E-08 1.028874 up E&i?%ﬂfgu'[a?(xvﬁgg;xrnF;Ed?;a;\“BAG family molecular
c27415.graph_c0 0.390767  0.291465 0.4713623 3.747249 6.9128508 9.3129879 1.089E-07 4.142651 up PreEDIL TEL: UNenATActerized profein LOG 0o Lo 9L [sesamtim
c27432.graph_c0 3.8922047 9957402 69873775 26313441 2044392 30.29127 4.315E-11 2.086355 up MIYPOITTBICA! PTOTEIN MINIGL_MGV1auas(v4mg, partar L=rymrante
C27437.graph_c0 7.1562333 6.8612994 6.6002654 24.494797 26.950928 29.866691 2.756E-36 2.019075 up hypothetical protein PHAVU_010G112100g [Phaseolus vulgaris]
c27451.graph_c0 3.0586196 1.9247841 2.2689169 12.101019 10.952636 8.1539642 3.98E-08 2.151838 up PREDICTED: cyclic dof factor 1 [Sesamum indicum]
c27459.graph_c0 2.1900865 2.1100087 19767841 3.5670506 4.0910241 4.7057113 2.79E-05 1.016451 up PreEDIG TEL: THAMENTINKE piant profein £ 1sororm Az sesamim
€27462.graph_c0 35.277661 37.431938 35.316326 93.755713 72.902434 70.818986 4.501E-06 1.184071 up PREDICTED: oxalate--CoA ligase [Sesamum indicum]
C27464.graph_c0 2.8507493 3.6151114 3.5023506 37.556309 51743893 53.648568 1.673E-42 3.877948 up PIEEDIG [EL: TASCICHNTIKE arapinogaiactan protein  [sesamum
c27468.graph_c0 8.6899358 7.9350707 8.3241196 2.369388 3.6850101 4.6651019 4.99E-07 -1.18641 down Fsi'szfrﬁ;ﬁ%ig;cr’:fb'efo'ate'b"’pte””"a”Spo”er 9, chioroplastic
€27479.graph_c0 1.3833147 1.099123 1.2190754 2.7353871 3.343628 3.1204243 0.0015859 1.352138 up PREDICTED: putative F-box protein At5g62060 [Sesamum indicum]
c27483.graph_c0 0.6612876 0.6965041 1.0342434 4.6801215 5.1060218 5.6560492 1.038E-10 2.729359 up [PSFZE;DH']E;E"?&igﬂr‘i‘qaraaer'zed protein LOC105176460 isoform X2
c27490.graph_c0 10.558493 11.862081 10.040623 0.8513783 2.0564052 2.5453724 2.203E-21 -2.546646 down  PREDICTED: cytochrome P450 76A1 [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c27492.graph_c0 0.6853397 05862292 0.6475314 6.2639184 58124339 62652111 2.115E-18 3.29943 up T TR SRS AR TR AR [EsTE
c27503.graph_c0 1.3333014 1.1543731 0.8047946 0.0926059 0.2207356 0.1442003 3.367E-09 -2.816806 down o bor biical PrOTEIN MIMGU_MGVLA0o0 oMy, partal Eryinrante
€27505.graph_c0 2.6512064 3.6398736 3.3191319 124.34218 133.62745 113.42435 7.83E-189 5.314442 up plasma membrane intrinsic protein [Olea europaea]

€27518.graph_c0 3.3128889 3.113319 2.2619368 25.110283 27.690773 30.959896 1.277E-34 3.308974 up hypothetical protein MIMGU_mgv1a013970mg [Erythranthe guttata]
€27527.graph_c0 3.8385677 3.496812 3.7475013 10.252656 11.045538 9.934522 1.017E-08 1.536178 up hypothetical protein MIMGU_mgv1a009219mg [Erythranthe guttata]
€27530.graph_c0 10.342059 11.611324 10.748309 20.547608 22.522163 22.9302 2.316E-11 1.053428 up hypothetical protein MIMGU_mgv1a003692mg [Erythranthe guttata]
¢27533.graph_c0 0 0 0.0340204 3.4879533 3.583092 19749926 4.832E-16 8.095699 up fnzi'ar':]TED: probable trehalose-phosphate phosphatase J [Sesamum
c27535.graph_c0 24.883741 19.937812 22.155781 75.937515 60.648487 40556296 0.002416 1.453197 up -

c27536.graph_c0 0.4371752 0.3947282 0.4459143 1.3302001 1.4676415 2.0134138 7.375E-06 1.952853 up PREDICTED: protein 1Q-DOMAIN 1 [Sesamum indicum]
c27542.graph_c0 4.1177365 34333945 3.8220019 1251623 20504431 19667232 0.0011254 -1.074397 down ;?53}';;?;:[psee”;:;::fn?]pii%ti'gjr;;’peat'°°”ta'”'”g protein At5g15010,
c27548.graph_c0 14.635851 17.619735 15.995591 5.0291618 7.3405067 9.016131 2.87E-08 -1.140082 down [Psils:jfrrl]ﬁ;lzir?cjigjlsr?fhond”al substrate carrier family protein B-like
€27550.graph_c0 0.0551023 0.0497522 0.044963 3.3526176 5.6975056 6.5256164 6.852E-18 6.73193 up PREDICTED: galactose oxidase-like [Sesamum indicum]
€27557.graph_c1 3.4334765 2.8094723 2.8892416 5.5762362 9.6534681 8.8342489 0.0004522 1.430769 up PREDICTED: uncharacterized protein At5g65660 [Sesamum indicum]
c27558.graph_c0 3.13504  3.4294379 3.4436864 7.7185251 15008821 17.271742 0.0001615 2.031782 up fnzi'ar':]TED: D-amino-acid transaminase, chioroplastic-like [Sesamum
¢27563.graph_c0 0.0735182 0 0.0299951 1.7240091 1.1353164 13681737 1.085E-16 5.399641 up Fsiffnf;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105158131 isoform X1
c27571.graph_c0 5.3402092 4.8217082 4.122023 0.3658978 0.7752486 0.8139341 151E-08 -2.839672 down -

c27575.graph_c0 3.6839394 3.0431666 4.7329526 0.1987091 O 0.0884051 1.674E-16 -5.244759 down -

c27584.graph_c0 35340899 3.0705385 3.3734884 7.0154093 9.8496061 8.8745512 0.0001033 1403592 up PreEDIC [ED: UNCNATACIENZea PIOTeIN UL 4usLo959. [5esamim
€27587.graph_c0 4.3490324 5.6340591 4.4436834 46.402712 58.654488 45.170348 9.854E-48 3.420352 up Tubulin beta-7 chain [Gossypium arboreum]

€27592.graph_c0 0.871397 0.7867898 1.1293192 7.7968935 9.223514 11.100206 8.04E-20 3.371354 up PREDICTED: transcription factor MY B44-like [Sesamum indicum]
c27593.graph_c0 0.5146497 0.8983822 0.67192  6.6975261 5.2292669 5.669187 2.938E-26 3.124088 up PIEEDIL [EL: WAIIGSSOCIaied [ecepror KInase £-1iie (esamim
c27597.graph_c0 2.9678952 3.966002 35842318 9.6307858 8.7679021 12.452432 6.7E-05 1593302 up PrEDIS [ED: UNCNATACENze protein LUt-4useoLns (sesamim
C27601.graph_c0 44.86984 48.814748 46.676499 114.37973 126.34656 139.28003 1.017E-24 1.476339 up PREDICTED: protein SPIRAL1-like 1-like [Oryza brachyantha]
€27602.graph_c0 12.618497 13.341946 13.818691 2.1687965 2.1670328 2.4341569 8.375E-34 -2.513721 down hypothetical protein MIMGU_mgv1a002239mg [Erythranthe guttata]
c27606.graph_c0 0.1133648 0.2456586 0.333017 4.7707802 5.6325403 5.1400441 2.892E-32 4.528248 up FIEDIL 2L TOP GHANING NUCIE0UAs EXCNAnge tactor s 1sesamdm
€27608.graph_c0 37.143629 35.364915 39.065244 13.756807 14.40992 12.735855 5.879E-21 -1.405644 down PREDICTED: selenoprotein O [Sesamum indicum]
c27610.graph_c0 0.5178041 0.4921353 0.3780477 12781647 2.8911023 3.2582202 0.0002558 2.448227 up PRELILTEL: [ECIUNIN-CNOIESIENOn ACYILTANSIErase-ike L [>esamum

indiriml



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c27614.graph_c0 19.404046 18.980037 21663165 7.8632849 9.7514626 10.677434 1465E-08 -1.048595 down . o o o oo PO ERSR s LSS

c27618.graph_c0 11.293354 11667082 10544 1531380 2.3276779 4.0878622 8.956E-10 -2.045301 down -

c27634.graph_c0 0.3128004 0.3177331 06700118 15859903 1522649 1.8522061 1.045E-05 1.971245 up FIEDIL TELD: UNCNATACIENZEA PIOTEIN LULLUSLrULLE [Sesamum

¢27637.graph_c0 9.3315747 9.0082831 8.0753079 1.8748277 2.8880492 2.4568189 1.578E-11 -1.835641 down -

c27651.graph_c0 0.8253892 1.4331713 0.8289364 2.1327233 2.472509 2.2199326 0.0044753 1.185512 up fnzi'ar':]TED: serine/threonine-protein kinase DEPKL1-like [Sesamum

€27654.graph_c0 1.0241679 0.4498675 0.9260599 2.1753759 3.6798412 4.3707919 1.535E-05 2.121773 up cytochrome P450 [Verbena x hybrida]

c27656.graph_c0 1.0122672 1.2827822 1.0288793 4.1870335 4.3641115 3.8057176 2.818E-10 1.937179 up PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein
ycf45 [Sesamum indicum]

c27662.graph_c0 1.0529686 1.1831331 1.0883375 3.8855045 3.8020055 3.1933826 5.678E-07 1754792 up PREDICTED: MATE efflux family protein 5-like [Sesamum indicum]

c27665.graph_c0 2.7865897 3.1450365 3.2130269 53367051 5.9383052 7.3449074 0.000413 1.064056 up FIEDIL TED: IAA-MING 8c1a NYATOIase [Lr-ike « 1esamum

€27670.graph_c1 45.765674 49.327085 51.856125 18.855914 19.128534 22.311219 7.508E-18 -1.244781 down hypothetical protein MIMGU_mgv1a001800mg [Erythranthe guttata]

c27688.graph_c0 9.4048425 8.2564641 6.9302315 20.111054 33.3397  35.231098 3.421E-07 1.883487 up Eiiﬂg?gﬁa"e”e oxide cyclase 4, chloroplastic-like [Pyrus x

c27699.graph_cO 7.0859456 7.0164462 7.2115563 27330205 3.8302456 3.7110666 9.16E-08 -1.016702 down . <EDICTED: uncharacterized protein LOC105161282 isoform X2
[Sesamum indicum]

€27705.graph_c0 3.2558168 3.3698969 5.3782379 13.991495 16.848361 23.734749 5.966E-08 2.219605 up hypothetical protein MIMGU_mgv1a024655mg [Erythranthe guttata]

c27724.graph_c0 10.753314 10.402751 12.260959 22.697412 27.719616 26.422675 9.289E-10 1.239685 up PREDICTED: pollen-specific protein SF21-like [Nicotiana sylvestris]

€27729.graph_c0 0.4098086 0.3700187 0.3715561 5.6563702 4.0355891 4.3653608 1.926E-16 3.658245 up PREDICTED: pshP-like protein 2, chloroplastic [Sesamum indicum]

c27731.graph_c0 1.0296407 1.2595515 10298961 0.2526088 0.0892028 0.1123849 1.158E-08 -2.807052 down ~ oorouCal PrOTEI MIMGLU_MGVAAULSLELMG, partal [Erynrante

c27738.graph_c0 04138195 07161437 0253255 25353089 3.936163 5.0563335 1886E-08 3.093052 up FTEEDIS [ED: PIOTEIN LrOFL, CRIOTOPIASHC 1S0TOMM A4 [esamim

€27745.graph_c0 0.4163635 0.5639058 0.5096238 1.3722056 1.7891513 1.3618626 0.0002422 1.641413 up PREDICTED: equilibrative nucleotide transporter 1 [Sesamum indicum]

c27754.graph_c0 84.145254 95.214076 90.443058 36.012003 36.619171 37.311498 3.987E-17 -1.253424 down PREDICTED: topless-related protein 4 [Sesamum indicum]

c27760.graph_c0 8.3832855 8.3803194 9.6258316 18975771 53070675 25664481 5.707E-05 -1.404956 down | oo .- ! UNCNATACIETIZEN PIOTEIN LOLLUDLIBSLE [SESamUm

c27771.graph_c0 0.5634678 0.5489238 0.5928808 2.199098 2.2500306 2.7093381 1551E-09 2.109574 up PREDICTED: uncharacterized protein LOC105176570 isoform X1
[Sesamum indicum]

c27778.graph_c0 1.171358 0.9325308 0.9763738 2.7460494 3.7040365 2.6280952 6.63E-08 1.598258 up PREDICTED: phosphoenolpyruvate carboxylase 4 [Sesamum indicum]

C27786.graph_c1 1.7645386 1.5078622 1.3370027 03195261 0211562 0.6041638 2.338E-05 -1.98254 down ~EDICTED: pentatricopeptide repeat-containing protein Atlg333s0
[Sesamum indicum]

c27795.graph_c0 1.6557333 2.0149621 19972263 3.9237759 3.866758 6.1707621 0.0012162 1.338635 up PREDICTED: exonuclease DPD1, chloroplastic/mitochondrial
[Sesamum indicum]

c27795.graph_c1 3.7633532 2.8482859 3.4773036 6.5042761 7.6546926 7.240803 0.0015848 1.1303  up PREDICTED: exonuclease DPD1, chloroplastic/mitochondrial

[Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM g g -
€27796.graph_c0 19.543537 15.674888 15.86254 52.510584 48.718645 54.110269 6.342E-24 1.647266 up unnamed protein product [Coffea canephora]
c27800.graph_c0 0.1848976 0.2225936 0.1005833 2.9687033 2.4001172 4.8659843 1.853E-08 4.372704 up PREDICTED: transcription factor bHLH130-like [Sesamum indicum]
c27801.graph_c0 6.8039252 7.0406434 6.362006 18.093229 23.679843 24.25791 1.012E-24 1765714 up FIREDIL TEL: CIOTISMALE MULASE L, CIOTOPISIC-1Ke [Sesamumm
c27807.graph_c0 39.499081 37.534863 30.099814 114.58184 142.94976 178.639  9.152E-12 1945194 up ;h’ftzg]e“ca' protein MIMGU_mgv1a0223741mg, partial [Erythranthe
c27825.graph_c0 50.733574 61.124992 58.979698 141.88062 153.81282 178.93495 8.696E-24 1439434 up rnZi'ar'nc]TED: 2-Cys peroxiredoxin BASL, chloroplastic-like [Sesamum
€27828.graph_c0 81.903989 85.901651 86.202031 27.656791 32.067935 33.911531 3.785E-21 -1.40091 down hypothetical protein MIMGU_mgv1a024518mg [Erythranthe guttata]
c27837.graph_c0 2.3619897 3.1054453 27388861 5.0950457 4.8967764 59824046 0.0049954 1.002252 up PREDICTED: uncharacterized FCP1 homology domain-containing

protein C1271.03c-like [Sesamum indicum]

c27846.graph_c0 41161336 4.1250257 56358375 3227777 33.210709 2258302 5.822E-14 2.709962 up FIEDIL TED: NGNINCTOMMING ANIONIC PEroXIaase-1iie [sesamum
c27854.graph_c0 4.4535844 4.6319797 4.2781042 0.5002117 1.2112312 0.8265871 6.767E-08 -2.367002 down PREDICTED: hexose carrier protein HEX6-like [Sesamum indicum]
c27870.graph_c0 77.279063 75.396011 91.310351 6084725 514.68796 562.50003 6.083E-49 2.832816 up ;ig;';lfn?] asparagine synthetase [glutamine-hydrolyzing] [Solanum
c27881.graph_c0 20.306272 24.094664 29.693582 94.644632 76.857393 57.460247 5.99E-05 1.676189 up PREDICTED: serine carboxypeptidase-like 50 [Sesamum indicum]
€27892.graph_c0 2.0913478 2.4032794 1.085969 10.60375 11.658894 10.793243 1.329E-13 2.608544 up PREDICTED: transcription factor MYB86-like [Sesamum indicum]
c27892.graph_c1 1.3417285 1.0297368 1.1495815 5.607478 8.0176873 8.3988591 2.503E-11 2.686201 up -
c27901.graph_c0 5.0267185 4.846361 4.4146075 1.3499441 22309592 3.0269537 0.0064184 -1.081285 down [PSFZEEH']E;ES&igﬁ”mt;"t"mpep“de repeat-containing protein At5g18950
¢27911.graph_c0 0 0.0240952 0.0871033 3.0444191 4.9811312 3.2506869 1573E-22 6.696917 up PrEEDI TEL: PIOTEIN N LR PAMIL Y ©.9711KE [Sesamim
c27912.graph_c0 11.177513 13730653 12.115344 3.192433 4.3804896 4.4367586 2491E-13 -1.587902 down | oo ! EL: UNCNATACIENZEN PIOMEIN LULAUOLOG /5L [5EsamUm
c27916.graph_c0 0.5700225 0.6660524 0.6566593 9.2655832 9.2754447 13.387793 2.27E-24 4.115104 up FrEEDI TEL: Unenaracterized protein Lot L0o.o fuas [5esamum
€27926.graph_c0 49.098529 49.04501 45.709024 13.194195 18.794563 16.833519 1.497E-23 -1.52249 down PREDICTED: UPF0392 protein RCOM_0530710 [Sesamum indicum]
C27942.graph_cO 6.2662454 6.4043516 5.7523557 18.202542 16.47853 17.2272  8527E-11 1538377 up rnZi'ar'nc]TED: L-aminocyclopropane-1-carboxylate oxidase [Sesamum
c27945.graph_c0 255965 ~ 32.984538 28.21427 50333036 87775802 7.1657653 6.824E-18 -2.015057 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLO935Y [SEsamum
€27946.graph_c0 1.9149795 1.4048507 2.1485855 0.7079851 0.8035976 0.224986 0.0002209 -1.60805 down PREDICTED: putative germin-like protein 2-1 [Sesamum indicum]
c27949.graph_c0 2.8232875 3.0756216 25541903 0.3889918 0.2472538 0.2076736 9.317E-13 -3.270723 down | oo ! = HNCNATACIETIZEN PIOTEIN LOLLUG LoD 23 [SEsamim
c27963.graph_c0 5.0779562 7.5171336 5.5408214 2.7692708 2.0615236 3.0634515 0.0034439 -1.155295 down -
€27969.graph_c0 0.4650272 0.2734476 0.2281157 9.2428445 4.3483788 4.9660671 6.362E-06 4.318755 up PREDICTED: S-type anion channel SLAH2-like [Sesamum indicum]
€27970.graph_c0 15.095783 16.149053 16.933401 38.173148 30.535144 24.957426 0.001844 1.007554 up 050590129800 [Oryza sativa Japonica Group]
€27971.graph_c0 1.3532146 1.3440085 1.5090898 6.4609601 8.2377532 11.90485 3.091E-08 2.695379 up PREDICTED: EH domain-containing protein 1-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c27974.graph_c0 362.87318 377.48491 3421001 1010.4177 848.97164 65355039 0.000133 1.263172 up -

C27976.graph_c0 4.8901448 3.6725744 3.9903182 7.588963 7.7941026 10.309334 0.0004716 1.072339 up [PSFZE;T']S;E"?&i:sr':;’ObOX"e”C'”e Zipper protein ATHB-40-like

c27977.graph_c0 0.1394354 0.2937599 0.3034084 3.770553 5.1802041 6.1333874 9.217E-21 4.390807 up PrEEDIL TEL: PYTUVALE KINASE, CYIOSOIE IS0zYME-HIie (esamim

€27977.graph_c1 0.314052 0.1701357 0.2050111 3.9012241 7.0005822 6.1633032 3.777E-17 4.662415 up Pyruvate kinase, cytosolic isozyme [Glycine soja]

c27988.graph_c0 134.4951  132.17635 140.0733 302.80185 564.28442 671.79679 0.0001853 1.949796 up -

€27993.graph_c0 3.6483349 3.3929275 2.7686207 6.4743465 6.4178632 9.5876747 3.512E-05 1.235298 up PREDICTED: protein ECERIFERUM 1 [Sesamum indicum]

c27998.graph_c0 1.0840066 0.5918062 1.2548134 8.9793109 9.7156047 9.4398314 3.079E-31 3.302809 up PREDICTED: pectinesterase 2.1-like [Sesamum indicum]

c28000.graph_c0 223.66438 17670447 184.69047 416.17577 39893732 35056811 6.739E-11 1.038571 up FIREDIL TELD: UNCNATACIENZEA PIOTEIN LOL LU0 ruedo [Sesamum

€28001.graph_c0 0.7308863 1.03702 0.7667965 1.3235031 2.2433458 2.060879 0.0072781 1.184505 up ADP-ribosylation factor [Hyacinthus orientalis]

€28002.graph_c0 4.3738998 5.2423293 6.0010853 1.5700503 2.4949169 2.4884442 0.0007634 -1.219326 down PREDICTED: DELLA protein RGL2-like [Sesamum indicum]

€28007.graph_c0 0.4423395 0.2795737 0.3970399 3.139908 4.3955363 3.4424485 1.498E-13 3.331494 up PREDICTED: purple acid phosphatase 17-like [Sesamum indicum]

c28016.graph_c0 24741231 26175004 3.3647733 12988027 13423648 0.7610489 0.0006004 -1.268226 down | oo r 'L UNCNATACIENZEN PIOTEIN LULAUOLI /Lo [5EsamUm

c28020.graph_c0 12.249237 11.900725 9.586114 20430013 19719289 1979437 4625E-17 -2449442 down ' ~EDICTED: very-long-chain 3-oxoacyl-CoA reductase-like protein
At1g24470 [Sesamum indicum]

¢28026.graph_c0 1.0858134 0.8169898 0.7678796 1.3304702 3.2077636 3.4698888 0.0080527 1.611706 up PreEDI TEL: UNenaracterized protein LOG 10940046 [sesamtim

c28036.graph_c0 8.1446968 87838221 7.1998399 3.2079454 3.9494828 3.0620786 0.0049795 -1.1858 down L' |E: MAUSTDOXPIORINSVITIKE ISOT0MM e rucotana

c28049.graph_c0 12.245376 12.661392 11.979808 4.5063628 6.807292 6.6828909 0.0020282 -1.000564 down -

€28052.graph_c0 0.5177232 0.3272188 0.5491953 2.0343821 4.3103622 3.503576 8.768E-07 2.850248 up PREDICTED: pto-interacting protein 1 [Nicotiana sylvestris]

€28058.graph_c0 15.134019 13.837936 14.829527 23.928659 31.493547 30.782568 5.093E-10 1.013826 up PREDICTED: coatomer subunit epsilon-1 [Sesamum indicum]

€28061.graph_c0 3.4973651 4.4620985 3.1019797 9.0108955 11.587866 16.764576 3.708E-05 1.791128 up flavonoid 3-O-glucosyltransferase [Perilla frutescens]
PREDICTED: uncharacterized CRM domain-containing protein

c28062raph_c0 7.9910251 81103250 87534756 4373407 40739279 34838694 5IME06 -LOLY2 down o oot IR R eamom indium

€28068.graph_c0 44.950504 54.623826 48.171366 110.41048 103.25199 87.200379 2.602E-08 1.071124 up hypothetical protein MIMGU_mgv1a013790mg [Erythranthe guttata]

c28070.graph_c0 27.981699 37.645884 36.464383 1.5881581 1.5880909 1.4131335 4.351E-44 -4.431995 down -

c28072.graph_c0 83.734671 93.505546 102.76597 13517364 14.118317 12705284 6.277E-58 -2.753159 down ;i)'ig'ﬂ;a?izs;”‘:haraaer'zed protein LOC104888288 [Beta vulgaris

c28074.graph_c0 6.8725573 9.3344306 6.6624371 1.7125117 1.3409293 1.6562854 9.567E-09 -2.234059 down PREDICTED: dof zinc finger protein DOF5.4-like [Sesamum indicum]

€28080.graph_c0 1.0276349 0.8660008 1.2717882 5.0150213 5.2438095 4.674828 3.5E-15 2.279674 up PREDICTED: receptor-like protein kinase HSL1 [Sesamum indicum]

€28081.graph_c0 0.1386729 0.0250417 0.2036807 6.011611 3.9477704 3.9414387 1.521E-15 5.290227 up PREDICTED: ent-kaurenoic acid oxidase 1-like [Sesamum indicum]

c28092.graph_c0 1.5288036 1.6989124 11995108 6.186281 14.212658 19.100006 0.0002346 3.184713 up PREDICTED: ammonium transporter 1 member 2-like, partial

[Sesamum indicum]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

€28093.graph_c0 571.85092 623.61211 643.24863 35.895649 35.168559 27.610771 3.44E-122 -4.175371 down hypothetical protein MIMGU_mgv1a010438mg [Erythranthe guttata]

c28104.graph_c0 369.96815 385.37216 41539164 71.250003 54.158496 88.82850 5.649E-47 -2.40759 down -

c28141.graph_c0 12549707 12.633646 12.197328 21644498 29.394506 3199011 O.714E-09 1.187169 up FIEDIL TED: U7D0X A0MAINCONIAINING Protein +L-1ke 1sesamum

c28142.graph_c1 8.4668484 6.9744942 6.8925074 2.7466688 2.7211668 2.3760813 3.795E-09 -1.466068 down PREDICTED: trihelix transcription factor PTL [Sesamum indicum]

c28151.graph_c0 2.9287195 3.0023201 3422961 8.6720987 12.622753 14.698707 5.601E-09 1.978001 up FIEDIL TELD: UNCNATACIENZEa PTOTEIN LUL1U0L03504 [Sesamum

c28155.graph_c0 1.9601369 2.4042835 25651648 0.1875183 0.4966323 0.3754185 7.698E-09 -2.681699 down ' ! HNCNATACIETIZEN PIOTEIN LOLLUAEULTS LLametind

€28160.graph_c0 8.0515825 7.384762 7.7905441 14.118936 16.880382 22.146676 3.6E-06 1.230567 up unnamed protein product [Coffea canephora]

c28167.graph_c0 0.4250931 0.5384846 0.4866496 1.133953 1.1440816 1.7777347 0.0004501 1.520896 up PreEDIL TEL: UNCnATacterized profein LOGLOsLrLI6S [Sesamtm

€28171.graph_c0 5.2272778 7.0191031 8.5308319 72.715659 95.751825 94.482996 8.972E-59 3.698372 up Protein of unknown function UPF0057 [Medicago truncatula]

c28172.graph_c0 48.629469 47.200148 43.886833 92.751025 101.69539 109.89408 3.504E-16 1.16301 up PREDICTED: 1,4-dihydroxy-2-naphthoyl-CoA synthase, peroxisomal
[Sesamum indicum]

c28174.graph_c0 0.7062933 0.5004784 0.6830573 2.3874102 3.2317193 3.1864548 1.882E-08 2.189402 up PREDICTED: cytochrome P450 94A1 [Sesamum indicum]

c28183.graph_c0 0.2140103 0.2810637 0.4127634 1.9975621 2.0116724 2.2601745 8.74E-12  2.828027 up PREDICTED: LOW QUALITY PROTEIN: protein tesmin/TSO1-like
CXC 2 [Sesamum indicum]

c28188.graph_c1 0.0456275 0.123502 0.0744633 1.96643 18993829 11321702 8.949E-11 4.406101 up FSF;E;:IS;EiEC;ig;”ne]?a'hydroxypa'm'tate O-feruloy! transferase

c28198.graph_c0 4735642 53337807 48601847 0.3713057 0.2204561 0.0825064 4.373E-27 -4.389331 down | o !EL: TIAVONOID SEaPOS;-MONGOXYGENAse-iike oesamumm

€28206.graph_c0 1.3645587 1.2092525 1.5052448 4.6124764 6.6848112 8.3223118 1.796E-08 2.299318 up PREDICTED: cytokinin dehydrogenase 3-like [Sesamum indicum]

€28207.graph_c0 6.0253454 8.0284363 6.5395087 12976452 34171050 4.3546307 00016432 -1157257 down . <EDICTED: piriformospora indica-insensitive protein 2-like
[Sesamum indicum]

€28209.graph_c0 4.4003084 3.719466 4.5073687 14240975 05028862 0.950365 6213E-06 -2077  down . ~EDICTED:zinc finger CCCH domain-containing protein 23
[Sesamum indicum]

¢28209.graph_c1 55052287 6.1004111 7.5551 05709504 1.0080879 0.5080282 3.612E-14 -3.163091 down Fgf;:}ﬁ;ﬁ%é:]”rﬁ]f'”ger CCCH domain-containing protein 20-like

c28213.graph_c0 18.212922 17.072516 16.510914 37.825037 37.882163 35004711 1097E-14 1.138737 up PTeEDIC [ED: PIODADIE MITOCONATIAI CAPEToNE BL54-A L5esamum

c28223.graph_c0 22.22045  24.986865 22.183112 50.967151 47.107703 59.487796 3.58LE-11 1.224869 up E/ig;';:frﬁ]: 50S ribosomal protein L.29, chloroplastic-like [Solanum

€28226.graph_c0 4.2315633 2.7104146 3.7480426 6.189021 6.4593837 10.034893 0.0018579 1.12226 up hypothetical protein MIMGU_mgv1a020800mg [Erythranthe guttata]

c28250.graph_c0 15350499 1902822 17833459 0.0659589 0.1048133 0.1760696 8.871E-14 -3.881819 down | - ' EL: PrODADIE GIYCOSYITANSIEASE AoGLLLSU L5esAmUM

c28251.graph_c0 17.171052 17.673972 18.763635 56.684231 72.897992 77.102583 1.721E-27 198374 up FIEEDIT [EL: TASCICHNTIKE arapinogaiactan protein  1sesamum

¢28256.graph_c0 2.9719861 3.8015185 3.0987598 85111069 10.531551 13.035719 1.117E-10 1.736857 up Zj&eitlr?;ED: malate dehydrogenase [NADP], chloroplastic [Nicotiana

€28262.graph_c0 34.985397 32.439212 35.159407 10.74827 12.482966 12.184921 8.168E-13 -1.495001 down hypothetical protein MIMGU_mgv1a015596mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c28266.graph_c0 11691501 0.867127 1.022161 7.4099192 6.7845658 7.3468217 2.738E-15 2.8592  up e PO R BEITOETEe e A2 [Ear

c28274.graph_c0 12.166951 12.908914 11.636832 33270512 37.282297 35589834 1.231E-21 1572138 up [PSFZE;DH']S;ES&igﬂr‘i‘qaraaer'zed protein LOC105166742 isoform X3

c28276.graph_c0 4.9760153 4.7717434 4.9284708 13.963425 11566764 11.147279 3.45E-08 136767 up PreEDIL TEL: UNenATacterized protein LOGL0oLousbs [sesamtim

c28280.graph_c0 13.616554 13.484259 17.526702 7.9618642 5426475 3.6165215 6.901E-06 -1.338759 down -

€28297.graph_c0 0.0822222 0.1855973 0.6709261 5.159021 3.4779545 6.7697779 4.42E-10 4.077047 up PREDICTED: CTD small phosphatase-like protein [Sesamum indicum]

¢28308.graph_c0 2.7686853 2.3528125 3.6214042 268.58093 265.88474 34175669 1.16E-111 6.686388 up Fsiffr:ﬁ;ﬁr%i::’anqara‘:ter'ze‘j oxidoreductase At4g09670-like

c28312.graph_c0 10.186393 9.5263045 10.024359 3.1217861 4.3638776 56376749 1473E-09 -1.146214 down | o1 ! UNCNATACIEMIZEN PIOTEIN LOLLUDLO0OSY [SEAMUM

€28313.graph_c0 0.4376176 0.3647332 0.3021551 3.9683277 4.656001 5.3534428 2.568E-19 3.699905 up malate dehydrogenase, putative [Ricinus communis]

€28318.graph_c0 8.0358907 7.3320312 8.9385278 40.503084 36.603937 34.250549 6.263E-34 2.240221 up PREDICTED: pectinesterase 1-like [Sesamum indicum]

€28334.graph_c0 10.755455 10.260522 10.185707 24.430532 31.310437 38.761185 4.579E-09 1.63451 up hypothetical protein MIMGU_mgv1a019816mg [Erythranthe guttata]

€28336.graph_c0 2.4395728 2.252767 2.9407646 3.7951423 5.2862038 6.5661843 0.0056264 1.069487 up PREDICTED: mavicyanin [Sesamum indicum]

c28346.graph_c1 18.120831 19.75859 16.660153 39.731953 42.091187 46.367991 5.834E-18 1.273388 up PREDICTED: lysM domain-containing GPI-anchored protein 1
[Sesamum indicum]

c28349.graph_c0 0.2281499 0.2832473 0.2792527 17713307 1531845 1.9621078 6.065E-10 2.778121 up [PSFZE;T']S;E%i;:;’ipt(’pha”"pyruvate aminotransferase 1-like

c28364.graph_c0 11.816752 8.7072272 10.861524 20.487975 26.081909 26.502549 8.467E-05 1.256357 up FREDILL | ED: UNENATACTENIZEd Profein ALGOUSUEIIKE LMAlts

c28365.graph_c0 0.2980318 0.4709159 0.9119683 2.4555525 3.3017263 3.7816197 3.056E-08 2.538743 up -

¢28379.graph_c0 0.2343368 0.0906789 0.1639002 1.2305006 1.1238461 1.548064 9.71E-11  3.037023 up PreEDIL TEL: Unenaracterized protein Lot 10oLo8uss [sesamtm

€28382.graph_c0 22.802143 23.949028 24.995972 78.182463 77.085971 85.332985 3.23E-35 1.787094 up hypothetical protein JCGZ_02248 [Jatropha curcas]

€28389.graph_c0 3.7705965 4.6958554 5.1633252 1.5382327 2.6189535 2.2485954 0.0061729 -1.055907 down PREDICTED: endo-1,3;1,4-beta-D-glucanase-like [Sesamum indicum]

c28401.graph_c0 9.5094765 8.9982451 10.344468 3.0652323 4.723261 3.4299439 2.524E-06 -1.331181 down -

€28410.graph_c0 2.3307955 1.625537 2.1642425 0.8150221 0.7123191 0.7070717 0.0001463 -1.409258 down unnamed protein product [Coffea canephora]

c28421.graph_c0 12.190781 16.998356 8.8143094 0.195604 1.0360934 0.5221417 5.668E-10 -4.415307 down -

c28432.graph_c0 1.8161249 1.2389528 1.3502148 15.091361 10.784766 14.566185 2.393E-20 3.244502 up PREDICTED: CASP-like protein 4B1 [Sesamum indicum]

c28441.graph_c0 0.6295947 0.6340571 0.7508569 1.8109771 2.8615074 2.6219334 1.741E-06 1.890497 up PREDICTED: LOW QUALITY PROTEIN: protein NRTL/PTR
FAMILY 2.7-like [Sesamum indicum]

€28447.graph_c0 17.078535 11.301191 12.472353 0.5931041 0.6806821 2.6387025 7.229E-14 -3.356572 down PREDICTED: putative expansin-B2 [Sesamum indicum]

¢28449.graph_cO 12.968606 14317213 1333182 283549 53613158 7.1857649 1106E-09 -1371422 down REDICTED: L-type lectin-domain containing receptor kinase S.1
[Sesamum indicum]

c28450.graph_c0 6.6092414 5.9524558 6.5915508 33.383866 27.656426 27.972927 5.495E-24 2.262131 up PREDICTED: beta-galactosidase-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
c28599.graph_c0 1.9629675 2.1210397 1.7330577 0.4486929 05617604 1016258 0.0009798 -1.487823 down . o ' o o oo PO AR eSS LSS
c28600.graph_c0 11.143646 11.206746 10.857462 48.93816 45.227430 58528821 3.120E-30 224243 up PREDICTED: allantoinase [Sesamum indicum]
€28711.graph_c0 86.835038 81.998279 80.93715 22.267893 30.246413 25.954968 1.311E-29 -1.632851 down hypothetical protein MIMGU_mgv1a018814mg [Erythranthe guttata]
¢28850.graph_c0 21.320796 22.931314 20.585638 6.3526415 7.1850125 7.1817324 1.893E-20 -1.606113 down  PREDICTED: cyclic dof factor 2-like [Sesamum indicum]
€28866.graph_c0 4.6660957 2.6758542 3.3444222 5.6748381 6.943209 10.525587 0.0065999 1.149452 up unnamed protein product [Coffea canephora]
c29044.graph_c0 162.96693 165.24018 157.2878 357.47608 360.02481 398.86623 4.813E-18 1242471 up Gip1-like protein [Populus tomentosa]
€29248.graph_c0 3.4589166 4.429544 5.251327 12.664195 13.934321 17.951925 7.075E-13 1.799255 up hypothetical protein MIMGU_mgv1a000889mg [Erythranthe guttata]
€29266.graph_c0 7.1974292 7.1371949 7.1291279 14.713253 18.184725 20787281 1.543E-13 1.359669 up PreEDIL TEL: UNCNATAcerized Profein LOG 109405544 [5esamtm
€29273.graph_c1 7.7102308 6.3780883 7.7141215 2.3051999 2.9870066 4.3904845 9.595E-07 -1.137115 down fnzi'ar':]TED: uncharacterized mitochondrial protein ymf11 [Sesamum
c29442.graph_c0 2.3779721 3.3529834 25783474 21512695 22308919 24.689701 2.506E-49 3.084532 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LUL LU0 70544 [Sesamum
C29644.graph_c0 13.989773 14.80746 12.2789  27.642722 27.31079 32.15423 3.727E-08 1125738 up rnZi'ar'nc]TED: homeobox-leucine zipper protein HOX21-like [Sesamum
c29668.graph_c0 157.60527 169.74096 158.96904 3534881 365.64055 386.68338 5.934E-16 1.226244 up PIEDIL B 20 K8 CTEpETONIN, CNIOTOPIASE-IIKe [Sesamum
c29706.graph_c0 03113002 10540614 09208434 2.7622515 19856835 2.1506054 0.0001886 1.641695 up PrEEDIS [ED: UNCNATACIENZea PIOTEIN LUL-LusL 1540 [5esamim
€29711.graph_c0 0.5834154 0.3160616 0.2856373 7.0994109 14.101809 10.967037 1.063E-14 4.794479 up hypothetical protein MIMGU_mgv1a021530mg [Erythranthe guttata]
€29801.graph_c0 0.4278409 0.7726004 0.0872787 5.2876185 3.8780243 5.7906352 2.161E-13 3.584929 up PREDICTED: basic blue protein-like [Cucumis sativus]
c29807.graph_c0 60.973135 74.097242 73.332144 24503831 321.24874 35550936 3.083E-20 2.120355 up PREDICTED: annexin D1-like [Sesamum indicum]
€29866.graph_c0 1.1528418 0.5782823 0.6794013 3.8156479 5.4182899 7.8015995 7.88E-07 2.853909 up Isoflavone reductase-like protein 4 isoform 2 [Theobroma cacao]
£29900.graph_c0 15.799878 15596151 17.036612 27.140453 41.044244 32529223 2.255E-06 1.092194 up PREDICTED: remorin-like [Sesamum indicum]
€29995.graph_c0 0.4027622 0 0.2957856 1.4294861 2.1092971 1.6353619 3.819E-10 2.923632 up PREDICTED: transcription factor bHLH126-like [Sesamum indicum]
¢30053.graph_c0 10.33574  11.207367 11.350268 3.5508228 3.5095254 3.0233154 5.313E-13 -1.649665 down [PSFZEEH']E;ES&igﬁnmt;"t"mpep“de repeat-containing protein Atlg31790
¢30289.graph_c0 1.9000031 16797845 1905684 3.2613667 8.7704418 10.893453 0.0083307 2.088449 up PrEEDIL [EL: TWO-COMPONGNE FEsponse FEgUIaror A Loesamim
€30990.graph_c0 0.6795975 0.5850727 0.5674424 1.4023439 2.0374126 1.0338891 0.0044505 1.327547 up PREDICTED: sucrose synthase 5-like [Sesamum indicum]
c31084.graph_c0 4.2153545 3.8582078 3.5339331 6.733987 10.700764 9.639081 0.0001785 1.256448 up PreEDIL TEL: UNenaracterized protein Lot 105105539 [sesamtim
c31286.graph_c0 0.3006333 0.348999 0.2628367 2.123131 2.2780358 3.4150005 3.033E-12 3.136271 up PREDICTED: kinesin KP1-like isoform X2 [Sesamum indicum]
c31599.graph_c0 36.870338 43.126922 38.487336 85.050502 73.019192 78.767025 6.255E-13 1.043899 up PREDICTED: uncharacterized protein LOC105172751 isoform X2

[Sesamum indicum]

C31795.graph_c0 3.8752211 3.7176464 3.2362616 18420481 13416058 1.7073368 00036058 -1.100218 down ~EDICTED: uncharacterized protein LOC105176312 isoform X1

[Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

¢32206.graph_c0 29.693066 33.136606 32.805628 63.336923 72.496463 83.563551 1.566E-17 1.236287 up F;E;:ﬁ;ﬁ%iZig]”es'“m":he'ataseS“b“”'tCh”'Ch'°r°p'aS“C"'ke
€32277.graph_c0 18.871264 15.758008 17.438495 67.194949 50.410038 40.689481 9.864E-05 1.654003 up hypothetical protein MIMGU_mgv1a005557mg [Erythranthe guttata]
c32358.graph_c0 18.679112 23.601847 19.396893 3.727598 5.2652507 4.3916813 8576E-28 -2.166851 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUGLIAEUG [SEsamm
c32363.graph_c0 0.7058411 0.7137853 0.5298837 27199049 4.2462877 6.9738679 0.0002128 2.869072 up Fsiffréﬁ;ﬁ%igrﬁa'gfattyac'd desaturase, endoplasmic reticulum
c32363.graph_c1 15109566 2.2037919 2.3394023 61877267 9.3124695 9.919183 1.142E-10 2.103986 up FIEDIL [EL: QISEASE TESISIANCE [Esponse Protein £Uo-iIke [esamum
c32388.graph_cl 26.67738  24.669723 25.064705 43.807308 54.206068 55.115465 6.772E-13 1.040817 up hypothetical protein CICLE_v10011936mg [Citrus clementina]
c32414.graph_c0 25.099756 28.035451 26.575601 126.2078 96.54419 102.798 2.74E-14 2.077152 up hypothetical protein MIMGU_mgv1a007303mg [Erythranthe guttata]
c32432.graph_c0 31.269916 38.88373 35.244619 70.346124 67.2304  76.040645 5.47E-13 1.061266 up PREDICTED: ferredoxin, root R-B1-like [Sesamum indicum]
c32432.graph_c1 48981441 3.1993022 2.7212566 6.0766571 7.2771529 9.4034313 0.0050943 1.109668 up PIEDIL TELD: GILCAN ENa0-1,3-DEIA-ILCOSINAse 14-1IKe 1>esamum
€32525.graph_c0 8.4988595 7.3400353 6.532971 1.4051648 2.1502025 2.3616914 2.745E-05 -1.884802 down hypothetical protein MIMGU_mgv1a012373mg [Erythranthe guttata]
c32527.graph_c0 12.840295 15.138383 14.17111 3.2786226 4.1555501 3.0214879 2095E-12 -1.971164 down | oo ! EL: UNCNATACIENZEN PIOMEIN LUGLAU0.L1 5900 [5€samUm
¢32529.graph_c0 80.220517 77.35223 76.309875 150.73205 183.10045 172.66013 1.053E-15 1.153667 up PREDICTED: FK506-binding protein 2-like [Sesamum indicum]
€32550.graph_c0 44.502667 52.331174 44.034072 14.391317 18.163272 14.623344 9.285E-16 -1.538532 down hypothetical protein MIMGU_mgv1a022013mg [Erythranthe guttata]
€32583.graph_c0 9.5967749 12.171285 11.363896 24.555557 38.480999 40.225023 1.099E-07 1.673788 up PREDICTED: caffeoylshikimate esterase [Sesamum indicum]
€32620.graph_c0 6.8888993 7.1296788 7.6209524 16.774083 18.720771 18.21154 6.175E-13 1.35154 up tyrosine aminotransferase [Perilla frutescens]

c32871.graph_c0 44760851 4.290192 3.3152998 1.8330634 1.1096619 1.3203728 0.0009573 -1.451515 down -

¢32901.graph_c0 18.509731 23.346542 18.985425 7.4626106 10.245827 11.846092 9.951E-06 -1.006203 down -

¢32907.graph_c0 0.7397592 0.4624153 0.3250356 2.4524444 2.4452309 2.1179888 4.561E-07 2.243628 up Spli)i'r?l'tcleﬁor';ng\g tS:U[SAe';gnTJ;Ffr%TEmN] anthranilate synthase alpha
¢32968.graph_c0 6.1999516 5.1901755 7.3038805 28.937389 30.001474 48.301245 4.399E-13 2.671909 up PREDICTED: transcription factor DIVARICATA [Sesamum indicum]
¢32997.graph_c0 228.16436 205.24806 211.20325 498.90502 44050411 510.876  9.74E-17 1.213061 up -

c32998.graph_c0 41.03611 45.356465 45273834 21.061101 18.450046 12.896649 6.471E-17 -1.281212 down  PREDICTED: cytochrome P450 CYP82D47-like [Sesamum indicum]
€33108.graph_c0 19.436855 21.3765 19.926716 43.609053 53.690753 53.069458 6.476E-21 1.346169 up unnamed protein product [Coffea canephora]

¢33120.graph_c0 17.566748 22.533334 24.119746 261.61843 160.07675 121.43794 9.775E-05 3.135072 up PreEDIL TEL: UNIVETSAl STESS Protein A-llic protein [sesamum
c33186.graph_c0 10.632877 22.060617 23.083311 42490926 41157152 42.512004 2.341E-10 1.004101 up PrEDIS ED: UNCNATACIENZea Protein LUt-4usLo00uy (5esamim
€33275.graph_c0 0.1344479 0.0242788 0.065825 0.7839442 1.5526624 1.3950977 1.39E-10 4.08492 up PREDICTED: amino acid permease 6 [Sesamum indicum]
¢33310.graph_c0 15.533513 16.261008 15.665548 24.146771 42.405236 49.059526 0.0014593 1.315803 up F;E;:ﬁ;ﬁ%igjﬁi"y'°S'dase/a'pha’"'arab'”c’f“ranos'dase 2-like
€33366.graph_c0 22.264098 21.729568 22.885312 65.580215 86.313481 95.109267 7.054E-18 1.921047 up PREDICTED: lamin-like protein-like [Solanum tuberosum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€33432.graph_c0 2.9863243 2.7947786 2.8637038 10.554872 10.274199 11.210989 3.435E-18 1.931842 up PREDICTED: WEB family protein At2g38370 [Sesamum indicum]
€33448.graph_c0 12.420326 11.057546 12.190211 3.9634435 5.4817508 5.877747 0.0011543 -1.183509 down hypothetical protein MIMGU_mgv1a007817mg [Erythranthe guttata]
¢33463.graph_c0 0.3365733 0.2194791 0.3356724 4.4796304 2.8624406 3.3743477 7.628E-13 3.636288 up E\Ffii'ii';]z';:vﬁzr}'s‘]mm'cmt“b“'e'assoc'ate‘j protein AIR9-like
¢33473.graph_c0 27.658587 21.952764 20.139166 9.3077777 10.901288 10.628573 1.66E-07 -1.138042 down -

c33475.graph_c0 5.8934843 45045116 6.5537082 0.1737308 0.2576654 0.0618339 4548E-31 -5.061279 down | oot ! = NCNATACIENIZE PIOTEIN LOLLUo9499 Y [S0Manim
c33480.graph_c0 1.0586357 0.9446035 0.9654661 4.6887519 5.619418 6.1948224 9.605E-25 2.512688 up F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105159750 isoform X2
c33514.graph_c0 0.4697843 0.381754 0.3450061 2.6201391 2.8388042 3.867978 2.049E-11 3.000599 up PREDICTED: alpha-mannosidase-like [Sesamum indicum]
¢33519.graph_c0 0.2234944 0.1681621 0.455924 2.6913083 3.4013299 3.7301085 4.984E-15 3.571255 up PREDICTED: protein 1Q-DOMAIN 1 [Sesamum indicum]
c33521.graph_c0 0.1168623 0.1055157 0.3814346 4.5020769 10.984916 8.3038114 2.177E-09 5.332372 up -

¢33538.graph_c0 44071731 4.2913632 4.4776431 0.7667631 1.7406267 0.7309941 7.119E-07 -1.9923 down -

€33557.graph_c0 15.965597 15.879013 14.87672 45.667093 69.654162 89.230338 1.866E-06 2.163101 up PREDICTED: prolyl endopeptidase-like [Sesamum indicum]
¢33563.graph_c0 0.4223571 0.5243547 0.3446399 1.3049612 22331855 1.9650174 5.258E-07 2.125446 up [PSFZEEH']S;ES&igj’:'n'?'damage'mpa'r/to'erat'on protein DRT100
c33576.graph_c0 2.0428117 1.5510294 2.386723 0.2354013 0.1870343 0.2094587 2.745E-10 -3.197462 down PREDICTED: pathogenesis-related protein 5-like [Sesamum indicum]
c33588.graph_c0 46637173 5.0024219 5.0073005 10489766 11913121 14.71249 1895E-08 1.376706 up FreEDIS [ED: HGNEINALCED Profein, CnioTopIaSHC-iKe [Sesamtim
c33596.graph_c0 143.40524 137.01315 153.84276 55716997 62.781564 56.844134 6.657E-18 -1.267951 down | o .- ! UNCNATACIETIZEN PIOTEIN LOLLUSLOVASY [SESamUm
€33599.graph_c0 44.664023 41.912878 50.406447 13.754234 9.0690518 6.3985177 3.377E-27 -2.175228 down hypothetical protein MIMGU_mgv1a014857mg [Erythranthe guttata]
¢33599.graph_c1 14.154082 10.917424 12.188036 40.61505 42.120321 45.124647 7.438E-31 1.819584 up [Pﬁi'ig:;zavzr;t’ng'e plastid-lipid-associated protein 6, chloroplastic
€33607.graph_c0 4.3740911 5.2658589 5.1375175 24.782157 18.689068 17.154942 1.326E-08 2.085306 up PREDICTED: neurofilament medium polypeptide [Sesamum indicum]
€33621.graph_c0 0.7237481 0.5601229 1.2936351 3.6259304 2.5453957 4.9755466 6.21E-05 2.153384 up PREDICTED: E3 ubiquitin ligase BIG BROTHER [Sesamum indicum]
¢33632.graph_c0 0.1690232 0.0872069 0.0591092 4.1931662 3.1127482 1.9608459 7.037E-09 4.929887 up [Pﬁi'ig:;zavzr;t’ng'e receptor-like protein kinase At5g39020
€33637.graph_c0 14.211379 13.45578 13.85296 44.207254 45.388059 33.270427 1.002E-10 1.609284 up hypothetical protein MIMGU_mgv1a025918mg [Erythranthe guttata]
c33642.graph_c0 28.408707 32.685319 30.125874 58.269554 59.878446 67.868697 1.234E-11 1.068654 up fjﬂiﬁ;ﬁigﬂégﬁ ribosomal protein L 18, chloroplastic [Nicotiana
€33649.graph_c0 7.862962 9.3280656 7.423126 16.760454 23.437483 25.293044 1.856E-09 1.447532 up hypothetical protein MIMGU_mgv1a010621mg [Erythranthe guttata]
c33657.graph_c0 4.1157812 4.3918308 4.274383 13516917 17.987345 20.256457 4.404E-16 2.053655 up PreEDI TEL: Unenaracterized protein Lot Lostduas s [sesamum
€33657.graph_c1 0.7002528 1.1240224 0.6983784 2.3669918 3.2389069 2.9836914 4.324E-05 1.80534 up hypothetical protein MIMGU_mgv1a008629mg [Erythranthe guttata]
€33662.graph_c0 230.54735 246.19083 270.52799 43.579015 38.491914 38.429243 1.636E-67 -2.588107 down hypothetical protein MIMGU_mgv1a015081mg [Erythranthe guttata]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€33669.graph_c0 2.9567702 1.9104177 2.2798911 35.106701 35.661387 43.016896 3.492E-96 4.032777 up PREDICTED: protein notum homolog [Sesamum indicum]
¢33688.graph_c0 3.2366468 3.3168214 3.1433682 8.7591135 10.052487 10.951642 1.032E-14 1.656813 up rnZi'ar'nc]TED: peptidyl-prolyl cis-trans isomerase FKBP62 [Sesamum
¢33689.graph_c0 0.4850995 0.2502853 0.3958372 4.3921378 3.7223499 4.6115554 1.173E-13 3.534694 up PREDICTED: mitoferrin-like [Sesamum indicum]

€33690.graph_c0 26.499359 23.486844 23.855584 10.315006 12.826578 10.851753 1.199E-11 -1.079932 down PREDICTED: uncharacterized protein At4g22758 [Sesamum indicum]
€33700.graph_c0 238.26003 280.23026 253.99598 70.73804 72.20253 74.281884 5.263E-30 -1.788687 down PREDICTED: probable protein phosphatase 2C 55 [Sesamum indicum]
c33715.graph_c1 0.5063712 0.653151 0.8263895 2.4757563 1.7485091 2.3660918 6.663E-05 1.776327 up unnamed protein product [Coffea canephora]

c33717.graph_c0 0.6956415 0.9295867 0.5676378 3.4212944 5.0069674 5.6177344 6.783E-14 2.714383 up PreEDI TEL: Unenaracterized protein LOGL0oLo /949 [sesamtm
c33724.graph_c0 193.13932 170.75191 188.49324 53.949621 97.180872 115.487 5.165E-06 -1.02035 down PREDICTED: alpha-xylosidase 1-like [Sesamum indicum]
¢33740.graph_c0 1.3979518 1.4161486 1.0204278 0.3457574 0.3662881 0.4999359 0.0004742 -1.62627 down -

c33741.graph_c0 12.915104 14.382658 13.877749 6.0220419 7.2105825 6.5741428 2.335E-08 -1.016329 down Fsiffrgﬁ;ﬁr?cjigrr’:fb'e protein arginine N-methyltransferase 3
c33756.graph_c0 9.557499  8.848549 8.0165753 3.874287 3.2574105 3.3652383 2.176E-07 -1.286276 down hypothetical protein MIMGU_mgv1a023474mg [Erythranthe guttata]
c33766.graph_c0 10.157691 8.9043133 9.4353158 50039959 3.9397549 3.6149626 1.819E-06 -112371 down | oo !=i WAL GOMAINTCONIAINING PTOMEIN S-iIKe 1>esamim
c33771graph_c0 9.085806 9.8864271 10.17041 27.611097 22211693 21.546433 1994E-08 1338971 up PrEDIS [ED: UNCNATACIEMzea Protein LUt 4us.e006z (5esamim
c33774.graph_c1 557.12096 621.8105 659.39554 72.538844 58.847173 48.9852 8.19E-90  -3.301423 down hypothetical protein MIMGU_mgv1a012797mg [Erythranthe guttata]
c33780.graph_c0 13.446097 12.030529 13.55743 2.2914029 2.0183404 1.832698 2.706E-34 -2.622481 down PREDICTED: homocysteine S-methyltransferase 2 [Sesamum indicum]
c33792.graph_c0 6.7173895 8.2225834 8.1300338 15.886648 15377029 15.610446 1535E-05 1.065427 up PreEDIL TEL: UNCNATACETized ProteIn LOGL0oL o4 [5esamtm
c33797.graph_c0 0.8859336 0.5090368 0.1971585 2.6543308 2.1630321 2.9976789 1.083E-07 2.3395  up F;E;ﬁ;ﬁ%igrr’:fb'e BOI-related E3 ubiquitin-protein ligase 3
€33801.graph_c0 2.2380426 1.7720358 1.7138414 9.5144718 8.8310595 9.0096027 9.989E-15 2.300273 up PREDICTED: sulfate transporter 3.1-like [Sesamum indicum]
¢33804.graph_c0 0.3887157 0.1619879 0.0975966 5.9127098 1.0273228 2.0572225 0.0087259 3.998429 up FREPI ED: UNENATACENIzed Profein LOG 108593205 [NEIimpo
c33821.graph_c0 3.320057 2.3425881 2.7522155 13.286416 7.8041526 6.8767591 0.0050734 1.78694 up F;Eﬂﬁ;ﬁ%i::ismc]ﬂpase'acnva“”g protein-binding protein 1-like
€33845.graph_c0 25.871724 28.360186 27.015631 8.3523023 9.0111028 6.7479178 4.783E-19 -1.709585 down PREDICTED: transcription factor TGAL [Sesamum indicum]
c33851.graph_c0 34.078883 31126446 35502208 15.677855 15.72534 12.614417 2.145E-08 -1.151617 down  PREDICTED: selenoprotein O-like [Malus domestica]
¢33853.graph_c0 8.9382937 10.343805 10.169914 0.6383068 1.014313 1.1359231 2.23E-12 -3.367783 down -

¢33856.graph_c0 14697628 1.2533326 1.0660573 0.3105054 0.3289429 0.1227937 8.8E-07  -2.265572 down -

€33870.graph_c0 0.6347059 0.3125891 0.5179149 7.4968175 10.498896 8.9483968 8.162E-38 4.237166 up PREDICTED: non-specific phospholipase C3-like [Sesamum indicum]
c33873.graph_c0 4.4415857 45270044 4.9806299 18.789817 27.47988 24.955665 2.964E-22 2.387848 up Ez'fe?r:Clzﬁ('gz[g{;?aﬁj:r:%i:j?:jmc]wZ'”Cf'”gerdomam'coma'”'”g
€33877.graph_c0 50.737753 54.873361 55.940167 151.91658 175.95098 205.01091 4.474E-24 1.759819 up hypothetical protein MIMGU_mgv1a007222mg [Erythranthe guttata]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€33886.graph_c0 0.984142  0.9289783 0.7665495 20.64 23.607615 22.653959 5.982E-62 4.682114 up hypothetical protein MIMGU_mgv1a026334mg [Erythranthe guttata]
€33887.graph_c0 73.485134 64.115594 70.526747 466.46304 389.43196 472.24342 1.812E-41 2.717688 up metallothionein class | type 3 [Avicennia marina]

€33905.graph_c0 92.645909 90.69626 89.267462 38.190411 36.250466 32.010665 4.694E-20 -1.312357 down hypothetical protein MIMGU_mgv1a015035mg [Erythranthe guttata]
€33918.graph_c0 3.6170685 3.4551997 3.7642298 7.8408448 9.0103585 8.6322333 0.0001452 1.273323 up PREDICTED: ethylene receptor 2-like [Sesamum indicum]
€33924.graph_c0 3.5870343 3.3164858 2.3650085 8.5844153 10.866735 12.655081 1.006E-13 1.829455 up PREDICTED: F-hox protein At2g32560-like [Sesamum indicum]
€33945.graph_c0 6.9810092 7.2036535 6.5932632 12.305965 15.551089 15.747473 3.7E-10 1.107179 up PREDICTED: ethylene receptor 2-like [Sesamum indicum]
¢33985.graph_c0 0.8659434 0.8048618 1.0183393 5.3268167 7.7635601 4.8833988 1.764E-11 2.778523 up EE;?rLC)IZE'[DNIELE;E t);flzr”;?)'s':fgf:;?]”'”g protein At5g67130-like
€33996.graph_c0 100.2461 117.33912 118.7093 10.302917 11.408011 11.032045 5.26E-94 -3.320071 down PREDICTED: glutaredoxin [Sesamum indicum]

€33996.graph_c1 3.9173864 4.5476133 3.4705457 41.285216 43.73668 63.624088 2.583E-18 3.676681 up hypothetical protein CICLE_v10010813mg, partial [Citrus clementina]
c34006.graph_c0 29.022469 25.385676 27.382426 11137028 1179833 97817937 2.905E-09 -1.279456 down | 1! UNCNATACIEMIZE PIOTEIN LOLLUDLO0EEA [SE3MUM
c34011.graph_c0 0.2715537 0.4903751 0.3877748 1.9792323 2.0967567 1.837679 1.444E-07 2.40528 up FrEEDIL TR UNCNATACIENZEq PIOEIN LUGL00L03( 38 [5esamim
€34018.graph_c0 0.0582215 0.0525686 0.1425249 6.8634078 6.2545792 3.8086785 3.877E-15 6.108402 up unnamed protein product [Coffea canephora]

c34036.graph_c0 4.4840569 4.409612 4.5382372 9.8917003 12.882939 14.917592 7.071E-11 152458 up FrEDIL TEL: UNCNATACIENZEq PTOEIN LUGLusLosur [5esamim
¢34050.graph_c0 7.8659284 95028289 8.1242806 25.923673 35.768445 40.372852 5.027E-13 2.031737 up F;;E;:ﬁ;ﬁ%igjzfa'acwmnase'l non-catalytic subunit beta-like
c34065.graph_c0 2.7450878 2.9319515 2.8682533 0.0424342 0.3146769 0.0755153 9.225E-17 -4.284937 down PREDICTED: WUSCHEL-related homeobox 9 [Sesamum indicum]
c34069.graph_c0 83.987543 87.871257 86.359505 24.136365 46.179035 50.416053 7.205E-08 -1.066407 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLIAEUG [SEsamUm
c34074.graph_c0 23.343895 22.642961 20.442215 64.199378 59.149463 67.48656 1.022E-27 1.565196 up Phosphoribulokinase family protein [Populus trichocarpa]
€34106.graph_c2 0.060479  0.1092138 0.0987008 3.1431258 6.4158804 9.2087598 4.491E-08 6.155773 up hypothetical protein MIMGU_mgv1a008571mg [Erythranthe guttata]
c34112.graph_c0 34.745962 32.927243 31.906806 69.980965 66.518667 75.636405 2.972E-14 1.133117 up hypothetical protein M569_08891, partial [Genlisea aurea]
c34114.graph_c0 11.986721 11.544411 14.345564 3.3764559 2.8615565 1.8026101 1.545E-06 -2.186975 down hypothetical protein PRUPE_ppb013116mg [Prunus persica]
c34139.graph_c0 0.8774356 0.5166796 0.6537211 1.2572857 2.4589693 2.3665342 0.0003893 1.601129 up PREDICTED: hyoscyamine 6-dioxygenase [Sesamum indicum]
C34142.graph_c0 3.7360452 3.4780593 3.995347 92361099 10.999816 12.30118 7.336E-13 1.575025 up Fgf;;ﬁ;ﬁ?&ﬁ;?:fb'e BOI-related E3 ubiquitin-protein ligase 2
C34147.graph_c0 0.0704325 0.0635939 0.344834 3.0354646 2.2699106 3.7336498 1.836E-14 4.278428 up rnZi'ar'nC]TED: bidirectional sugar transporter SWEET-like [Sesamum
¢34149.graph_c0 0.1570663 0.0945441 0.0854432 0.5309148 1.3123506 1.2006955 1.136E-05 3.202913 up PREDICTED: subtilisin-like protease [Sesamum indicum]
c34153.graph_c0 4.1427475 3.0992818 4.2497062 8.40198  11.92082 13.483556 4.624E-05 1.500967 up -

c34161.graph_c0 6.7612429 7.1969059 6.824693 19.65682 14.46575 11.08899 0.0078777 1.172243 up FrEEDIL TR UNCNATACIENZEA PTOEIN LUG 100100532 L5esamum
c34162.graph_c1 1.2633277 12193332 11730534 12.093036 11465647 12.774798 5.475E-26 3.355376 up PREDIL | EL: SETNE/INTEONINE-Protein KINASE AUTOra-2 |Sesamum

indiriim]l



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -
c34168.graph_c0 18.7688 17.295049 15.92101 40.768158 32.461478 28.403898 0.0003976 1.015371 up PREDICTED: probable protein phosphatase 2C 34 [Sesamum indicum]
€34170.graph_c0 205.21889 221.28378 247.14935 81.382845 98.327067 96.697804 1.079E-17 -1.246758 down hypothetical protein MIMGU_mgv1a014768mg [Erythranthe guttata]
€34177.graph_c0 15.5552 18.263316 17.940518 2.2991977 3.838106 4.2776074 4.614E-27 -2.280895 down PREDICTED: cytochrome P450 71D95-like [Sesamum indicum]
€34193.graph_c0 6.9508256 7.9661863 6.6680377 15.062761 15.345113 15.238748 5.543E-12 1.122605 up hypothetical protein MIMGU_mgv1a013779mg [Erythranthe guttata]
€34193.graph_c1 10.315603 9.9600814 8.6120706 20.104966 19.216939 20.781154 7.811E-06 1.09957 up PREDICTED: abscisic acid receptor PYL2 [Sesamum indicum]
ubiquitin-conjugating enzyme e2-16kda, ubiquitin protein ligase
c34195.graph_c0 0.5212359 0.5752109 0.378066 4.2578758 8.2436988 2.6128498 0.0018933 3.394441 up [Thalassicsira peeudoniana CCMP135]
€34199.graph_c0 0.5716277 0.6635908 0.6330305 2.1737405 3.1800772 2.9473238 3.365E-07 2.187355 up PREDICTED: (+)-neomenthol dehydrogenase-like [Sesamum indicum]
€34208.graph_c0 29.074371 26.548617 27.305498 225.01744 235.97231 321.15913 5.571E-25 3.275952 up hypothetical protein JCGZ_15938 [Jatropha curcas]
c34215.graph_c0 0.141089  0.0955426 0.2014731 1.1624645 1.0420302 1.3526167 1.383E-10 3.062034 up PREDICTED: vinorine synthase-like [Sesamum indicum]
c34231.graph_c0 33.234704 38.158524 30408814 13.056326 17.561463 16534185 3.817E-12 -1.072969 down | 1! UNCNATACIEMIZEN PIOTEIN LOLLUDLOASUS [SESAMUM
€34240.graph_c0 0.2713276 0.4899668 0.3874519 2.6654398 2.0950109 2.0656675 1.773E-08 2.618595 up PREDICTED: MADS-box transcription factor 23 [Sesamum indicum]
€34259.graph_c0 0.049348 0 0.080535 1.3135954 1.5903944 2.0593659 5.737E-18 5.289345 up PREDICTED: pathogenesis-related protein 5 [Sesamum indicum]
c34261.graph_c0 13.595289 15.329947 15.541327 33.155715 34.535547 50.771285 3.396E-06 1.451492 up PREDICTED: kinesin KP1-like isoform X2 [Sesamum indicum]
€34267.graph_c0 9.7563737 10.059982 10.79528 1.0140876 0.7074677 0.9463451 1.184E-41 -3.473802 down hypothetical protein MIMGU_mgv1a010327mg [Erythranthe guttata]
c34277.graph_c0 16.372458 13.508416 14.511498 47.649092 49.088541 59.537442 5532E-31 1.855473 up PREDICTED: long chain acyl-CoA synthetase 6, peroxisomal-like
isoform X2 [Sesamum indicum]
¢34293.graph_c0 0.0673793 0.3346046 0.3023954 1.9643897 4.2525451 4.9777213 5.929E-07 4.018685 up PREDICTED: GDSL esterase/lipase At545960 [Sesamum indicum]
c34294.graph_c1 10.134008 11.080549 10.833883 20515203 21216593 21.075644 3.278E-10 1012244 up PrEDIC [EDT AL TANSPOTIET 5 TaMILY MEMPE L9 [>esamumm
€34305.graph_c0 4.9345704 4.6444737 4.5146381 13.002676 11.365179 14.032059 4.843E-11 1.48898 up PREDICTED: monoacylglycerol lipase abhd6-B [Sesamum indicum]
c34311.graph_c1 6.0977062 6.126808 6.7873357 1.5458583 1.1337573 1.0933425 1.039E-11 -2.284431 down Fsiffréﬁ;ﬁr?cji‘ézi‘]ﬂe”a”Spo”"'SNARE 13-like isoform X2
c34317.graph_c0 1258546 19155597 23180027 6.8369987 6.2772416 6.0024067 5957E-08 1.843223 up PTEEDIC [ED: NAG QOMAINCONIAINING Profein £4/22-1Ke (esamum
¢34324.graph_c0 104.31714 106.1971 100.20963 44.476316 45.810467 37.531993 6.393E-18 -1.238235 down | ACDICTED: chaperone protein dnal 1, mitochondrial-like isoform X1
[Sesamum indicum]
c34331.graph_c0 1.6195835 1949776 18298618 0.6843138 0.5576519 0.6557366 0.0011378 -1.463648 down [PSFZE;T']S;E%ESE;'VE SNAP25 homologous protein SNAP30
c34335.graph_c0 91497919 10537933 104.87268 21867216 17.641544 17.586422 1273E-50 -2.355372 down | oo ! = UCNATACIETIZEN PIOTEIN LOLLUSLIGEUL [SESamUm
¢34336.graph_c0 68.336125 69.388829 66.173244 22580574 27.611731 22.389085 5.593E-24 -1.450203 down fnzi'ar':]TED: membrane-anchored ubiquitin-fold protein 3 [Sesamum
€34337.graph_c0 2.0520458 3.208516 2.9405022 9.1356383 11.492745 11.685202 2.002E-10 2.016029 up PREDICTED: MLO-like protein 4 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c34354.graph_c0 2.4339862 2.924007 3.113821 19.374366 18.696673 15.726985 4.732E-35 2.710991 up PREDICTED: protein NRT1/ PTR FAMILY 5.5-like isoform X2
[Sesamum indicum]

c34360.graph_c0 3.3011696 4.4552823 3.1757629 6.6511138 6.999386 9.4062852 0.0001201 1.115708 up PREDICTED: uncharacterized oxidoreductase Atlg06690, chloroplastic
[Sesamum indicum]

c34364.graph_c0 1.5047072 1.311761 1.5665402 0.3288495 0.2090257 0.2340867 2.757E-07 -2.455124 down unnamed protein product [Coffea canephora]

c34383.graph_c0 5.6190887 7.4209553 6.752232 13.926295 18.619841 23.521842 2.24E-06 1537274 up PreEDIL [EL: PrODApIe NACHVE paian-ilie protein ¥ [sesamum

c34401.graph_c0 11622163 8.1249115 8.6665743 33.078605 37.221243 38.506157 3.86E-43 1.977799 up PIREDI TED: ASL TANSPOTIET (& TaMILY MEMBEr 26 (Sesamtm

c34406.graph_c0 0.2871736 0.2074327 0.2530778 0.7280274 0.6941311 0.466412 0.0016119 1.382843 up hypothetical protein VITISV_004365 [Vitis vinifera]

c34414.graph_c0 42138621 3.9471451 4.0268795 18504859 14.010194 11106643 2.288E-05 1.892607 up PIEDIL TED: ASL TANSPOTIET (= TaMILY MEMDET 51K (Sesamum

C34445.graph_c0 14.565975 16.568272 16.554441 34.615349 53261378 59.081483 4.708E-07 1.657239 up PREDICTED: glycerophosphodiester phosphodiesterase GDPDL3-like
[Sesamum indicum]

c34445.graph_c1 9.500661 9.2020757 9.5848619 20.582219 35.103481 35.718667 1.866E-06 1.724542 up hypothetical protein MIMGU_mgv1a001772mg [Erythranthe guttata]

c34453.graph_c0 0997859  0.8509101 07991662 17567497 2.2829044 18757744 0.0015833 1.198379 up PreEDIS [ED: UNCnAracterizea protein Lus_tbussuoss [Sesamiim

c34456.graph_c1 8.0166608 8.0920404 7.3801874 14.95505 21474989 18.269127 1.165E-08 1.256303 up FIYPOIISHICAl PTOIEIN MINIG_MGViauessetmy, partar L=rymranine

c34457.graph_c0 2.7897926 2.5189212 4.433083 15596802 160.89144 1513656 149E-140 5.627911 up -

c34459.graph_c0 57.090983 57.535893 57.560492 117.39801 118.07889 123.08186 2.314E-14 1.099896 up PreEDI TEL: UNenaTacterized profein LOGL0oL o4 [5esamtim

c34460.graph_c0 0.4967393 0.3261884 0.9580651 11.848937 19.222929 20.220367 1.373E-22 4.879274 up PREDICTED: transcription factor bHLH93 [Sesamum indicum]

c34472.graph_c0 0.0264072 0.0238432 0.0430961 0.6359881 1.0092801 2.1742412 0.000108L 5.415111 up PREDICTED: protein NRTL/ PTR FAMILY 6.4 [Sesamum indicum]

c34487.graph_c0 10.623813 11.146922 11.8077  26.282825 26416857 21.485646 1789E-10 1.187248 up PTEEDIC [ED: SIVARL TOMOIOgOUS Protein Srss [oesamum

c34489.graph_c0 4.0845134 55791802 7.3495371 24.161301 41628608 15.828625 0.0044547 2.299305 up gé’g(l’;r;“ca' protein PAXINDRAFT_10917 [Paxillus involutus ATCC

c34498.graph_c0 23.400818 24.174913 24.893627 54.911577 66.124441 619352  1241E-20 1375217 up PREDICTED: cytochrome P450 71D95-like [Sesamum indicum]

c34501.graph_c0 5.6364736 6.4887391 5.0592481 22237709 16.84077 12.396662 0.0006225 1.633755 up Fsiffrgﬁ;ﬁr?cjigrr’:fb'e galactinol--sucrose galactosyltransferase 1

c34502.graph_c0 0.7827235 09187437 08041744 55560943 4.3610525 4.6347931 9.425E-11 2533682 up PTEEDIC [ED: NAG QOMAINTCONTAINING Protein f2-iike sesamumm

¢34503.graph_c0 05672195 0.5761643 0.3471349 3.5650046 3.0784785 3.4386843 1655E-13 2.802788 up hypothetical protein CISIN_1g004365mg [Citrus sinensis]

€34508.graph_c0 4.2125988 3.9883711 3.6183644 13.100835 17.01635 17.27397 1.733E-32 2.040731 up PREDICTED: cellulose synthase-like protein G2 [Sesamum indicum]

c34523.graph_c0 2.6415065 2.7738968 2.8583112 5.4591915 6.1689082 5.7642995 0.0003131 1.112115 up Serine carboxypeptidase-like 40 [Theobroma cacao]

¢34529.graph_c0 42058511 5.4032846 4.3536612 13.891652 11.779671 12.7673L 3.161E-13 1506057 up PREDICTED: acetolactate synthase small subunit 1, chloroplastic-like
isoform X2 [Sesamum indicum]

c34532.graph_c0 04785318 0.8024145 05020432 3.2028318 3.1211607 5.4743652 5.406E-07 2.775845 up MYPOIMBIICA! PTOEIN MINIL_MGVAaV.Lro0mg, partal L=rymrante

c34533.graph_c0 51260801 4.9550782 6.397284 50.376163 55.230032 69.311184 4.217E-39 3.445079 up PREDICTED: GDSL esterase/lipase At2g40250 [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c34533.graph_c1 1.574233  0.8122199 1.1010525 17.103911 16.307568 24.223507 6.196E-22 4.08573 up PREDICTED: GDSL esterase/lipase At2g30310-like [Cucumis melo]
¢34550.graph_c0 0.3725152 0.3027117 0.3799617 0.8027238 0.9254228 1.2394492 0.0003237 1.528378 up PIEEDIG TEL: CEIIVISION CONTTot protein 45 nomolog (sesamm
¢34563.graph_c0 12.780832 14.231646 13.247067 26.845181 27.507756 32.858751 1.058E-15 1.155404 up fnzi'ar':]TED: rho guanine nucleotide exchange factor 8-like [Sesamum
c34601.graph_c0 3.2647526 3.1320008 29970129 12.285621 11302609 8.1124509 1.267E-07 1.8014  up FIEDIL TELD: UNCNATACIENZEa PIOTEIN LULLU0L15539 [5esamum
c34613.graph_c0 6137.9993 6406.6292 6827.4128 1309.8043 1381.2781 1122.9639 1.603E-08 -2.301914 down hypothetical protein MIMGU_mgv1a024110mg [Erythranthe guttata]
c34616.graph_c0 0.3931247 0.2615456 0236369 1022856 0.9724543 0.8634578 7.397E-05 1.726208 up CYSIEINETICN LIS (REGERTURCIIKE PIOTEIN KINASe) & L1neooroma
c34619.graph_c1 25414073 2.9830483 2.2811444 87622651 7.7809672 4.8728817 0.000835 1.504924 up PrEEDIL TEL: UNCNATActerized profein LOGL0o.L1 (Ush [Sesamtm
C34624.graph_c0 1.0494794 1.6244254 1.2845499 2.8506267 3.1205564 2.8746665 0.0072607 1.201505 up rsié?rf;f%ezs:;;m%if;?'”d'”g domain-containing protein 2-like
c34632.graph_c0 8.4765794 11172433 11.210018 3.2933012 4.6228569 4.798595 2.228E-06 -1.243649 down fnzi'ar':]TED: exocyst complex component EXO70AL-like [Sesamum
€34632.graph_c2 5.2683748 4.636422 4.2989508 13.187042 13.790968 13.990241 4.276E-07 1.569516 up PREDICTED: cyclin-D3-1 [Sesamum indicum]

c34640.graph_c0 25.51132  27.082204 22.907442 50.535765 50.741436 56.162878 4.474E-12 1.101686 up FIEEDIL 2L 5US TIDOSOMA PTOTEIN 44, CIOTOPIAsHE (esamim
c34644.graph_c0 6.1405686 5.3294602 6.8750832 24.376618 26.335439 33.233203 6.107E-23 2.232259 up EEOES;']OCJ;%‘J{;?:;Q'Céggs:ﬁfeff;g?;Qf?ﬁﬁ’:gfg;‘:‘:ylvesms]
€34647.graph_c0 21.672217 18.948509 25.291587 74.330639 98.254243 119.57814 6.034E-12 2.183051 up PREDICTED: probable pectinesterase 15 [Sesamum indicum]
€34662.graph_c0 3.2279073 3.5719032 2.7923789 8.1524566 9.0602185 9.0332916 1.31E-09 1.492687 up PREDICTED: probable GABA transporter 2 [Sesamum indicum]
¢34678.graph_c0 25.448598 22.075003 25.512328 8.064493 10.496119 12506285 2.676E-05 -1.197644 down -

c34685.graph_c0 0.1469088 0.2321286 0.2697219 0.9776433 0.937057 0.911325 156E-06 2.165899 up PreEDIL TEL: Unenaracterized protein Lot 10oLosooz [sesamtim
c34687.graph_c0 66.924947 72.160036 77.466332 19.739739 19.601944 17.917944 2.432E-37 -1.876208 down PREDICTED: probable fructokinase-7 [Sesamum indicum]
¢34693.graph_c0 53.318069 56.223319 53.748746 149.1054 116.04571 11515892 4.475E-07 1.267158 up PREDICTED: sterol 14-demethylase-like [Sesamum indicum]
€34705.graph_c0 0.0824481 0.0744429 0.1569795 0.9754172 1.0333362 0.6509403 1.714E-10 3.126244 up PREDICTED: abscisic acid 8&apos;-hydroxylase 4 [Sesamum indicum]
c34730.graph_c0 13.619301 17.69137 14.625441 31.106814 34.161632 32.207232 2.2E-12 1.126528 up PREDICTED: methylsterol monooxygenase 2-2 [Sesamum indicum]
c34731.graph_c0 1.9332004 1.4624449 1.8332826 0.2649161 0.561293 0.2946509 2.865E-06 -2.189646 down hypothetical protein MIMGU_mgv1a016001mg [Erythranthe guttata]
c34735.graph_c0 7.5357785 6.6952358 8.1660496 2.9802721 3.4001013 3.7397578 0.0029274 -1.107599 down PREDICTED: peroxisomal membrane protein 13 [Glycine max]
c34743.graph_c0 35507001 29053915 37122198 0.351623 0.5215026 04380208 8.742E-10 -2.919469 down | oo !EL: UNCNATACIENZEN PIOMEIN LUG4u0Lo80y 15€samUm
c34762.graph_c0 7.2149279 6.3321823 5.7226419 12343163 12.669574 12576242 0.0003148 1.005844 up TPA: hypothetical protein ZEAMMB73_114394 [Zea mays]
¢34789.graph_c0 2.9633279 3.4400665 3.1089232 1.1805314 1.3643235 0.8594425 0.0012852 -1.439495 down -

€34792.graph_c0 2.4006588 2.256648 3.9446705 0.6669615 0.6624045 1.4465547 0.0037419 -1.59781 down unnamed protein product [Coffea canephora]

c34794.graph_c0 54.44811 57.574208 51.715287 182.19993 207.09438 296.32676 7.76E-09  2.102809 up hypothetical protein MIMGU_mgv1a016621mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c34806.graph_c0 0.0342557 0.0309297 0.0279524 1.215807 2.5760001 3.2068169 2.611E-09 6.259953 up PREDICTED: O-acyltransferase WSD1-like [Sesamum indicum]

c34819.graph_c0 0.8837088 1.1018704 0.6867611 1.5468958 1.8082743 2.8952253 0.0047824 1.261755 up PreEDIL EL: UNenaracterized protein Lot LosLrs(2u [sesamtim

c34821.graph_c0 99.499347 106.24235 107.97082 18.736822 21.904284 18.214247 7.046E-59 -2.373659 down PREDICTED: protein lin-12 [Sesamum indicum]

c34834.graph_c0 3.962405 4.1739603 3.6524204 29.391746 33.534671 39.422009 6.081E-51 3.15647 up PREDICTED: allene oxide synthase, chloroplastic [Sesamum indicum]

C34847.graph_c0 57.415185 57.101795 61.260812 19.839372 29.135051 27.141136 5.427E-16 -1.17203 down Fsi'szfrﬁ;ﬁ%igj';‘n?'d'reded RNA polymerase 111 subunit RPCS

c34849.graph_c0 31561673 2.2740215 2.6664565 9.2944964 16.374978 18.356219 2.978E-07 2.474139 up FIEDIL TEL: UNCNATACIENZEa PIOTEIN LULLUoL1 LA4u [5esamum

c34854.graph_c0 60.119651 64.041484 58.620631 132.98925 213.45655 276.61632 0.0001318 1.801219 up chalcone isomerase [Camellia nitidissima]

c34858.graph_c0 17.68392  17.378362 19.851125 46.627073 45787808 47.108443 3.913E-17 1.387298 up FIEDI ED: TACIKE G 170INAING PrOTEIN o 150Torm A [Sesamumm

€34859.graph_c0 0.0892366 0.0805723 0.0364082 3.6762036 4.3738141 6.2401834 2.872E-21 6.151692 up hypothetical protein MIMGU_mgv1a004092mg [Erythranthe guttata]

c34859.graph_c1 0 0.0882364 0.2392281 2.6013431 5.3803863 4.7395409 1.997E-11 5.307723 up PREDICTED: cytochrome P450 78A9-like, partial [Cucumis melo]

C34867.graph_cO 1.4274417 1.398535 1.1399982 03079808 03262684 0.8563734 00036751 -1.379257 down  ~EDICTED: pentatricopeptide repeat-containing protein At3g03580
[Sesamum indicum]

¢34868.graph_c0 87.823126 77.611727 85.723153 225.81809 230.78901 251.26136 4.185E-26 153571 up hypothetical protein VITISV_041718 [Vitis vinifera]

c34872.graph_c0 10.8707 9.0843022 11.481195 1.6124845 1.811761 1.999995 7.391E-16 -2.496246 down PREDICTED: polyol transporter 5-like [Sesamum indicum]

€34900.graph_c0 9.9152868 9.7936303 9.0535805 26.501127 34.023238 38.172464 1.952E-17 1.815472 up PREDICTED: sulfate transporter 3.1 [Sesamum indicum]

c34901.graph_c0 04537814 04682538 04760768 2.382977 2.1762717 2.1203586 3.891E-07 2.300443 up PTEELIC |12 SITESS BNNANCEq profein £ cnioropiastc [sesamum

¢34902.graph_c0 457.86811 550.11184 547.0116 73.330181 65.273873 64.850896 2.755E-67 -2.889596 down | NCDICTED: desiccation-related protein PCC3-06 isoform X2
[Sesamum indicum]

¢34907.graph_c1 0.1999122 0.361004 0.3262535 12.036666 11543361 9.9209835 2.767E-50 5.283254 up PREDICTED: ethylene-responsive transcription factor RAP2-12-like
[Sesamum indicum]

¢34919.graph_c0 2.7159951 2.4120875 2.9791942 0 0.0507893 0.0502183 3.636E-19 -6.192037 down | -DICTED: 3-oxoacyl-[acyl-carrier-protein] reductase, chloroplastic-
like isoform X2 [Sesamum indicum]

€34938.graph_c0 24.705253 25.60798 27.009908 12.85256 12.307456 12.304354 4.001E-12 -1.002473 down unnamed protein product [Coffea canephora]

¢34942.graph_c0 1.7048467 1.6419378 1.391141 0.3601698 0.8394237 0.6409538 0.0037807 -1.334401 down -

¢34943.graph_c0 4.6683693 8.3992062 5.2658679 1.0877761 2.1203551 2.0906567 0.0005618 -1.759249 down 'tjoﬁat'oc;izi‘;;“:haraaer'ze‘j protein LOC104095569 [Nicotiana

c34951.graph_c0 0.423119  0.3502004 0.4603489 2.1006436 3.36174  3.4508975 2.273E-11 2.887468 up PreEDIL TEL: UNCNATACErized Protein LOGL09.4 a0 [Sesamtim

¢34953.graph_c0 28.078187 41.643989 27.651807 95.839547 69.617454 54.700671 0.0083732 1.228552 up -

¢34966.graph_c0 17.566347 39.06009 20.538262 551.68088 619.64617 490.88233 2.718E-85 4.471879 up -

c34990.graph_c0 46674789 3.1926483 27699088 24561913 34567205 30.469439 1348E-19 3.112282 up PreEDIC | ED: UCISAT VAIOSIN-COMEINING PrOTEIN-Iie (sesamim

c34990.graph_c1 5.3142021 4.3838357 4.235572 25512733 40565178 42.634214 1.14E-14 2.997355 up PRELILTEL: NUCIEAr valosin-coniaiming protein-ie sesamum

indiriml



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
¢35007.graph_c0 11.983142 13.975386 11272029 1.2657929 6.0342935 3.7543164 5.349E-05 -1.729745 down EDICTED:LOW QUALITY PROTEIN: piriformospora indica-
insensitive protein 2 [Sesamum indicum]
c35007.graph_c1 6.4253013 6.3391395 7.0332838 1668638 2693668 2.7927329 5463E-06 -1435222 down  REDICTED: LOW QUALITY PROTEIN: piriformospora indica-
insensitive protein 2 [Sesamum indicum]
c35027.graph_c0 15205343 10751626 1749 0.208994 0.1968034 0.103312 3.068E-11 -3.045664 down o o' ! UNCNATACIETIZEN PIOTEIN LOLLUS 48042 [L-ameENnd
c35028.graph_c0 2.0973201 2.1451882 2.6473158 9.6163207 12761661 12.899499 8.581E-33 2.392573 up PREDICTED: subtilisin-like protease [Sesamum indicum]
c35040.graph_c0 3.9223446 4.3587808 50717218 8872859 8.9135250 8.4395005 0.0037818 1.016074 up FIREDIL TELD: SETINSINTEONING-ProeIn KINASE TCOMer [5esamm
€35065.graph_c0 2.9894418 2.7180611 3.0022894 10.414054 14.31689 15.585409 9.616E-18 2.246069 up PREDICTED: cytokinin dehydrogenase 7 [Sesamum indicum]
¢35067.graph_c0 25.642938 28.338513 25370868 10.496184 14.060704 13.738017 4.787E-10 -1.014108 down fnzi'ar':]TED: nuclear transcription factor Y subunit A-1-like [Sesamum
c35074.graph_c0 4.4365122 4.6449707 3.5431331 12.683026 12.897416 11.072351 6.235E-14 1.581214 up FIRELILTEL: PIOTEASE LOIIKE 4, CNIOTOPIASHC 10T0MM A« LUCUumis
€35094.graph_c0 18.941739 13.617553 16.272864 31.439574 34.842159 37.487769 5.047E-08 1.126773 up PREDICTED: zeatin O-glucosyltransferase-like [Sesamum indicum]
c35097.graph_c0 5.2718929 8.0478773 8.2932023 06200269 10947389 0.7968946 7.704E-13 -3.071306 down  EDICTED: B3 domain-containing transcription factor FUS3-like
isoform X2 [Sesamum indicum]
c35104.graph_cl 0.1247791 03379914 06109121 4.2704992 3.5187258 6.7553147 6.441E-08 3.797887 up PREDIL | EL: UNCNATACIENZEq Profein LoL-Luzouruse 1Sonantm
c35122.graph_c0 19.251347 18.375428 17.691261 7.8436609 8.5248367 8.4526379 1426E-10 -1.115522 down  PREDICTED: cytochrome P450 82C2 [Sesamum indicum]
¢35128.graph_c0 15.516803 10.804929 12.054202 38.829334 51514824 61.2215  8.275E-12 2.017051 up fnzi'ar':]TED: anthocyanidin 3-O-glucosyltransferase 2-like [Sesamum
c35138.graph_c0 187.02551 187.82525 182.54046 693.88849 571.69706 680.26781 2.73E-24  1.848107 up hypothetical protein JCGZ_08206 [Jatropha curcas]
c35141.graph_c1 11.839821 11.03371 12.532396 35.982665 26.626023 30.408256 1.706E-08 1.440337 up hypothetical protein MIMGU_mgv1a011475mg [Erythranthe guttata]
c35155.graph_c0 25525198 24733216 26416448 0.4734888 0 02808717 1883E-10 -3.276086 down | oo ! ESUN AOMAINCONIAINING PrOEIN £-IKE |Sesamum
¢35160.graph_c0 0.0583397 0.0351168 0.1110776 0.7394982 0.5744997 0.7457345 7.78E-12 3.374902 up FTEEDI TED: DIVA CTOSS-INK TEPAIT protein St [sesamum
c35164.graph_c0 0.1446515 0.1950102 0.0885259 11001389 14082687 1631495 6.723E-12 3.307822 up PrEEDIS ED: UNCNATACIENZea PrOtein Ut-4us.Leouoo (5esamim
c35180.graph_c0 66.421205 70.309313 6954694 20789296 22.633814 26.133178 1037E-23 -1.520058 down | b .- !0 PIOGITABSLISIL ACIDARSENSITIVE S 15esamim
c35185.graph_c0 2.6937725 3.6704471 2.6377156 0.8070766 1.0523075 1.6019866 0.00258  -1.344538 down ;F;E'SJ;TSE]D 40S ribosomal protein S23 [Musa acuminata subsp.
€35192.graph_c0 62.398211 65.160109 58.652434 113.45535 123.53221 134.04687 6.134E-13 1.034587 up Triosephosphate isomerase, chloroplastic [Gossypium arboreum]
¢35195.graph_c0 0.6299815 1.2893122 0.6511424 7.3998776 8.3468519 6.2054102 3.035E-17 3.137577 up PREDICTED: transcription factor bHLH118-like [Sesamum indicum]
c35198.graph_c0 8.2676529 83344084 10.579483 14886163 17977897 256965  LOAE-16 -2.179474 down | oo ! EL: UNCNATACIENZEN PIOMEIN LUGL4U0L095L9 [5€samUM
¢35200.graph_c0 11.037672 12.941608 10.031103 20.09143 25288437 27.907365 5.093E-08 1.14501 up rnZi'ar'nc]TED: probable flavin-containing monooxygenase 1 [Sesamum
€35206.graph_c0 16.518114 18.155181 19.279583 2.0319506 2.4333799 2.4761978 1.032E-32 -2.919945 down hypothetical protein MIMGU_mgv1a006135mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -
¢35212.graph_c0 4.6391277 6.4908822 5.7504777 13.017759 17.785296 16.016664 2.95E-11 1.509019 up PREDICTED: cytokinin riboside S&apos;-monophosphate
phosphoribohydrolase LOGB8-like [Sesamum indicum]
€35224.graph_c0 39.003129 40.298139 38.409213 16.752828 17.327694 14.741982 3.357E-17 -1.22673 down PREDICTED: ruvB-like 2 [Sesamum indicum]
¢35243.graph_c0 3.1911553 3.2040212 2.4789667 12.846997 11.210117 13.360373 4.584E-21 2.119701 up PIEEDIL TEL: 1YCOPENS epsiion cyclase, cnioroplastic sesamum
¢35244.graph_c0 6.5427996 6.9816318 6.8677296 0.942441 21166121 2.7169937 1.616E-08 -1.792521 down EE;?*C)IZE'[DS;S:;Jm%EEﬁr domain-containing protein 39-like
c35247.graph_c0 04388243 0.2311267 0.3282373 33838065 3.6829445 3.2171161 1415E-14 3.406093 up FIEDIL TED: PO THANSFARENT TESTA LK [585amUm
€35275.graph_c0 2.068668 2.3135414 2.1100203 6.1979015 6.4238738 7.2780184 2.997E-16 1.656471 up PREDICTED: serine/threonine-protein kinase Nek5 [Sesamum indicum]
c35292.graph_c0 257.82198 252.78009 283.87738 38.634204 34.665662 32.782519 1.555E-80 -2.860207 down gh’ft;’ig]e“ca' protein MIMGU_mgv1a0189502mg, partial [Erythranthe
€35295.graph_c1 2.3383094 3.6155569 2.5520053 4.9276157 5.7304575 8.6702257 0.0020957 1.220497 up PREDICTED: ras-related protein RABAGa-like [Sesamum indicum]
¢35297.graph_c0 2.8945216 1.611647 2.5193664 5.5646793 8.0976689 8.7602013 6.044E-07 1708329 up PREDICTED: MATE efflux family protein 9 [Sesamum indicum]
c35304.graph_c0 16162921 15242207 16119659 0.4552821 0.627011 06886823 0.0022535 -1.38875 down | oo ! L7 UNCNATACIENZEN PIOTEIN LU 4004099 [5€samUm
c35308.graph_c0 98545567 106.67246 98586742 20679086 35.456596 48.867868 8.628E-15 -1.502139 down | b !N GAACIOSE PIOSPROMYIGSE 4-Ke |Sesamum
¢35346.graph_c0 0.5509655 0.5685373 0.5780357 2.1949379 3.1708234 3.7285357 4.831E-08 2.455653 up hypothetical protein MIMGU_mgv1a024479mg [Erythranthe guttata]
¢35347.graph_c0 11.073155 8.9495304 10.186206 3.7324301 4.5109665 5.3792365 0.000174 -1.112061 down -
¢35357.graph_c0 0 0.1096835 0.1982506 9.546927 7.0959807 10.481485 2.836E-33 6.503469 up -
c35359.graph_c0 3.1838191 4.148287 4.834198 10.06377 12.339018 10.31834 2.335E-07 1.466627 up PrEEDI TEL: SPRINGANING %)-MONOOXYGENase L-11ke [sesamum
€35370.graph_c0 0.5996024 0.6590771 0.6381791 8.8230756 11.727483 10.555837 2.391E-43 4.073147 up PREDICTED: protein STICHEL-like 2 [Sesamum indicum]
¢35372.graph_c0 5.0774227 5.7258678 6.4768199 13.187248 14.33207 13.954499 3.12E-12 130359 up rnZi'ar'nc]TED: vacuolar amino acid transporter 1 isoform X2 [Sesamum
c35374.graph_c0 2.8799527 2.266952 2.289761 6.3650654 7.6850538 8.8701922 6.955E-08 1.661293 up [PSFZEEH']S;E"?&Ej'rffe”'aa'vamd protein kinase 19 isoform X2
¢35376.graph_c0 14019808 0.8190841 14804769 6.1676306 9.7454134 10.045685 5.627E-12 2.842801 up PreEDIL TEL: Unenaracterized protein LOG105.40950 4 [sesamtim
c35381.graph_c0 0.1964202 0.3063302 0.2477013 20144511 15825663 2.3160825 2.852E-13 3.02169 up PrEEDIS [ ED: UNENATACIENZea PIOTeIN UL 4u5.109990 [S€samim
c3538L.graph_c1 0.3893533 0.2163382 0.3177091 1746351 1.6489551 2.1281573 2.739E-09 2.620986 up FrEEDI TEL: Unenaracterized protein Lot 109409595 [sesamtim
c35382.graph_c0 0.7501702 0.6956397 0.6948534 4.548881 5.6085395 8.0036635 3.825E-11 3.11998 up FTEEDIS [ED: DIAITECHOnAl SUGAT TaNSpOTIEr SYVEE 130 [Sesamim
¢35387.graph_c0 85123329 8.6856224 7.9060096 25.220549 17.88952 15.650223 0.0015383 1.277588 up PREDICTED: transcription factor bHLH121 [Sesamum indicum]
rARCuUIC W, dernie/uncutinie plULclll PIIUQ}JIIGLGQU LA DI AUA
€35410.graph_c0 0.0696211 0.0419075 0.0378735 0.9119152 0.5921035 0.8637661 4.12E-14 4.033644 up regulatorysubunlt B&apos; beta isoform-like [Nicotiana
tAarmAantanifAarmin 1
c35413.graph_c0 0.8275783 0.8621834 0.9869728 2.1787266 2.2226116 2.4412224 0.0016206 1.394749 up PREDICTED; inositl hexakisphosphat and cphosphoinosito-

pentakisphosphate kinase 2-like isoform X2 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c35415.graph_c0 1.749718 21327723 1.8560823 4.71303 45229653 4.2429625 0.0010028 1275685 up Ty e PIOTET VT E VR Ao s, Reriel I= e

c35424.graph_c0 4.2977703 4.2801347 4.7536005 1.2669164 1.4763587 1.8680881 3.917E-08 -1.494519 down PREDICTED: transcription factor bHLH13-like [Sesamum indicum]

c35476.graph_c0 1.9135843 1.3943546 1.7258344 0.5532091 1.0368718 0.6058365 0.0084407 -1.162972 down hypothetical protein MIMGU_mgv1a012316mg [Erythranthe guttata]

¢35493.graph_c0 0 0.0194217 0 1.3360237 1.1553910 16497436 4.674E-25 7.78266 up PREDICTED: probable inactive purple acid phosphatase 27 isoform X1
[Sesamum |nd_|cum]

c35495.graph_c0 10.257668 9.4575204 13.130378 17503031 2.6200242 2.2258278 1.351E-15 -2.278462 down | - ! =t L INIETACHNG PrOTEIN KINASE Lo-ilice [Sesamim

¢35503.graph_c0 20.743341 18.783035 18.286337 4.7532393 8.0327906 8.8280411 1.512E-12 -1.387202 down hypothetical protein MIMGU_mgv1a013110mg [Erythranthe guttata]

¢35510.graph_c0 10.985052 14.561161 10.870885 3.2588933 5.6493856 6.5003265 0.0026248 -1.200608 down  PREDICTED: beta-glucosidase 24-like [Sesamum indicum]

¢35510.graph_c1 26.090285 26.561004 21241832 83455239 90.918811 11020199 3.642E-27 1.984499 up FIEDIL TED: ALFTCYI0CNTOME Faoy TEAUCIase-iike [sesamum

¢35517.graph_c0 7.0622619 6.8561345 7.2877092 3.092034 3011471 37053438 1454E-05 -1.07163 down . ~EDICTED: putative lysine-specific demethylase JMJL6 isoform X1
[Sesamum indicum]

¢35535.graph_c0 0.8198599 0.5978995 0.9005755 3.5573737 3.5145427 5.6549148 2.61E-08 2.49405 up PREDICTED: peregrin [Sesamum indicum]

€35540.graph_c0 9.6644972 11.496336 12.267346 3.4353147 2.677975 3.6334625 3.848E-08 -1.734004 down PREDICTED: ras-related protein RABC2a-like [Sesamum indicum]

€35549.graph_c0 7.530832  9.0928455 5.7595227 37.771754 38.428286 38.538855 1.633E-50 2.400388 up allene oxide cyclase [Salvia miltiorrhiza]

c35552.graph_c0 2.0468251 18095892 15310008 0.0540521 0.2863083 04328572 2415E-08 -2.781127 down | oo !V PrODADIE GIYCOSYITANSIETASE Asguroay |5esamum

c35552.graph_c1 4.5195173 3.5079705 5.3053845 0.6030338 1.81005  0.7154345 3.478E-06 -2.063839 down hypothetical protein MIMGU_mgv1a009597mg [Erythranthe guttata]

¢35583.graph_c0 76.960639 90.055163 109.89869 23547343 170.46129 153.40065 0.0051843 1.063689 up PREDICTED: probable xyloglucan endotransglucosylase/hydrolase
protein 23 [Nicotiana tomentosiformis]

¢35583.graph_c1 46.686866 53.992349 64.39341 140.10366 99.222808 93.56665 0.0042711 1.061459 up PREDICTED: probable xyloglucan endotransglucosylase/hydrolase
protein 25 [Prunus mume]

¢35586.graph_c0 6.7188489 5.9966001 5.7604419 2578539 34.447056 45590535 7.056E-10 2.552557 up PREDICTED: probable galactinol--sucrose galactosyltransferase 6
[Sesamum indicum]

€35595.graph_c0 628.63883 666.75996 702.63832 80.17062 77.420462 64.55094 1.634E-74 -3.124754 down PREDICTED: cysteine proteinase 15A [Nicotiana tomentosiformis]

¢35626.graph_c0 0.8768406 1.0701066 1.1636618 02687046 02587818 0.3586376 8.27E-06 -1.771911 down  ~EDICTED: phosphatidylinositol/phosphatidylcholine transfer protein
SFH2 [Sesamum indicum]

¢35641.graph_c0 0.1868631 0 0.0381197 5507059 5.2067429 4.2678708 1.436E-27 6.101628 up -

c35651.graph_c0 14278708 10385491 15211431 6.0833804 10705499 17.044009 0.0002301 3.113389 up PreEDIC [ED: UNCNATACIENZE PIOTEIN LULAUSL I L33 (Sesamim

¢35664.graph_c0 5.3044575 5.682372 5.7222836 1.8234008 2.1731311 1.1154351 0.0001041 -1.665259 down hypothetical protein L484_005397 [Morus notabilis]

c35671.graph_c0 0.7130027 0.5211509 0.7064768 1.8290856 1.8465088 1.5126263 0.0001874 1.461868 up fnzi'ar':]TED: E3 ubiquitin-protein ligase ORTHRUS 2-like [Sesamum

¢35683.graph_c0 2.786841 2.3710875 2.1865765 0.679332 0.5757359 0.4231259 5.657E-06 -2.081458 down -

€35685.graph_c0 30.530956 39.321521 45.322627 234.4436 245.75171 260.15961 2.512E-71 2.724821 up hypothetical protein POPTR_0014s502030g [Populus trichocarpa]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
c35719.graph_c0 4.797952  6.1043239 4.5379448 0.6911088 0.8785752 0.4919556 3.613E-09 -2.862727 down -

PREDICTED: zinc finger BED domain-containing protein
c35732.0raph_c0 05857235 06114868 05675604 0.1392089 01966333 0.3303128 00034759 1373635 down O ror i e ]
¢35738.graph_c0 19.166604 21.985234 19.762526 8.8420876 9.9361503 9.8529278 3.853E-08 -1.049075 down [PSFZEEH']S;ESJiEl;tr;(’]X/FBD/LRR'rEpeat protein At1g13570-like
c35742.graph_c0 0.7864911 11744419 10120224 2.8374313 2.3966075 3.6165042 3.424E-05 1.615625 up PrEEDIL TEL: TIOFAISUITIOS OXIAOTERHCtase L 1OL-1Ke [Sesamum
¢35746.graph_c0 6.2332633 7.0612831 6.2867833 10.335661 26.046645 21.178442 1.837E-18 1.803435 up PREDICTED: probable pectinesterase/pectinesterase inhibitor 61

[Sesamum indicum]
c35752.graph_c0 8.1051323 7.0714945 8.3724268 29.205445 35382868 38.346836 4.869E-40 2.165556 up PREDICTED: probable galactinol--sucrose galactosyltransferase 6

[Sesamum indicum]
¢35755.graph_c0 7.4552273 11.276119 7.362082 1.7455506 2.2955576 2.1958757 2.843E-07 -2.026726 down | REDICTED: dynein light chain 1, cytoplasmic-like [Nicotiana

tomentosiformis]
¢35761.graph_c0 1.4866011 1.1910207 1.3497366 0.0796215 02249316 0.3070027 1069E-08 -2.694987 down ~CDICTED: probable leucine-rich repeat receptor-like protein kinase

At5g63930 [Sesamum indicum]
c35774.graph_c0 1.2489055 1.049876 1.3705093 2.5656809 3.5276531 5.0515841 0.0003282 1.635835 up -
¢35787.graph_c0 0.3657998 0.3853301 0.4726086 17774332 1.1256915 1.5299771 1.924E-06 1.905128 up PREDICTED: probable LRR receptor-like serine/threonine-protein

kinase At4g36180 [Sesamum indicum]
c35811.graph_c1 0.4603074 0.3562409 0.2682908 0791857 1.1037848 1.0383425 0.0006754 147224 up FrEEDIL TELD: PROSPRALIAYIINOSITOL A-KiNASE aIpna L-IKe >esamum
¢35812.graph_c0 926.42880 865.54204 945.94862 285.61313 283.01848 310.15068 3.032E-27 -1.598129 down -
¢35818.graph_c0 3.1208962 3.4692452 4.9396863 54.528715 33.884943 24.498455 6.509E-05 3.346166 up Fgfﬂﬁ;ﬁ%igﬁfb'e galactinol--sucrose galactosyltransferase 1
c35844.graph_c0 1.9728924 2.6098657 1.8532157 9.3924887 9.9502028 11.50166 3.95E-22 2.305246 up PreEDIL TEL: UNCNATACTETIZEd PIOTEIN LOGL09L1 5544 [5esamtm
c35848.graph_c0 0.3882218 0.175264 0.3167858 2.3374738 2.6066001 5.3638756 0.0001211 3.582561 up -
¢35849.graph_c0 48.68415 46.266381 46.230909 14.222969 13.829933 10.966378 5.063E-35 -1.810645 down  PREDICTED: cytochrome P450 78A5 [Sesamum indicum]
€35855.graph_c0 244.86365 221.82958 216.79198 549.36526 577.48789 598.76829 3.207E-16 1.37704 up PREDICTED: cysteine proteinase 3-like [Sesamum indicum]
¢35883.graph_c0 9.7050974 10.319634 9.4870565 15.892589 21433996 24.698350 2.18E-06 1.10716 up PREDICTED: uncharacterized protein LOC105165376 isoform X1

[Sesamum indicum]
¢35887.graph_c0 3.3575028 2.460939 2.1595821 5.9583946 10.608734 15.548811 0.0020993 2.038922 up PREDICTED: putative UDP-rhamnose:rhamnosyltransferase 1

[Sesamum indicum]
c35887.graph_c1 2.1649296 1.4216207 1.9271617 4.365785 10.571474 16.537507 0.0088249 2.538119 up hypothetical protein MIMGU_mgv1a005472mg [Erythranthe guttata]
€35893.graph_c2 1.3018305 0.685668 0.7967123 2.612763 3.2049433 3.7931287 2.429E-05 1.824163 up hypothetical protein M569_00198, partial [Genlisea aurea]
c35894.graph_c0 41311155 4.1615813 3002365 16012417 16504749 16943273 0.002715 -1.160989 down | oo !'=t PrOWIN rICOME DITEITINGENCE-IIKE Lo sesamumm
¢35916.graph_c0 9.2582663 8.5078628 9.3187043 23679568 4.0389444 45055212 1615E-12 -1.27974 down  EDICTED: pentatricopeptide repeat-containing protein Atdg19440,

chloroplastic [Sesamum indicum]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

€35927.graph_c0 29.826935 29.9292 29.467531 92.302234 97.783025 106.34093 1.106E-32 1.772497 up PREDICTED: cytochrome b5-like [Sesamum indicum]

¢35936.graph_c0 4.154086  3.2543273 3.3897002 32.987498 46.505005 34.312991 1.011E-27 3.436672 up -

¢35044.graph_c0 0.5177701 0.5843723 0.5633283 01914243 02317609 0.2676585 00072394 -1232123 down . <EDICTED: DNA-directed RNA polymerase Il subunit RPCS
[Sesamum indicum]

c35947.graph_c0 1428842  0.9460809 1.0104669 4.4071619 4.2851123 4.6735282 4.228E-07 2.023038 up PREDICTED: B3 domain-containing protein At3g19184 isoform X2
[Sesamum indicum]

€35957.graph_c0 0.9068258 0.8057822 0.7634533 1.3501694 1.7009457 1.996876 0.0031914 1.064257 up PREDICTED: glutamate receptor 3.2-like [Sesamum indicum]

€35963.graph_c0 311.48976 341.0305 328.15011 528.91683 686.3306 800.64973 7.753E-07 1.075668 up tubulin alpha chain-like [Sesamum indicum]

c35981.graph_c0 10.865767 10.535913 10524004 23234722 2252088 19.555156 6.02E-07 1.076575 up FIEDIL TELD: UNCNATACIENZEa PIOTEIN LUL LU0 Lova.L [5esamum
PREDICTED: putative leucine-rich repeat-containing protein

¢35992.graph_c0 1.0589181 0.6733125 0.6815180 2.9680888 4.065599 4.4072532 1.891E-14 2.280566 up DDB, 6020503 [Sesamum irlicum]

¢35995.graph_c0 14.792999 16.353385 14.918476 26.828663 34559379 37.519227 3.738E-11 113928 up PREDICTED: LOW QUALITY PROTEIN: interactor of constitutive
active ROPs 3 [Sesamum indicum]

¢35996.graph_c0 0.0676657 0.0610958 0.1183171 0.7229288 1.1682541 1.1883914 1.649E-16 3.671874 up hypothetical protein VITISV_035665 [Vitis vinifera]

€36017.graph_c0 0.1135118 0.1317735 0.1720173 2.2815979 2.4170764 2.5239729 1.214E-22 4.153492 up PREDICTED: potassium channel AKT2/3 [Sesamum indicum]

¢36019.graph_c0 1.7916031 1.9450311 1.6881851 0.7299607 0.8878686 0.8419634 0007391 -1.101989 down  PREDICTED: F-box protein SKIP14 [Sesamum indicum]

c36031.graph_c0 3.6844439 2.9940366 2.4051809 6.5384255 6.5968277 6.7874937 0.0057201 1.175155 up VHS domain [Oryza sativa Japonica Group]

¢36037.graph_c0 18.340198 18.395873 17.577551 59.183739 44577324 32.504175 0.0029218 1.378807 up PREDICTED: ethylene-responsive transcription factor ERF107-like
[Sesamum indicum]

¢36038.graph_c0 0.0520289 0.0939544 0.0636827 0.7254548 15710961 1.7604691 1.449E-07 4.303751 up PREDICTED: endoglucanase 10-like [Sesamum indicum]

€36039.graph_c0 14.852247 19.581246 19.090599 2.0825572 3.9711904 2.2977782 1.662E-17 -2.646161 down floricaula, partial [Salvia coccinea]

¢36040.graph_c0 7.3995672 7.1739846 7.6217206 1.5376224 0.8144622 1.8470256 4.779E-09 -2.356221 down  CYP72A52v1 [Nicotiana tabacum]

€36060.graph_c0 2.7685808 3.6157371 3.7517849 11.092148 21.908244 24.479152 1.038E-05 2.533217 up PREDICTED: laccase-14-like [Sesamum indicum]

c36070.graph_c1 14.9763  14.090354 13.401515 52643493 4.3939526 5.8907192 7.981E-10 -1.4065  down [PSFZE;T']E;E"?&igﬂ;qaraaer'zed protein LOC105157576 isoform X2

c36078.graph_c0 41183819 35325871 445275 10440705 1.3825826 0.2322519 2.434E-06 -2.141121 down | oo !=Hr LOE AOMAINCONIAINING PrOTEIN Lo-ilie [esamm

c36082.graph_c0 31160519 34.73027 32.972317 10440935 15495701 16.104614 O.768E-16 -1.198931 down  <CDICTED: uncharacterized membrane protein Atlg75140-like
[Sesamum indicum]

€36103.graph_c0 2.3197494 3.621028 4.39537  8.5721687 10.348314 14.811471 1.904E-05 1.741559 up PREDICTED: proliferating cell nuclear antigen [Sesamum indicum]

¢36129.graph_c0 24115573 3.2798963 2.4161731 0.154776 0.0819832 0.2065782 3.414E-16 -4.147699 down [Pg'f;'acr;';'r?l;rg']ycem"3'ph°s'°hate dehydrogenase [NAD(+)]-like

C36136.graph_c0 28.914361 28507112 27.627675 12.177617 14.779453 14201962 1759E-07 -1.008279 down  |YPothetical protein MIMGU_mgv1a0053871mg, partial [Erythranthe

guttata]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c36142.graph_c0 1.205226 19647057 1.4373757 0.3940307 10435693 03506061 0.0036739 -1.362194 down . o ' o o oo PO ARt LSS
c36144.graph_c0 1.9290566 1.2689945 15066332 0.3842491 0.8511365 0.7450691 0.0065082 -1.21833 down Zié?ri]c;f'[)c&’s;:s'xs;g]" 1,4,5-trisphosphate 5-phosphatase CVP2
c36156.graph_c0 11.336439 10.975118 10.565967 21635751 22.851727 26.87109 7.311E-13 1157723 up PREDTL | ED: UDIGIYCOSYITANSIETase SUALIIKE [solanum
c36162.graph_c0 571.3673 579.80157 619.77934 137.81822 148.24057 152.03363 3.323E-29 -1.974827 down hypothetical protein MIMGU_mgv1a009201mg [Erythranthe guttata]
¢36188.graph_c0 14229302 1.6118055 1.5622065 0.9510254 0.6948249 0.1750793 0.0019999 -1.278163 down  PREDICTED: WEB family protein Atlg12150-like [Sesamum indicum]
€36193.graph_c0 33.533538 36.002176 34.57165 72.557676 71.741655 75.609683 7.935E-15 1.120803 up PREDICTED: GDSL esterase/lipase At1g54790 [Sesamum indicum]
¢36202.graph_c0 3.8679679 2.8993612 4.3472604 10.73095 8.6241066 8.0666968 0.0002675 1.349441 up PrEEDI TED: TAL domain-eontaining protein s-ike [sesamum
c36202.graph_c1 41130057 3.2144462 2.7759092 8.0225823 8.711427 6.1569093 0.0018128 1.223319 up FIREDI TED: AL G0MAINCONIAININg Protein s-1ke |sesamum
€36217.graph_c0 0.5247014 0.7994635 0.5084306 1.78745 1.3651438 1.0726373 0.0052795 1.255749 up hypothetical protein MIMGU_mgv1a009127mg [Erythranthe guttata]
€36224.graph_c0 1.2392694 1.3675983 0.5617965 5.0616768 5.732042 4.0379341 4.642E-07 2.270455 up PREDICTED: laccase-1-like [Sesamum indicum]

¢36224.graph_c1 0.7812991 0.4907408 0.6652525 3.0141213 4.1510249 4.2144882 8.478E-11 2.589992 up PREDICTED: laccase-1-like [Sesamum indicum]

€36234.graph_c0 0.4102893 0.493937 0.6695854 3.5249316 2.6935484 2.416619 2.135E-08 2.50402 up PREDICTED: high mobility group B protein 6 [Sesamum indicum]
¢36245.graph_c0 3.2774567 275747  3.4037537 5.9011617 7.4018532 9.8295316 2.23E-05 1.328494 up -

¢36254.graph_c1 4.1880282 3.9282472 3.317861 1.9069851 1.7472169 1.6968239 0.0088787 -1.05102 down Eﬁg&f{;ﬁ?‘s‘;‘:g:f:;‘:;’p[esi_':;Lergeli‘]t(jffu”rf]'”'”g protein DOT4,
€36255.graph_c0 0.5924024 0.133721 0.3021222 2.9661092 2.3069559 1.7205082 2.22E-07 2.815048 up hypothetical protein MIMGU_mgv1a018451mg [Erythranthe guttata]
¢36266.graph_c0 209.00085 187.4808 198.82816 520.84794 530.12577 43165648 1.02E-14 1.368933 up PreEDIL TEL: Unenaracterized protein Lot 109 rbous [sesamtim
¢36267.graph_c0 12.571699 12577502 12.121424 1.9049398 3.0270792 4.3352987 1.625E-15 -1.976489 down rnzi'zr':]TED: transcription factor bHLH30-like isoform X2 [Sesamum
c36310.graph_cl 2632122 2.0370509 29367742 8.1707964 5337847 7.0973581 1657E-05 1545698 up PTeEDIC [ED: ISIONS SN CENTOMENE protein rirei (sesamum
€36353.graph_c0 0.5404572 0.5545252 0.4410086 4.4218108 6.2678221 5.6800889 4.228E-23 3.450541 up hypothetical protein MIMGU_mgv1a004476mg [Erythranthe guttata]
€36375.graph_c0 1.3384621 1.176703 1.2646227 2.6341937 3.9967194 4.628189 2.639E-06 1.608097 up PREDICTED: oligopeptide transporter 7 [Sesamum indicum]
c36383.graph_c0 1.2745401 1130949 1147602 1559864 2.685201 3.0733348 0.0045267 1.074073 up rYPOmBHICal Protein MINMGE,_Mgyiauessaomy, partial L=rymranine
¢36388.graph_c0 0.335148 0.488827 0.3576251 1.699299 2.3887285 2471581 2.44E-09 2.508961 up F;;E;:ﬁ;ﬁ%i‘C‘an'}ara"te”ze‘j protein LOC105178674 isoform X1
¢36389.graph_c0 0.5822554 1.051444 1.0452544 9.1518393 17.201275 13.265619 1.279E-12 3.910025 up -

€36389.graph_c1 2.5610795 2.6716247 2.7796634 4.4755599 6.4775685 6.3380686 7.834E-05 1.145132 up PREDICTED: transcription factor MYB3-like [Sesamum indicum]
€36394.graph_c0 6.3881412 5.7159296 5.7762031 17.143228 20.479618 17.331073 3.779E-10 1.659875 up PREDICTED: auxin-induced protein 15A-like [Sesamum indicum]
€36402.graph_c0 0.5456632 1.6188148 1.0495338 2.6678637 1.7795084 2.7255304 0.006187 1.205035 up hypothetical protein MIMGU_mgv1a005987mg [Erythranthe guttata]
€36402.graph_c2 0.3223872 0.2381608 0.3826405 1.7088982 1.1806764 1.5205674 3.372E-07 2.271686 up hypothetical protein MIMGU_mgv1a000547mg [Erythranthe guttata]



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€36419.graph_c0 0.4345147 0.7846521 0.7091209 1.897129 1.7504519 1.3068805 0.0020481 1.407754 up PREDICTED: AP-4 complex subunit epsilon [Sesamum indicum]
c36448.graph_c0 2.1790737 2.2954158 3.4673074 4.7416676 5.9498356 5.3250869 0.0028124 1.049937 up :FéEC'?J'IaLE&TLIg\K‘VSgﬁ;&ﬁ;ﬁ;gfﬂﬁgcﬁ\]’v PSl
c36451.graph_c0 69.043318 64.416844 75.345923 17.066076 17.131584 12.678982 7.798E-48 -2.110966 down hypothetical protein MIMGU_mgv1a024078mg [Erythranthe guttata]
c36463.graph_c1 3.608212  4.2976251 3.2366105 8.1417893 7.010154 83990195 1.19E-05 1.123651 up Eefifliﬁliﬁnéj:‘;':;r::’gr;igf:tkﬁ‘;esgtggéﬁl (Sesamum indicur]
c36469.graph_c0 10.371874 10.499335 11185063 39817801 5.0618558 5.0503341 4.234E-12 -1.148029 down | o1 ! UNCNATACIEMIZEN PIOTEIN LOLLUDLILLLA [SESAMUM
c36491.graph_c0 76.957226 81.410225 78.239703 232.55558 269.49981 287.98285 8.954E-33 1.77825 up acetylajmalan acetylesterase [Striga asiatica]

€36499.graph_c0 2.0505966 1.8355353 1.6876948 0.739451 0.4510247 0.657959 0.0001016 -1.543733 down -

€36504.graph_c0 49.522648 58.960823 57.874368 123.66598 134.36563 131.35751 1.237E-17 1.267647 up hypothetical protein MIMGU_mgv1a014610mg [Erythranthe guttata]
€36557.graph_c0 0.2789198 0.1259192 0.2275963 7.9549066 4.9627191 6.2131113 4.386E-16 4.967793 up hypothetical protein MIMGU_mgv1a015689mg [Erythranthe guttata]
€36561.graph_c0 206.18175 200.14256 235.28572 108.28789 75.903957 48.045325 2.313E-09 -1.412903 down hypothetical protein MIMGU_mgv1a011962mg [Erythranthe guttata]
€36600.graph_c0 6.9996305 5.6078962 5.8403544 44.737632 48.665 54.351387 1.177E-89 3.0412 up hypothetical protein MIMGU_mgv1a021873mg [Erythranthe guttata]
€36606.graph_c0 52.931889 70.313475 78.59344 17.101312 11.322979 10.706873 2.323E-13 -2.315781 down unnamed protein product [Coffea canephora]

€36617.graph_c0 13.084201 13.126452 10.320715 23.956383 24.012328 25.907437 0.0010408 1.057802 up predicted Rac-like GTPase ortholog, partial [Nicotiana alata]
€36628.graph_c0 0.1956928 0.2061409 0.5056651 0.6201375 0.7664539 0.7909056 0.0039692 1.298853 up hypothetical protein MIMGU_mgv1a001243mg [Erythranthe guttata]
€36638.graph_c0 26.968844 28.717801 28.569106 55.717894 74.723754 79.345565 2.66E-12 1.352268 up PREDICTED: probable methyltransferase PMT20 [Sesamum indicum]
€36639.graph_c0 2.7484208 2.8951607 2.7027277 5.047081 9.0374613 10.253473 0.0003148 1.575197 up PREDICTED: B-box zinc finger protein 24 [Sesamum indicum]
€36647.graph_c0 0.0491895 0 0.0401382 0.7793917 1.2219931 1.9417946 6.864E-08 5.492702 up hypothetical protein MIMGU_mgv1a003330mg [Erythranthe guttata]
€36648.graph_c0 45.280017 52.599844 42.130984 139.2594 157.35702 157.04497 5.703E-32 1.736237 up candidate cinnamic acid 4-hydroxylase [Capsicum annuum]
¢36665.graph_c0 7.4316994 7.8800988 7.6502291 13.864641 14.790261 17.494865 3.193E-06 1.046549 up EEEE;CJEISIn"v?lﬁ’Y?UCAI::;';;:SESLE:E;IS['QSS'Z;H??:SI5’:1?
¢36675.graph_c0 2.1677651 2.1260204 1.9823639 5.4008519 5.1192796 6.3232179 1.847E-05 1.465629 up fnzi'ar':]TED: nuclear transcription factor Y subunit B-3-like [Sesamum
€36679.graph_c0 22.070399 23.976515 23.53402 11.257217 7.9110791 5.3554121 2.255E-07 -1.451599 down hypothetical protein MIMGU_mgv1a014406mg [Erythranthe guttata]
€36704.graph_c0 23.873688 26.662977 20.566769 8.6461881 8.9361834 7.4744104 5.526E-17 -1.461322 down hypothetical protein MIMGU_mgv1a022795mg [Erythranthe guttata]
€36710.graph_c0 6.5258643 5.8922436 4.5262941 1.7922696 1.6065858 2.0854433 0.0004694 -1.585112 down hypothetical protein MIMGU_mgv1a009490mg [Erythranthe guttata]
¢36710.graph_c1 9.3129359 13.527052 9.2512969 2.951208 4.3498394 6.0511417 0.0020607 -1.231868 down [PSFZEEH:E;E?&;”;]“”‘-’” CCCH domain-containing protein 20-like
€36729.graph_c0 20.269211 18.692667 19.414025 7.2818934 5.4946073 5.9598116 1.766E-17 -1.592444 down hypothetical protein MIMGU_mgv1a006282mg [Erythranthe guttata]
c36772.graph_c0 26.826784 27.843077 24.114429 68.996929 75.289833 78.607699 3.279E-26 1.540701 up PREDICTED: protein CREGL1 isoform X1 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

¢36786.graph_c0 0.2110116 0.2857855 0.602643 15780889 15584519 18563656 1.871E-07 2.222424 up PREDICTED: uncharacterized protein LOC105170278 isoform X1
[Sesamum indicum]

€36792.graph_c0 44.737219 47.649834 39.225487 19.732627 17.626783 13.764376 1.531E-16 -1.317372 down PREDICTED: hexose carrier protein HEX6-like [Sesamum indicum]

c36799.graph_c0 22.640738 23.951245 25.006276 6.6392753 7.6858082 7.0033494 3.968E-26 -1.70717 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUGLI4042 [SESamUM

€36800.graph_c0 1.2693451 1.462265 2.0715504 0.5548236 0.5877683 0.7898859 0.0048326 -1.275787 down hypothetical protein MIMGU_mgv1a002177mg [Erythranthe guttata]

¢36802.graph_c0 14.327054 13.367186 13.778305 4.5833887 7.0542817 8.1565434 1.199E-05 -1.033854 down -

c36814.graph_c0 20375322 18.898742 19476285 84190035 95585167 8.237312 2.808E-10 -1123386 down . <EDICTED: uncharacterized protein At5g19025-like isoform X2
[Sesamum indicum]

€36825.graph_c0 2.5942875 3.4473032 2.8758123 8.5623804 7.0331595 5.5208367 0.0002909 1.292241 up PREDICTED: transcription factor bHLH104 [Sesamum indicum]

¢3683L.graph_c0 3.2360602 3.7740678 3.6308232 9.2293753 25.394001 27.450182 0.0010314 2.570154 up PREDICTED: 1-aminocyclopropane-1-carboxylate oxidase 5-like
[Sesamum indicum]

€36832.graph_c0 0.9581694 1.5226414 1.5324425 12.048339 11.168285 10.547628 5.375E-24 3.116749 up protein with unknown function [Ricinus communis]

c36852.graph_c0 11.257678 9.6296472 9.6138695 21.000493 31213789 28.633189 1365E-10 1441823 up FTeELI ELD: PIODADIE POYGAIGCILITONASE 1S0TOMM 2 (esamim

c36857.graph_c0 13.395852 13.976063 14.2809  5.0304651 6.2275716 7.5801774 4.830E-11 -1.108293 down | <o ! ABS HANSPOTET L TAMIL MEMOEr o-iike [Sesamum

€36865.graph_c0 10.553375 9.8018242 9.7633205 61.091964 62.05673 78.278854 2.053E-40 2.781323 up PREDICTED: cinnamoyl-CoA reductase 1-like [Sesamum indicum]

c3687L.graph_c0 6.6226581 7.9277571 6.8711937 12.079262 16.096243 18.758397 1.449E-06 1.167378 up PIEEDIL TEL: TALLY ACYI-C 0 TEGUCTASE STIKE 1S0T0rm AL [Sesamim

c36886.graph_c0 13.476877 13.005213 12.427861 4.4453731 58530202 4.6617995 1783E-10 -1.340306 down | oo 'L UNCNATACIENZEN PIOMEIN LUG400Lo800 [56samUm

¢36900.graph_c0 0.451639  0.7476107 0.429956 2.2899426 2.3248367 2.1224762 1.524E-06 2.091546 up PREDICTED: probable LRR receptor-like serine/threonine-protein
kinase At1g06840 [Sesamum indicum]

c36900.graph_c1 1.2704145 15294202 10654436 27286383 3.2697646 2.8657487 0.0021148 1.237707 up PREDICTED: probable LRR receptor-like serine/threonine-protein
kinase At1g06840 [Sesamum indicum]

¢36904.graph_c0 8.3002379 7.8604607 8.2585133 27902585 32550797 3.6214626 4264E-15 -1.208549 down | EDICTED: LOWQUALITY PROTEIN: U-box domain-containing
protein 17-like [Sesamum indicum]

¢36922.graph_c0 27.406965 29.904815 26.116439 9.3033471 12475656 11.945558 1.112E-10 -1.26955 down rnZi'ar'nC]TED: probable inactive receptor kinase At1g27190 [Sesamum

¢36925.graph_c0 7.4294565 9.5306377 6.9899525 12.607972 15.700841 21.61278 0.0009619 1.095535 up PREDICTED: protein ECERIFERUM 1-like [Sesamum indicum]

c36933.graph_c0 0.1719677 0.0776354 0.1262918 0.6321471 0.8313309 09310026 234E-09 2706854 up PreEUIC [ED: UNCNATACIENIZEa PIOTEIN UG- Lus.roaus (sesamim

€36943.graph_c0 17.901168 23.504474 20.735726 0.5616596 1.0710185 1.9240813 1.747E-52 -4.099363 down PREDICTED: probable protein phosphatase 2C 24 [Sesamum indicum]

¢36949.graph_c0 30595678 26580604 26051294 7.697805 83878879 7.6322561 7.27E-15 -1.769789 down  <EDICTED: probable receptor-like protein kinase Atsg47070
[Sesamum indicum]

€36954.graph_c0 1.2793829 0.7599755 0.7417653 3.3714541 3.2551718 1.7847504 0.0015169 1.64426 up PREDICTED: heat stress transcription factor B-2b [Sesamum indicum]

€36972.graph_c0 153.74083 162.1802 151.26137 687.71664 814.2887 1136.1599 4.924E-11 2.533714 up chalcone synthase [Misopates orontium]

€36976.graph_c0 2.3647075 3.1264099 2.3086071 41.107762 59.482519 63.438996 7.733E-34 4.429748 up hypothetical protein MIMGU_mgv1a008959mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

€36995.graph_c0 0.1720834 0.1553752 0.1203588 0.6855463 1.2874489 1.1922629 1.126E-08 2.853366 up PREDICTED: protein ECERIFERUM 3-like [Sesamum indicum]

¢37005.graph_c0 25.530233 26.484595 26.278029 9.9346702 1169166 8.3846909 5.671E-20 -1.341853 down rnzi'ar'nc]TED:MNDl"”teraCt'”g protein 1-like isoform X2 [Sesamum

¢37020.graph_c0 6.8614847 6.987155 55147213 33.743441 37.548294 33.632331 6.761E-35 2.479294 up PrEEDIL TELD: AE0XY10ganeiin GIUCoSYITansTerase-iike sesamum

¢37023.graph_c0 5.2198675 4.7421438 6.2575918 12.743017 9.9949563 11.702078 3.474E-06 1.131461 up PREDICTED: bifunctional riboflavin kinase/FMN phosphatase-like
isoform X2 [Sesamum indicum]

c37037.graph_c0 2.227493 1.781364 2.5446626 0.0806718 0.6836956 0.4306875 3.479E-07 -2.438272 down -

¢37042.graph_c0 0.5423386 0.3390098 0.5787112 1.2162649 1.8486962 1.223385 0.0003795 1.590765 up -

c37051.graph_c0 10.637935 10.511195 10.591263 23.406824 20.753753 21.506401 1.419E-05 1.093076 up PREDICTED: transcription repressor OFP1 [Sesamum indicum]

c37077.graph_c0 4.7818336 4.1846998 3.8719223 15386444 13929152 13.898201 1.679E-13 1.795322 up ;h’ftzg]e“ca' protein MIMGU_mgv1a0032872mg, partial [Erythranthe

¢37090.graph_c0 20.530299 23.76392 25.664527 41985857 52.012292 74.885809 0.0004727 1.306393 up PREDICTED: protein ASPARTIC PROTEASE IN GUARD CELL 2-
like [Sesamum indicum]

¢37094.graph_c0 1.7435076 1.7796493 15155502 0.0480465 0.2035977 0.1710059 1.915E-11 -3.553096 down rnZi'ar'nC]TED: transmembrane 9 superfamily member 12-like [Sesamum

¢37097.graph_c0 5.3611861 5.2924423 53079501 16.490895 14.062473 13.464144 1.256E-10 1509232 up PREDICTED: LOW QUALITY PROTEIN: transcription factor
bHLH96-like [Sesamum indicum]

c37117.graph_c0 4.1081135 3.7805729 4.3191641 14.72074 13.685266 17.553672 2.605E-15 1.953638 up PREDICTED: psbP-like protein 1, chloroplastic [Sesamum indicum]

c37119.graph_c0 12.266954 11.631027 13.593171 21.89515 25829294 27.374104 3.866E-10 1.040468 up PREDICTED: uncharacterized protein LOC105157824 isoform X3
[Sesamum indicum]

c37123.graph_c0 4.03595 3.5665507 2.8378455 21.98733 18.85342 16.561768 2.115E-18 2.50573 up PREDICTED: phospholipase D alpha 1-like [Sesamum indicum]

c37135.graph_c0 0.9528678 1.0129931 0.9154817 2.220849 3.2401498 3.9001936 7.286E-07 1.733953 up hypothetical protein MIMGU_mgv1a001054mg [Erythranthe guttata]

c37138.graph_c0 0.3658564 04120176 0.1990239 18549999 15557417 17537282 2.746E-08 2.446708 up FTEEUIC | ELD: PIODADIE POIYGAIBCILIONASE AtLguud U L>esamum

c37145.graph_c0 8.118123  8.9895048 8.5491251 15.998533 21555867 26.121266 1.579E-06 1.346571 up PREDICTED: ACT domain-containing protein DS12, chloroplastic-like
isoform X1 [Sesamum indicum]

c37146.graph_c0 17.549118 22.791392 19.994296 51222035 68.197058 83.990244 1.091E-08 1.788695 up PREDICTED: arogenate dehydratase/prephenate dehydratase 6,
chloroplastic-like [Sesamum indicum]

c37149.graph_c0 0.7047944 12946702 14278506 5.883978 7.5061418 9.7309556 8.815E-13 2.789265 up PREDICTED: replication protein A 70 kDa DNA-binding subunit B
[Sesamum indicum]

c37157.graph_c0 16.43261  16.966722 14.9528  1.8069793 0.9397352 0.7600695 1.469E-53 -3.727102 down rnZi'ar'nC]TED: probable protein phosphatase 2C 8 isoform X1 [Sesamum

c37161.graph_c0 1.2388739 1.2384356 1.6607823 14.806288 11.169954 8.7331273 6.696E-09 3.117911 up hypothetical protein MIMGU_mgv1a014011mg [Erythranthe guttata]

c37164.graph_c0 0.621321  0.7479928 1.0139857 55129907 9.1776853 7.9421183 1.723E-11 3.280718 up PREDICTED: flavonoid 3&apos;-monooxygenase-like, partial

[Solanum tuberosum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FPKM  FPKM  FPKM FPKM  FPKM  FPKM FDR log2FC regulated nr_annotation

c37167.graph_c0 3.7373593 3.7442916 4.0940569 0.1297912 0.274996 0.8084119 2.382E-11 -3.230837 down -

c37173.graph_c0 49.141437 43.748432 63.102168 1230.4472 1210.3904 1453.0253 4.006E-94 4.681861 up PREDICTED: vignain-like [Sesamum indicum]

c37183.graph_c0 51226119 4.6969474 4277219 0.2852349 0.7287672 0.8360479 2522E-23 -2.903227 down ~ |PorotCal PrOEIN MIMGU_MGVAAULATLAMY, PATUal ERmrante
c37184.graph_c0 0 0.2492659 0.1126357 2.7995193 3.5681695 4.8263037 1.587E-18 4.987819 up unnamed protein product [Coffea canephora]

c37191.graph_c0 1.9635046 1.3939285 1.5410509 5.6997405 6.2797113 8.6048058 1.269E-11 2.108559 up PREDICTED: kinesin-3-like [Sesamum indicum]

c37196.graph_c0 13518747 12.635027 11955422 4.6313535 65254555 54306547 3.681E-06 -1.162101 down | oo ! = PrOWIN VS TIOMOIOG ACIIKE 1SoTorm A Sesamim

c37196.graph_c1 12.04893 12.77304 11.18747 5.5305788 5.9265812 4.7128764 5.656E-10 -1.112197 down hypothetical protein MIMGU_mgv1a000837mg [Erythranthe guttata]
c37200.graph_c0 21.211572 21.744069 22.96951 46.799952 44.117703 42.541718 1.602E-11 1.061039 up PREDILTED: LIV 00MaiN-CoNtainIng protemn wWiivi<p 1sesamum

indiriml

€37202.graph_c0 0.2425025 0.218957 0.1978801 1.7828609 1.3676974 1.367568 1.766E-09 2.824391 up PREDICTED: condensin complex subunit 3 [Sesamum indicum]
€37202.graph_c1 0.3795523 0.4378947 0.5505984 3.6617859 3.1147007 3.4960625 2.689E-15 2.9525 up PREDICTED: condensin complex subunit 3 [Sesamum indicum]
c37214.graph_c0 211.66986 20332482 227.79727 105.95446 75395109 53.710378 1051E-12 -1.399309 down | o1 ! UNCNATACIEMIZEN PIOTEIN LOLLUDLIA Y [SESaMUM
€37225.graph_c0 0.3431489 0.1032771 0.2800067 6.1257786 4.4159453 3.580033 1.059E-11 4.330642 up PREDICTED: cytochrome P450 714A1-like [Sesamum indicum]
c37246.graph_c0 0.2356552 0.3647564 0.4395262 1.2375142 1.2657895 0.7973719 0.0001856 1.711154 up PREDICTED: ALA-interacting subunit 3-like [Sesamum indicum]

PREDIU I ED: UNCnaracternzea proein LUL 1UoLoolL /s [Sesamum
indiriml

PREDICTED: C2 and GRAM domain-containing protein At1g03370
isoform X2 [Sesamum indicum]

c37325.graph_c0 8.3875027 6.6458067 6.8441337 17.358004 18.235461 19.885499 5.376E-08 1.382912 up PREDICTED: vacuolar iron transporter 1 [Nicotiana sylvestris]
PREDICTED: OTU domain-containing protein DDB_G0284757-like
[Sesamum indicum]

PREDICTED: oxysterol-binding protein-related protein 1C-like isoform
X1 [Sesamum indicum]

€37260.graph_c0 0.3349025 0.2591876 0.117119 3.3354642 2.9553076 1.5109187 5.165E-06 3.506323 up

c37313.graph_c0 15.918971 17.053113 16.166421 8.4524819 6.4699275 5.1299085 3.256E-08 -1.243284 down

c37350.graph_c0 2.2769633 3.1841136 2.7643169 5.7020418 5.854183 5.4807867 0.0004029 1.092919 up

€37359.graph_c0 0.4676757 0.5730771 0.4906537 1.0585954 1.2111697 1.1114795 0.0049954 1.183179 up

c37384.graph_c0 2.5977184 1.8894274 1.4425852 6.2197321 3.8759129 4.0693237 0.0045478 1.308292 up hypothetical protein MIMGU_mgv1a022389mg [Erythranthe guttata]
c37386.graph_c0 1.2133739 0.6573377 0.5940619 71.365091 89.289349 102.64046 6.206E-66 6.776079 up -

c37387.graph_c0 15.136319 12.103117 11.932431 33.982691 30.876061 29.550376 4.726E-16 1.313615 up hypothetical protein MIMGU_mgv1a011856mg [Erythranthe guttata]
c37389.graph_c0 0.3287735 0.2585482 0.3894336 2.7827785 2.7486336 2.7871072 1.887E-22 3.131857 up unnamed protein product [Coffea canephora]

c37391.graph_c1 54.066694 48.057946 52.79749 119.10763 95.524256 107.92543 1.142E-09 1.103346 up PREDICTED: auxin-induced protein AUX28-like [Sesamum indicum]
c37416.graph_c0 8.4268705 9.6020006 9.4905534 25.936345 23.535717 23.229833 1.109E-17 1.445755 up PREDICTED: rho GTPase-activating protein 2 [Sesamum indicum]

c37435.graph_c1 12.365898 13.398296 12.631776 5.9215484 6.2731625 5.2689581 0.0019259 -1.094067 down PREDICTED: auxin efflux carrier component 2 [Sesamum indicum]
PREDICTED: probable auxin efflux carrier component 1b isoform X2
[Sesamum indicum]

PREDICTED: probable long-chain-alcohol O-fatty-acyltransferase 5
[Sesamum indicum]

c37435.graph_c2 0.7972516 0.9997826 0.5421257 1.6281488 1.7248262 2.1980534 0.00271 1.286641 up

c37458.graph_c0 9.9356571 10.53567 9.4743629 16.822745 20.963235 20.865075 1.663E-11 1.007978 up



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c37460.graph_c0 14.235067 13.28584 13279581 37.771530 36.624948 40.440064 6.813E-25 1534806 up e R AR BEERRYIRE SRS RO AL IR
C37475.graph_c0 4.8073298 5.5807304 4.3430356 7.5082407 11.758191 11.037823 0.0032066 1.075492 up PREDICTED: reticulon-like protein B8 [Sesamum indicum]
c37479.graph_c0 0.9791283 0.8840611 0.9987009 0.0443256 0.0939152 0.3944067 1.019E-06 -2.40405 down hypothetical protein MIMGU_mgv1a022974mg [Erythranthe guttata]
c37481.graph_c0 3.9833089 5.1138509 4.2491523 20.85399 13.7624  12.799493 0.000113 1.880739 up PreEDIL TEL: Unenaracterized protein Lot oo to4! 9 [sesamtim
¢37493.graph_c0 3.8924562 3.8773125 4.1393221 24.765371 21.076404 18.353957 454E-17 2.476942 up F;E;ﬁ;ﬁ%izimehhreo”'”e'pmte'” kinase-like protein CCR1
c37495.graph_c0 8.8940038 8.4726256 8.9847812 13576625 19.643748 18459135 1.066E-07 1.007378 up FIEDIL TELD: UNCNATACIENZEa PIOTEIN LUL LU0 Lov (31 [5esamum
c37496.graph_c0 2.550306 2.0698312 1.9641172 4.7219224 6.426037 7.3688516 3.548E-07 1.527203 up hypothetical protein MIMGU_mgv1a012483mg [Erythranthe guttata]
c37503.graph_c0 306.24502 241.87151 298.98658 432.39273 637.07625 687.62961 3.353E-05 1.086734 up FIEDIL TED: WA TLTEIAE0 PIOTEIN A£G 59oLUtIe [5esamim
c37505.graph_c1 257.21468 264.93152 258.890417 121.90501 126.65449 123.28845 2.19E-11 -1.029025 down ng'jg:;;ﬂgfharaﬂenZed protein LOC101224374, partial
c37508.graph_c0 19261639 1.6380323 1.553458 4.8547191 6.1354923 6.8458401 1.061E-10 1.83819 up PREDICTED: kinesin-4-like [Sesamum indicum]

c37508.graph_c1 2.1057235 2.7806087 2.1478165 6.4727122 6.7863624 8.8765708 8.649E-10 1.693204 up PREDICTED: kinesin-4-like [Sesamum indicum]

c37516.graph_c0 4.7379014 4.8825601 5.1874104 9.4392427 12.120482 11.848764 9.989E-15 1.211327 up hypothetical protein MIMGU_mgv1a001577mg [Erythranthe guttata]
c37532.graph_c0 4.7494245 4.339336 4.5214068 67.082734 76.228938 93.616074 2.849E-50 4.159578 up hypothetical protein JCGZ_04972 [Jatropha curcas]
¢37539.graph_cl 6.6532932 7.0752644 6.6354847 2.4363558 2.7795638 2.6681289 0.0030579 -1.328986 down -

c37544.graph_c0 163.37073 188.03003 195.86996 22.835944 22.905761 10.950107 2.341E-81 -3.01512 down F;;E;:ﬁ;ﬁ%i::‘an'}ara"te”ze‘j GPl-anchored protein At3g06035
c37563.graph_c0 0.2251474 0.1355247 0.5511553 5.9932093 8.566217 8.8878693 7.844E-22 4.717461 up hypothetical protein MIMGU_mgv1a018370mg [Erythranthe guttata]
c37569.graph_c0 2.458805 2.5752817 2.6082743 1.3090209 0.6603566 0.8874354 0.0019043 -1.366139 down hypothetical protein MIMGU_mgv1a000964mg [Erythranthe guttata]
c37570.graph_c1 2.3851589 1.8245565 2.3517432 3.821197 4.5819095 5.5671608 0.0010296 1.126964 up PREDICTED: probable prolyl 4-hydroxylase 9 [Sesamum indicum]
c37590.graph_c0 1.339353  1.2886092 17916412 3.2841307 3.7444962 3.78895390 7.637E-05 1.330314 up :gf/':';gfg E‘Scél’;/m%m:;égnflROTE'N:'”teraaor of constitutive
€37600.graph_c0 115.5635 104.75438 112.19733 583.07397 636.96844 702.76597 5.619E-41 2.57121 up PREDICTED: alpha-L-arabinofuranosidase 1-like [Sesamum indicum]
c37606.graph_c0 1.5468362 2.2040853 2.228582 4.9630949 4.2516755 3.4347693 0.0007608 1.128067 up PREDICTED: aspartic proteinase-like protein 1 [Sesamum indicum]
¢37620.graph_c0 9.6671153 8.6582963 10.193443 27.209978 25.927987 29.026855 1.726E-22 1570074 up -

c37623.graph_c0 58.54195 59.715832 59.697574 156.40531 155.39682 166.96987 2.749E-24 1.469462 up ATP binding protein, putative [Ricinus communis]

c37626.graph_c0 14.362503 14.419781 15248002 26991559 3.9098306 4.8033853 5592E-22 -1.914197 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUGLISuL [SEsamUm
¢37627.graph_c0 201.28955 202.25114 186.14801 367.62165 446.64027 499.60127 2.263E-12 1.193454 up rnzi'zr'f]TED: low-temperature-induced cysteine proteinase [Sesamum
c37629.graph_c0 0.3266846 0.688253 0.6516204 6.6715508 7.7988509 5.9772530 6.227E-22 3.658206 up PREDICTED: hippocampus abundant transcript 1 protein-like isoform

X1 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -
¢37639.graph_c0 1.4743723 0.7930672 0.8959075 01988165 03369952 0.1769058 00004649 -2.113681 down  EDICTED: LOW QUALITY PROTEIN: transcription factor

GAMYB [Sesamum indicum]

C37646.graph_c0 5.941652 6.66197  6.2988673 18828704 17003769 1950017 4977E-09 -1.72936 down REDICTED: trehalose-phosphate phosphatase A-like isoform X2

[Sesamum indicum]
c37673.graph_c1 7.8776431 8.7823308 7.7715844 21.094755 19.524156 17.370094 3.187E-13 1.291942 up PREDICTED: ethylene receptor 1 [Sesamum indicum]
c37674.graph_c0 6416.4739 7280.4562 6194.2988 1461.4495 1321.9718 1432.3633 9.196E-19 -2.194569 down 2S albumin precursor isoform 3 [Sesamum indicum]
c37711.graph_c0 3.9954726 4.8623327 4.2879678 0.8257428 0.8747744 1.5184647 1.478E-06 -1.993678 down PREDICTED: telomere repeat-binding protein 5 [Sesamum indicum]
c37711.graph_c1 5.9787632 5.559062 5.8335863 1.2577123 2.0498364 2.0660397 9.904E-08 -1.659534 down PREDICTED: telomere repeat-binding protein 5 [Sesamum indicum]
c37725.graph_c0 15661522 1.4755707 11483185 55528428 6.2787985 7.4497209 4.842E-15 2.240914 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LULLuoLo9349 [5esamum
c37726.graph_c0 13.257131 15.037454 14.524058 5.8979197 7.4382509 6.2891902 3.889E-06 -1.086472 down PREDICTED: WPP domain-interacting protein 1 [Sesamum indicum]
c37733.graph_c0 1.1928966 1.2999167 0.9957708 2.3984786 3.0380293 3.170298 9.048E-06 1.340605 up PREDICTED: protein argonaute 16 isoform X1 [Sesamum indicum]
c37737.graph_c0 3.6976632 3.2121794 3.2229855 7.5277032 7.1471267 7.8671139 1.18E-05 1.195903 up PREDICTED: glucose-6-phosphate 1-dehydrogenase, chloroplastic

[Sesamum indicum]
c37751.graph_c0 2.0048915 2.2200922 19292159 4.8429455 4.495549 4.8425435 1.059E-05 1.247512 up PREDICTED: proline-rich receptor-like protein kinase PERK10

[Sesamum indicum]
c37759.graph_c0 0 0 0.0510812 1.388631 1.5551482 0.9531737 5.761E-18 6.291857 up hypothetical protein MIMGU_mgv1a007953mg [Erythranthe guttata]
c37764.graph_c0 62.855129 59.036808 71.066067 857.55925 555.06634 813.01661 4.264E-16 3.574737 up PREDICTED: acid phosphatase 1-like [Camelina sativa]
¢37770.graph_c0 8.856469 9.6196255 8.7115215 2.3341659 34147718 42774802 4.708E-09 -1.405486 down | -DICTED: pentairicopeptide repeat-containing protein At3g4s2s0,

chloroplastic [Sesamum indicum]
c37795.graph_c0 0.7754174 0.8078414 0.8274217 2.0036011 2242718 2.3546312 0.0003049 1.492738 up PREDICTED: putative late blight resistance protein homolog R1B-16

[Sesamum indicum]
¢37803.graph_c0 10005451 10596522 10639646 3.8577432 43405674 49245423 6682E-14 -1212599 down | CDICTED: LOWQUALITY PROTEIN: LRR receptor-like

serine/threonine-protein kinase RCH1 [Sesamum indicum]
c37805.graph_c0 64.618662 66.836404 65.265331 216.79655 135.5481 123.2228 0.0092622 1.326444 up hypothetical protein MIMGU_mgv1a026895mg [Erythranthe guttata]
c37818.graph_c0 0.0545057 0.1230338 0.2001429 0.6563549 11344832 10143516 7.981E-10 2.924846 up FTEEDIC [ED: PRIOSPTIOINOSITIAE PrIoSProtpase - o-1iee (sesamdm
c37828.graph_c0 14504278 14.535002 14.486738 5684704 6.1383862 55737911 2577E-16 -1.281607 down | oor - ! HNCNATACIETIZEN PIOTEIN LOLLUSLOIESY [SEsamUm
c37839.graph_c0 1.1429957 1.1899799 1.0373632 3.769918 3.9937709 4.5778381 8.645E-14 1.912623 up PREDICTED: histidine kinase 1 [Sesamum indicum]
c37841.graph_c0 14.150314 15.429065 12.472085 24.017556 31.636068 32.003585 6.553E-12 1.096939 up PREDICTED: CBL-interacting protein kinase 23 [Sesamum indicum]
c37842.graph_c0 47.724326 48.875903 50.445169 172.80027 233.14308 299.04047 1.299E-09 2.295895 up -

PREDICTED: probable LRR receptor-like serine/threonine-protein
c37847.graph_c0 0.9200024 0.5895119 0.6538481 2.6709073 2.6700938 3.9162985 3.991E-08 2.135874 up Kinase Atlg56140 isoform XL [Sesarmumm indicurn]
c37849.graph_c0 290.77141 293.75127 317.85985 57.360881 47.253875 51.21452 2.412E-58 -2.488587 down hypothetical protein MIMGU_mgv1a008920mg [Erythranthe guttata]
c37852.graph_c0 6.0297383 5.3136254 5.8452181 39.408017 28.987179 22.877951 1.507E-06 2.459217 up beta-D-xylosidase family protein [Populus trichocarpa]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c37862.graph_c0 0.4383244 05371107 0.5875092 1.8652568 1.0931138 12006299 0.0038301 146414 up T TR SYTHESETVATENE STy IesE [oEarin

c37863.graph_c0 0.150338  0.4615197 0.4170935 3.2777084 2.8263189 4.4086405 2.254E-15 3.393779 up FrEEDIL TEL: Unenaracterized protein Lot 0o Logsaf [sesamtm

c37867.graph_c0 1.0930575 0.9869284 10070132 0.0893891 0.1420454 0.1193068 1.366E-09 -3.102845 down & o ! UNCNATACIEMIZEN PIOTEIN LOLLUDLOg0AZ [SESAMUM

c37873.graph_c0 6.0705015 5.6321474 4.894974 13.996068 13.960616 14.717911 3.362E-13 1404372 up PREDICTED: oxygen-evolving enhancer protein 1, chloroplastic-like
[Nicotiana sylvestris]

c37874.graph_c0 18.637213 17.222826 18.481512 114.28303 81300389 62.773635 2.98E-05 2.300668 up rnZi'ar'nc]TED: aspartic proteinase-like protein 1 isoform X1 [Sesamum

c37888.graph_c0 5.0693649 5.5831307 4.818411 1.9065541 2.244181 2.8274006 0.0066473 -1.111303 down PREDICTED: myb-related protein 306-like [Sesamum indicum]

¢37891.graph_c0 0.7438123 0.5682708 0.9648866 5.8020732 6.940528 7.0341105 9.241E-28 3.156345 up PREDICTED: receptor-like serinefthreonine-protein kinase NCRK
isoform X1 [Sesamum indicum]

c37904.graph_c0 7.6245785 6.8051498 10226298 21440114 18476542 17.792286 2.989E-05 1.27164 up FIREDIL TEL: UNCNATACIENZEa PTOTEIN LULLUoLoATo  [5esamum

c37906.graph_c0 35.57082  29.984338 32.449601 84.15371 60.677672 51.089798 0.0082896 1.049732 up PREDICTED: protein TRANSPORT INHIBITOR RESPONSE 1-like
[Sesamum indicum]

c37914.graph_c0 0.2569387 0.2029926 0.4193198 2.1983991 4.5284891 6.2306118 1.041E-05 3.908125 up PREDICTED: geraniol synthase, chloroplastic-like [Sesamum indicum]

¢37922.graph_c0 0.7492812 1.1839287 0.9680616 2.8493074 3.6892725 3.0282709 6.11E-05 176041 up PREDICTED: peptidyl-prolyl cis-trans isomerase FKBP18,
chloroplastic [Sesamum indicum]

c37931.graph_c0 0.7467922 0.6009917 0.8610753 2.0166996 1.7440398 2.0691075 0.0001007 1.443042 up hypothetical protein MIMGU_mgv1a001348mg [Erythranthe guttata]

c37938.graph_c1 2.0186482 2.0830286 1.8354519 4.5083359 4.0273505 4.5752672 4.839E-05 1.186382 up PrEEDI TEL: CTOMOSOME-assoctalea KINSSIM IIFAA (sesamim

c37940.graph_c0 0.2234406 0.2567676 0.248626 0.514959 1.0637965 0.7331319 0.0007428 1.697183 up PREDICTED: uncharacterized protein At5g41620 [Sesamum indicum]

€37960.graph_c0 81.758534 60.21331 89.672893 12.886309 11.632601 6.0560705 4.201E-17 -2.872831 down hypothetical protein MIMGU_mgv1a009609mg [Erythranthe guttata]

c37964.graph_c0 367.28086 380.42802 372.93669 57.731919 83.876527 95.083186 4.438E-45 -2.208875 down uncharacterized LOC102580903 [Solanum tuberosum]

€37965.graph_c0 1.4185078 1.430658 1.2436869 2.1423731 3.161207 3.6423386 0.0001244 1.16233 up PREDICTED: filament-like plant protein 7 [Sesamum indicum]

c37966.graph_c0 2.2876291 2.2791885 2.2850819 0.2999729 0.6355699 0.9786851 6.71E-05 -1.812723 down -

¢37968.graph_c0 84.792128 90.297508 94.393883 18.084123 19.582619 20.41118 2.751E-49 -2.173981 down  BnaC06g30860D [Brassica napus]

c37976.graph_c0 18.907299 17.856104 16.797424 5.2794433 7.4035908 9.192459 3.498E-10 -1.25751 down PREDICTED: ninja-family protein AFP1-like [Sesamum indicum]

c37983.graph_c0 5.9014984 5856046 6.427399 2.2256283 3.209205 2.970526 0.0001835 -1.07767 down  PREDICTED: cytochrome P450 71D11-like [Sesamum indicum]

c37983.graph_cl 18208942 11522081 12574136 0.1526004 0.5496494 05702881 0.0003415 -1.713164 down | oo ! 1" MOOXIKEICITEREAT PIOTEIN ALLGDTIU-IIKE (Sesamim

€37994.graph_c0 38.905985 40.584537 34.498251 59.418114 80.321931 91.219681 3.288E-06 1.054557 up PREDICTED: polygalacturonase At1g48100 [Sesamum indicum]

¢38004.graph_c0 01039939 0.0704226 0.2121454 24716237 2.3300911 2.7563756 1.852E-19 4.330856 up PREDICTED: uncharacterized protein LOC105177313 Isoform X1
[Sesamum indicum]

¢38009.graph_c0 3.0067807 3.8007774 2.9442102 0.9909421 15342983 1.2886887 0.0028504 -1.318615 down -

c38024.graph_c0 14.329424 19.734625 16.635295 3.6277505 5.7120965 7.1191786 1.226E-09 -1.590428 down PREDICTED: lysine histidine transporter 1-like [Solanum tuberosum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

¢38036.graph_c0 3.5028239 2.9962625 3.4600179 13437106 10934119 14382163 2109E-05 -131825 down ~EDICTED: pentatricopeptide repeat-containing protein Atlg74900,
mitochondrial [Sesamum indicum]

¢38037.graph_c0 29.147971 30.185689 28.476817 12.748555 14.443433 13.811868 6.272E-12 -1.058449 down hypothetical protein MIMGU_mgv1a006765mg [Erythranthe guttata]

¢38039.graph_c0 0.0486727 0.1098672 0.0595748 0.8637471 1.0457546 0.9606962 1.606E-13 3.758226 up PREDICTED: DNA-directed primase/polymerase protein isoform X1
[Sesamum indicum]

c38055.graph_c0 5.2619017 5.3262375 55259325 31106017 25982215 2.0492326 0.0005187 -1.006739 down RCDICTED: pyruvate kinase isozyme G, chloroplastic isoform X1
[Sesamum indicum]

c38063.graph_c1 259.15469 305.14184 323.96566 20.54214 20.452451 17.649793 2.468E-78 -3.877579 down PREDICTED: peroxygenase-like [Nicotiana tomentosiformis]

c38072.graph_c0 7.4249856 7.6586546 7.8138746 14.325525 15.306705 16.200729 7.78E-12 1.041521 up Lysosomal alpha-mannosidase [Glycine soja]

c38078.graph_c0 195.8512  224.5153 170.46718 66.268422 96.874967 90.708894 8.095E-10 -1.182701 down PREDICTED: polyol transporter 5-like [Sesamum indicum]

c38081.graph_c0 9.1808656 8.7548341 7.9120875 19.150707 23.488921 29.902072 1.798E-08 1.525238 up hypothetical protein VITISV_034764 [Vitis vinifera]

c38083.graph_c0 26.275525 22.696567 22.694542 66.347802 71.459333 83.814252 2.085E-31 1.668069 up PREDICTED: lysosomal beta glucosidase-like [Sesamum indicum]

c38085.graph_c0 29759672 29912102 25200014 0.9964454 0.7540093 0.7599695 0.0001369 -1.709272 down | -t r ! EL: UNCNATACIENZEN PIOTEIN LUGLAU0LrE9 7S [5Esamum

¢38086.graph_c0 5.331539  5.9084041 5.3304979 11595508 12917077 13.216673 3.784E-15 1.227096 up PREDICTED: calcium-transporting ATPase, endoplasmic reticulum-
type [Sesamum indicum]

¢38090.graph_c0 1.2721808 1.4619309 1.2457069 4.0900965 3.8670514 3.9915377 1.699E-10 1.629319 up rnZi'ar'nc]TED: DNA (cytosine-5)-methyltransferase CMT2 [Sesamum

c38104.graph_c0 12.749167 12.355146 12.604726 24.27429 28.344064 25.477412 3.196E-13 1.090305 up PREDICTED: probable sulfate transporter 3.3 [Sesamum indicum]

c38110.graph_c0 04050181 0.2612005 04249176 3.3737075 7.0703715 7.9615731 4.323E-08 4.104425 up PreEDIC [ED: UNCNATACIENzea Protein LUt 4us.Lecodo (5esamim

¢38120.graph_c0 4.6599517 4.8972535 4.9245266 15251247 22055378 2.5202297 5266E-05 -1177754 down ~EDICTED: pentatricopeptide repeat-containing protein Atlg73400,
mitochondrial [Sesamum indicum]

c38124.graph_c1 0.3168428 0.2622394 0.7540784 2.3427928 1.7373335 1.399662 0.000113 2.087646 up PREDICTED: LOW QUALITY PROTEIN: probable WRKY
transcription factor 70 [Sesamum indicum]

¢38128.graph_c0 8.2497368 9.3248551 8.0579166 17.680666 23.067825 26.545103 4.486E-10 1.428777 up PREDICTED: protein cfxQ homolog [Sesamum indicum]

c38136.graph_c0 0.4741258 0.3389055 0.4513633 4.4322969 3.5282429 3.5650451 2.308E-19 3.234605 up PREDICTED: glutamate receptor 2.1-like [Sesamum indicum]

¢38144.graph_c0 0.1161694 0.2307582 0.2275039 2.3560528 2.6831486 3.4328576 3.041E-19 3.920012 up PREDICTED: cyclin-A2-1-like isoform X2 [Sesamum indicum]

c38146.graph_c1 54.398018 55.534568 50.856767 12505643 128.19562 120.24663 4.386E-16 1.261889 up PreEDIC [ED: UNCNATACIENZea PIOTeIN UL 4us.raths (sesamim

c38157.graph_c0 0.6924473 0.8857213 0.8632424 2.7307093 2.0921544 2.863656 2.843E-06 1.699098 up hypothetical protein MIMGU_mgv1a002532mg [Erythranthe guttata]

c38172.graph_c0 9.3505719 9.0188313 8.7714849 41063913 4.0536175 34877586 1199E-06 -1176694 down . <EDICTED: uncharacterized GPI-anchored protein Atlg61900-like
[Sesamum indicum]

¢38180.graph_c0 1.4080522 0.9535043 1.5375776 4.4095303 6.1450664 5.5817504 1.956E-12 2.085016 up PREDICTED: polyadenylate-binding protein 7-like [Sesamum indicum]

€38190.graph_c0 18.046666 16.545775 24.833448 55.571533 47.782315 46.150735 3.125E-10 1.375825 up PREDICTED: early nodulin-like protein 2 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FPKM  FPKM  FPKM FPKM  FPKM  FPKM FDR log2FC regulated nr_annotation

PREDICTED: pshP domain-containing protein 3, chloroplastic
[Sesamum indicum]

PREDICTED: uncharacterized protein LOC105164617 isoform X2
[Sesamum indicum]

PREDICTED: pentatricopeptide repeat-containing protein At2g26790,

mitochondrial isoform X1 [Sesamum indicum]
FREDIC | ED: UNCNAaracterizea protein LUL LUS Lo/ (4b |Sesamum
indiriiml

PREDICTED: lipid phosphate phosphatase epsilon 2, chloroplastic
isoform X1 [Sesamum indicum]

€38242.graph_c0 5.0956875 5.2821589 4.8305242 12.624052 10.6771  10.905509 3.301E-13 1.214901 up PREDICTED: filament-like plant protein 4 [Sesamum indicum]

PREDICTED: acyl-[acyl-carrier-protein] desaturase, chloroplastic

[Sesamum indicum]
FREDICU I ED: UNCnaracterizea protein LUL 1uoLo4 /sl [Sesamum
indiriiml

PREDICTED: uncharacterized protein LOC105177769 isoform X1
[Sesamum indicum]

€38268.graph_c0 2.3086819 2.2929756 2.7787017 5.7065274 6.742917 5.8588082 0.0004787 1.350427 up hypothetical protein MIMGU_mgv1a003097mg [Erythranthe guttata]
c38269.graph_c0 6.8569596 6.4013864 6.2850913 13386203 12447586 12.507789 8.319E-08 1.015754 up PreEDIC [ED: UNCNATACIENIZea PIOTeIN LUt-4usLogar (5esamum
c38271.graph_c0 0.2756159 04977106 0.4819292 2.5453621 2.6436209 27533445 1261E-09 2702631 up

€38203.graph_c0 0.904604  0.6466116 0.9841993 3.3444022 4.8083417 3.9536013 9.421E-09 2.291611 wup
€38204.graph_c0 2.448705 2.6737082 2.0910593 11.477263 10.629364 10.083942 5.196E-11 2.20242 up

€38208.graph_c0 4.8204851 4.3638399 4.9116971 1.2956437 1.5589769 1.7790988 5.463E-10 -1.567701 down
€38235.graph_c0 0.5355854 0.5158223 0.4078978 1.6293455 1.5822528 1.7719556 2.975E-05 1.813996 up

€38241.graph_c0 2.0586781 1.7426187 1.3648899 3.6968287 5.2409867 6.3853368 1.05E-05 1.603152 up

€38245.graph_c0 198.70345 212.7585 178.27011 1403.4397 1078.5883 917.8842 6.498E-10 2.576676 up
€38249.graph_c0 0.4833989 0.5819518 0.6574159 2.0084376 1.8752576 2.1808626 8.787E-06 1.857565 up

€38253.graph_c0 70.716043 69.799231 68.797669 169.80598 142.50287 114.45755 0.0002565 1.07544 up

PREDICU I ED: agamous-1IKe IVIADS-DOX protein AGLLZ |Sesamum
indiriml

PREDICTED: threonine dehydratase biosynthetic, chloroplastic
[Phoenix dactylifera]

€38281.graph_c0 0.5166787 0.4382389 0.4343815 2.9967929 5.2351651 5.9334669 3.768E-10 3.381435 up hypothetical protein CICLE_v10027936mg [Citrus clementina]
¢38283.graph_c0 2.6797429 2.1848235 2.3987858 4.4867803 5.934786 7.6688442 2.461E-05 1.351284 up hypothetical protein SORBIDRAFT_03g008610 [Sorghum bicolor]
c38284.graph_c0 15.997772 14.444483 16.61136 33254528 38940221 38.809015 4.853E-15 1277137 up PreEDIC [ED: S UDIGUITN 1GASE B1 BrOT MR- [esamum
c38291.graph_c0 1.2698552 1.093642 1370961 1.8572711 2.7545749 3.3051773 0.0012887 1.117287 up FrEEDIL [EL: TWO-COMPONGNE [Esponse FEgiaror Arre Loesamm
€38292.graph_c0 76.301069 76.477492 74.625312 148.27028 146.73046 149.8782 6.925E-12 1.010362 up PREDICTED: UDP-glucose 4-epimerase GEP148 [Sesamum indicum]
¢38294.graph_c0 0.7986728 0.9134271 1.0427368 8.2339964 9.6524123 12.070809 5.102E-21 3.47984 up PreEDIL TEL: UNenaTacterized protein LOG 10540316 [sesamtm
PREDICTED: pollen-specific leucine-rich repeat extensin-like protein 1

[Sesamum indicum]
PREDIC | EL: UNCNAaracterizea protein LUL Lu44s(ysy |Eucalypus
arandicl

PREDICTED: probable xyloglucan endotransglucosylase/hydrolase
protein 26 [Sesamum indicum]

PREDICTED: PGR5-like protein 1B, chloroplastic isoform X1
[Sesamum indicum]

€38322.graph_c0 35.772509 37.975915 34.760061 11.514978 12577779 12.040448 6.85E-24  -1.545483 down PREDICTED: protein phosphatase 2C 37-like [Sesamum indicum]

c38277.graph_c0 4.9357774 4.380364 4.2685188 27.271755 28.607871 29.738044 1.33E-39  2.696862 up

€38300.graph_c0 76.791634 72.592114 67.247519 25.449114 32.449164 25.220786 1.283E-20 -1.342456 down
€38303.graph_c0 1.8838412 1.6622744 1.8166898 0.434165 0.2299726 0.6277658 1.803E-05 -2.010089 down

€38305.graph_c0 2.7983452 2.7337453 2.3208601 0.8722398 0.5544194 0.620891 2.275E-05 -1.88858 down

€38306.graph_c0 3.6486714 4.2552772 4.4349157 8.9608595 9.0336081 6.301494  0.0009653 1.022289 up



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

€38327.graph_c0 140.10048 161.33054 153.7128 56.98182 57.5396  59.637188 3.468E-19 -1.344212 down PREDICTED: ent-kaurenoic acid oxidase 1-like [Sesamum indicum]

¢38328.graph_c0 3.8791703 3.9453181 4.3883556 10965768 17980299 1.8333732 2835E-13 -1.33617 down  NEDICTED: uncharacterized protein LOC104091985 isoform X3
[Nicotiana tomentosiformis]

c3833L.graph_c0 22.73741  21.279793 27.288037 34552517 391.2841 449.21681 2.002E-96 4.09414 up PrEEDIG [EL: TAUCATITICINE-0Deta-L-gILcosInase-1Iie [Sesamum

c38336.graph_c0 26.4384  24.086696 26.510863 78.926563 59.397738 51.637527 0.0001565 1.351233 up fnzi'ar':]TED: ankyrin repeat-containing protein At5g02620 [Sesamum

c38337.graph_c0 0.5504152 1.0560682 0.8982686 23983154 1.4320447 3.1040097 0.0054488 1513502 up FIEDIL TED: NICOUANAMING aMINOManserase A-Ke [sesamum

¢38340.graph_c0 1.0823247 0.6701059 0.4289674 9.8386714 11.004235 13.183903 1.021E-40 4.002436 up rnZi'ar'nc]TED: protein NRT/PTR FAMILY 4.5-like, partial [Sesamum

c38344.graph_c0 0.7326921 0.6615523 0.8113961 21.891758 10.541665 8.8541611 0.0002053 4.285497 up PreEDIL TEL: UNCNATACETIzed PrOteIN LOG L0941 5458 [5esamtim

¢38345.graph_c0 1.0015091 1.6554204 1.7592657 02582238 02735569 0.3255019 5624E-07 -2.325659 down . <EDICTED: uncharacterized protein LOC105160841 isoform X1
[Sesamum indicum]

c38355.graph_c0 14.78354  13.197608 14.285426 6.8334772 8.5826048 4.5759613 0.0001782 -1.038063 down hypothetical protein MIMGU_mgv1a006265mg [Erythranthe guttata]

¢38356.graph_c0 0.4141885 0.3902331 0.5583925 17804835 1.450928 1.5639525 5.323E-06 1.860022 up FIEEDIL EL: 0o7RUA MICTOMDHE-associared protein s 1oesamim

¢38360.graph_c0 5.4898192 5.1846905 5.09753  14.637371 14.489699 15.301708 1.92E-07 1.536026 up unnamed protein product [Coffea canephora]

€38360.graph_c1 2.8012168 2.3116674 2.7527553 7.0633171 6.2288655 8.9347456 7.905E-08 1.539619 up PREDICTED: auxin transporter-like protein 3 [Sesamum indicum]

c38361.graph_c0 7.0567775 69434105 7.2347531 17.316574 16340245 16.811247 3.715E-13 1291908 up PreEDIC [ED: UNCNATACIENZea PIOTEIN UG-4us. 1SS [esamim

¢38376.graph_c0 14037023 1.9011174 1.1999529 3.002586 4.2635738 4.2972759 0.0001379 1.408089 up -

c38376.graph_c1 2.4023554 2.3046705 2.5483931 4.6058081 6.2906616 6.028787 6.989E-05 1.258508 up PREDICTED: receptor-like serine/threonine-protein kinase ALE2
[Sesamum indicum]

€38383.graph_c0 0.9232406 1.2314541 1.1985222 4.2821444 4.8745305 5.5851765 2.075E-12 2.174822 up PREDICTED: transcription factor LHW-like [Sesamum indicum]

€38383.graph_c1 1.0193466 0.9482645 1.0586272 5.8731676 4.6042126 5.1213911 9.206E-12 2.411756 up PREDICTED: transcription factor LHW-like [Sesamum indicum]

c38403.graph_c0 1.8891622 1.4433154 3.6759822 4.9735084 7.4153891 9.3425067 0.0004542 1.664142 up PREDICTED: 2-hydroxyisoflavanone dehydratase [Sesamum indicum]

¢38404.graph_c0 0.6462977 0.8753193 0.3691615 4.3692262 6.219760 6.8034945 4.492E-21 3.237697 up PrEEDIL TEL: PROSPIOINOSITIAE Priospriotipase & £-11Ke [sesamum

€38406.graph_c0 0.9097066 0.4693599 0.7574624 1.882645 1.4708952 2.5546285 0.0002 1.508343 up PREDICTED: potassium channel SKOR-like [Sesamum indicum]

¢38410.graph_c0 0.4552564 0.6850898 0.6191426 1.1541421 15894757 2.4646769 0.0027705 15986  up PREDICTED: MLO-like protein 11 [Sesamum indicum]

c38418.graph_c0 36.756072 48.501215 51.87033 118.6634 106.39152 84.351553 1.497E-05 1.220159 up hypothetical protein MIMGU_mgv1a006647mg [Erythranthe guttata]

¢38429.graph_c0 0.4143375 0.3928134 0.6761921 7.1690259 7.0105049 9.7904125 1.834E-30 4.052846 up PTEEDIG TEL: KANESINTIIKE Proein IINLAA 1010 A< Sesamim

c38442.graph_c0 1177.8314 1132.3058 1260.0717 271.84924 272.96111 255.04368 1.223E-38 -2.11574 down -

c38443.graph_c0 5.6098524 5.0651708 5.340526 0.4740601 0.7533137 0.4218158 3.851E-10 -3.242418 down unnamed protein product [Vitis vinifera]

c38447.graph_c1 11427845 1.0963165 13113321 52510427 5778643 59008511 1.964E-16 2.293358 up PRELILTEL: UNCNATACIENzea protein LULLUs L /5597 |Sesamum

indiriim]l



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

¢38449.graph_c0 12.369453 15.319564 10.629304 22200627 3.1848473 2.5515564 1431E-14 -2.230225 down  <EDICTED:probably inactive leucine-rich repeat receptor-like
protein kinase At5g48380 [Sesamum indicum]

¢38457.graph_c0 15.517231 12.36455 16.156074 2.0959018 14233038 1.1476436 7.663E-27 -3.186458 down -

¢38464.graph_c0 0.7040139 1.1078621 0.9191514 67311664 9.5618278 10.073  3.588E-26 3.306722 up PREDICTED: cation/H(+) antiporter 14 isoform X1 [Nicotiana
tomentosiformis]

c38473.graph_c0 94.613216 94.307395 93.603926 46.142259 36.320642 34.304688 4.15E-17 -1.227156 down hypothetical protein CISIN_1g011138mg [Citrus sinensis]

c38488.graph_c0 20522962 22.806536 23.284173 60.93365 56.602083 57.690509 1.614E-21 1.438725 up FIEDIL TELD: UNCNATACIENZEA PIOTEIN LULLUoLr 3140 [5esamum

¢38491.graph_c1 0.4308951 0.3760892 0.5039698 6.1719609 5.4776347 8.0027617 2.219E-27 3.946431 up PREDICTED: probably inactive leucine-rich repeat receptor-like
protein kinase IMK2 [Sesamum indicum]

¢38493.graph_c0 0.7093319 0.6117829 0.7602268 2.8315808 2.6869584 2.8777588 2.469E-12 2.054464 up PREDICTED: structural maintenance of chromosomes protein 2-1
[Sesamum indicum]

c38494.graph_c0 1.9440221 2.6230434 2.1388397 1.2459393 0.7626214 0.7883586 0.0017155 -1.209142 down Putative gag-pol polyprotein, identical [Solanum demissum]

¢38495.graph_c0 4.0298897 3.5519789 4.3844761 10.094741 9.9210822 12.769931 6.294E-05 1.493945 up Fsiffréﬁ;ﬁr?cji?ﬁg;h“’meCOX'dase subunit 5b-1, mitochondrial-like

c38496.graph_c0 102.01061 98.380126 104.15435 194.42822 202.07241 228.89075 7.471E-14 1078315 up PTEEDIC [EDTAUPALT CATTIET ProteIn, Mmitocnonarial |sesamem

€38509.graph_c0 6.9177222 7.3346526 6.3544374 1.7036375 4.1404174 3.9011782 4.514E-05 -1.052233 down PREDICTED: sulfate transporter 3.1-like [Sesamum indicum]

c38512.graph_c0 1.1690418 12666421 1.090204 3.5987702 47095102 3.9556144 9.995E-07 1.836967 up PREDICTED: microtubule-associated protein RP/EB family member
1B [Sesamum indicum]

c38514.graph_c0 3.1229374 29770994 32357375 58918001 6.2221426 6.2746032 4.477E-06 1018831 up PTEEDIC |ED: SETINEINTEONING-PIOTEIN KINASe Lioris [Sesamtim

c38516.graph_c0 5.9337297 5.7520262 6.5944554 11236015 1222004 12.235426 4.603E-08 1.005593 up FrEEDI TEL: nenaracterized protein Lot 105400823 [Sesamtim

c38532.graph_c0 8444834  10.88439  9.6656927 3.5545308 4.6961723 52713336 5.57E-08 -1.064281 down | . ! EU: BUIOPNAGY-TEIGIEN PrOTEIN L3 1SOTOMM Az [Sesamum

¢38550.graph_c0 65.279875 64472642 61374293 30.249431 33.154325 27.336321 6.751E-13 -1.032728 down  EDICTED: N-(5&apos;-phosphoribosylanthranilate isomerase 1,
chloroplastic isoform X2 [Sesamum indicum]

c38571.graph_c0 18.904266 19.151079 18.942188 5.8252679 8.36385  9.2653653 7.417E-15 -1.24631 down PREDICTED: cation/H(+) antiporter 18-like [Sesamum indicum]

c38572.graph_c0 18.599656 17.666148 17.739546 8.0046148 8.8969639 7.6673456 8.682E-08 -1.094983 down PREDICTED: cyclin-dependent kinase F-4-like [Sesamum indicum]

¢38593.graph_c0 10.864898 9.4435192 10.699944 30.710107 34.3364  38.277064 1.74E-28 1775317 up PREDICTED: long chain acyl-CoA synthetase 6, peroxisomal-like
isoform X2 [Sesamum indicum]

¢38596.graph_c0 3.0643548 4.4829571 3.5133446 8.6044519 7.9173529 7.5249406 0.0001579 1.165067 up PREDICTED: uncharacterized protein LOC105168232 isoform X2
[Sesamum indicum]

¢38601.graph_c0 0.5318934 0.4802499 0.6912181 0.2996507 0.1322682 0.1999705 0.0021722 -1.376255 down -

c38619.graph_c0 1.8532744 2.7251424 2.7652696 5.3359533 7.0393303 6.1513662 4.096E-06 1.372879 up PREDICTED: uncharacterized protein LOC105177754 isoform X2
[Sesamum indicum]

c38642.graph_c0 2.567233 2.683966 1.8192042 5.7804103 4.762834 4.5718883 0.0008262 1.143211 up hypothetical protein MIMGU_mgv1a025521mg [Erythranthe guttata]

c38644.graph_c0 55.519061 60.974493 57.740861 10.961361 11.431498 12.751466 5.531E-49 -2.269207 down PREDICTED: pheophytinase, chloroplastic [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c38667.graph_c0 3.9592276 6.3424072 3.4391295 13.436931 12.519763 9.5072602 0.0004164 1.414791 up -

c38681.graph_cl 4.6304095 4.3523467 3.352098 17.126565 19.737852 18.211947 5.017E-32 2.199168 up PREDICTED: 3-ketoacyl-CoA synthase 12 [Sesamum indicum]

¢38703.graph_c0 3.6961025 4.3626411 3.9763883 9.1084278 8.0133345 10.386961 1.518E-08 1.235049 up fnzi'ar':]TED: BTB/POZ domain-containing protein NPY?2 [Sesamum

c38732.graph_c2 6.1657113 6.2629416 6.3675746 0.8548196 14230506 1.6842152 1537E-08 -2.214249 down EDICTED: probable sucrose-phosphate synthase 1 isoform X1
[Sesamum indicum]

c38737.graph_c0 1.1220343 1.1197331 0.807148 2.8445223 3.0332517 4.2794539 8.918E-09 1.774524 up PREDICTED: beta-1,3-galactosyltransferase 15 [Sesamum indicum]

¢38740.graph_c1 0.1798579 0.3247897 0 10.943192 15.215793 13.794347 3.09E-24 6.346833 up -

c38744.graph_c2 0.6406718 0.7230832 0.8588577 22622749 2.9496688 2.554909 1.832E-06 1.842949 up FIEDIL TELD: UNCNATACIENZEa PTOTEIN LOLLusLoul 2L [Sesamum

c38757.graph_c0 20.003617 21.977506 21.11284 42.820932 53.773547 54.548631 1.347E-19 1.298106 up PREDICTED: uncharacterized protein At5g02240 [Sesamum indicum]

c38761.graph_c0 24710635 2.3905057 21603939 13.312083 12996457 1572699 3.953E-28 2.62274 up FIEDIL [EL: PURBHVE GILCOSE-0-pnospnate 4-epimerase (sesamum

c38791.graph_c0 35.487531 37.657031 35.78272 68.292022 80.989673 86.230156 8.164E-15 1.150879 up PREDICTED: probable methyltransferase PMT26 [Sesamum indicum]

c38792.graph_c0 0.2881985 0 01175838 3.1051588 29992858 3.4943212 5.046E-17 4.604299 up PREDI | EL- UNCNATACIENZEA PrOTEIN LOL-LUDLLUAIS [FOPUILS

¢38803.graph_c0 0.9404563 1.0614298 1.3429581 0.1862653 0.434116 0.4972131 0.0006932 -1.554537 down -

c38847.graph_c0 6.6263262 6.6303602 7.1219437 26.921818 26.52829 22.672073 4.127E-31 1.944895 up hypothetical protein EUGRSUZ_J00099 [Eucalyptus grandis]

¢38855.graph_c0 2.9368096 3.1633882 3.4474708 17.306929 15.082797 12.261569 8.472E-13 2.272044 up PREDICTED: UDP-N-acetylglucosamine--peptide N-
acetylglucosaminyltransferase 110 kDa subunit [Sesamum indicum]

¢38860.graph_c0 0.2438637 0.1223256 0.1989908 0.8929996 1.2371093 1.0085125 3.555E-08 2.510249 up [PSFZE;T']S;ES&EL?:;NE'”do'e's‘pyr”"ate monooxygenase YUCCA4

c38873.graph_c1 7.527985  6.3639183 7.2870165 35081895 2.8740044 2.8302198 0.000277 -1.154828 down | - ! TAUCATITICIE-ODEIALI-GILCOSIOAsE-IIKE [Sesamum

c38386.graph_c0 0634076  0.9092824 08521896 5.7680022 10217556 13.083244 6.013E-08 3.631583 up FIYPOITIBICA! PTOTEIN MINISL_MGV1au43629Mg, partial LErymrante

€38888.graph_c0 23.995682 22.154135 22.681858 57.933933 47.63849 41.702973 1.347E-05 1.144665 up PREDICTED: putative zinc transporter At3g08650 [Sesamum indicum]

€38892.graph_c0 0.135513  0.0917667 0 2.0612725 1.9107097 2.6747407 7.614E-20 4.91277 up PREDICTED: peroxidase 19 [Sesamum indicum]

¢38893.graph_c0 1.3449056 17381496 1.1404685 0.0668536 0.0354116 0.0504859 2.297E-15 -4.656111 down -

€38900.graph_c0 1.8346447 1.4140957 1.2049468 4.1406085 2.884256 4.2394553 0.0004566 1.3846 up hypothetical protein AMTR_s00334p00011530 [Amborella trichopoda]

¢38916.graph_c0 31.500662 32.157886 34.1682  7.1525223 8.2149178 8.254649 1.407E-34 -2.010905 down [PSFZE;DH']E;E"?&igﬂr‘i‘qaraaer'zed acetyltransferase At3g50280-like

¢38937.graph_c0 3.0902335 3.5360838 2.7712692 8571077 9.3265331 11.042885 2.548E-10 1.662184 up PIEEDIL [EL: CAICIM SENSING Fecepror, cnioroplastic sesamum

¢38938.graph_c0 15.980243 12.941867 15788172 4.6489489 54778035 55717561 1.198E-00 -1.471431 down CDICTED: EPIDERMAL PATTERNING FACTOR-like protein 2
[Sesamum indicum]

€38952.graph_c0 8.5686342 7.3682603 8.0740208 3.0601493 3.4701569 4.1418798 0.0001558 -1.131741 down hypothetical protein MIMGU_mgv1a006823mg [Erythranthe guttata]

¢38963.graph_c0 40.966715 39.7133  30.052625 188.31036 158.196  127.62712 2.065E-09 2.033078 up PRELILTEL: UNCNATACIENZEa Protein LULLUSLI /U9 [Sesamum

indiriml



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

¢38995.graph_c0 31255019 28.977945 20721877 9.4202046 12.836617 11.761897 1.223E-20 -1.365909 down  CDICTED: SNF2domain-containing protein CLASSY 3-like
[Sesamum indicum]

¢39001.graph_c0 0 0.0453616 0 16875813 2.0239107 25498862 6.721E-27 7.15044 up PREDICTED: putative UDP-glucuronate:xylan alpha-
glucuronosyltransferase 4 [Sesamum indicum]

€39033.graph_c0 26.547831 28.503427 28.172881 12.379505 7.1114297 4.5767419 4.875E-13 -1.732128 down hypothetical protein MIMGU_mgv1a025187mg [Erythranthe guttata]

¢39040.graph_c0 10.862811 9.1431439 9.2645063 18.437011 26.124782 23.050262 1.997E-07 1.244399 up PREDICTED: uncharacterized protein LOC105178874 isoform X1
[Sesamum indicum]

¢39068.graph_c0 12.137957 14.353501 13.242922 3.5402545 52101129 6.1469464 1.567E-15 -1.381373 down  PREDICTED: protein NRT1/ PTR FAMILY 5.8 [Nicotiana sylvestris]

€39102.graph_c1 370.04556 377.49273 381.13271 41.494126 32.747232 28.826638 7.48E-109 -3.404828 down 15 kDa oleosin [Sesamum indicum]

¢39123.graph_c0 0.3266813 0.3754069 0.3877371 2.6351349 5.0647707 4.8234387 1.168E-10 3.553471 up PREDICTED: probable 1-deoxy-D-xylulose-5-phosphate synthase 2,
chloroplastic [Sesamum indicum]

c39124.graph_c0 0.1331799 0.6012449 0.173878 0.7765507 22176087 1.6222777 0.0035125 2.37467 up rnZi'ar'nC]TED: aspartic proteinase-like protein 2 isoform X2 [Sesamum

¢39138.graph_c0 0.2566151 0.270316 0.2617448 2.6022286 5.2263302 5.8368568 2.605E-09 4.144546 up PREDICTED: COBRA-like protein 4 [Sesamum indicum]

€39138.graph_c1 0.0876207 0.0791133 0.3574889 9.218453 19.884648 24.21227 3.017E-11 6.693597 up hypothetical protein MIMGU_mgv1a006245mg [Erythranthe guttata]

c39142.graph_c0 11036172 14.832844 12373868 51257993 5.8826764 6.8413581 7.069E-05 -1.060755 down | o r !t UNCHATACIETIZEN PIOMEIN LOLLUDLo009S |SESAMUM

€39146.graph_c0 7.9272921 7.2438377 7.2089882 16.676756 18.757161 22.137127 3.007E-16 1.401618 up PREDICTED: phytoene synthase 2, chloroplastic [Sesamum indicum]

€39147.graph_c0 0.2977188 0.2837462 0.3644042 1.6982124 1.9989446 1.9587805 6.704E-11 2.618788 up hypothetical protein MIMGU_mgv1a023002mg [Erythranthe guttata]

€39170.graph_c0 5.6073413 4.9645946 5.9970731 2.346237 1.973822 2.3946775 0.0013892 -1.259587 down PREDICTED: protein REVEILLE 6 isoform X2 [Nicotiana sylvestris]

€39200.graph_c0 0.1479982 0.2895283 0.221403 1.2506572 0.7618288 0.7511584 0.0003212 2.121522 up hypothetical protein MIMGU_mgv1a005105mg [Erythranthe guttata]

c39211.graph_c0 0.1347397 0.1419335 0219893 1024755 11760706 09371492 5.734E-09 2700214 up PreEDIC [ED: UNCNATACIENZea PIOTEIN UL 4usLo9.59 [5esamim

¢39225.graph_c0 29.656143 30.740759 29.678228 55.104875 59.215018 63.887222 9.814E-13 1.024504 up PREDICTED: serine hydroxymethyltransferase, mitochondrial
[Sesamum indicum]

c39231.graph_c0 19.073711 19.943653 22.488071 55.690424 57.273062 79.545050 3.866E-10 1.684569 up PREDICTED: glucose-1-phosphate adenylyltransferase large subunit 1
[Sesamum indicum]

€39252.graph_c0 8.4735128 9.1256382 9.1010742 28.243132 30.468539 34.399805 1.581E-31 1.841731 up hypothetical protein MIMGU_mgv1a009282mg [Erythranthe guttata]

¢39260.graph_c0 2.0327391 2.0189101 2.5591349 11521291 12.244406 16.605587 3.915E-18 2.648289 up PREDICTED: probable galactinol--sucrose galactosyltransferase 2
[Sesamum indicum]

c39271.graph_c0 15.051579 13.747824 14.33371 37.051301 34.983880 42.263660 4.184E-20 1.447448 up PREDICTED: glycerophosphodiester phosphodiesterase GDPD,
chloroplastic-like [Sesamum indicum]

€39285.graph_c0 30.014473 34.604394 39.372923 14.728922 14.968788 18.658972 8.085E-09 -1.065068 down hypothetical protein MIMGU_mgv11b009377mg [Erythranthe guttata]

¢39313.graph_c0 0.3408185 0.6154542 0 35641032 29748217 3.2674181 2.704E-12 3.406375 up PrEDIL TELD: MAIAE GBYTOQENase, CYopIasmIC-ilKe oesamim

€39334.graph_c0 0.0184957 0 0 1.7114559 1.4902027 2.0235039 7.671E-30 8.184529 up hypothetical protein MIMGU_mgv1a002051mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

¢39349.graph_c0 0.0994866 0.1197695 0.1082404 2.900453 18257943 10846864 9.875E-05 4.20572 up PREDICTED: glucan endo-1,3-beta-glucosidase 14 isoform X1
[Sesamum indicum]

€39362.graph_c0 9.1140556 7.6339485 8.8402015 23.541426 21.013658 23.274466 1.234E-16 1.4497 up PREDICTED: U-box domain-containing protein 4 [Sesamum indicum]

c39383.graph_c0 19.009276 21137715 20248121 9.3188744 6.9508063 9.2631614 1.08E-14 -1196228 down | .- !5t PrODADIE LM ETTILX CATTIEr comPONENt 1€ Loesamum

€39384.graph_c0 17.168687 15.986143 17.171377 30.301364 34.582215 36.913023 3.795E-08 1.055246 up PREDICTED: two-on-two hemoglobin-3 [Sesamum indicum]

€39389.graph_c0 35.816748 34.195437 42.663307 8.0734473 6.5499585 7.6838362 1.162E-32 -2.292101 down hypothetical protein MIMGU_mgv1a004314mg [Erythranthe guttata]

c39403.graph_c0 0.1421282 0.146661 0.1822471 0.8493159 0.7634219 14885318 1945E-05 2.756273 up Fsiffr:ﬁ;ﬁr%i::’anqara‘:ter'ze‘j protein L OC105155966 Isoform X1

c39418.graph_c0 11292278 85985150 10473709 1908506 2.8811087 2.97181  8.882E-11 -1933891 down | i !ELr MEMITANSPOTIEN NIAMPO-iIKe ISOTOMM AL [Sesamum

c39418.graph_c2 6.0063936 5.7301254 7.0424552 18479481 1.8010628 2.1704669 2.858E-05 -1650227 down | o !t MEMAITTANSPOTIET NAMPO-ilke 1SOTorm A Sesamim

€39433.graph_c0 5.8459617 7.1383471 6.5420667 2.6112087 3.6634241 3.2025765 0.0072939 -1.005948 down PREDICTED: peroxisome biogenesis factor 10-like [Sesamum indicum]

¢39485.graph_c0 55972377 4.7217807 4.767328 10202171 11411454 11.474009 16E-05 1172979 up PreEDIL TEL: MONOIION ILIAreaoxin-sL0-1Iie 1SoTorm A1 [sesamtim

€39522.graph_c0 39.313446 38.327354 36.783125 14.919234 14.21813 12.159724 1.083E-21 -1.425765 down hypothetical protein MIMGU_mgv1a011861mg [Erythranthe guttata]

c39525.graph_c0 20.588444 16.692554 18.217146 106.59089 174.49582 20172502 6.332E-11 3.153141 up PIEDIL TED: WA TLTEIAE0 PIOTEIN ALgSrouiie [esamim

¢39546.graph_c0 0.263589  0.1851081 0.286782 1.1508526 1.2585175 1.0570547 4.912E-07 2.277824 up PREDICTED: flavin-containing monooxygenase FMO GS-OX-like 9
[Sesamum indicum]

€39590.graph_c0 0.0345474 0.675047 0991358 03257671 03137371 03952713 00048062 -1289525 down  ~oDICED: pentatricopeptide repeat-containing protein At3g09040,
mitochondrial [Sesamum indicum]

€39629.graph_c0 0.4049163 0.4160292 0.3076216 0.7079465 1.4624677 1.4173346 0.0004255 1.699026 up PREDICTED: FK506-binding protein 5 [Solanum lycopersicum]

¢39645.graph_c0 0.1650067 0.2995965 0.1353786 1.6823922 3.490319 3.8672047 1.051E-07 3.941631 up PREDICTED: transcription factor MYB48 [Sesamum indicum]

€39655.graph_c0 6.4081993 5.4288425 6.3910468 32.290894 36.86421 35.335305 4.472E-25 2.558807 up PREDICTED: UDP-arabinose 4-epimerase 1-like [Sesamum indicum]

c39655.graph_c1 6.6632778 4.062966 5.5784057 22267242 32.304755 27.816643 1.872E-17 2.373059 up PreEDIL [EL: PIODADIE ULFarapinose 4-epimerase 3 Lsesamim

c39661.graph_c0 04181847 03985583 0.3981078 0.6773243 12479008 14673926 0.0014635 1512073 up PrEDIS [ED: UNCNATACIENZea PIOTeIN LUL-4usLrudo (sesamim

c39674.graph_c0 3.9341716 4.5398697 4.9171663 1.2163054 1.9585627 1.7532632 2.773E-06 -1.408067 down PREDICTED: auxin response factor 18-like [Sesamum indicum]

€39679.graph_c0 3.5746409 4.7045871 4.0210066 8.0126596 9.4105083 9.8174589 4.907E-08 1.186035 up PREDICTED: fatty acid amide hydrolase [Sesamum indicum]

c39687.graph_c1 11.160263 11.97926 9.9345641 28.886469 27.143209 25.174863 7.69E-08 1.340213 up RuBISCO large subunit-binding protein subunit beta, chloroplastic
[Gossypium arboreum]

¢39714.graph_c0 6.6117982 7.5149673 6.2837901 2.8593799 4.0737064 2.6319921 0.0085792 -1.054656 down  PREDICTED: zinc finger protein MAGPIE-like [Sesamum indicum]

c39715.graph_c2 54.080931 55.707152 55.125621 244.98385 268.86927 285.04425 5.43E-50 2.316156 up PREDICTED: glutamate decarboxylase [Sesamum indicum]

€39733.graph_c0 1.4358941 1.3962068 1.4781167 0.448025 0.4449639 0.5730593 0.0005113 -1.515923 down unnamed protein product [Coffea canephora]

¢39735.graph_c0 11.066575 11.271066 7.224188 5.1621933 4.874292 2.5962066 0.0017573 -1.177714 down -

c39758.graph_c0 10.642222 4.9781195 7.0099484 2.1128602 0.5165352 2.7477074 0.0033815 -2.024748 down hypothetical protein M569_00228 [Genlisea aurea]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c39764.graph_c0 22.640779 23.161197 22.490928 0.8807833 1.4773816 0.718406 6.313E-44 -4.435265 down ;F;E[SD;;LEU% i‘;‘gﬁg&‘ﬁ]‘:ytocm’mec"x'dase subunit 6b-like isoform
€39766.graph_c0 0.0178489 0.0644634 0.0728226 4.1403284 5.2490302 4.8919211 1.885E-50 6.562248 up PREDICTED: beta-amyrin synthase [Sesamum indicum]
c39771.graph_c0 0.1349619 0.121858 0.1321534 0.7869412 1.087394 1.7657609 1.014E-05 3.258495 up PIEEDIL TEL: PACIYIENE CECKPOINE protein £ nomolog [>esamum
¢39774.graph_c0 0 0 00520425 14147632 1.798524 14746502 3.332E-21 6527031 up Fgf;:ﬁ;ﬁ%igﬂfnqara"te”zed protein LOC105171399 isoform X2
€39810.graph_c0 0.3088332 0.1533661 0.1764038 0.5676299 0.933106 0.9230656 4.762E-06 1.957466 up PREDICTED: protein argonaute MEL1 [Sesamum indicum]
c39816.graph_c0 6.4130566 6.4245742 5.6067876 16.141914 27.55748 30.034813 8.942E-07 2.031435 up PREDICTED: protein IQ-DOMAIN 1 isoform X1 [Sesamum indicum]
¢39829.graph_c0 4.1374537 3.5361134 2.809145 0.7606566 0.890647 0.9261853 8.44E-07 -1.984803 down -

c39843.graph_c0 1.5239386 2.1168826 1.6739712 5.1264464 3.8566894 3.900397 0.0015504 1.325719 up PreEDIL TEL: UNCNATACETIZEd PIOTEIN LOGLOSLI( 198 [Sesamtm
¢39856.graph_c1 2.8931896 4.7021021 3.0353388 0.9430279 1.221029 2.0511348 0.0057769 -1.30071 down -

¢39870.graph_c0 0.4420102 05321251 0.3606768 4.8557647 3.7501456 3.822006 2.295E-11 3.2678  up -

€39870.graph_c1 0.2931868 0.2117762 0.4784761 2.3784696 1.8897751 2.0502121 5.629E-09 2.728359 up hypothetical protein PFL1_05374 [Pseudozyma flocculosa PF-1]
¢39878.graph_c0 38.561055 41.936028 40.465696 2.0753086 27192441 2.3325437 2.869E-82 -4.046867 down [PSFZE;DH']E;E"?&igﬂr‘i‘qaraaer'zed protein LOC105157942 isoform X1
¢39883.graph_c0 2.5339367 2.5374971 3.0075224 6.8910957 6.6816124 7.6905509 2.77E-05 1437317 up [Psiffnﬁ;ﬁ%iiﬁ‘;‘]'”e phosphoribosyltransferase 5-like isoform X1
c39891.graph_c0 13.91853 13.959508 15.035658 6.3654284 4.1947131 5.0395508 1.503E-08 -1.411077 down -

c39893.graph_c0 0.1769928 03652752 03713778 15063506 14509921 16540486 7.3E-08  2.379847 up PreEDIC [ED: UNCNATACIENIZEa PIOTEIN UL 4UsL008 14 [5esamum
€39894.graph_c0 41.616889 31.691342 52.79192 1.7166906 1.4397452 1.0501569 2.603E-21 -4.858178 down PREDICTED: beta-amyrin 28-oxidase-like [Sesamum indicum]
c39913.graph_c0 98.431033 103.68633 99.970466 25730896 38421877 36.351965 9.900E-27 -1.552476 down | oo 'L UNCNATACIENZEN PIOMEIN UG 4u0L08023 [5€samUm
¢39933.graph_c0 2.8427797 2.9660379 2.5516536 9.4800304 7.5499680 9.4764355 7.456E-10 1710021 up hypothetical protein L484_002978 [Morus notabilis]
€39938.graph_c0 0.7029519 0.8189673 0.6106096 6.754683 5.6332638 6.75197 9.91E-25 3.210533 wup PREDICTED: thioredoxin reductase NTRC [Sesamum indicum]
€39945.graph_c0 23.404464 28.209275 24.097525 63.252031 66.118372 75.456756 9.579E-22 1.476213 up PREDICTED: protodermal factor 1-like [Sesamum indicum]
c39981.graph_c0 43474453 45941186 44.97649 108.48015 120.1188 126.89367 1.073E-23 1.443106 up F;;E;:ﬁ;ﬁ%iiﬁ]‘”oatha”eth'o' dioxygenase-like isoform X1
c40001.graph_c0 12.195964 10.681068 11.60458 24.172199 25.636449 25.955752 2.585E-14 1.176457 up PREDICTED: protein IQ-DOMAIN 1-like [Sesamum indicum]
c40024.graph_c0 7.9903023 7.9978858 9.0061912 3.938782 2.6824256 3.709525 1.226E-07 -1.228101 down PREDICTED: pheophytinase, chloroplastic [Sesamum indicum]
c40027.graph_c0 30.521977 28.283707 31.003872 9.738613 10.738934 12.328443 4.477E-16 -1.413982 down hypothetical protein MIMGU_mgv1a025482mg [Erythranthe guttata]
c40069.graph_c0 7.33634  6.6968187 5.9863935 12773834 14.831432 18.003872 7.468E-05 1.225766 up PREDICTED: villin-3-like [Sesamum indicum]

c40069.graph_c1 6.3340047 6.2045889 6.0461652 10.149637 14.684125 14.490175 0.0001479 1.116751 up PREDICTED: villin-3-like [Sesamum indicum]

c40069.graph_c2 10.301513 10.052716 10.222957 17.990287 22.290323 25.495543 1.366E-10 1.142077 up PREDICTED: villin-2-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c40070.graph_c0 3.3800174 3.7284257 3.5386515 0.9700576 1.3273921 1.1328862 2.487E-07 -1.596531 down PREDICTED: protein TRM32 isoform X2 [Sesamum indicum]

c40072.graph_c0 3.8194776 3.054501 3.2502338 6.5359833 8.0231424 11.015942 3.114E-05 1.372503 up [PSFZEEH']E;Eir%iESE;'VEZ'”Cf'”ger protein Atlg68190 isoform X1

c40085.graph_c0 2.6985029 2.2980579 2.3020452 5.1696966 57237344 6.813482 2.134E-05 1317325 up PreEDIL TEL: UNCNATACETIzed PrOteIN LOG 10541255 [5esamtm

c40091.graph_c0 25.450054 27.181193 25285789 86.250207 73.097309 67.575393 1.761E-12 1588513 up FIREDIL TEL: UNIVETSAl SIEsS PrOtemn A-iiie protemn [sesamum

c40092.graph_c0 0.0237936 0 0.0776614 0.7841626 1.7253524 2.2542472 1.898E-07 5576799 up FrEEDIL TEL: Unenaracterized protein Lot 100105444 [sesamtm

c40102.graph_c0 19.232515 18.456682 19.303097 9.5076654 9.4450109 8.1499784 1.215E-08 -1.028888 down PREDICTED: protein Brevis radix-like 2 [Sesamum indicum]

c40130.graph_c0 17.138414 15.400994 15.963239 114.34584 91354308 83.218475 3.026E-15 2.621795 up PREDICTED: bifunctional 3-dehydroquinate dehydratase/shikimate
dehydrogenase, chloroplastic-like isoform X1 [Sesamum indicum]

C40137.graph_c0 130.17107 132.12511 110.42076 34.938096 41.492471 3948979 1021E-20 -1645413 down ~CDICTED: CBL-interacting serine/threonine-protein kinase 7-like
isoform X1 [Sesamum indicum]

c40153.graph_c0 7.1317729 8.4346052 7.4587553 24.446325 21.176943 16.314145 4.603E-06 1.475097 up Lysine decarboxylase family protein isoform 3 [Theobroma cacao]

c40153.graph_cl 27.006448 30.549917 26.422602 61185756 57.108741 63.243157 3.225E-15 1.154158 up FTeEDIC [ED: 9US TIDOSOMA ProTeiN Lo, CNIOTopIasne 1oesamumm

c40169.graph_c0 8.1634756 8.4524456 8.0370383 3.5879895 3.4078288 4.603708 4.253E-10 -1.047222 down | b ! NCHATACIETIZEN PIOMEIN LOLLUDLILSOT 1SESAmUM

c40171.graph_c0 3.7273008 3.2539659 3.5248558 9.3241008 9.2645379 8.9090243 1.588E-15 1.430568 up PREDICTED: 125 kDa kinesin-related protein-like [Sesamum indicum]

c40184.graph_c0 55698021 4.866783 5.864404 1.3664776 2.1111087 3.2423562 0.0012502 -1.247572 down [Pﬁe'zlt?r:]cbziﬁéigg'”bosy'a“o" factor-like protein 88 isoform X1

c40189.graph_c0 0.209514  0.3625787 0.3134298 07967234 1.1488211 15350926 1.5Q9E-05 2.008581 up PreEDIL TEL: UNCNATACETIZEd PIOTEIN LOGLOSLA 514 [Sesamtm

c40192.graph_c0 2.6470166 4.3816809 4.2478897 7.9408493 9.5379654 9.6531668 2.679E-05 1.305204 up PREDICTED: endo-1,3;1,4-beta-D-glucanase-like [Sesamum indicum]

040204.graph_c0 14269451 17996666 1.5340186 2.8136236 3.9843958 4.1640601 0.0001914 1.238925 up PREDICTED: transcription factor EGL1-like [Sesamum indicum]

040207.graph_c0 0.2926717 0.2789359 0.3449580 3.4212866 2.6200759 3.9061637 1.102E-20 3.483226 up PREDICTED: kinesin-4 [Sesamum indicum]

c40208.graph_c0 0.4726099 0.5943633 0.426965 5.5841678 7.3663537 9.4615831 7.307E-19 3.942621 up PREDICTED: cellulose synthase-like protein D5 [Sesamum indicum]

c40228.graph_c0 2.1452499 2.1604549 3.0297227 6.9550362 6.0384505 5.4905027 9.334E-05 1.378562 up PreELIC [ED: MEMDIANE POTEN OF Er¢ DOOY-IKE Proten (sesamdm

040229.graph_c0 2.4702463 2.2750088 1.8947587 3.9453361 4.8098631 5.3215272 0.0002654 1.121912 up PREDICTED: transcription factor E2FA-like [Sesamum indicum]

040230.graph_c0 3.0140526 2.27869  2.4947453 1.1516441 1471779 1.089788 0.0014985 -1.028905 down -

c40238.graph_cO 12.378603 16165634 13858072 4.044858 41124848 3864795 331E-20 -1.775859 down | CDICTED: glucose-1-phosphate adenylyltransferase large subunit 2,
chloroplastic/amyloplastic-like [Sesamum indicum]

c40264.graph_c0 14133117 16844361 12455100 6.8076113 7.8191515 7.906464 1.696E-10 2.41508 up PrEEDIG TEL: VEIYIONg-cnaih enoyl--0/A TEQUCTase-tiike [sesamum

040274.graph_c0 3.9035243 5.0054057 3.399378 1.1642364 2.2905392 1.7018858 0.0010176 -1.222368 down -

c40283.graph_c0 7.4242157 8.1881564 8.2682203 14.959092 17.698366 18.301951 2.724E-10 1.132124 up unnamed protein product [Coffea canephora]

c40304.graph_c0 31.997003 29.996303 31621928 12703957 13.408456 13.020423 1.303E-12 -1217114 down EDICTED: probable serine/threonine-protein kinase Cx32,

chloroplastic [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

040319.graph_c0 0.1999893 0.2608256 0.1813218 0.8731707 0.7459827 0.8270674 8.643E-06 1.974571 up Eﬁg&f;ﬁ?ig;::;ﬁ“;ﬁg?ﬁr:]b"ﬂa"'”b'°sy”thes's protein RIBA3,
040334.graph_c0 7.6496650 7.4223737 5.9625694 2.3879477 2.9130351 2.1891688 0.000115 -1.448847 down -

c40354.graph_c1 4.1502073 3.9613766 4.5153804 18.48758 13.906129 16.004334 5.021E-14 1.984844 up PREDICTED: GATA transcription factor 8 [Sesamum indicum]
040357.graph_c0 1.3709852 1.3168842 14519463 6.6185241 3.290324 4.1454161 0.0039112 1.817759 up Eéiﬁéﬁzzlisi)t;izz‘r’zg?:;Icsa;t:r’]’l‘g’u'f;fa’](’xyge”ase large subunit
c40362.graph_c0 0.5188646 0.6090319 09314564 53931323 5.9920706 6.6129483 3.13E-14 3.166032 up FIREDIL TELD: UNCNATACIENZEA PIOTEIN LUL LU0 LoussL [Sesamum
c40362.graph_c1 31519289 3.3692795 29562623 0.7347682 0.9729972 15118947 0.000303 -1.523986 down | - !5t PrOWIN SMIKELATED SEQUENCE S7IKE [Sesamum
c40376.graph_c1 101.06051 94.763587 114.44201 26.821951 24.777535 18.042704 2.903E-37 -2.10941 down PREDICTED: protein SRG1 [Sesamum indicum]

c40408.graph_c0 20.591957 19.835839 20.716384 10.334831 9.722767 8.393195 2.2E-12 -1.05919 down PREDICTED: nucleolin-like isoform X1 [Sesamum indicum]
c40410.graph_c0 0.4703383 0.1633352 0.2952248 1.0089343 1.4089302 1.2650025 4.316E-06 2.023331 up Uncharacterized protein TCM_021521 [Theobroma cacao]
c40418.graph_c0 3.3012639 3.461495 4.5186396 28.752218 37.180507 44.44091 3551E-23 3.325785 up PREDIL 1 EL: 0TJaNTSpECITIC profein S-ilke Liconiand
040434.graph_c0 24.514596 20.053371 21.713429 48.60301 45130245 40.647139 2.441E-11 1.064079 up Fsiffréﬁ;ﬁr?cjigﬁ::;'ve glutamine amidotransferase YLR126C
040440.graph_c0 5.6919207 54309591 58496361 14.039861 15637865 14.817593 3.174E-18 143082 up EE;?rLC)IZE'[DSeaS;Tnzdr:'ﬁ] ;eisﬁfr;co”ta'”'”g kinesin-like protein 2
c40443.graph_c0 3.2320187 3.0813396 3.2270079 0.6361524 1.4017669 1.7207757 0.0002019 -1.316093 down F;E;:ﬁ;ﬁ%iEjrrl]t;tr'cc’pep“de repeat-containing protein At2g21090
c40462.graph_c0 1.5061942 2.1008216 1.7243278 3.1202795 4.4526919 5.1724822 1.551E-05 1.292194 up PREDICTED: paramyosin-like [Sesamum indicum]
c40484.graph_c0 0.0231955 0.06283  0.1514185 3.1460099 2.4918251 1.9882883 3.746E-17 5.052224 up Fgf;;ﬁ;ﬁ?&ﬁ;?:fb'e receptor-like protein kinase At5g39020
c40493.graph_c0 14.965705 17.155531 19.370589 35561567 33.137268 36.986765 8.166E-10 1.079683 up EEfchr:nC;fI[DSeng)mer?ﬁ?jﬁcrjr:?]tEd protein At4g12060, chloroplastic
c40499.graph_c0 214.99057 237.90505 25542699 61.027328 70.647282 72.02366 1.342E-27 -1.75895 down  PREDICTED: legumin B-like [Sesamum indicum]
c40504.graph_c0 8.3208668 7.6234473 7.6085245 24196773 26619453 2.8982886 1452E-08 -152187 down | o ! EU7 ISOCMOMISMAE SYNIAse, CHOTOPIGSCTIIKE [>esamumm
c40517.graph_c0 42.560167 44.550958 39.244758 96.7312 87.611395 102.42342 9.99E-16  1.225282 up hypothetical protein MIMGU_mgv1a015340mg [Erythranthe guttata]
c40523.graph_cl 47.395834 52.310277 48.465655 22259377 21164211 15453638 L1ISE-19 -1.285613 down | oo ! U7 UNCNATACIENZEO PIOMEIN LU 400108512 [5ESamUM
c40525.graph_c0 16.408521 16.877567 15.915024 4.9140515 5.4883292 6.6773738 1.542E-12 -1.487967 down PREDICTED: U-box domain-containing protein 4 [Sesamum indicum]
c40570.graph_c0 23.796578 23.950333 23.246326 54.652661 62.345214 63.778805 1.085E-21 1.387916 up EZEO:ZI'S;_ ﬁfeﬁg‘:szn;eu"r;b:igleczrr“n?z‘l domain-containing protein
c40591.graph_c0 6.9688088 4.9255534 8.3367561 0.079941 0.1270317 0.142262 6.301E-21 -5.824082 down PREDICTED: cytokinin hydroxylase [Sesamum indicum]
C40597.graph_c0 15.119822 14.944914 15.476323 45592504 40.139957 31.799048 5.727E-07 1414475 up FrEDIL TR UNCNATACIENZEA PIOIEIN LUGLUoL oS [5esamim
c40600.graph_c1 136.2735 134.07936 125.86941 41.690272 63.193882 69.585451 1.377E-14 -1.149365 down PREDICTED: auxin response factor 19-like [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c40615.graph_c0 2.307393  2.935643 2.7386383 13.205873 10.046525 7.8468144 1.262E-05 2.01219 up PREDICTED: cytochrome P450 CYP72A219-like [Sesamum indicum]
c40623.graph_c1 0.1045614 0.0629394 0.0568808 4.9481315 4.6803083 2.5158958 1.806E-12 5.806451 up PreEDIL TED: £ UDIGUITIN-PIOTEIN 1gase KMALRLLAIKE [Sesamim
c40632.graph_c1 13.689308 12.803102 17.460841 1.2732847 1.0038257 1.2120049 1.035E-29 -3.610405 down PREDICTED: cytochrome P450 71A1-like [Vitis vinifera]
c40642.graph_c0 0.0280562 0.1519927 0.2060426 0.8179558 1.43165  1.5822004 8.11E-09 3.341754 up PreEDIL TEL: UNenaracterized protein LOG10oL035u4 [sesamtm
c40646.graph_c0 46.722781 45.203823 49.782264 6.8112404 5.6317528 6.8736082 4.921E-42 -2.831085 down PREDICTED: transcription factor PIF3 isoform X2 [Sesamum indicum]
c40646.graph_c1 30.178975 30.180616 34.717698 4.9028163 4.5527123 4.6317864 4.902E-37 -2.711481 down unnamed protein product [Vitis vinifera]

c40673.graph_c0 1.620265 1.6350589 1.9054126 9.9065001 6.9112302 4.8374036 0.0008174 2.12158 up PIEDIL TED: GUSL ESIEMasEIpase AMgLUT0o-Iike (oesamum
c40691.graph_c0 104.83913 105.68437 102.07325 576.06955 378.36048 261.1033 0.0034582 2.013509 up rnZi'ar'nc]TED: chaperone protein dna) 20, chloroplastic-like [Sesamum
c40692.graph_c0 0.1345239 0.1214625 0.0878163 5.3201922 4.0103008 4.9462925 2.994E-33 5.422345 up hypothetical protein MIMGU_mgv1a008779mg [Erythranthe guttata]
c40701.graph_c1 126.81322 140.48111 142.9329 60.311979 59.408283 40.161997 1.644E-20 -1.313864 down PREDICTED: glutathione S-transferase F9-like [Sesamum indicum]
c40704.graph_c0 0.9562406 1.2334223 0.9660666 2.3087722 2.0484112 2.0029733 0.0077681 1.056246 up PREDICTED: protein trichome birefringence-like 3 [Sesamum indicum]
c40715.graph_c0 3.9340803 34515744 3.6341631 10914367 11263419 10.381299 4.196E-09 1.605099 up PTEEDIC |ED: 8POPIOSISINGUCING TActor nomotog & (sesamim
c40715.graph_c2 100.62109 96.817542 92.957897 549.08868 573.04442 509.70748 2.246E-63 2.532755 up FrEEDI R UNCNATACIENZEq PIOEIN LUGLuoLra 1y L5esamtm
c40731.graph_c0 19.546239 20.060472 19.76772 6.8565985 8.6451812 10.049741 8.124E-14 -1.179854 down gi'fe?r:irnigeKzggizg’sg”?gzg’:;ﬁ';Z:;E';n;epeat receptor-like
c40732.graph_c0 0.8481398 0.4594744 1.6609804 8.7081454 9.4530074 4.4003574 2.113E-05 2.969952 up hypothetical protein L484_002552 [Morus notabilis]
c40759.graph_c0 79.045828 70.038821 79.786845 33.549929 23.114361 17.296311 2.884E-16 -1.577405 down hypothetical protein MIMGU_mgv1a008881mg [Erythranthe guttata]
c40770.graph_c0 15.586506 18.676522 16.918328 6.8934237 7.9547774 6.5718503 9.38E-07 -1.215625 down F;;E;:ﬁ;ﬁ%icou'r?]']ucosy'"a”s'cerase rumi homolog isoform X1
c40770.graph_cl 13.137674 15276398 13.583205 4.9909493 7.2242393 5.0564892 4.136E-07 -1.243978 down Fsiffréﬁ;ﬁ%icol;r?]']ucosy'tra”s'cerase rumi homolog isoform X1
c40773.graph_c0 1472.244  1358.7118 1292.612 335.70093 366.24336 241.12372 1.44E-24 -2.084707 down hypothetical protein MIMGU_mgv1a016776mg [Erythranthe guttata]
c40776.graph_c0 5.0211583 4.6676343 544951  0.9092411 0.6310822 0.697446 7.701E-15 -2.7096 down -

c40800.graph_c0 0.9340715 14272568 0.9380858 1.9126225 2.9910448 3.9709601 0.0020013 1.460227 up f:;g;'rgeizr_"lirlpgiﬁ"k';;:i% iglgr[osb;z':]ﬂ?n”dﬁcﬁ]
c40802.graph_c0 0.7532819 0.9824286 0.785414 1.8566338 2.135468 2.3128303 0.0016125 1.36157 up hypothetical protein MIMGU_mgv1a011194mg [Erythranthe guttata]
c40806.graph_c1 35.187821 40.381924 35.983521 71.801815 99.621028 112.11458 4.431E-08 1.381158 up PREDICTED: phenylalanine ammonia-lyase [Sesamum indicum]
c40828.graph_c0 1.4755066 2.3138977 2.0594759 3.7898453 3.6498923 4.9049914 0.0031515 1.118012 up PREDICTED: protein ABIL4-like [Sesamum indicum]
c40830.graph_c0 1.946102 2.2554432 1951427 4.4918353 4.1344821 4.0732497 7.502E-07 1.089595 up PREDICTED: auxilin-like protein 1 [Sesamum indicum]
c40897.graph_c0 2.5650368 1.8426472 2.4138814 0.9730386 0.9553909 0.9502726 0.0012932 -1.202526 down PREDICTED: protein root UVB sensitive 6 [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c40910.graph_c0 234.1593  207.00049 211.36502 27.944737 56.643552 49.776946 9.207E-52 -2.249135 down ;?E[SD;;LEU% i':]'gi‘:;cnf;”pus abundant transcript-like protein 1 isoform
c40910.graph_cl 222.93651 207.29531 203.2866 31.384307 54.634582 49.773671 1422E-48 -2.189053 down ;?E[SD;;LEU% i':]'gi‘:;cnf;”pus abundant transcript-like protein 1 isoform
c40912.graph_c1 15.558301 17.902041 15.804535 40.873607 31.599038 26.421308 0.0020013 1.054568 up hypothetical protein MIMGU_mgv1a013233mg [Erythranthe guttata]
c40916.graph_c0 0.3015454 0.4084008 0.3998452 1.6244817 2.024637 2.4657746 1.95E-08 2.498423 up PreEDI TEL: Unenaracterized protein Lot 0o Louss [sesamiim
c40925.graph_c0 3.6911696 4.1796341 4.6660758 0.9587765 13407338 0.8531136 1237E-07 -1.952806 down | .- !t UNCNATACIEMIZEN PIOTEIN LOLLUD LoDA 4 [SESAMUM
c40929.graph_c0 3669.9995 3972.1388 4094.3930 503.03885 459.38986 38123699 2.553E-37 -3.081252 down -

c40932.graph_c0 44527786 3.994915 44177907 88157416 10.079512 11.893839 2.458E-13 1.206932 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LULLuoLosdo. [5esamum
c40939.graph_c0 3.8973078 3.4035296 3.2583722 9.2323641 8.3220642 7.9266599 2.255E-06 1.315674 up FrEEDIL TEL: UNenATacterized protein LOG 109400034 [sesamtim
c40942.graph_c0 3.0529279 2.7893232 3.143612 4.3765719 9.1264803 11.108853 0.0085792 1.481981 up PREDICTED: serine carboxypeptidase-like 27 [Sesamum indicum]
c40949.graph_c0 59.684948 78.35717 82.197013 39.276864 30.861344 30.434697 2.579E-06 -1.083747 down PREDICTED: malate synthase [Tarenaya hassleriana]
c40952.graph_c0 34.772865 38.934204 37.170966 81.655244 100.97998 117.58466 5.425E-13 1.473996 up putative nitrilase-associated protein [Plantago major]
c40960.graph_c0 4.208119 5.6088402 3.9897378 0.6096115 0.3229047 0.0904048 2.578E-16 -3.689555 down PREDICTED: transcription factor bHLH113-like [Sesamum indicum]
040962.graph_c0 1.3451533 1.8555584 17684105 2.6049847 3.1108956 4.2986504 0.007391 1.047144 up Fgf;:}ﬁ;ﬁ%igx'depe”de”t DNA helicase Q-like 1 isoform X2
c40970.graph_c0 0.8100189 15313083 1.3219376 9.9467241 13528505 15.988064 9.603E-21 3.464662 up Fg:;:}ﬁ;ﬁ%igm]emph“phc’d'esrer phosphodiesterase GDPDL3-like
c40077.graph_c0 10.914781 85563001 86992475 4.2000122 3.7494169 47715333 0.0049658 -1.004216 down oo ! I\ MOMEODOX HTANSCTIPUON TACION S TIVAIKE & LFTUNUS
c40980.graph_c0 17.131174 16.654266 16.443994 6.6623875 8.5586305 7.3547872 2.057E-13 -1.115191 down :T;'Zgggg;gﬁt;‘gF[’ggitr:S%’?ﬁ;’i‘iz:ﬁ]peat‘coma'“'”g protein
c40985.graph_c0 11.558468 11.384959 10.460519 2.0169197 4.878085 4.0294815 4.378E-10 -1.583747 down PREDICTED: zinc transporter 4, chloroplastic-like [Sesamum indicum]
c41001.graph_c0 261.38354 296.77137 258.96303 80.658165 124.45472 134.68887 6.97E-12 -1.231934 down | oo 'L UNCNATACIENZEN PTOMEIN LUG400.459450 [5€samUm
c41003.graph_c0 118.90689 127.93342 144.2844 19.669734 16.5792  13.334866 1.535E-64 -2.932389 down hypothetical protein M569_01497, partial [Genlisea aurea]
c41009.graph_c0 56535234 45374236 4378296 9.621364 10860464 13.107235 1408E-08 1.243367 up PreEDIC [ED: UNCNATACIENZea PrOteiN LUt 4us.Lo04do (sesamim
c41020.graph_c0 69.085799 65.033624 64.997597 595.19832 613.76568 766.20865 6.63E-54  3.349881 up PREDICTED: stachyose synthase [Sesamum indicum]
c41025.graph_c0 58813502 53210792 54805523 11522807 1312014 11.961745 1904E-13 1.173988 up PreEDIC [ED: UNCNATACIENZea PIOTEIN LULAusLf ALy 1sesamum
c41038.graph_c0 5.8560389 5.8067576 6.3144199 14.647092 16.640207 12.67906 1.478E-06 1.331874 up shikimate kinase, partial [Ipomoea purpurea]

041040.graph_c0 5.1891421 4.9765577 4.4517345 14701869 16.271667 16.751453 4.322E-28 1.747175 up Fjiigi';ﬁg;gkgg:poarmas? 4-beta-mannosyltransferase 9-like
c41055.graph_c0 1.1931526 2.616312 1.6690333 6.2656936 8.6977317 6.7286613 6.177E-06 2.023953 up calmodulin, partial [Malus domestica]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c41061.graph_c0 18.275551 17.787416 16.885404 6.6760727 7.5362593 7.0439971 255E-16 -1.276261 down  CDICTED: pentatricopeptide repeat-containing protein At2g17670
[Sesamum indicum]

c41070.graph_c1 21.030291 21.811559 24.011813 9.0534711 9.5697414 9.6131641 1.666E-15 -1.202609 down probable tocopherol cyclase, chloroplastic [Sesamum indicum]

c41081.graph_c0 0.0457311 0 0.1119487 0.7535788 0.7369157 12636909 1.073E-09 4.160533 up PREDICTED: probable LRR receptor-like serine/threonine-protein
kinase At4g31250 [Sesamum indicum]

c41083.graph_c0 3.246595 2.1741 2.2518157 15.500957 14.459537 20.658472 4.373E-19 2.762094 up hypothetical protein MIMGU_mgv1a013647mg [Erythranthe guttata]

c41101.graph_c0 505.5497 537.54127 474.07211 65.197951 80.310472 86532433 4.711E-63 -2.671139 down -

c41104.graph_c0 5.6599779 4.8938858 6.2623671 16.446489 16.263671 13.308543 1.229E-14 1.496003 up PREDICTED: UPF0496 protein At4g34320 [Sesamum indicum]

c41107.graph_c0 110.41254 122.96525 131.17472 15395859 14.206714 12397414 2497E-92 -3072861 down | o1 !E0 ISOPENIENYIAIPTIOSPNARE LEIE-ISOMETAse 1 [Sesamumm

c41123.graph_c1 23.113285 22.283159 20.446628 8.214334 6.4540507 7.4917916 2.341E-10 -1.525279 down hypothetical protein MIMGU_mgv1a010537mg [Erythranthe guttata]

c41126.graph_c0 57.002776 55.857301 56.973311 118.21077 121.98436 127.75751 2.275E-15 1.156495 up hypothetical protein MIMGU_mgv1a006861mg [Erythranthe guttata]

c41134.graph_c0 3.8873565 4.9749279 4.1374581 7.6697776 10.031671 12.162137 3.375E-06 1.235795 up PREDICTED: dynamin-like protein ARC5 [Sesamum indicum]

c41135.graph_c0 5.0178979 4.6976116 4.8272752 11.013804 10.852108 9.5319306 7.026E-07 1.15386 up hypothetical protein MIMGU_mgv1a008665mg [Erythranthe guttata]

C41136.graph_cl 24.907351 27.80617 33.243451 5.4455412 6.7411755 8.2753067 5.293E-18 -2.034573 down 'tjoﬁat'oc;ingom'” TRANSPARENT TESTA 12-like [Nicotiana

c41136.graph_c2 12.234048 14.713881 14.623364 29682432 3.2728405 4.0425383 8.267E-12 -1.976809 down | - != PrOWIN IIANSPARENT IESTA LE1IKE [Sesamim
PREDICTED: LOW QUALITY PROTEIN: uncharacterized protein

c41141.graph_c0 0.5149132 0.4349236 0.2710742 2.0212348 1.672854 2.1544322 1.86E-09 2.304372 up LOC105157816 [Sesamum indicum]

c41142.graph_c0 0 0.0953319 0.0861552 1.4052641 3.969885 3.4534733 1.48E-07 5.630661 up gibberelin 20-oxidase [Lactuca sativa]

C41146.graph_c2 1.6798507 0.9479673 0.9423868 2.927835 2.6787289 3.5525045 0.0010784 1.400561 up PREDICTED: protein BRASSINAZOLE-RESISTANT 1 isoform X2
[Sesamum indicum]

c41147.graph_c0 0.0906254 0 0.1478991 7.4093944 10.283263 10.01702 4.933E-43 6.893277 up hypothetical protein MIMGU_mgv1a010461mg [Erythranthe guttata]

c41154.graph_c1 0.1653251 0 0.1349039 2.724303 3.7740898 4.0090362 2.45E-18 516271 up -

c41154.graph_c2 2.0540376 1.5692798 3.4810849 13.819341 19.307715 24.236316 1.093E-11 3.046199 up Ubiquitin-conjugating enzyme [Plantago major]

C41157.graph_cl 17.151513 17.342742 15305014 29.24202 34.951687 40.330029 3.904E-10 1.107406 up PREDICTED: 4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase,
chloroplastic [Sesamum indicum]

c41173.graph_c0 13.364468 13.863332 13.672464 8.6922893 6.3349941 4.3047003 3.138E-06 -1.029041 down hypothetical protein MIMGU_mgv1a018356mg [Erythranthe guttata]

c41183.graph_c0 0 0.2039554 0.9830535 2.4815208 4.8532991 2.7175905 5.467E-05 3.112316 up YPOMBHIEAL PTOTEIN VOLLALIANT_LU5A23 LVOIVOX CaTtem T

c41191.graph_c0 13.885076 13.871651 13.053319 38412044 31548373 30.487733 8.726E-10 1.346033 up FrEEDIS [ED: UNCnaracterizea protein bus_tbuss oo [Sesamim

C41207.graph_c0 15.024631 12.747576 12.143214 2.8113791 4.3233609 3.577483 3.934E-18 -1.862027 down [PSFZE;T']S;ES(;igﬁ”mt;""'mpep“de repeat-containing protein Atlg11900

c41210.graph_c0 25.744393 23.320243 25.190469 1252341 111.04501 98.454086 1.984E-21 2.217958 up PRELILIEL: Propanie DeLa-,3-galactosyILransierase o |sesamum

indiriml



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c41219.graph_c0 29.320652 34.645934 24.89835 66.431803 66.009752 62.961672 1.832E-14 1.179987 up hypothetical protein MIMGU_mgv1a008823mg [Erythranthe guttata]

c41225.graph_c0 81752595 77.040012 79.855048 26.750016 27.212693 23.802003 2.079E-27 -1574823 down | RCDICTED: l-aminocyclopropane-1-carboxylate oxidase homolog 1-
like [Solanum lycopersicum]

c41226.graph_c0 0.3039429 0.2582889 0.3647278 2.0170016 2.1847859 3.6095971 3.754E-08 3.110554 up PREDICTED: alpha-mannosidase-like [Sesamum indicum]

c41242.graph_c0 11.079988 10.510732 10.122052 31803051 4.9595527 6.0990451 3.51E-09 -1.122529 down ~EDICTED: pentatricopeptide repeat-containing protein At3g02490,
mitochondrial [Sesamum indicum]

041258.graph_c0 1.9502384 2.4026994 2.6473402 23.080362 24.769025 24.463217 5.505E-87 3.409424 up PREDICTED: phosphoenolpyruvate carboxykinase [ATP]-like
[Sesamum indicum]

c41261.graph_c1 0.0793039 0.1432079 0.097067 2.1109936 2.9817891 2.5939112 2.812E-18 4.625513 up hypothetical protein MIMGU_mgv1a019580mg [Erythranthe guttata]

c41287.graph_c1 0.1617404 0.1251741 0.1131247 1.2301071 0.7446568 1.0684814 2.467E-09 2.976415 up hypothetical protein MIMGU_mgv1a018989mg [Erythranthe guttata]

c41288.graph_c0 8.5182831 7.8336408 6.6505041 3.1326229 4.3777726 3.4397566 0.0033454 -1.032946 down Fsiffr:ﬁ;ﬁ?cjigjﬁcr'p“on initiation factor TFIID subunit 14

c41289.graph_c0 88.077064 77.784834 75.201129 240.89555 225.88822 2530668 9.093E-27 1620758 up PreEDIC [ED: UNCNATACIENZea PrOteiN LUt-4useoL12 (5esamum

041295 graph_c0 7.4954551 6.9536188 5.3006943 2.4013621 2.4886487 2.8334733 0.0001692 -1.314415 down  PREDICTED: NAC transcription factor 29 [Sesamum indicum]

c41298.graph_c0 30.799652 36.423663 30.586452 15.029224 12.215902 11.793189 8.468E-17 -1.278112 down unnamed protein product [Coffea canephora]

c41313.graph_c0 8.2050544 8.2453302 6.0098741 0.7544102 07492558 0.6502925 1015E-26 -3.344095 down | oo 1 ! HNCNATACIETIZEN PIOTEIN LOLLUSLOS /LY [SEsamm

c41315.graph_c0 2.3066116 2.9969809 2.2953369 0.7487781 1.0576528 1.1104304 0.0010265 -1.34556 down -

c41321.graph_c0 6.4838391 5.503742 5.8768619 28.273462 26.380969 23.997113 4.839E-37 2.182649 up PREDICTED: probable amino acid permease 7 [Sesamum indicum]

c41322.graph_c0 0.4619862 0.3932942 0.3877477 0.1003888 0.1505247 0.0744378 4.995E-05 -1.856134 down -

c41328.graph_c0 0.2611097 0.3143434 0.319505 1.2687402 1.2856383 1.1289174 3.56E-06 2.08388 up PreEDI TEL: UNCNATACETIzed PIOTeIN LOGLOSLAfsiL [5esamtm

c41351.graph_c0 0.1812197 0.1227183 0.1478738 4.0199136 54753571 6.234017 3.273E-25 5.156738 up -

c41354.graph_c0 10.944043 10.656576 11.395427 4.7847253 5.6760406 5055686 1055E-12 -1.048837 down | oo ! HNCNATACIETIZED PIOTEIN LOLLUSLOSSTS [EsamUm

c41362.graph_c0 22.569382 22.193084 22.119601 77.524393 53.006719 40.124254 0.0086561 1.403982 up PREDICTED: gibberellin receptor GID1B-like [Sesamum indicum]

C41387.graph_cO 2.2254024 2.4772558 2.3880463 04637033 12280934 1.1002676 00018437 -1.317529 down  ~EDICTED: pentatricopeptide repeat-containing protein At5g27110
[Sesamum indicum]

c41394.graph_c1 24212661 2.2337019 2.0186841 6.1382663 6.1493386 6.2335675 4.652E-05 1.514793 up PREDICTED: squamosa promoter-binding-like protein 6, partial
[Sesamum indicum]

c41429.graph_c0 1.8411318 1.6623694 1.6756965 15.618308 11.886281 13.817209 6.633E-18 3.042383 up hypothetical protein PHAVU_003G130600g [Phaseolus vulgaris]

c41431.graph_c0 28.674871 27.39315 28.387606 12998772 13770623 13.923122 1546E-08 -1.012566 down | oo ! EL: UNCNATACIENZEN PIOMEIN LUG400L0360 [5€samUm

041432.graph_c1 41411616 3.3620305 4.1742491 0.8822231 1.2149909 14129942 1.657E-05 -1.699389 down -

c41445.graph_c0 0.107276  0.1162322 0.0700291 2.1756844 1.6998444 2.1053031 1.08E-19 4.394633 up unnamed protein product [Coffea canephora]

C41452.graph_c0 11916486 14440341 0.9211979 0.3577506 0.3789933 0.6366486 0.0044108 -1.335783 down | o' !EU: UNCTIATACIENZEN PrOWEIN LULLUDLOLIDE |SESaMUM

indiriml



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c41454.graph_c0 8.9605614 10.089755 11.009963 78.805538 92.404836 10598097 6.016E-55 3.242737 up it L RS
c41473.graph_c0 15.207933 13.941941 14.998044 39.894687 42.764732 41513779 1.947E-26 1.532856 up PREDICTED: probable polygalacturonase [Sesamum indicum]
c41480.graph_c0 1621.4001 21385385 1834.7846 335.10848 44622771 330.96932 6.221E-27 -2.279924 down | -1 ! PATOGENESISTEIAIEA PrOWIN S 1 ri-£-1iK@ Sesamum
c41483.graph_c0 1.7212561 2.9446728 1848067 4.1913888 4.1969659 4.7001572 0.0070026 1.048607 up F,i,i&hiﬁ;égig?raﬂenZEd protein LOC105112702 isoform X1
c41484.graph_c0 0.7963108 1.0545245 1.1696096 1.7495965 2.5663644 3.5925703 0.0024304 1.421043 up hypothetical protein MIMGU_mgv1a017010mg [Erythranthe guttata]
c41486.graph_c0 58.428829 55068430 61399918 9.5539206 10.12122 9.116694 2.309E-66 -2.561078 down ~ oriooc and TIDIONAENYATOGENASE NIOMOIOY L-1IKe PECUrsOr [>esamum
041489.graph_c0 124.68696 129.56924 133.01179 51713788 57.711667 62.086089 2.152E-14 -1.135673 down  PREDICTED: protein DJ-1 homolog D [Sesamum indicum]
c41508.graph_c0 4.5079213 4.4312991 4.8056868 1.6589387 2.0503518 2.0091547 2.113E-05 -1.227076 down hypothetical protein MIMGU_mgv1a001446mg [Erythranthe guttata]
c41513.graph_c0 0.7386018 0.9447582 1.4565081 3.2768125 2.1489529 3.6793206 0.0003026 1.58023 up hypothetical protein MIMGU_mgv1a001330mg [Erythranthe guttata]
c41529.graph_c0 53.303505 61.293293 58.857111 16.985111 15.316922 17.153331 3.44E-31 -1.767119 down PREDICTED: LOB domain-containing protein 36 [Sesamum indicum]
c41543.graph_c0 14.465702 13.998898 18.159838 7.6166346 3.28733  4.7691659 1.097E-06 -1.517247 down hypothetical protein MIMGU_mgv1a008932mg [Erythranthe guttata]
c41543.graph_c1 12.37382 10.354907 11.88237 4.3037365 3.2421596 2.6380579 1.173E-06 -1.715304 down PREDICTED: gibberellin 2-beta-dioxygenase 8 [Sesamum indicum]
c41549.graph_c0 0.7028568 1413458 11470508 4.3736209 4.8049254 5.0807281 2.358E-09 2.167654 up PreEDI TED INIETETON-actvaple Protein <us 1Sororm AL sesamim
c41555.graph_c0 0.3522654 0.4505888 0.2155843 2.418663 3.0747361 4.8008647 5.89E-08 3.372562 up PREDICTED: protein IQ-DOMAIN 1-like [Sesamum indicum]
c41558.graph_c0 15153513 1.6513002 15349832 04305285 0.5613449 0.8545668 0.0032759 -1314497 down | o !=H: NAL AOMAINCONIAINING PTOTEIN S-IKe [Sesamumm
c41561.graph_c0 7.5760629 10.585539 9.048522 25.644347 21.710927 25.014078 3.169E-13 1.455666 up PREDICTED: probable transcription factor GLK1 [Sesamum indicum]
c41565.graph_c0 6.9740144 5.9513206 6.2112332 2317825 2.112833 3.0216364 00002228 -1.320014 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLOOA0 [SESamUM
c41567.graph_c0 31.402432 31.753774 30.139081 61.102719 61.307651 72.600687 1.14E-14 1.104346 up chloroplast omega-3 desaturase [Portulaca oleracea]
c41569.graph_c0 1.672773  1.8707833 2.1870527 0722851 05105153 0.8575846 0.0004  -1.410967 down [PSFZE;T']S;E"%igﬂr‘i‘qaraaer'zed protein LOC105179857 isoform X2
c41581.graph_c0 3.1425287 3.2243281 2.7640916 9.7256711 11399251 14.03948 5526E-17 1.982903 up [PSFZE;T']S;E%igj;"j]"ose'phosr’hate phosphatase A-like isoform X2
c41597.graph_c0 20.787001 30.916187 32.091189 13.233154 13.497671 13.410807 5.411E-15 -1.167201 down  PREDICTED: ninja-family protein AFP1-like [Sesamum indicum]
c41598.graph_c0 24.496894 24.040561 22.753999 65.181792 46.504546 43.355047 0.000988 1.170739 up hypothetical protein MIMGU_mgv1a006127mg [Erythranthe guttata]
c41613.graph_c0 0.7907493 05049771 0.9678675 2.8309435 1.5485316 3.0843833 0.0009573 1.713061 up -

041640.graph_c0 447.99514 605.11963 547.61033 79.524951 77.389352 71.110724 6.412E-31 -2.767902 down Fsiffréﬁ;ﬁr?cjigs:g]‘”“” carboxyl-terminal hydrolase isozyme L3
C41645.graph_c0 5.4457935 5.9522075 52233236 2.1496011 2.4696847 2.5502493 8.833E-05 -1.171887 down Fsiffr:]ﬁ;i?dlng efflux family protein 5-like isoform X3
c41664.graph_c0 23.367543 21.430489 27.122782 8.7229977 12.403519 10.983141 9569E-11 -1.127321 down REDICTED: probable inactive purple acid phosphatase 27 [Sesamum

indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c41664.graph_c1 0.8183132 10159327 1.1128049 2.3338627 24266585 3.3841817 0.0002074 1504766 up T e TR PR ARG SEnoIRe ISt

C41681.graph_c0 5449369 51998301 53309158 2295051 25985916 2.8810459 6953E-05 -1.000402 down  NEDICTED: uncharacterized protein LOC105169002 isoform X1
[Sesamum indicum]

c41721.graph_c1 0.1319578 0.1787183 0.215353 2.4253605 4.695755 6.2509649 1.489E-07 4.696545 up PREDICTED: geraniol synthase, chloroplastic-like [Sesamum indicum]

c41730.graph_c0 1.6677881 2.0078084 2.3150968 6.9739162 11.403806 11.480976 1588E-10 2.35032 up PREDICTED: vacuolar amino acid transporter 1-like isoform X1
[Sesamum indicum]

c41730.graph_c1 18.300409 18.318752 19.241917 3.2519321 4.6507875 4.8225827 1.216E-30 -2.098972 down PREDICTED: glucan endo-1,3-beta-glucosidase 5 [Sesamum indicum]

c41743.graph_c0 10.259886 19.334643 20477683 4.6350395 52129497 39264932 3.718E-28 -2.058508 down .o oy JNICOSCAMMOCYANIN-O-ACYITANSIErase- (ike profein Loentana

c41744.graph_c0 6.5187258 4.6846149 7.1284879 2.3046365 1.310064 1.3004133 4.954E-07 -1.845564 down hypothetical protein MIMGU_mgv1a021012mg [Erythranthe guttata]

c41758.graph_c0 0.5263829 0.2970465 0.4295242 1.2232534 3.5031457 6.0111766 0.0097957 3.13408 up PreEDI [EL: TETATICOPEPUAE TEpeat Protein 2u-iiie [sesamum

c41762.graph_c1 32.412414 34.629583 30.746358 90.011509 115.21052 141.91857 6.883E-11 1.863812 up PREDICTED: lanC-like protein GCR2 [Sesamum indicum]

c41774.graph_c0 21.395456 20.749877 26.914385 5.2879979 2.1294124 1.2382181 2.581E-22 -2.930346 down hypothetical protein POPTR_0018s00310g [Populus trichocarpa]

c41777.graph_c0 0.1786047 0.2418949 0.2428099 2.1381709 2.7847809 2.8985628 3.333E-27 3596308 up PTEEDIC [ED: SETINEINTEONING-PrOTEIN KINAse UL (sesamum

c41781.graph_c0 0.9658365 0.7751643 0.8464936 5.1601354 6.2446437 7.0605831 1.668E-15 2.87332 up PREDICTED: actin-11 [Sesamum indicum]

c41790.graph_c0 221.20904 20515184 211.41512 41040593 69.48727 87.303841 1454E-26 -1.657577 down \EDICTED: 5&aposi-adenylylsulfate reductase 1, chloroplastic-like

- [Nicotiana sylvestris]

c41799.graph_c0 0.4933933 1.1582685 1.2883357 4.3778864 5.9629369 5.2309886 6.654E-08 2.442053 up NOX2 [Striga asiatica]

c41799.graph_c1 0.7247753 11417264 0.9050909 2.9906816 4.0379842 4.4525436 3.646E-12 2.086186 up rnZi'ar'nC]TED: respiratory burst oxidase homolog protein A [Sesamum

c41829.graph_c0 7.093289  5.9663672 6.4277995 18928982 2.6068849 2.3580052 1352E-05 -1469932 down | NEDICTED: uncharacterized protein LOC105164835 isoform X1
[Sesamum indicum]

c41848.graph_cO 17.014214 16140075 17.425296 7.097924 89654263 8.2589793 2.36E-10 -1.018062 down  ACDICTED: LOWQUALITY PROTEIN: F-box protein SKIP14-like
[Sesamum indicum]

c41859.graph_c0 1.8296377 2.4320983 1.7210619 5.2826234 4.8114521 5.6176068 2.98E-06 1436113 up PREDICTED: probable microtubule-binding protein TANGLED
[Sesamum indicum]

c41861.graph_c0 0.5943664 0.7805922 0.5290889 4.2806999 2.6846505 3.0471529 3.562E-07 2.445939 up PREDICTED: calcium-transporting ATPase 2, plasma membrane-type-
like [Sesamum indicum]

c41869.graph_c0 209.90314 200.4605 205.99769 805.9563 647.75196 492.26897 2.185E-05 1.707623 up PrEEDIL [EL: ProDApIe £-aminogmaneiniol aloxygenase [sesamtim

c41876.graph_c1 58.579208 50.342334 57.934062 151.12472 133.75255 130.66115 5.258E-18 1.285442 up PREDICTED: phospho-2-dehydro-3-deoxyheptonate aldolase 1,
chloroplastic [Sesamum indicum]

c41892.graph_c0 4.7248924 6.9206188 7.4253566 14.329594 14.334497 16.697875 1.019E-08 1.290717 up PREDICTED: tetraspanin-10 [Nicotiana sylvestris]

c41894.graph_c0 0.860422  1.7609288 1.1701622 6.2530497 57000203 5.8227133 1.661E-08 2.273591 up PREDICTED: pleckstrin homology domain-containing family A
member 8-like [Sesamum indicum]

c41898.graph_c0 0.2735775 0.2352522 0.350801 2.0311378 2.5016213 2.8064487 3.443E-18 3.130413 up PREDICTED: kinesin-3-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
c41899.graph_c0 18.952038 17.136821 18.27852 245.54619 240.23352 190.17139 4.386E-39 3.680535 up hypothetical protein AALP_AA7G017200 [Arabis alpina]
c41905.graph_c0 7.1745481 7.4033649 7.7843856 3.1979844 4.0231036 2.6677006 0.0037226 -1.136549 down -
c41909.graph_c0 496.13506 487.68197 469.37529 1537.8587 1369.5052 1605.16 2.206E-20 1.677777 up hypothetical protein MIMGU_mgv1a015091mg [Erythranthe guttata]
041920.graph_c0 5.2261479 5.4177914 6.4757131 1.1040879 0.9097256 0.9824108 9.853E-10 -2.469403 down -
c41941.graph_c0 3.8467653 4.9872571 7.0022263 25.130454 42.384349 21.137195 6.015E-05 2.52104 up 60S ribosomal protein L35 [Galdieria sulphuraria]
c41953.graph_c0 17.600321 16.386628 16.701654 57768593 7.0614023 7.3909596 3.825E-11 -1.289854 down | oo ! POSSILT TANSPOTIET o-lIKe 1SoToMM A2 [Sesamuim
c41953.graph_c1 24.821505 24.362673 25519733 8.0274619 10.23719 95462845 193E-15 -1.387541 down | o ! POWSSIUT UANSPOTIET o-Ke 1S0TOMM A2 [Sesamum
C41962.graph_c0 14.221737 12.618435 11.83379 47193176 5275255 5.9437496 7.277E-17 -1.239759 down rnZi'ar'nc]TED: thyroid adenoma-associated protein homolog [Sesamum
c41964.graph_c0 0.7493132 0.4566777 0.5044326 1.3297336 1.6099332 1.5423713 0.000385 1.428543 up hypothetical protein M569_02915, partial [Genlisea aurea]
c41968.graph_c0 11711773 1.22015  1.3232369 0.0570982 0.1209773 0 1.873E-13 -4.344309 down -
c41980.graph_cO 2.2258684 3.2090244 2.0904475 02129398 01127919 0.4736813 1527E-09 -3213262 down | EDICTED: probable serinefthreonine-protein kinase At5g41260,

partial [Sesamum indicum]
c41985.graph_c0 1.9389224 1.9279476 1.1816018 4.6043491 4.9766229 5.8685642 5.93E-08 1.653625 up PREDICTED: probable GABA transporter 2 [Sesamum indicum]
c41997.graph_c0 12.387378 12.573422 12.842314 25.902937 42.415556 47.769413 1.233E-05 1.651082 up unnamed protein product [Coffea canephora]
c42000.graph_c0 24.859175 24.153181 24.226391 56.847134 67.860105 66.112949 1.573E-22 1.420487 up hypothetical protein MIMGU_mgv1a002552mg [Erythranthe guttata]
c42048.graph_c0 2.5097143 2.6800241 2.4811173 65766178 8.8142284 7.4304695 1.265E-09 1.610941 up ;ﬁ)EE'VCUTIgEa?i;;”Obab'e glucan 1,3-beta-glucosidase A [Beta vulgaris
c42052.graph_c0 1.9739257 1.9172903 3.0993912 0.5686582 0.6827477 0.4047909 1.041E-05 -2.036008 down fnzi'ar':]TED: homeobox-leucine zipper protein HOX11-like [Sesamum
c42077.graph_c0 03171219 0442512 04469644 18637039 3.0583351 3.8043639 1.302E-07 2.886155 up PTEEDIC LED: MIGN-ATTINIY MITAR TANSPOTIEr s L-IKe [Sesamum
042078.graph_c0 13.623833 16.64485 15.667933 4.6950671 4.5164883 2.2088684 3.127E-14 -1.959651 down [PSFZE;DH']S;ES&igﬂr‘i‘qaraaer'zed protein LOC105156356 isoform X1
c42081.graph_c0 6.925054 ~ 7.4332494 7.2314274 24144659 3.6199853 3.6231108 5.020E-07 -1.125862 down | oo !PT TINGET IO MALE STERILITY L [Sesamim
042089.graph_c0 3.3730158 3.3334017 3.9209771 8.9127052 8.089864 8.2143785 8.806E-10 1.289043 up PIEEDIS [ED: U7D0X G0MAINTCONIAINING PrOTEIN -11ke [Sesamum
042100.graph_c0 20.960362 24.926609 22.186599 50.198578 54.092612 57.567693 3.278E-19 1.289914 up PREDICTED: 4-hydroxy-3-methylbut-2-en-1-y! diphosphate synthase,
chloroplastic [Sesamum indicum]

042120.graph_c0 107.83328 112.0976 101.08003 358.46448 304.67128 257.05002 1.5Q4E-08 1.566417 up rnZi'ar'nc]TED: chaperone protein dna) 11, chloroplastic-like [Sesamum
042129.graph_cl 14429727 1578476 2.1058311 6.4017595 5.2913631 5.3832665 2.68E-08 1781049 up PREDICTED: cytochrome P450 90A1 [Sesamum indicum]
042160.graph_c0 26.941863 28.333272 23.973642 8.8744527 10.576582 9.6500317 1.828E-09 -1.405103 down -
c42202.graph_c0 3.1850737 3.0539713 3.3119925 1.8221513 1.0597991 1.3670115 0.0031222 -1.117801 down hypothetical protein MIMGU_mgv1a025142mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

042204.graph_c0 0.1962429 0.0354378 0.1601326 9.9003417 17.919557 17.707064 2.786E-25 6.890701 up PREDICTED: probable 2-oxoglutarate-dependent dioxygenase AOPL
[Sesamum indicum]

042207.graph_c0 0.0939329 0.1696252 0.3065939 19526965 27.750119 28.393254 3.041E-53 7.086408 up -

c42219.graph_c0 41.079276 48.543931 45.981008 106.21373 108.31128 13220161 1.341E-19 139447 up PreEDI TEL: Unenaracterized profein LOGL0o Lo 47 [sesamtim

c42248.graph_c0 0.4055235 0.5315077 05443903 12767865 1.2120706 1.4459162 0.0001957 1.450798 up FIREDIL 2L 007KD3 MICTOTDUIE-ass0ciarea protein s 1esamum

C42251.graph_c0 28170222 30028407 28.903072 77442302 11.172862 12226424 6.088E-20 -1448992 down ' ~EDICTED: ATPase family AAA domain-containing protein
At1g05910 isoform X1 [Sesamum indicum]

C42274.graph_cO 24.733384 24.247763 23.156047 75144776 94832118 8.9881907 3596E-21 -1434797 down  RCDICTED: lysine-specific histone demethylase 1 homolog 1
[Sesamum indicum]

042279.graph_c0 62.263278 62.281351 64.837261 4450601 284.96309 220.30786 0.0004077 2.380909 up PREDICTED: transcription factor bHLH130-like [Sesamum indicum]

c42293.graph_c1 4.1151481 3.7930011 5.8064159 1.7387511 2.0722455 1.8372172 0.0043407 -1.240875 down hypothetical protein CISIN_1g015935mg [Citrus sinensis]

042301.graph_c0 11.476845 11.35305 10.769764 22.142526 22.482766 23.014555 3.035E-12 1.051158 up hypothetical protein JCGZ_08911 [Jatropha curcas]

c42329.graph_c1 100.22825 97.748263 105.81121 45106877 50.797518 50.227286 4.683E-13 -1.058102 down  CDICTED: probable N-acetyltransferase HLS1 isoform X2
[Sesamum indicum]

c42335.graph_c0 17.653703 15.229578 17.569571 0.9624675 1.4565966 1.1928398 1.292E-53 -3.768417 down PREDICTED: vetispiradiene synthase 3-like [Sesamum indicum]

c42358.graph_c0 23.8791 21.727079 31.447077 62.173171 53.855728 63.744296 1.685E-11 1.265068 up hypothetical protein MIMGU_mgv1a016283mg [Erythranthe guttata]

c42360.graph_c0 46.067126 45.484516 41.975054 77.560324 93.56117 105.37603 7.075E-13 1.087872 up PREDICTED: UDP-glycosyltransferase 73D1 [Sesamum indicum]

042372.graph_cl 57.225312 51268555 59.063028 11.058658 15.984444 15343615 1.20E-24 -1.947566 down -

042373.graph_c0 56.991472 55.666864 54.496121 19.771789 27.566615 26.313397 3.329E-15 -1.146054 down FSF;E;']S;EEC;iizhz;e”e'r“po”s"’e”a”sc”pm” factor ERF118-like

c42388.graph_c0 17089936 2.0002642 13428757 28081346 4.3348223 5.1401031 0.0002841 1315401 up FIREDICTEDEATCITAR SYNIMAse bet@ cnain Protein -ie LTS

042389.graph_c0 13.048047 12.843686 12.113846 4.4421869 6.0083454 6.3446294 4.663E-12 -1.141983 down rnZi'ar'nc]TED: protein FARL-RELATED SEQUENCE 3-like [Sesamum

c42395.graph_c0 2.3223401 2.2149881 1.8683203 26.825323 25563182 32.796833 1.209E-57 3.774294 up PrEEDIL [EL: TEITARENAS aipna-pyTons [EGUCtase LAIke oesamim

c42399.graph_c0 11.76225 9.4803906 10.186527 19.227436 22.817738 25.606184 9.073E-14 1.143847 up PREDICTED: scarecrow-like protein 14 [Sesamum indicum]

042403.graph_c0 11.628072 10.974937 12.176347 21587222 29.327227 33.735064 1.162E-07 1.318454 up PREDICTED: LOW QUALITY PROTEIN: protein Y1F1B-like
[Sesamum indicum]

C42413.graph_c0 428.57195 499.41029 475.07777 106.85838 100.20372 84.04512 1.402E-48 -2.22395 down F&Eﬂﬁ;ﬁ%iiﬁ;"’]‘"arge guanine nucleotide-binding protein 3-like

c42434.graph_c1 5.6825036 5.0697677 5.0785643 10.461654 11446226 15336492 4.824E-05 127215 up PreEDIL TEL: Unenaracterized protein Lot oo rbuvs [sesamtim

c42438.graph_c0 0.6668897 0.8901184 09937138 59540766 9.2278176 8.8298359 4.276E-21 3.268986 up PrEDIS [ ED: UNCNATACeNizea protein LUt-4us.egsvo (sesamim

c42443.graph_c0 0.8811301 1.1933668 0.8660621 0.1269202 0.1344565 0.1129328 1.93E-09 -2.930813 down putative retroelement pol polyprotein [Arabidopsis thaliana]

c42453.graph_c0 1.2222145 1.5633555 1.3713109 4.7122925 4.2398679 5.8299508 6.506E-09 1.871736 up hypothetical protein MIMGU_mgv1a006178mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c42464.graph_c0 65773876 7.1265172 8.2096669 2.8408657 3.3030655 3.2696352 9.343E-06 -1.179822 down -

042466.graph_c0 0.6010114 0.5024601 0.8173673 1.6647314 1.4945602 1.9582864 0.0004059 1.454662 up rnZi'ar'nc]TED: TSL-kinase interacting protein 1 isoform X2 [Sesamum

c42486.graph_c0 0.2174632 0.441785 0.2883533 5.1684493 9.7461147 9.2590283 8.846E-16 4.705152 up hypothetical protein MIMGU_mgv1a023633mg [Erythranthe guttata]

c42491.graph_c0 43.48765  46.485717 48674369 14791553 12555351 13.243183 1.173E-31 -1727348 down | oo ! PIIECHONAI SUGAT HTANSPOMEr SWEE 1 90 [S€samum

c42500.graph_c0 0.914178 11136579 1.1367037 27038386 3.8191856 4.1243303 1.495E-09 1.785537 up PREDICTED: LOW QUALITY PROTEIN: intracellular protein
transport protein USO1-like [Sesamum indicum]

042500.graph_cl 14284215 2.0518443 1.2185612 2.8805469 4.5337911 5.7852677 0.0007106 1523214 up PREDICTED: paramyosin-like [Sesamum indicum]

c42509.graph_c0 0.3587528 0.5232556 0.4278498 1.3292563 1.3340708 1.3383911 0.0001618 1.653581 up PREDICTED: putative late blight resistance protein homolog R1B-14
[Sesamum indicum]

c42522.graph_c0 0.5911654 0.7199647 0.5048227 2.1434771 2.0861399 2.4499673 2.228E-08 1.920857 up hypothetical protein MIMGU_mgv1a005054mg [Erythranthe guttata]

042530.graph_c1 0.5096056 0.4001096 0.3615948 07302186 0.8033311 1.2245178 0.0064529 1.154133 up PREDICTED: inactive protein kinase SELMODRAFT_444075
[Sesamum indicum]

042531.graph_c0 1.8350609 14531722 10555406 2.4976706 3.7366881 4.1224899 4.199E-05 1.288131 up PREDICTED: probable LRR receptor-like serine/threonine-protein
kinase MRH1 isoform X1 [Sesamum indicum]

C42544.graph_c0 5.4761715 4.7473477 51810977 10.193094 13.705504 14.363863 1.613E-12 1.348683 up PREDICTED: non-lysosomal glucosylceramidase isoform X3
[Sesamum indicum]

C42556.graph_cO 636.66845 652.30468 682.79034 14044969 133.73377 122.79444 2.123E-33 -2.268581 down | CDICTED: LOWQUALITY PROTEIN: low-temperature-induced
65 kDa protein [Sesamum indicum]

c42575.graph_c0 1.7656293 1.8780959 1.8551983 2.7286 4.9367907 4.9376228 0.0007393 1.228275 up PREDICTED: nucleobase-ascorbate transporter 2 [Sesamum indicum]

042622.graph_cl 2.1706869 2.0895087 2.5617437 1.0005475 0.8672389 1.0926177 0.0016253 -1.161902 down Fsiffniﬁr:ﬁr?cjiEbﬁ’sy'tramferase family protein 64 protein C5-like

c42629.graph_c0 08615546 1113469 1406043 2.3010415 2.1890938 32676791 8.567E-05 1.237263 up PTEEDIC [ED: DIVA POIYMETASE aipna Caiaiyne sUounit Lesamum

C42672.graph_c0 1.2754914 17134292 15738784 55207097 5973848 5.8245776 3.676E-09 1.965311 up PREDICTED: uncharacterized protein LOC105171447 isoform X1
[Sesamum indicum]

c42679.graph_c0 1.7451472 1.9046975 1.9404308 0.534794 0.6180539 0.7137848 0.0001313 -1.544363 down PREDICTED: probable methyltransferase PMT10 [Sesamum indicum]

c42680.graph_c0 0.0647041 07594829 02111922 2952621 4.691016 4.4516859 8.364E-14 3582923 up FREDIL | S0 UNCTATACIENZEa POtem LOt-1ud24soo0s [Iviconana

042692.graph_c0 63.887801 63.236817 60.758675 120.03132 135.12766 15537116 3.341E-12 11664  up Ei'f;;ﬂgiﬁﬂ::%%ﬁifgd transmembrane domain-containing

c42697.graph_c0 0.566938  0.7678378 0.5204439 12576125 11467193 12.389106 7.092E-42 4.339501 up PreEDIL TEL: MICTONUCIZAT HNKCET NISIONE POIYPTOTEIN-IKe [Sesamum

c42712.graph_c0 6.7085176 7.5548124 7.0982777 15.208254 17.49722 19.144652 7.29E-16 1.31812 up PREDICTED: phosphoglucomutase, chloroplastic [Sesamum indicum]

c42724.graph_cO 1.8465657 2.1833373 2.242236 45141263 5.018326 6.1489341 2.662E-06 1.360317 up PIEEDIL TEL: U7D0X d0MAINTeontaining protem ke 1sesamm

c42742.graph_c0 0.2631767 04118815 03722335 11787055 15314191 13258479 2445E-06 1.98467 up PrEDIS [ED: UNCNATACIENZea PIOTeIN LUL-4usL0359: [5esamum

042749.graph_c0 2.0118747 15239381 1.4984401 0.8557716 0.6890056 0.7005436 0.0026265 -1.118387 down -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c42770.graph_c0 26.000943 24.872878 25.62179 9.1365355 11.481628 8.6562503 2.069E-15 -1.345891 down PREDICTED: E3 ubiquitin-protein ligase Topors [Sesamum indicum]
c42772.graph_c0 0.2853819 0.1220557 0.3186632 0.6854069 0.7261055 1.2366827 0.0003506 1.901674 up PREDICTED: testis-expressed sequence 11 protein [Sesamum indicum]
c42782.graph_c2 6.622163 7.1002908 5.8680054 13.968273 17.785018 17.213714 1.386E-07 1.359791 up hypothetical protein MIMGU_mgv1a014334mg [Erythranthe guttata]
c42789.graph_c1 0.2666096 0.3691094 0.3190752 1.2841999 1.3365864 1.002345 4.897E-06 1.967881 up [PSFZE;T']E;ES&Q?“?tra”SporterGfam"y member 15-like isoform X1
c42796.graph_c0 117.35345 109.23029 108.71852 53.246657 53.892018 52.961828 1.524E-11 -1.024414 down PREDICTED: putative oxidoreductase TDA3 [Sesamum indicum]
c42810.graph_c0 8.7744221 9.6089491 8.8434865 18.665518 20.240493 20.380891 1.451E-12 1.163321 up hypothetical protein MIMGU_mgv1a004563mg [Erythranthe guttata]
c42825.graph_c0 9.3190224 7.987396 9.9461336 20971551 40352992 3.008507 6.835E-08 -1543879 down rnZi'ar'nC]TED: protein SULFUR DEFICIENCY-INDUCED 1 [Sesamum
042828.graph_c0 5.237542 4267192 4.9916549 20.461514 21649019 18.783418 3.223E-35 2.112577 up :ZE:;hf;;‘;?;]pmte'” ARALYDRAFT_319569 [Arabidopsis lyrata
c42843.graph_c0 0.76716 0.9445548 0.8346617 2.0037988 2.3725209 1.8354083 0.0010098 1.327608 up Receptor-like protein kinase [Medicago truncatula]

c42849.graph_c0 2.1929859 1.3860424 2.2964718 5.2352356 4.5644872 4.369715 0.0003075 1.314551 up PREDICTED: monothiol glutaredoxin-S10-like [Sesamum indicum]
c42856.graph_c1 0.2579144 0 0.2104561 19.288607 11.082815 12.0722  4.862E-13 6.552599 up FrEEDIL TEL: UNCNATACIENZEq PIOEIN LUGLuoLosur 1 L5esamtm
c42860.graph_c1 1.1568571 1.3140906 0.7917302 5.7236967 4.5100879 6.1451652 7.093E-11 2.372472 up hypothetical protein MIMGU_mgv1a007855mg [Erythranthe guttata]
c42889.graph_c0 107.0236  101.10945 101.59671 38.127932 38.459384 29.90824 6.882E-24 -1.496181 down hypothetical protein MIMGU_mgv1a002860mg [Erythranthe guttata]
c42906.graph_c0 0.7351761 09719857 10069711 2.6625425 2.6090928 2.6060257 6.144E-05 1579731 up PTEDIC [ED: AL (TANSPOTIET (o TAMILY MEMDET 24-1IKE (esamim
c42906.graph_c1 1.9986598 2.1268528 1572644 4.4335348 4.249479 4.4548219 8.118E-05 1.248223 up FrEEDI TED: ASL TTANSPOTIET & TaMILY MEMDET 24-1Ke [Sesamum
c42921.graph_c0 1.9620868 2.4307731 2.0850842 5.0898576 6.3724664 9.1607795 2.541E-05 1.705835 up PREDICTED: protein notum homolog isoform X1 [Sesamum indicum]
c42922.graph_c0 2.3279386 2.4337909 2.2994903 16.307239 17.522336 21.955137 1.229E-37 3.02076 up PREDICTED: root phototropism protein 3-like [Sesamum indicum]
c42923.graph_cl 0.0776514 0.0467413 0.0633629 17389091 20159524 2.9193791 3.402E-18 5.187441 up PTeELI [ELD: PROSPTIALE (ANSPOTIET KV nomotog 4 sesamumm
c42926.graph_c0 12.206135 12.639899 13.533365 29.370908 26.94774 25.900718 2.093E-14 1.14324 up PREDICTED: neutral ceramidase isoform X1 [Sesamum indicum]
c42945.graph_c0 68.381942 75.767394 73.771666 35533067 34017191 35.141527 2056E-12 -1.0149 down | o' !ED: CENOIVISION CYCIE PIOMEIN &5 noMOoIog Loianum
c42957.graph_c0 1.5107724 1.4651292 1.346924 3.8300305 6.8751285 5.5536769 3.186E-07 1.944437 up PREDICTED: putative pectate lyase 2 [Sesamum indicum]
c42982.graph_c0 3.3920247 3.8668477 3.6647144 7.0379601 8.7536439 9.0194716 3.136E-08 1221374 up PreEDIC [ED: UNCNATACIENZea PIOTEIN LUL-LusLrudo (sesamim
c42991.graph_c0 31.82317 30.383864 29.111128 66.698823 79.237678 94.53148 2.076E-13 1.434343 up PREDICTED: proline transporter 3 [Sesamum indicum]
c43005.graph_c0 3.3711347 3.5210274 3.1820907 0.8147977 1.4578141 2.1750064 0.0001844 -1.150066 down PREDICTED: myosin heavy chain, striated muscle [Sesamum indicum]
c43044.graph_c1 7.2301238 7.5958709 8.5747512 38.252721 40.04169 53.993283 3.033E-19 2.537433 up PREDICTED: uncharacterized protein LOC100243914 [Vitis vinifera]
c43055.graph_c0 0.1565787 0.1237039 0.1117961 0.8435189 1445539 16114922 3.502E-10 3.346502 up PreEDIC [ED: UNCNATACIENZea PrOTeIN LUt-4us.rosuy (sesamim
c43058.graph_c0 2.3456988 2.4365751 1.863255 3.8942939 4.1255321 4.9869622 0.0006211 1.008619 up unnamed protein product [Coffea canephora]

c43066.graph_c0 4.7091826 3.6399272 4.483097 1.3566445 1.7246404 1.3680853 8.174E-05 -1.489093 down PREDICTED: transcription factor TCP5-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FPKM  FPKM  FPKM FPKM  FPKM  FPKM FDR log2FC regulated nr_annotation

c43068.graph_c1 1.3533299 1.3177676 1.5590204 0.0336362 0.1425338 0.1496464 2.533E-12 -3.677246 down hypothetical protein MIMGU_mgv1a002927mg [Erythranthe guttata]
c43079.graph_c0 4.2233444 4.6174459 4.7121709 9.0680042 10.069412 10.54758 1.066E-10 1.170801 up PREDILTED: A P-0EPEN0ENT LUIVA NENCASE DUIVIL |Sesamum

indiriml

c43082.graph_c1 8.1270652 7.0473649 9.9145984 0.713976 1.08053  3.7209934 8.828E-07 -2.160367 down PREDICTED: auxin-responsive protein IAA28-like [Sesamum indicum]
c43111.graph_c0 6.7276351 5.9602905 6.521162 23.660564 30.082371 30.066702 1.712E-47 2.162787 up PREDICTED: alpha-mannosidase [Sesamum indicum]
c43121.graph_c0 37.097398 36.220825 37.686684 14.440344 14.600458 12.995358 6.844E-18 -1.358081 down | o' !EL: LFANSCIIPUON TACION DHIL K4/ 1SOTOMM A5 | Sesamum

indiriiml .
043126.graph_c0 12.153829 11.893725 11.936542 5.627295 5.9858689 5.5201592 2.816E-08 -1.028953 down | oot !EL: UNCNATACIENZEQ ProTeI LUL LUSL5944 |5Esamum

indiriml

PREDICTED: vacuolar amino acid transporter 1-like isoform X1
[Eucalyptus grandis]

c43145.graph_c0 1.1224805 1.1923467 0.8081779 16.153268 12.501826 15.527396 4.621E-38 3.86836 up PREDICTED: G2/mitotic-specific cyclin-2-like [Sesamum indicum]
c43147.graph_c0 37.846126 38.29565 44.193393 17.920856 7.886066 6.1330268 2.018E-08 -1.851824 down hypothetical protein [Asterochloris sp. DA2]
c43150.graph_c0 36.539449 39.987767 39.991567 15.465594 15.468976 15.584104 5.231E-19 -1.282618 down PREDICTED: patellin-3 [Sesamum indicum]
c43172.graph_c0 23.126242 19.834032 22.007663 10.867143 10.283336 9.2909963 5.035E-09 -1.049721 down PREDICTED: RING-H2 finger protein ATL47 [Sesamum indicum]
c43183.graph_c3 0.1451691 0.1310741 0.1184568 1.1654128 1.8844102 3.0017764 1.096E-05 3.96893 up PRELIL | EL: UNCNATACIENzea protein LOLLUs L /9145 [Sesamum

indiriim]l

c43185.graph_c0 317.30619 365.41056 361.75137 36.489148 33.930727 30.237788 1.012E-80 -3.330641 down PREDICTED: poly [ADP-ribose] polymerase 3 [Sesamum indicum]
c43205.graph_c0 12.488042 11.996342 12.035843 17.395509 27.336501 30.29241 0.0004157 1.071902 up PREDICTEL: PrO[EIN TRANSFARENT TESTA LAIIKE [Sesamum

indiriim]l

c43218.graph_c1 10.545784 11.006914 11.184224 3.6791443 3.2046993 3.0554351 1.735E-10 -1.674381 down hypothetical protein CICLE_v10026263mg [Citrus clementina]
c43229.graph_c0 12.703475 14.215015 14.667842 2.3702767 2.8512236 2.2995536 8.201E-47 -2.426923 down unnamed protein product [Vitis vinifera]
c43238.graph_c0 0.2203867 0.1989885 0.1634852 3.8855934 2.8249221 3.4573777 9.32E-25 4.171764 up PREDICTED: kinesin-like protein KIF22 [Sesamum indicum]

c43247.graph_c0 1.7353528 1.7031097 1.4160338 3.729905 6.2816843 7.829075 9.152E-05 1.909457 up -

PREDICTED: ethylene-responsive transcription factor CRF4-like
[Sesamum indicum]

PREDICTED: ethylene-responsive transcription factor CRF4-like
[Sesamum indicum]

PREDICTED: LOW QUALITY PROTEIN: linoleate 13S-lipoxygenase
3-1, chloroplastic [Sesamum indicum]

PREDICTED: zinc finger BED domain-containing protein

DAY SLEEPER-like isoform X1 [Sesamum indicum]

PREDICTED: UPF0057 membrane protein At2g24040-like [Sesamum
indicum]

PREDICTED: chlorophyll a-b binding protein CP26, chloroplastic
[Sesamum indicum]

PREDICTED: AP2-like ethylene-responsive transcription factor
At2g41710 isoform X1 [Sesamum indicum]

c43143.graph_c0 3.9224773 3.5416292 4.0809045 8.9807272 6.7486791 8.1569001 1.399E-05 1.094834 up

c43253.graph_c0 17.705898 17.390482 13.884049 1.3137676 3.0155178 3.6043627 6.057E-13 -2.598352 down
c43253.graph_c1 3.7159116 4.2619089 3.1960537 0.7213807 0.7642154 0.7551532 2.221E-08 -2.276488 down
c43254.graph_c0 2.1010994 2.3426259 1.7404569 5.266067 5.1726429 4.5420913 3.966E-07 1.320551 up
c43258.graph_c0 4.1179862 3.4414555 3.8916304 0.9225783 1.9547197 1.2745624 6.962E-06 -1.432226 down
c43260.graph_c0 10.584786 11.423433 12.214079 23.987963 28.235931 23.997314 4.296E-11 1.195404 up
c43264.graph_c0 13.678072 9.6583461 11.399682 91.505918 65.149572 59.467301 5.748E-09 2.687161 up

c43269.graph_c0 29.083759 27.217186 31.419976 12.095161 10.613083 10.300188 1.494E-18 -1.365279 down



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c43274.graph_c0 1.2078993 12786577 1.3504979 2.560635 2.6567507 4.0401161 0.0001164 1304775 up e TR PR L SR L AEeT [ETE

c43280.graph_c1 7.9897837 7.5919031 6.2712326 3.617014 3.5252448 2.9180136 0.0007093 -1.074592 down hypothetical protein MIMGU_mgv1a000521mg [Erythranthe guttata]

043284.graph_c0 0.4859381 0.3133075 0.4248445 1.9798789 1.3982944 1.0178621 0.0012521 1.896164 up -

043292.graph_c0 0.3774052 0.3097832 0.2239706 1739506 1.6586019 1.9735497 5.66E-09 2.601648 up PreEDIL TEL: PTOTEIN NS TERAL TING IINASE £ [Sesamum

c43307.graph_c1 11093976 0.7929983 08298211 1031245 19.428747 14.858793 5.454E-14 4.061519 up FIREDI TEL: UNCNATACIENZea PTOTEIN LUL LYo LovuLf 15esamum

c43310.graph_c0 13580142 13701344 12782799 54195802 52943127 5632616 2669E-12 -1.251157 down  ACDICTED: mitochondrial aspartate-glutamate transporter AGCL
[Sesamum indicum]

043313.graph_c0 0.2093104 0.1889877 0.1423297 0.9286074 1.030592 2.0460001 0.0002771 2.923666 up PREDICTED: 9-cis-epoxycarotenoid dioxygenase NCED1,
chloroplastic [Sesamum indicum]

043320.graph_c0 0.0553434 0.0999399 0.1806391 25254675 5.6481227 1.3732557 0.0019899 4.861862 up YPOneeal PrOEIN GUTTADIANT_Lidset [otinarala et

c43324.graph_c0 30.854744 31.749854 30.156401 14.42069 13.147455 11.548299 5.314E-13 -1.20053 down hypothetical protein MIMGU_mgv1a008176mg [Erythranthe guttata]

c43328.graph_c0 0.7066562 0.5742399 0.7908009 02175366 02168975 0.3985115 00035382 -1.278509 down <EDICTED: leucine-rich repeat receptor protein kinase EXS-like
[Nicotiana tomentosiformis]

c43329.graph_c0 102.77636 95.613079 88.263849 43.012386 46.169701 42.296105 8.805E-14 -1.08286 down PREDICTED: root phototropism protein 2-like [Sesamum indicum]

c43332.graph_c0 0.221587 0.1667269 0.0602711 2.4810873 2.1820772 1.9577332 2.399E-15 3.930541 up hypothetical protein MIMGU_mgv1a020708mg [Erythranthe guttata]

043338.graph_c1 11.832087 14.122399 16.267823 23.832506 31.668388 34.004162 2.596E-06 1.121373 up PrEEDIL TEL: CAICIIM-GEPENTEnt Protein KINAse £o-1Iie (oesamtm

043359.graph_c0 1.0073279 1.1116388 2.5572442 19.011061 19.238127 9.7203468 5.461E-07 3.404095 up -

043367.graph_c0 0.7006984 0.8102552 0.9930641 1.8387026 1.6507479 2.1906654 0.0003223 1.222922 up rnZi'ar'nc]TED: centromere-associated protein E isoform X1 [Sesamum

c43373.graph_c0 2.1205378 2.6638564 2.2569672 8.531281 6.8093449 4.1594973 0.0059783 1.5207 up Activator of Hsp90 ATPase homolog 1-like protein

c43373.graph_c1 6.3571875 6.833267 6.5813098 24.942058 19.338215 17.900964 4.807E-08 1.701167 up PREDICTED: probable galactinol--sucrose galactosyltransferase 2
[Sesamum indicum]

c43374.graph_c0 20.851662 22.836019 25.280644 12.631858 9.8920061 6.046467 2.46E-07 -1.220279 down  UPA25 [Capsicum annuum]

043389.graph_c0 1.3793597 15793528 12968251 2.3059137 45769618 4.9039991 0.001419 150004 up PREDICTED: ABC transporter C family member 8-like isoform X3
[Sesamum indicum]

c43393.graph_c1 1.0531014 0.9437026 1.0273099 05219094 03296133 0.5179755 00031317 -1.096099 down  REDICTED: piezo-type mechanosensitive ion channel homolog
[Sesamum indicum]

C43401.graph_cO 2476435 3.0098933 2.4187774 04993965 08313644 090988  1217E-06 -1.802378 down  REDICTED: ABC transporter B family member 29, chloroplastic
[Sesamum indicum]

C43407.graph_c0 58.22134  64.223539 61459187 27.029371 26.793562 30320899 3203E-13 -1.086737 down  NEDICTED: uncharacterized protein LOC105176746 isoform X1
[Sesamum indicum]

c43415.graph_c0 299.6263 302.1091 301.09159 136.21419 142.77725 147.81185 7.24E-10 -1.03995 down hypothetical protein MIMGU_mgv1a002107mg [Erythranthe guttata]

c43433.graph_c0 15.255601 17.163558 16.972598 39.308141 30.659304 31.830042 1.488E-06 1.09024 up PREDICTED: probable 1-acylglycerol-3-phosphate O-acyltransferase

[Beta vulgaris subsp. vulgaris]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c43442.graph_c0 17.183363 18.686914 17.199687 66.376123 43.482645 34.224989 0.0078153 1494261 up e A PR U SR I0ee B IR

043456.graph_c1 0.2139194 0.1931491 0.5934919 1.3557928 1.1490384 1.5024166 4.443E-06 2.074116 up PREDICTED: putative Myb family transcription factor At1g14600
[Sesamum indicum]

c43457.graph_c0 1.5158468 1.5102538 3.1989274 6.0293695 10.037321 5.4828065 0.0009591 1.82668 up ADP ribosylation factor [Karlodinium veneficum]

c43467.graph_c0 5.7212666 5.6722151 5.3092823 14.575353 16.495314 16.385302 1.803E-08 1.546417 up hypothetical protein VITISV_020777 [Vitis vinifera]

c43471.graph_c0 7.6839637 6.4523538 6.640509 16.798832 17.972844 20.824064 4.325E-23 1459527 up EﬁlEr?)Lf;ﬁ?ispeigtr?]t;ﬁoiizﬁz':;]mpeat'co”ta'”'“g protein MRL1,

c43484.graph_c0 25.241809 24.400345 25.027559 13.399675 1104695 82733832 1461E-14 -1141801 down | o !=0 NISIONETIYSING NEMEMYITANSIerase Asrires sesamim

c43489.graph_c0 1.2005745 1.2558600 14455044 02227049 0.4325361 0726592 0.0004812 -1.470349 down ' ~EDICTED: pentatricopeptide repeat-containing protein Atlg43980,
mitochondrial [Sesamum indicum]

c43491.graph_c0 12.170168 12.082286 11.930702 22.461393 25.913607 30.916359 3.993E-12 1.169787 up PREDICTED: cytochrome bS61 and DOMON domain-containing
protein At4g17280 [Sesamum indicum]

c43492.graph_c0 0.3346101 0.6042432 0.307169 1.3254469 1.0671542 0.9906747 0.0008039 1.489489 up fnzi'ar':]TED: actin-related protein 2/3 complex subunit 2B [Sesamum

043512.graph_c0 15.35754  13.914317 15.107213 27.939416 30.951902 33.027435 1.467E-12 1.089964 up PREDICTED: malonyl-CoA-acyl carrier protein transacylase,
mitochondrial [Sesamum indicum]

043515.graph_c1 3.7560203 3.1401242 4.0108331 0.6465599 1.1208303 1.7259155 0.0001846 -1.61343 down -

043516.graph_c0 31.150448 26.53818 27.967492 67.950481 59.929078 56.01475 5541E-11 1147459 up foﬁat'oc;izfs‘])'”te carrier family 25 member 44-like [Nicotiana

043520.graph_c0 2.2669991 2.3880355 2.7747791 5.2682452 5.0736973 6.0878609 0.0020648 1.185886 up PreEDIL TEL: Unenaracterized protein LOG10oL0o0us [sesamtim

c43561.graph_c0 32723148 37380983 35444896 0.917677 13999212 2384307 0.0034266 -1.136052 down | o ! UNCNATACIENZEN PIOMEIN LUG400.496509 [5€samUm

c43566.graph_c1 0.1104661 0.797924 1.2619517 2.9405013 4.1534728 3.9869568 2.504E-07 2.386888 up PREDICTED: protein ECERIFERUM 1-like [Sesamum indicum]

c43570.graph_c0 14.544101 14.007424 16.845779 78.966333 85.988054 76.187432 9.006E-59 2.450353 up PREDICTED: ferritin-3, chloroplastic [Sesamum indicum]

¢43571.graph_c0 0 0.0763483 0.2069968 2.6795085 6.2451614 5.3408111 4.358E-10 5.680253 up -

c43574.graph_c0 425068 43520081 46329449 2557901 2071039 16190702 8.956E-11 -1.034546 down | REDICTED: uncharacterized Rho GTPase-activating protein
At5g61530 [Sesamum indicum]

c43576.graph_c1 16.348355 18.285292 17.356009 4.9834973 9.6092878 10.336033 1.189E-06 -1.029996 down PREDICTED: uncharacterized protein C683.02¢ [Sesamum indicum]

043500.graph_c0 2.7702748 3.0640906 2.3452912 6.3207493 5.4870553 6.5615255 0.0001556 1.210945 up E/ig;';:frﬁ]: uncharacterized protein LOC101267356 [Solanum

c43599.graph_c0 0.1833333 0.3724487 0.5983938 1.626719 1.907952 2.1194727 3.177E-07 2.32959 up PreEDIL TEL: LUNCNATACTETIZEq POTEIN ALGer £LU-MIKE (Sesamim

043607.graph_c0 11.541847 10.806581 13.669963 5.2975087 6.4956703 5.1549731 7.903E-09 -1.048011 down -

c43632.graph_c0 58.051968 59.890007 57.290484 117.09522 127.39707 119.77819 4.282E-14 1.096819 up FrEDI TR UNCNATACIENZEq PIOEIN LUGLuoLraLas [5esamim

c43633.graph_c0 3.0175863 55925049 55726321 25.466533 50.864987 18.181714 0.0039891 2.771464 up rYPOUELICal Protein SELMUURARL <1399 [Selaginena

mnallandnrffiil



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c43644.graph_c0 0.5240283 0.5534944 0.71805  2.656978 3.4387699 3.7358237 3.233E-19 2.489131 up PREDICTED: kinesin-like protein KIN12B [Sesamum indicum]

043646.graph_c0 16.223519 14.801435 14.391418 4.9440798 7.1353534 5.1642929 1.532E-06 -1.359521 down -

c43651.graph_c0 94.249744 90.779736 95.785322 161.34687 182.68651 205.1667 5.846E-11 1.006399 up PREDICTED: UDP-glucose 4-epimerase GEP148 [Sesamum indicum]

c43672.graph_c0 6.1169661 6.3233251 6.0711654 14.969398 16.193532 16.00896 1.559E-19 1.390279 up unnamed protein product [Coffea canephora]

c43680.graph_c0 16695517 2.2269127 2.3840959 7.1183954 8.7639541 8.9445016 154E-10 2.020791 up FIEDIL [EL: PrODADIE TECEPION PTOTeIN KINase 1 KL [Sesamum

043685.graph_c0 5.1591878 6.0745113 5.7210852 22.948664 22915583 23.936526 1.025E-38 2.083429 up PREDICTED: uncharacterized protein LOC105159738 isoform X2
[Sesamum indicum]

043691.graph_c0 0.7263296 0.6810309 0.524293 1.0269082 2.4383623 2.3631123 0.004017 1.621736 up PREDICTED: dirigent protein 21-like [Sesamum indicum]

c43693.graph_c0 1.894339  2.5972901 21182708 0.3557354 0.9421464 0.3165313 1.175E-05 -2.002684 down | 1! UNCNATACIEMIZEN PIOTEIN LOLLUDLIL A% [SESaMUM

c43695.graph_c0 0 0 0 1.1355793 1.7095385 1.2231541 6.616E-21 Inf up PREDICTED: nudix hydrolase 3-like [Cicer arietinum]

c43696.graph_c0 6.7570392 7.3316412 7.5014564 3.6024652 31932934 3.0746171 00001395 -1084337 down . <EDICTED: F-boxjkelch-repeat protein Atlg30090-like isoform X2
[Sesamum indicum]

c43713.graph_c0 35.931112 36.325846 35.287179 181.50249 263.58705 348.12311 3.176E-09 2.916044 up PREDICTED: fatty-acid-binding protein 1-like [Nicotiana sylvestris]

c43736.graph_c0 0.1831985 0.3308221 0.1494885 3.5993725 7.3801911 6.7153388 1.356E-11 4.768803 up unnamed protein product [Coffea canephora]

c43736.graph_c1 0.3043056 0.2442306 0.275901 6.3431117 9.1715612 12.088972 7.527E-17 5.098434 up hypothetical protein MIMGU_mgv1a003774mg [Erythranthe guttata]

043738.graph_c0 11624229 1.1485739 1.1453918 4.0867571 4.6230423 5.1453426 1.221E-10 2.042048 up Weel-like protein kinase [Morus notabilis]

c43741.graph_c0 1.3408991 1.2819242 0.7938043 4.0659212 3.9189829 4.5964262 2.012E-08 1.922824 up unnamed protein product [Coffea canephora]

043745.graph_c0 18.017736 18535475 10.208533 40.215226 46.658429 44.049775 1.173E-16 1.268713 up hypothetical protein L484_019510 [Morus notabilis]

c43764.graph_c1 23.759807 23.674783 26.958286 10.863742 10.331348 9.7622003 3.312E-13 -1.221476 down F;;E;:ﬁ;ﬁ%i::‘an'}ara"te”ze‘j protein L OC105178804 Isoform X1

043765.graph_c0 0.2012503 0.4240093 0.3831938 3.5715533 8.19786  2.4212927 0.0034354 3.848177 up YPOIMENCa) PTOTEIN EMIMULICAT 43197 LEMIANA NIe

043782.graph_c0 16.450056 18.09803 16.289413 34.496356 55.965019 5550769 4.262E-07 1.555099 up PREDICTED: pentatricopeptide repeat-containing protein At1g06140,
mitochondrial-like [Sesamum indicum]

c43783.graph_c0 51.013848 49.094406 50.276625 115.95097 109.23697 102.10499 1.079E-15 1.165809 up PreEDIL TEL: Unenaracterized protein Lot L0sLesfof [sesamtim

c43815.graph_c0 103.78905 10249832 98.737669 41251548 47.397056 47.881157 2.207E-12 -1.120269 down ~EDICTED: aldehyde dehydrogenase family 2 member B7,
mitochondrial [Sesamum indicum]

c43816.graph_c0 4.7684535 5.4715302 6.0797173 10.829489 22.945061 22.745476 0.000422 1.821406 up hypothetical protein VITISV_012452 [Vitis vinifera]

043818.graph_c0 20.28739  20.684881 20.043842 8.9375982 9.3657568 9.1871435 1.672E-10 -1.108819 down [PSFZEEH']E;ES&igﬁ”mt;"t"mpep“de repeat-containing protein At3g61360

c43837.graph_c0 21779041 1.9664432 19040914 10352452 0.7833691 0.7018324 0.0057611 -1.213927 down | oo !/=t: P TINGET PIOTEIN I ISOTOMM 242 LSesamim

c43839.graph_c0 53.592588 48.618233 64.302341 19.382492 20.987805 26.954994 1.593E-09 -1.268465 down PREDICTED: flavanone 3-dioxygenase-like [Sesamum indicum]

043841.graph_c0 1.8189915 17727263 1.6020824 0.219501 0.4652601 0.3256513 3.272E-07 -2.330279 down -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c43843.graph_c0 2.6191382 2.5063586 2.7649031 5.362997 7.157145 7.0236677 5.889E-08 1.328936 up EEeEizgfoTrED);z'n[tsegt;L;fiﬁ;zﬂx;'ve active ROPs 2, chloroplastic-
043849.graph_c1 2.3483875 2.5915678 2.1611211 4.0682306 5.2383305 6.0331451 4.767E-07 1.147726 up EﬁlEg:)f;ﬁg;ﬂsg;;ig'_Ll‘ickae”[gzcs’;&hu‘:;yi'ﬁg?ct'ri]'sozyme’
c43854.graph_c0 3.5320249 4.2157113 3.7112017 10732778 2.2090435 22101339 0.0029857 -1.030022 down | <oor ! UNCNATACIEMIZEN PIOTEIN LOLLUDLOTOLL [SESAMUM
c43865.graph_c0 35.993596 30.444482 33.650989 14.420397 16.167801 13.829163 1.223E-12 -1.13106 down PREDICTED: chavicol O-methyltransferase-like [Sesamum indicum]
c43873.graph_c0 34977948 4.2810804 34884324 05011617 10437735 18410423 0.0003164 -1.667904 down ~ |PorotCal POEIN MINMGU_MGVAAUASIUMG, PATUal ERmrante
c43877.graph_c0 0.3113209 0.1923272 0.2941462 1.0384796 0.6160802 0.7207456 0.0007557 1.624934 up EﬁlEE)LfaTstEi?;SE;gtr’;bS1°3[’§L'Scanm”ucrf?;';igff]ed fon channel 20,
c43880.graph_c0 0.3281939 0.1693305 0.3443188 1.4263197 1.1332596 2.7497832 0.0012968 2.693429 up hypothetical protein MIMGU_mgv1a002490mg [Erythranthe guttata]
043889.graph_c0 45662597 5.0670809 5.3188376 1.1045936 0.8425317 0.9042319 6.419E-10 -2.343712 down Fsiﬁljﬂiﬁ;r‘;r;ﬁ?:{a“er'ZEd protein LOC102584927 isoform X1
c43902.graph_cl 85115157 8.8254704 94546068 2018582 2.2121823 3.2825681 4.400E-07 -1.797469 down | oo !EL: UNCNATACIENZEN PIOMEIN LULAUOLrS£00 15€samum
c43903.graph_c0 3.3875502 4.6971075 3.3565448 18.326048 17.46468 21.901074 1317E-17 2.375713 up FrEEDI R UNCNATACIENZea PTOEIN LUGLuoLo0uss [5esamim
c43909.graph_c2 1.3049623 0.9257746 1.2930182 2.7175088 2.5033661 3.3642059 0.002416 1.325242 up unnamed protein product [Coffea canephora]

043909.graph_c3 14648321 15728288 14214271 4.014665 4.3062139 4.0187528 9.429E-05 150999 up [PSFZE;T']E;E?&QJF;ZI]'"“ ethylene-responsive transcription factor ANT
c43921.graph_c0 10.014391 10.11234 9.9060548 23.833592 34.9641  44.857387 7.364E-06 1.820489 up PREDICTED: hexose carrier protein HEX6-like [Sesamum indicum]
c43921.graph_c1 0.3940568 0.5929939 1.1790062 4.3289657 5.8207104 10.222317 7.986E-05 3.264177 up PREDICTED: hexose carrier protein HEX6-like [Sesamum indicum]
c43942.graph_c0 0.106672 0.1733667 0.1566783 1.5955331 1.4897329 1.8528233 2.137E-14 3.540829 up lupeol synthase [Olea europaea]

c43952.graph_c0 0.5994547 0.7134677 0.7781934 1.2779345 1.5733545 1.7517463 0.0061823 1.175456 up hypothetical protein MIMGU_mgv1a021758mg [Erythranthe guttata]
043962.graph_c0 5.6605411 4.9553876 5.0206036 14.22552 11236563 9.5766116 0.0001384 1.212438 up PreEDIL TEL: UNenATacterized protein LOGL0oLr£439 [sesamtim
c43967.graph_c1 55.747206 63.747686 60.990249 22.373554 25.022711 21.308993 6.03E-18 -1.352069 down phytosulfokine precursor [Avicennia marina]

043975.graph_c0 622.96461 774.25772 672.94699 116.25821 110.7692 108.66788 9.296E-50 -2.581026 down [PSFZEEH']S;E"?&izzz]rer’eat’coma'”'”g protein 82-B isoform X1
043993.graph_c0 85.682307 82216125 90.813484 58.913171 18.256385 24.248978 0.0006862 -1.28698 down hypothetical protein M569_00228 [Genlisea aurea]
c44014.graph_cl 71.000609 73.452996 71.84737 296.19546 268.32051 242.90115 2.682E-24 194471 up PreEDIC [ED: UNCNATACIENZea PIOTeIN UG- 4us. 545y (esamum
c44019.graph_c0 0.3376254 0.6774313 0.7040545 3.4237206 2.6698874 2.5809828 3.593E-08 2.382529 up hypothetical protein MIMGU_mgv1a010335mg [Erythranthe guttata]
c44025.graph_c0 0.0771765 05574653 04093402 11739231 17099901 11751184 1247E-05 1.997319 up PTEDIC [ED VWAL LTEIBIEN PO ALigeos Utike oesamum
c44028.graph_c0 0.1653025 07462635 0.269771 56.993016 73.917662 88.00031 1.504E-52 7.571559 up -

c44030.graph_c0 17.007413 16.942284 19.591122 13.328616 5.6753722 3.7043685 0.0046748 -1.173465 down PREDICTED: RING-H2 finger protein ATL3 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c44040.graph_c0 0.5432439 0.5937612 0.9448919 1.3409612 1.6701482 1.7252727 0.0013785 1.222718 up PREDICTED: LOW QUALITY PROTEIN: ATP-dependent DNA
helicase Q-like 5 [Sesamum indicum]

c44041.graph_c0 1.777924  1.1358245 1.3823388 3.7844305 4.1217616 3.5565412 9.596E-07 1.45729 up PREDICTED: kinesin-like protein NACK1 [Sesamum indicum]

c44044.graph_c0 2.2259841 2.6961469 2.3258587 4.404447 6.0876425 5.9091932 7.696E-05 1.214723 up PREDICTED: scarecrow-like protein 3 isoform X1 [Sesamum indicum]

c44052.graph_c0 2.4358389 1.9286469 19570458 0.6650227 1.0567663 05071999 0.0007592 -1465773 down | 1! TEMECOXINTNILTIE FEQUCEESE, CRIOTOPIASIC [SESamUM

c44058.graph_cO 76513388 84213655 76375723 33.05879 38.503927 37457608 8319E-14 -1080165 down | EDICTED: AP2-like ethylene-responsive transcription factor AlLL,
partial [Sesamum indicum]

c44077.graph_c1 25165926 2.9308695 2.5594584 6.056313 6.7587652 7.5279647 1.336E-05 1.384548 up PreEDI TEL: Unenaracterized protein Lot oo Losar 2 [sesamtm

c44088.graph_c0 2.4542899 2.9880173 2.7908322 0.7426242 0.6804067 0.6786415 2.535E-08 -1.925887 down hypothetical protein MIMGU_mgv1a001438mg [Erythranthe guttata]

c44089.graph_c0 4.9748162 3.392737 3.9298538 9.7272571 8.6702871 7.7001922 0.0006575 1.130896 up PREDICTED: aquaporin AQPcic-like [Sesamum indicum]

c44094.graph_c0 55.30178 57.231399 55.170414 102.08227 110.77542 113.90287 6.63E-12 1.002695 up PREDICTED: selenoprotein K [Sesamum indicum]

c44100.graph_c0 4.84769 52210609 50127016 95134432 11746107 10.995469 3.092E-11 1.135447 up PREDICTED: probable LRR receptor-like serine/threonine-protein
kinase At4g36180 [Sesamum indicum]

C44106.graph_cl 3.9976264 3.2084283 2.7183588 8.8677503 11.48193 12524557 5.323E-06 1764783 up phospholipase D [Plantago major]

c44106.graph_c2 6.4857211 5.1739074 5.1569811 27.162424 25.855703 27.119944 4.179E-49 2.295335 up PREDICTED: phospholipase D alpha 1 [Sesamum indicum]

C44107.graph_c0 0.1184966 1.176905 0.7735384 3.6048774 4.614541 5.8805968 1.718E-09 2.805103 up -

c44108.graph_c0 1.2987818 1.156301 1.2511472 4.2758109 4.117912 4.5573709 6.531E-10 1.846882 up rnzi'jr':]TED: homeobox-leucine zipper protein GLABRA 2 [Sesamum

c44112.graph_cl 7.1005737 7.8925555 7.3864235 38460658 40274878 51.048275 4.128E-31 257454 up PreEDIC [ED: £TYATOXYISOTIAVANoNe denyoraiase-nie (sesamum

c44131.graph_c0 8.9284555 1030088 11932107 42754905 46892237 4.6099234 1433E-08 -1.15865 down EDICTED: glutamylRNA(GIn) amidotransferase subunit A,
mitochondrial isoform X4 [Sesamum indicum]

c44133.graph_c0 38.712873 40.201524 36.284897 18.659255 19.253784 17.788814 4.686E-12 -1.005973 down PREDICTED: polygalacturonase At1g48100 [Sesamum indicum]

C44140.graph_c0 0.2244199 0.221051  0.2330679 1.2413179 1.5889895 1.5187112 6.259E-10 2.717911 up PREDICTED: receptor-like serine/threonine-protein kinase At1g78530
[Sesamum indicum]

c44159.graph_c0 82.916308 78.887133 85.27079 21.828689 44.631573 52.058554 1.907E-05 -1.030906 down fnzi'ar':]TED: proton-coupled amino acid transporter 3-like [Sesamum

c44162.graph_c0 0.9179077 0.5697894 0.7490052 1.9270728 2.3881697 2.6529286 3.258E-05 1.676276 up PREDICTED: probable leucine-rich repeat receptor-like protein kinase
At5g49770 isoform X3 [Sesamum indicum]

C44162.graph_cl 1.284154 1.6368997 1.6437006 3.8938566 4.0912569 5.2254947 1.764E-06 1572079 up gh’ft;’ig]et'ca' protein MIMGU_mgv1a0019072mg, partial [Erythranthe

C44170.graph_c0 30.574386 41217624 38.766697 120.05469 116.08185 137.48811 1.923E-28 1.685259 up zfpiztich]ED: pyruvate, phosphate dikinase, chloroplastic [Populus

c44199.graph_c0 122.95975 126.56337 128.4747 65.233485 61.587282 52.818146 3.671E-12 -1.028699 down PREDICTED: F-box/LRR-repeat protein 14 [Sesamum indicum]

c44225.graph_c0 13.28907 12.886366 12.9234  23.859727 33.441234 35.602746 6.063E-09 1.284017 up unnamed protein product [Coffea canephora]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c44237.graph_c0 22.96182 22.939125 22.256065 8.2006495 7.8602039 7.181065 4.966E-21 -1508314 down . - oo o Eo T BOT RITERE T LSS

c44239.graph_c0 1.7416772 2.4051089 2.5915897 10.77879 23.525524 15946321 4.127E-06 2.929455 up ribosomal protein L41 [Cryptococcus gattii R265]

c44265.graph_c0 1.3251867 1.7947791 1.8923477 12.283331 8.8975727 10.742803 4.471E-12 2.717869 up Cold shock, CspA, partial [Metarhizium brunneum ARSEF 3297]

c44271.graph_c2 0.2358553 0.1597164 0.192456 1.6443017 2.0586543 2.4606509 2.625E-12 3.426034 up -

c44291.graph_c0 0.937131  0.9589603 16313413 35372503 5.0895998 5.7311303 1.344E-09 2.058728 up FIEDIL TED: ASL TANSPOTIET (& TaMILY MEMDEr 2. (Sesamum

044295 graph_c2 14.539249 25.279458 15.992227 3.7357233 8.3768054 7.9222576 0.0025876 -1.448319 down rnZi'ar'nc]TED: spermidine hydroxycinnamoyl transferase-like [Sesamum

c44303.graph_c0 2581.7455 2630.9395 3104.1934 189.6364 165.78839 151.90483 8.128E-45 -3.989709 down hypothetical protein MIMGU_mgv1a024110mg [Erythranthe guttata]

044308.graph_c0 0.6333094 0.6019148 0.4351792 2.1547939 17008673 1.7669444 2.903E-05 1.798183 up PREDICTED: probable leucine-rich repeat receptor-like
serine/threonine-protein kinase At3g14840 [Sesamum indicum]

c44316.graph_c0 16970796 1.7876877 1552658 34549149 3.6945923 3.3931793 0.0017094 1.107253 up FIREDIL TEL: UNCNATACIENZEa PTOTEIN LU LuoLosuof [Sesamum

C44340.graph_c1 1.9518341 2.2719106 3.1661724 0.8048256 0.6315667 0.8222221 2.269E-05 -1.666261 down | <CDICTED: mediator of RNA polymerase I transcription subunit 25-
like [Sesamum indicum]

c44359.graph_c0 3.5157066 3.7949037 4.4865254 14.575499 17.819239 21.794205 1.542E-16 2.235931 up PREDICTED: glutamate dehydrogenase A [Sesamum indicum]

c44360.graph_c0 2.7400208 29935181 2.0793262 52792308 55191167 55627435 0.0002837 1.108142 up PTeELI D2 PIODADIE VWIS T TANSCTIPUON TCor su 1sesamumm

c44362.graph_c0 0.3804249 0.515232 0.9002285 32.790727 50.318723 50.416125 3.302E-45 6.249458 up hypothetical protein MIMGU_mgv1a010045mg [Erythranthe guttata]

c44380.graph_c0 22.236963 21673167 207956 91619025 10.352986 9.6417446 8.991E-13 -1109645 down | <CDICTED: peptidyl-prolyl cis-trans isomerase FKBP43-like isoform
X3 [Sesamum indicum]

c44382.graph_c0 8.1453199 8.0832806 10.119468 15.905762 15963372 10.780886 0.0004286 1.010832 up -

c44385.graph_c1 0.5302095 0.2593118 0.3965927 1.4561723 1.6316364 1.2956934 5.926E-06 1.927083 up hypothetical protein MIMGU_mgv1a001279mg [Erythranthe guttata]

c44391.graph_c0 89.693835 83.798248 91.097006 566.82457 583.01378 618.60246 2489E-53 2781595 up PreEDIC ED: [BUCATITICINGODEia-L-gILCOSIaase-tIKe [>esamtim

c44399.graph_c0 66.962792 66.755182 50.76908 108.14202 147.78708 14598905 9.095E-11 1.091249 up FrEEDIT TEL: IBLCNETTICN Tepeat EXIENSIN-IIKE protein  Lesamm

c44427.graph_c1 1.242577 0.9284942 1.0488959 2.7156171 2.3014936 2.126379 0.0057554 1.195635 up hypothetical protein MIMGU_mgv1a004986mg [Erythranthe guttata]

c44457.graph_c0 12.921526 13.659545 11.953188 3.9325784 6.4424071 7.9362949 1.329E-05 -1.041323 down hypothetical protein MIMGU_mgv1a011349mg [Erythranthe guttata]

c44466.graph_c0 314.81826 329.81211 318.67024 1905.3032 2162.7558 2154.6335 3.818E-43 2.731255 up PREDICTED: aquaporin TIP2-1-like [Solanum tuberosum]
PREDICTED: probable LRR receptor-like serine/threonine-protein

c44467.graph_c0 8.786939  8.3584613 8.3563595 16.964588 18.230307 18.494978 3.091E-11 1.114675 up Kinase Atlg51880 isoform XL [Sesarnumm indicurn]

c44514.graph_c0 265.1639 262.84738 289.97041 13.371558 13.369088 10.846709 7.79E-147 -4.400036 down PREDICTED: alcohol dehydrogenase 1 [Sesamum indicum]

cA4534.graph_c0 110.61833 98.749814 101.7338 32.022704 38.040165 32.765449 1.918E-26 -1.557185 down ;ig;';lfn?] hippocampus abundant transcript-like protein 1 [Solanum

c44546.graph_cO 14.646446 17.97598 15.779961 4551348 577.34908 513.31789 1.58E-176 5.035865 up -

c44560.graph_c1 5.7083725 5.7726202 6.1174875 11504894 11753666 12.12557 2.476E-08 1.049001 up PREDIL | EL: UNCNATACIENZEn Protein LULLU£2ss1u9 [So1anum

titharnciiml



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c44561.graph_c0 92.635826 57.116278 97.637183 28.812059 14.109635 16.92996 6.283E-06 -1.992688 down BnaCnng13060D [Brassica napus]

c44568.graph_cl 55935629 6.5286471 5.7888704 2.248129 2.5648216 2.9236201 0.009929 -1.172384 down -

c44573.graph_c0 04428834 0.1999411 04743234 11578614 0.8920827 1.9044165 0.002381 1.861927 up FIELIL [EL: CEIOIVISION CONOt PToteIn o nomotog 1sesamum

c44575.graph_c0 2.6696717 2.8345263 2.6423553 0.9086682 0.9626237 1.3940129 0.001121 -1.281126 down unknown protein [Arabidopsis thaliana]

c44590.graph_c0 0.9667671 0.9352501 0.9579185 2.0132369 4.9146678 4.361587 0.000922 2.008993 up hypothetical protein MIMGU_mgv1a013990mg [Erythranthe guttata]

c44618.graph_cO 14.883763 1358186 13913932 418878 55735057 5.098743 2592E-12 -1474426 down NEDICTED: transcription initiation factor TFIID subunit 8-like
[Sesamum indicum]

C44624.graph_c0 0.425232 124782 16481826 4.1773496 6.1384516 2.6378571 0.0045665 2.003018 up rrl]y(fe(:::ﬁggf;fﬂ;‘)te'” SELMODRAFT_29765, partial [Selaginella

C44646.graph_c1 3.1873755 3.2164778 3.6526057 11585963 16679946 1.8239212 00025135 -1.07814 down  ~EDICTED: non-specific lipid-transfer protein-like protein At2g13820
[Sesamum indicum]

c44650.graph_c1 2.085165 3.3309458 2.4540542 0.4574596 0.430776 0.3165904 6.284E-09 -2.661146 down hypothetical protein MIMGU_mgv1a004154mg [Erythranthe guttata]

c44658.graph_c1 3.5529208 4.3479712 3.8096326 12.840811 10.803766 11.326323 2.709E-19 1.623767 up PREDICTED: protein LONGIFOLIA 1 [Sesamum indicum]

C44661.graph_cO 14487401 0.9883244 0.7618365 0.1224257 0.4323171 0.2904896 0.0012875 -1.895092 down ;h’ftzg]e“ca' protein MIMGU_mgv1a0244072mg, partial [Erythranthe

c44667.graph_c0 1.7667302 1.7059689 1.5417511 0.5598652 0.8896639 0.5258405 0.0020414 -1.306789 down  PREDICTED: endoglucanase 24-like [Sesamum indicum]

C44677.graph_c0 78.055508 88.448078 88391439 12207788 11.454652 9.2071914 3.041E-53 -2.909822 down  \EDICTED: protein ABSCISIC ACID-INSENSITIVE 5 isoform X2
[Nicotiana tomentosiformis]

c44680.graph_c0 33921471 27271425 2730047 0.6479145 0.6863869 10482008 3423E-05 -1.855825 down | <. ! L UNCNATACIENIZEN PTOTEIN LU 10579253 [S0ANUM

c44683.graph_c0 54.766007 52.753344 58.462176 663.57375 498.87265 389.50108 1.35E-09 3.27505 up FrEDIL TED: PIOTEIN PARLRELATED SEQUENGE 5 [Sesamim

c44686.graph_c0 11.024846 11.221745 10.537197 5.5963914 5.4146491 4.0297628 1.165E-06 -1.078754 down PREDICTED: cytochrome P450 734A1-like [Sesamum indicum]

C44694.graph_c0 10.655592 12.516641 13.422187 33.439034 29.451042 28.120307 5.664E-07 1.359376 up PREDICTED: crocetin glucosyltransferase, chloroplastic-like
[Sesamum indicum]

c44701.graph_c0 0.1578145 0.0610679 0.1287754 5.2868125 4.4503152 4.653318 2.485E-37 5.415617 up hypothetical protein MIMGU_mgv1a021943mg [Erythranthe guttata]

c44705.graph_c0 8.0469883 8.6441441 8.1754038 23.020893 26.39525 25.470289 5.809E-20 1.630375 up PREDICTED: pyridoxal kinase isoform X1 [Sesamum indicum]

CA4713.graph_c0 2.2634449 19147979 18136741 09822086 09857662 0.8049662 0.0067718 -1067737 down . <EDICTED: protein ROOT PRIMORDIUM DEFECTIVE 1
[Sesamum indicum]

c44718.graph_c0 73.816799 78.024035 74.072724 25788369 30.666759 28.018084 2.203E-21 -1.379594 down  PREDICTED: ninja-family protein AFP3-like [Sesamum indicum]

c44743.graph_c0 11.363311 11.138905 11.738869 18.144415 23.58352 25.609776 3.83E-09 1.01216 up PREDICTED: COBRA-like protein 7 [Sesamum indicum]

c44744.graph_c0 0.6501106 0.7174309 0.6778419 1.465001 1.6489904 1.9145877 0.0020282 1.336467 up PREDICTED: serine/threonine-protein kinase Nek2 [Sesamum indicum]

c44747.graph_c0 131.0041 136.26108 115.96475 230.22213 303.21931 285.83473 4.026E-11 1.133809 up PREDICTED: endoplasmin homolog [Sesamum indicum]

c44756.graph_c0 0.0979508 0 0 8.6911927 13.021703 12.704824 1.867E-33 8.492155 up -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c44762.graph_c5 22.742472 20.53432 20.651954 66.330954 64.046818 73.092621 8.718E-25 1.711941 up unnamed protein product [Coffea canephora]

c44785.graph_c0 26.703306 27.672004 29.487918 10.193245 8.8801133 7.9652874 1.161E-28 -1.587238 down PREDICTED: phytosulfokine receptor 2-like [Sesamum indicum]
c44790.graph_c1 0.5640367 0.5092722 0.4602493 6.792101 6.86404  7.753265 4.528E-25 3.844334 up hypothetical protein SORBIDRAFT_079024570 [Sorghum bicolor]
c44797.graph_c0 0.8584215 1.0334321 0.9598964 4.0300461 3.116622 4.661684 2.664E-08 2.093336 up hypothetical protein MIMGU_mgv1a000411mg [Erythranthe guttata]
c44799.graph_c0 7.4387081 7.4039672 6.5000772 1.9118078 25562309 2.9728225 2.936E-11 -1.484443 down F;;E;:ﬁ;ﬁ%i::‘an'}ara"te”ze‘j protein LOC105170906 isoform X2
c44802.graph_c0 5.6756021 5.4226081 6.299322 2.3176087 2.8644296 2.2054022 4.099E-08 -1.195928 down PREDICTED: adagio protein 3 isoform X1 [Sesamum indicum]
c44808.graph_c0 128.78315 134.94249 133.98702 27.084358 31.707394 35.625346 3.873E-44 -2.036442 down hypothetical protein MIMGU_mgv1a003414mg [Erythranthe guttata]
c44811.graph_c0 5.2393231 5.0848928 4.4070806 16.471415 19.681016 20.851846 7.652E-29 1.990693 up Eﬁgz:fazﬁsar%';ﬁf;z;l(':D'Eg:g:;tjrzd;?l’x"rgfnﬁerase large subunit 3,
c44821.graph_c0 0.1552329 0.0262801 0.1820864 15618549 1.4721995 2.2760918 3.861E-17 3.905465 up E?j{'ﬁg;’?&?ﬁr;ggr'[‘g;;’r';f:iuzfggocepha'y'assoc'ated protein
c44832.graph_c0 1.1621462 0.6332037 0.9973519 0.2285854 0.215252 0.1807946 6.942E-06 -2.116352 down Ty3/gypsy retrotransposon protein [Beta vulgaris subsp. vulgaris]
C44848.graph_c0 70.945833 67.602796 61.888545 120.20342 146.30771 169.41014 1.03E-10 115828 up [PSFZE;T']S;EI%IEUK']OE lectin-domain containing receptor kinase S.4-like
c44849.graph_c0 7.1355929 7.5797311 8.1820647 16.493622 19.758886 24.117964 9.199E-11 1.435571 up hypothetical protein MIMGU_mgv1a011926mg [Erythranthe guttata]
c44854.graph_c0 16200281 15475296 14943553 4.1962928 6.5578466 7.17638  1537E-08 19769  up PTEEDIC [ED GUSL ESIETAsENIpase ATAGLOTTUTIIKE (oesamim
c44868.graph_c2 1.9630934 2.6180805 2.2631899 4.8169276 4.4257819 4.8751544 8.969E-05 1.087725 up FrEEDI [EL: Unenaracterized protein Lot LosLrsLLu [sesamtm
c44873.graph_c0 0.1038664 0.1641179 0.1483198 1.1190958 1.0809393 1.2300623 7.781E-11 3.084357 up F;E;:ﬁ;ﬁ%iz:]?:]oga'acmsy'd'acy'g'ycem' synthase 2, chloroplastic
c44878.graph_c1 35.047293 32.967312 36.739428 5.5420735 7.2764845 4.6690003 2.593E-57 -2.54266 down Taxane 13-alpha-hydroxylase [Medicago truncatula]
c44880.graph_c0 0.1815323 0.3278133 0.9258054 17257916 2.0110936 1.1261059 0.0026706 1.801828 up YPOneeal PTOEIN GUTTADIANT L5239 [otinarala e
c44882.graph_c0 10.687879 10.989821 10.014015 21038741 25800043 30.689693 1651E-10 1.327632 up PrEELIS [ED: UNCNATACeMze protei Lut-dustreecy (sesamum
c44883.graph_c0 2.8218379 2.9067079 3.0160773 7.2797214 7.8987776 9.4584252 3.429E-11 1.533294 up PREDICTED: probable protein phosphatase 2C 34 [Sesamum indicum]
c44896.graph_c0 3.6729439 1.938774 2.8587649 0.7878923 1.2140746 0.7647947 0.0009309 -1.577523 down -

c44910.graph_c0 27.794157 24.107505 27.348427 62.258856 58.440704 57.654362 1.050E-16 1.213589 up PREDICTED: protein TIFY 6B [Sesamum indicum]
044910.graph_c1 16.023572 12.933322 17.103293 4.2058252 7.9330734 7.5759119 0.000235 -1.193323 down -

c44911.graph_c0 27.695884 31.336144 26845816 9.6488561 14.20656 11083533 1531E-16 -1.260482 down | - !5t AMINCACIA PEIMEASE BALL NOMOIOG Lesamum
c44914.graph_c0 6.0074174 47927539 55504167 1.7324777 2.6036362 2.5094972 0.0002936 -1.221369 down F;E;:,S;ﬁ,%igjjn?_d”e(:ted RNA polymerase 111 subunit RPC4
c44927.graph_c0 128.07641 130.3618 125.80482 267.74059 379.05649 460.17703 1.4E-06 1.560848 up PREDICTED: S-adenosylmethionine synthase 1 [Sesamum indicum]
c44935.graph_c0 19.672322 19.701159 19.334223 67.795789 81303115 78.756135 6.222E-43 199544 up PIEDIL TED: ASL LTANSPOTIET [ Tamity MEMDer Ly 1sesamdm



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

C44948.graph_c0 2.160422  2.2596737 2.0596102 0.9218692 05457519 0.9167765 0.000483L -1.394696 down fnzi'ar':]TED: protein LURP-one-related 15-like isoform X1 [Sesamum

c44954.graph_c0 0.675967 0.6634074 0.8633482 1.713676 2.8810115 4.6407522 0.0041643 2.097081 up PREDICTED: exonuclease 1 [Sesamum indicum]

C44955.graph_c0 0.9287662 0.698824 0.8525088 2.0357126 2.3644548 1.8768358 0.0003144 1.380389 up PREDICTED: LOW QUALITY PROTEIN: serine carboxypeptidase
24-like [Sesamum indicum]

c44970.graph_c0 1.978412  1.3524998 1.0608704 4.6931365 4.9338564 6.0566846 6.257E-09 1.876156 up PreEDIL TEL: Unenaracterized protein Lot 10oL0809 [sesamiim

c44970.graph_c1 2.7395407 1.0011982 2.0225435 8.5987438 7.6203019 9.2696147 4.051E-09 2.186831 up unnamed protein product [Coffea canephora]

c44971.graph_c0 0.034069 0.2768497 0.1668 0.8205135 1.0522313 1.3833246 3.096E-09 2.80517 up PREDICTED: probable transcription factor GLK1 [Sesamum indicum]

c44979.graph_c0 0.8773089 0.4916655 0.7652477 2.9143476 1.7874409 1.9789974 0.0003862 1.697084 up hypothetical protein MIMGU_mgv1a001060mg [Erythranthe guttata]

c44994.graph_c0 1.2542832 1.7132694 0.9972416 00407666 05830277 0.253917 00001031 -2.159566 down ' ~EDICTED: G-type lectin S-receptor-like serine/threonine-protein
kinase RLK1 isoform X1 [Vitis vinifera]

045019.graph_c0 17.2963  19.223579 15.47844 3.1926221 3.6992768 3.3200343 6.009E-36 -2.30644 down  BnaAnng27240D [Brassica napus]

045027.graph_c0 11.999501 12.516104 8.3962693 0.3096234 0.5740149 0.4821269 3.655E-27 -4.557812 down ;ig;';lfn?] uncharacterized protein LOC101264598 [Solanum

c45028.graph_c0 3.4595879 2.1800708 2.8229955 7.1260841 8.6622483 9.7143492 2.745E-08 1.628624 up hypothetical protein MIMGU_mgv1a010001mg [Erythranthe guttata]

c45035.graph_c0 0.9515117 0.3995934 0.5597488 1.150013 2.4365986 2.7204131 0.0026507 1.751235 up PrEEDI TEL: PIOTEIN N LR PAMIL Y .57 [esamim

c45078.graph_c0 28.174122 31.27613 37.213546 3.5854071 27504961 3.1745581 9.558E-30 -3.299532 down | . ! EU: UNCNATACIENZEN PIOMEIN LULAUOL A0S 15EsamUm

045088.graph_c0 2.0363264 3.0643531 2.252426 4.2446297 5.651221 5.3079998 0.0037667 1.085763 up PREDICTED: uncharacterized protein LOC104801838 isoform X2
[Tarenaya hassleriana]

c45134.graph_c0 6.9393839 6.980907 6.5053065 9.4698761 14.233584 16.286958 0.0005251 1.003119 up PREDICTED: filament-like plant protein [Sesamum indicum]

c45137.graph_c0 19783724 29090923 24906894 3.8690733 5.7687012 85429421 0.0090749 1.333279 up PTEEDIC [ED: TECEPIOTIIIE PIOTEIN KINASE MAIIRL [Sesamum

c45137.graph_c2 6.0220605 6.3765356 6.7306254 10.224137 14.090405 16.342344 1.005E-05 1.122669 up FTEEDIT [EL: TECEPIOTHIIE PIOTEIN KINASE MAIIRDE [Sesamum

c45143.graph_c0 14087933 2464516 2.1554322 8.4823091 9.1633327 6.6537238 1G61E-09 2.054345 up FTEEDIS [ED: SETINEINTEONING-POTEN KINASE INEKo-IIKe [Sesamtim

045149.graph_c1 0.9780677 1.0793487 1.3301588 0.1836701 0.0972881 0.4085713 2.458E-06 -2.259098 down :;\'/Ee'zt'r?;ED: protein FARL-RELATED SEQUENCE S-like [Nicotiana

c45149.graph_c2 358.145 370.43944 358.82891 142.02087 178.24212 181.22241 1.099E-10 -1.078872 down PREDICTED: carbonic anhydrase 2-like [Sesamum indicum]

c45158.graph_c0 0.755418 08261713 05990511 4.9360923 5.3149157 57841386 2831E-34 2.918921 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LUt-AusLf et (5esamum

045180.graph_cO 45.549878 36.802451 37.776689 89.325335 81230302 77.269497 1.485E-12 1.089215 up PREDICTED: pentatricopeptide repeat-containing protein At5g24830
isoform X1 [Sesamum indicum]

045189.graph_c1 3.0315148 3.3454345 1.9239822 5.5505209 6.5585774 7.978094 0.0022012 1.313129 up hypothetical protein JCGZ_03401 [Jatropha curcas]

c45190.graph_c0 51.384333 45.658134 50.95073 236.05324 323.07988 343.68064 4.674E-25 2.644548 up PREDICTED: beta-glucosidase 24-like [Eucalyptus grandis]

c45193.graph_c0 0.1434635 0 0.0668943 0.9871885 1.1558914 2.1959859 1.319E-06 4.398679 up PREDICTED: cellulose synthase-like protein G2 [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c45210.graph_c1 5.0150308 9.3415899 7.4107085 32398920 31.57805 20.612656 4.659E-43 2147774 up T e PIEOHOT T TSR PO ST IoEsat
c45215.graph_c1 26.918262 27.526309 25.905797 71.775859 52.593568 42.920314 0.005831 1.10849 up PREDICTED: U-box domain-containing protein 13 [Sesamum indicum]
045234.graph_c0 8.7676519 9.0246501 9.205241 3.9515181 3.3750869 3.4720866 6.356E-09 -1.276939 down -

045240.graph_c0 69.09979  72.146644 69.165753 33.736907 34.395953 29.221935 8.842E-14 -1.068709 down  PREDICTED: crt homolog 1 [Sesamum indicum]

C45242.graph_cO 14364414 15748945 14023632 65353545 7.7500922 8.4767657 5.514E-17 2.404916 up FSF;E;:]S;EiEC;izzrr'nT/threon'”e'pmte'” Kinase TIO isoform X2
c45246.graph_c0 7.4880083 5.9603283 6.2709472 19.774171 24.167765 28.077817 5.564E-19 1.905842 up FIEDIL TED: WA TLTEIAE0 PIOTEIN ARGAVLAUIKE [5esamiUm
c45258.graph_c0 411.87866 440.61131 405.96126 1129.5795 1120.5769 1065.0884 1.649E-15 1.440336 up ascorbate peroxidase [Acanthus ebracteatus]

c45271.graph_c0 15.046638 18.495389 15.681718 4.6265514 8.2521387 10.459722 7.781E-05 -1.045947 down PREDICTED: dof zinc finger protein DOF5.4-like [Sesamum indicum]
045279.graph_c0 25.71237 25097708 25.909643 76.10267 99.041991 97.003997 8.346E-35 1.864004 up PREDICTED: peroxidase 7 [Sesamum indicum]

c45285.graph_c0 3.7732624 4.8230242 3.7652236 0.6915019 10072733 0.8716668 1977E-10 -2.229143 down | o1 !EEs 70X OMAIN-CONTAINIG Protein 19-11ke [Sesamumm
045292.graph_c0 47.321518 41.405444 40.977585 94.149375 134.33762 123.01231 6.327E-14 1474512 up [PSFZE;T']S;ES&igj”mt;"t"mpep“de repeat-containing protein At5g59600
045303.graph_c0 30.774392 38.807822 36.128846 284.52368 369.48580 346.64468 2.604E-79 3.162683 up PREDICTED: S-type anion channel SLAH2 [Sesamum indicum]
c45320.graph_c1 1.0321709 1.208088 1.0606024 4.021973 4.1067882 4.6135402 2.597E-07 1.989638 up PREDICTED: laccase-17-like [Sesamum indicum]
c45321.graph_c1 66.549042 66.185585 68.192665 141.90872 155.13812 152.96624 1.649E-15 1.203765 up PREDICTED: UDP-glucuronate 4-epimerase 1 [Sesamum indicum]
c45334.graph_c0 347.16208 344.07339 373.83317 113.94111 96.596545 83.583105 8.517E-31 -1.809831 down hypothetical protein MIMGU_mgv1a010052mg [Erythranthe guttata]
045340.graph_c0 12.647523 11.753042 12.852119 45885028 3.9086105 4.1828097 6.076E-18 -1.510183 down [Plfi)ia'lfs?i;;?cg?ma'”'Coma'”'ng transcription repressor VAL1
c45351.graph_c2 2.3656805 1.5738857 1.8287773 0.4997791 0.5015892 0.4681057 3.39E-06 -1.930375 down PREDICTED: potassium channel KAT3-like [Sesamum indicum]
c45353.graph_c0 11.908365 12.527719 13.193899 7.5473649 4.3278492 3.3886054 1.794E-05 -1.245689 down ii;?éi:g%y‘igi‘ErzeliﬁnL'?d'jet:]CED FACILITATOR-LIKE 1-like
c45354.graph_c0 5.2655832 4.2078535 5.2844138 1.380934 1.8693022 1.5700654 0.000157 -1.576901 down PREDICTED: protein Brevis radix-like 4 [Sesamum indicum]
045357.graph_c0 0.9325644 14434598 10327381 3.5462821 25045706 2.7046804 0.0014615 1.410104 up F&E;;E;E?&é":&fomponem response regulator-like APRR9
045364.graph_c0 1.1722043 1.1568455 1.7573075 2.7298271 2.8187076 4.3352748 0.0004178 1.311119 up PREDICTED: maf-like protein DDB_G0281937 [Sesamum indicum]
c45402.graph_c0 1.2938733 0.8836735 0.9745755 1.9554797 2.0938688 3.049632 0.0003315 1.208678 up PREDICTED: cellulose synthase-like protein E1 [Sesamum indicum]
c45406.graph_c0 296.21273 323.01789 336.27776 28.258609 30.399166 29.30057 1.651E-95 -3.398986 down  15.5 kDa oleosin [Sesamum indicum]

045434.graph_c1 3.1818256 3.7450176 3.7090625 0.7922354 10681711 2.0506946 0.0016123 -1.41189 down -

045435.graph_c0 4.3427113 4.8748327 5.1717653 0.5051034 0.5516349 0.7280892 1.901E-10 -2.899211 down -

c45449.graph_c3 33.38744  37.135019 32.922345 9.6139129 19.057079 20.504108 2.865E-06 -1.042723 down hypothetical protein MIMGU_mgv1a015476mg [Erythranthe guttata]
045455.graph_cl 15546667 1.5160158 1.1163639 0.2364785 0.5845475 0.7364602 0.0026903 -1.399941 down -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

045458.graph_c0 53.156982 54.380344 57.241955 19.491371 20.287015 22.103219 2.678E-21 -1.372427 down Fsiffréﬁ;ﬁ%igﬁn?l domain-containing protein At2g14520-like
c45467.graph_c1 6.5177134 5.8216058 7.1483883 30.470504 30.303489 34.305576 2.208E-22 2.327387 up hypothetical protein MIMGU_mgv1a008026mg [Erythranthe guttata]
c45474.graph_c0 0.0498338 0.0899905 0 16423602 2.1414043 3.9344582 1454E-07 5822061 up -

c45482.graph_c0 0.2222579 0.3511865 0.3400511 2.2538256 2.3503478 2.7574806 2.51E-12  3.0505 up PREDICTED: myosin-12 [Sesamum indicum]

c45492.graph_c0 45.942803 42216048 45.858851 14585491 137.64320 173.13098 2.775E-28 1.809663 up PREDICTED: VIN3-like protein 2 [Sesamum indicum]
c45515.graph_c0 6.0068274 6.3533623 6.6584313 14.812878 15147717 14.324237 1798E-14 1.261486 up FIEDIL TED: VIYPE PIOTON A1 7ase SUDUNIT A-IIKe [Sesamum
c45516.graph_c0 8.5884851 8.7319589 8.9257823 2.7261479 4.0547079 4.4016194 1.106E-09 -1.196639 down unnamed protein product [Coffea canephora]

c45518.graph_c0 77.797476 8161141 82092186 33568392 30.703493 29.085505 1.833E-20 -1.326801 down | i ! MANCONI ANEMIA GTOUP T PIOTEIN NOMOIOG >esamum
c45537.graph_c2 86.905378 90.77511 90.389742 169.9167 187.81147 206.42252 1.721E-13 1.112875 up PREDICTED: UDP-glucose 6-dehydrogenase 4 [Sesamum indicum]
c45541.graph_c0 49.117374 41.493775 48.717173 205.09982 255.33622 243.43491 1.077E-54 2.374918 up PREDICTED: WAT1-related protein At1g09380 [Sesamum indicum]
c45569.graph_c2 5.5429668 7.9145348 51541341 22875735 17310048 2.1808598 0.0006211 -1.530695 down | -1 !t MIEALSUESS HANSCHIPHON TACION Lo -tke |5esamumm
c45569.graph_c3 67.124129 65.036294 65.511248 336.39086 328.655  318.50686 1.579E-53 2.357893 up ggﬁ;'s]CTED: putative glycerol-3-phosphate transporter 1 [Eucalyptus
c45591.graph_c0 0.3533374 0.7018671 0.8072971 2.8664392 4.1753865 1.9926096 0.0001936 2.31764 up hypothetical protein H632_c597p1 [Helicosporidium sp. ATCC 50920]
c45616.graph_c0 0.3025919 0.3512728 0.5996448 1.0958788 1.3350933 1.0238616 0.0009133 1.501974 up PIEEDIL TEL: 1A-TRIATEA Profein bL-1IKe 1SoTorm AL Lsesamum
c45622.graph_c0 1.2569193 1.1084877 15503799 2.1860705 2.4336331 3.2309311 0.0079922 1.040571 up FSF;E;:]S;EIECJI'EUOH\]/]\/ QUALITY PROTEIN: beta-adaptin-like protein A
c45633.graph_c0 0.2270084 0.1024836 0.5094017 2.5897485 2.2862704 2.0483046 1.659E-10 3.088289 up -

c45635.graph_c0 1.6373724 1.6590863 1.3212371 2.9287471 4.2264478 4.0013103 1.717E-05 1.30877 up PREDICTED: laccase-17-like [Sesamum indicum]

045661.graph_c0 3.5369463 3.3870782 3.4733383 10.305859 90.9308877 12.019555 1.8E-19  1.674479 up Fsiffréﬁ;ﬁr?cjingnp]em”'” 60 subunit beta 4, chloroplastic isoform X1
c45669.graph_c0 8.0659359 7.9330324 7.5454923 3.1402801 3.9843586 3.1516003 2.938E-05 -1.156619 down Fsiffr:ﬁ;ﬁr%i::’anqara‘:ter'ze‘j protein LOC105168837 isoform X1
c45673.graph_c0 3.7021026 3.4237839 7.2882529 46.243476 26.763151 18.749325 0.0028001 2.725857 up rSEfEO?r:]C)LE'[%i‘::g:gﬁ::ﬂi?ga'”°'"S”°rose galactosyltransferase 2-like
c45673.graph_c1 1.3409717 2.3114733 2.3873934 12.825616 11.459072 15.26204 1.816E-11 2.75255 up hypothetical protein MIMGU_mgv1a001872mg [Erythranthe guttata]
c45676.graph_c0 23.73304  24.640672 24.980826 6.8461074 8.7868280 7.4973849 8.563E-22 -1626522 down  PREDICTED: GABA transporter 1 [Sesamum indicum]
c45690.graph_c0 3.8700075 4.238931 4.7238996 10.534804 8.9666153 6.3326855 0.0047361 1.0576 up PREDICTED: U-box domain-containing protein 35 [Sesamum indicum]
c45696.graph_c0 414.33563 517.71227 357.60014 1868.6563 1392.4908 1050.7956 0.0002468 1.792691 up PREDICTED: nitrate reductase [NADH] 2 [Sesamum indicum]
c45700.graph_c0 6.6479986 7.1013413 7.0254474 18.212079 15.781147 16.450839 1.328E-15 1.324515 up hypothetical protein MIMGU_mgv1a010620mg [Erythranthe guttata]
c45745.graph_c0 376.01194 340.07362 393.40551 90.080241 94.78204 86.26224 2.513E-30 -1.991179 down PREDICTED: alpha-galactosidase [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c45751.graph_c0 5.0342242 5.2021089 4.3211621 1.6133183 2.0600941 2.3327215 9.665E-08 -1.240401 down hypothetical protein MIMGU_mgv1a003838mg [Erythranthe guttata]

045753.graph_c0 2.6205732 2.3661319 2.7756278 7.0835086 7.8536802 7.0466795 3.017E-11 1.542639 up PREDICTED: phosphatidylinositol/phosphatidylcholine transfer protein
SFH9 isoform X1 [Sesamum indicum]

C45758.graph_cO 1.5777153 1.6436873 1.6552321 05494149 06984462 0.9581775 00067785 -1109378 down  ~EDICTED: pentatricopeptide repeat-containing protein Atlg74630
[Sesamum indicum]

c45770.graph_c0 40.849433 44.440318 44.301029 13.016173 16.573708 17.471196 1.212E-21 -1.424205 down unnamed protein product [Coffea canephora]

c45783.graph_c0 6.1823084 57220334 6.6103138 22354995 2.9147577 2273296 8.943E-07 -1.279773 down | i ! UNCNATACIEMIZED PIOTEIN LOL-LUD LoOASY [SESAMUM

C45800.graph_cO 306.41452 325.10515 317.75506 1214477 113.58558 99.664504 1934E-19 -1459323 down  NEDICTED: uncharacterized protein LOC105158790 isoform X1
[Sesamum indicum]

c45801.graph_c0 60.617379 58.773623 62.783000 27.865156 28.773145 25.887639 2.98E-14 -1.100112 down  PREDICTED: protein CPR-5 [Sesamum indicum]

c45804.graph_c1 0.4761743 0.7255249 0.6556854 3.8101362 3.6767002 2.5175022 9.256E-10 2.475356 up hypothetical protein CICLE_v10021726mg [Citrus clementina]

c45809.graph_c0 0.3753529 0.3389085 0.8422835 2.4384106 2.4571906 4.0218516 7.173E-07 2.554084 up PreEDIL TEL: Unenaracterized protein Lot 109 bags [sesamtim

c45815.graph_c1 466.37755 414.50447 389.03515 72.9643 104.07088 75.39222 7.106E-42 -2.292902 down hypothetical protein MIMGU_mgv1a010438mg [Erythranthe guttata]

c45827.graph_c1 17.747762 17.930399 16.48561 38.222371 36.037851 40.520528 7.88E-13 1.180161 up unnamed protein product [Coffea canephora]

c45833.graph_c0 2.255838  6.5992651 5.1540871 25.391835 42.772739 14.044609 0.0054871 2.592 up 60S ribosomal protein L35a-4 [Auxenochlorella protothecoides]

c45850.graph_c0 74.088984 88.513312 86.143478 18.096987 21.314968 22503619 2.896E-39 -1.967712 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLOSUIE [Esamum

045851.graph_c0 2.0492797 1.9329105 2.4635023 0.2783157 0.6142536 0.5159242 5.069E-08 -2.164846 down -

045858.graph_c0 0.0966789 0.0698336 0.0315557 1.1029289 0.4673678 1.0904216 8.882E-06 3.799012 up rnZi'ar'nc]TED: putative ABC transporter B family member 8 [Sesamum

c45862.graph_c0 24.846578 25.173383 28.254923 9.2651053 10.348133 8.0996561 6.927E-24 -1.45627 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUS LoD L [SEsamim

045865.graph_c0 1.3607858 1.2100459 1.0262696 2.3521312 2.8240375 3.6742236 8.701E-05 1.335666 up PREDICTED: type | inositol 1,4,5-trisphosphate 5-phosphatase CVP2-
like [Sesamum indicum]

c45870.graph_c0 1.7476133 1.8887356 1.3612183 2.3494849 4.017948 5.1965287 0.0078817 1.241775 up PREDICTED: kinesin-4-like isoform X2 [Sesamum indicum]

C45871.graph_c0 2.1621735 1.342165 1.3967501 0799375 06048863 0.3048339 00021215 -1466469 down ~EDICTED: pentatricopeptide repeat-containing protein At2g03880,
mitochondrial [Sesamum indicum]

045873.graph_c0 13.053669 12.096403 13.05766 4.6083417 6.9577814 6.5381585 5.502E-10 -1.042624 down  hypothetical protein PHAVU_004G031700g [Phaseolus vulgaris]

c45903.graph_c0 21.131917 24.347525 25.170566 40401553 509034  51.141984 6.458E-13 1.049306 up PTEEDIC [ED: PIODADIE XYIOGILCAN GIYEOSYITANSIETase 14 [5esamum

045908.graph_c0 3.2049961 2.543046 2.5360006 5.8476366 9.3248974 11.501793 5.827E-05 1.719343 up Fguiﬁracizrif;oih'm(’phy"a'b binding protein CP24 10A, chloroplastic

045914.graph_c0 0.3337468 0.3390098 0.2382928 1.9566001 1.4565485 1.7880243 1.74E-08 2.559991 up PREDICTED: separase [Sesamum indicum]

c45916.graph_c0 324.80061 373.7312 344.78003 52.361465 59.254601 61.224795 5.473E-59 -2.554049 down PREDICTED: translocator protein homolog [Sesamum indicum]

045929.graph_c0 0.2632634 0.2925565 0.1487221 0.7187508 0.843011 0.6852216 9.541E-05 1714954 up hypothetical protein JCGZ_06305 [Jatropha curcas]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c45931.graph_c0 16.8045  19.613734 19.397937 100.72583 81.897216 65.181377 2608E-06 2252148 up e TR PR U AR Ihese T IEAE

c45932.graph_c0 31707067 31758624 3431561 13791376 12569147 12.752718 1561E-16 -1.278165 down | oo ! = UNCNATACIETIZEN PIOTEIN LOLLUDLIALLO [SEsamUm

c45960.graph_c0 14.22521  14.310244 14390312 57634935 57277492 4.4811765 1126E-19 -1.381976 down | oo ! MROX/ILIICTEREAL PrOTEIN S1SOTOMM AL [5esamum

c45964.graph_c2 499.13478 516.30857 514.44255 1844.5511 1529.6716 1630.78 3.418E-21 1.755294 up hypothetical protein MIMGU_mgv1a027154mg [Erythranthe guttata]

c45974.graph_c2 47.214864 48.768508 44.466233 99.990906 95.67474 93.137964 1.015E-12 1.083446 up PREDICTED: EIN3-hinding F-box protein 1-like [Sesamum indicum]

c45984.graph_c0 4.7045604 4.6429278 4.5382229 16642014 2.4486382 25913936 0.0004395 -1.015785 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUGLOF UG [SEsamUm

c45985.graph_c0 10450097 9.7990261 10.655081 42776939 51625309 4.9849112 2632E-11 -1.060534 down . <EDICTED: uncharacterized protein LOC105175876 isoform X1
[Sesamum indicum]

c45987.graph_c0 12.121522 12.3834 11.235196 40.261997 48.278822 53.616158 8.992E-35 2.02985 up hypothetical protein MIMGU_mgv1a004935mg [Erythranthe guttata]

045989.graph_c0 2.464604  2.8919593 2.4862926 1.0545374 1.4104076 1.3253785 0.0004127 -1.011664 down [PSFZE;T']S;ES(;igﬁ”mt;"t"mpep“de repeat-containing protein At4g21300

045999.graph_c0 11869022 0.968617 0.9498775 5.1789036 9.0112157 8.0063515 1.586E-12 2.870587 up PrEEDIL TEL: NIEpATANAse-ilice protein & 1Sororm . Lsesamum

c46015.graph_c0 10.221182 11.441344 10.18213 1.9209361 3.0741472 3.091174 1.544E-12 -1.943711 down PREDICTED: cytochrome P450 724B1 isoform X1 [Vitis vinifera]
PREDICTED: protein ACCUMULATION AND REPLICATION OF

c46019.graph_c2 85.551844 80.430803 84.144798 163.65186 178.72788 17152333 1.131E-12 1.079528 up CHLOROPLASTS 3 [Sesarmum inicurn]

C46047.graph_c0 16.66006  15.016174 17.111924 7.9376544 7.9787553 7.3913831 1.983E-07 -1.023238 down rnZi'ar'nc]TED: histone-lysine N-methyltransferase ATXR?2 [Sesamum

C46056.graph_c2 47.494417 56.116665 46.374376 191.29587 139.91671 119.95214 6.924E-05 1.639166 up PREDICTED: cytochrome P450 93A3-like [Sesamum indicum]

c46064.graph_c0 33.29855 36.563381 38.033798 9.1223006 8.1117272 9.3786731 3.608E-30 -1.976373 down hypothetical protein M569_12324 [Genlisea aurea]

c46073.graph_cO 146.12736 146.06343 162.39793 75.679475 70.373145 54145119 1279E-13 -1137512 down | REDICTED: RING finger and CHY zinc finger domain-containing
protein 1-like isoform X1 [Sesamum indicum]

c46079.graph_c0 10.692174 11.979597 10.914739 54.596569 58.303477 76.409275 4.886E-22 2.533439 up PREDICTED: probable beta-D-xylosidase 7 [Sesamum indicum]

046085.graph_c0 0.1813873 0.4585721 0.6216444 7.0356069 6.5277902 8.5515707 2.385E-27 4.172073 up PREDICTED: thylakoid lumenal 29 kDa protein, chloroplastic
[Sesamum indicum]

c46087.graph_c1 108.8986 110.28176 123.25679 58.136254 49.662364 42.429093 2.313E-14 -1.142159 down PREDICTED: SUMO-activating enzyme subunit 2 [Sesamum indicum]

c46088.graph_c0 0.249008  0.3747182 0.2031885 3.7876322 2.1177279 4.2127654 6.536E-08 3.660631 up PREDIELD: PIOTEIN 1% b2, CNIOTPIASHC [561a VUIGaTLs Subsp.

c46092.graph_c0 1.3642021 1.1723853 1.1534131 0.354179 0.4634943 0.4634504 0.0004875 -1.489091 down hypothetical protein M569_17037, partial [Genlisea aurea]

c46111.graph_c1 0.1419126 0.1281337 0.1157995 9.3539999 7.6226374 11524338 2.637E-23 6.249218 up -

c46114.graph_c0 3.2968914 4.048426 5.165254 18.889318 29.485149 17.476931 1.882E-07 2.432901 up 40S ribosomal protein S17 [Auxenochlorella protothecoides]

046130.graph_c0 16.437594 16.302477 16.206508 37.213263 32.873442 2557463 0.0002006 1.013541 up PREDICTED: GATA transcription factor 5-like [Sesamum indicum]

c46137.graph_c0 3.5692166 3.7166536 3.3588858 0.6934974 1.3294144 1.2929082 9.227E-06 -1.651524 down PREDICTED: uncharacterized protein LOC103331091 [Prunus mume]

c46144.graph_c2 1.1182533 1.475683 1.5442063 106.85531 88.018966 121.56556 2.322E-64 6.29961 up major latex-like protein 1 [Plantago major]



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c46145.graph_c0 48.715007 45.398941 45960952 19.054923 22.373238 22.465317 5218E-14 -1.093448 down . - - oo TEOT POTET TS AR LSS
046147.graph_cl 2.3072411 25181809 2.1309567 15.844251 12.427075 9.9230169 1.207E-08 2.506356 up PREDICTED: polyamine oxidase 1 [Sesamum indicum]
c46154.graph_c1 0.5562353 0.3476965 0.4887976 1.8982632 3.0451979 2.1716527 7.548E-08 2.388255 up hypothetical protein MIMGU_mgv1a012700mg [Erythranthe guttata]
c46159.graph_c0 37.840445 30.274002 43.124264 12.952723 6.2177083 10.444762 2.171E-09 -1.857926 down dehydration responsive protein, partial [Corchorus olitorius]
c46164.graph_c0 25.40581 21.576887 22.577513 10.326613 10.696688 12.523665 1.243E-08 -1.012059 down PREDICTED: protein Brevis radix-like 1 [Sesamum indicum]
c46173.graph_c0 28.279539 27.637982 28.817413 9.2030374 13.179883 10.817313 9.863E-12 -1.314959 down EEEE[DSLS;';Er;li;:j'?c'::ﬁyc'Opmpa”e'l'carboxy'ate oxidase homolog 1-
c46178.graph_c0 16100.365 15688.519 18260994 2624.4807 2587.16 ~ 2099.8277 1.105E-10 -2.731226 down | !5t VICHITIIKE GNUMICTODIAl PEPUALS 2=« [Sesamum
c46180.graph_c1 0.5568135 0.2822458 0.3826149 0.074295 0.104942 0.1542501 0.0014569 -1.840666 down Zié?r:]c;f%e;??n“ﬁ'ion”dfgs:s]'”A70 kDa DNA-binding subunit A
c46183.graph_c0 0.3113759 0.4016333 0.4476652 22741774 3.7830652 4.9668930 1.407E-07 3.278598 up Fsiffr:ﬁ;ﬁr%i::’anqara‘:ter'ze‘j protein LOC105179348 isoform X2
c46204.graph_c0 32.775657 31.72084 31.493478 5362417 69904703 72.383167 1623E-12 1.066009 up FTeELI [ED: PIODADIE CINAmY! 41eono1 aenyarogenase o (esamm
c46205.graph_c0 100.53947 10195362 113.56659 25458782 22.239683 20.522945 1088E-51 -2.206996 down o' ! = UNCNATACIETIZEN PIOEIN LOLLUGLL2090 LNICOUANA
c46205.graph_cl 183.05057 179.20703 202.34616 50.638219 51377132 44.031881 8.804E-39 -1.907868 down | o' | EL: UNCNATACIETIZEN PTOTEIN LG 10005928 [0iaNum
046208.graph_c0 5.3625753 5.6305459 4.5912935 1.8796004 2.1548698 2.2910372 1.369E-05 -1.261512 down [PSFZE;DH']S;ES&igﬂr‘i‘qaraaer'zed protein LOC105158293 isoform X2
C46216.graph_c0 163.78689 157.2104 146.32452 64.392143 69.074807 65.320032 1.161E-15 -1.191861 down [PSFZE;T']S;E"%igﬂr‘i‘qaraaer'zed protein LOC105174095 isoform X1
046216.graph_cl 8.4694836 7.2262056 9.0033595 3.1517635 3.5475932 2.5415058 0.0003538 -1.376286 down -

c46231.graph_c0 0.7981737 0.8708169 1.5197076 31.532687 32.601194 23.256296 7.548E-36 4.819558 up PREDICTED: vestitone reductase-like [Sesamum indicum]
c46236.graph_c0 109.52874 102.49613 116.01386 19.746808 16.376086 9.9671098 6.611E-79 -2.781485 down  PREDICTED: cytochrome P450 71B36-like [Sesamum indicum]
c46238.graph_c0 1.1844702 12205857 12711813 0.652784 0.6051023 0348506 0.0030006 -1.146451 down | ' !EL: UNCNATACIENZE0 PIOMEIN LU LuAGUESSo L TaTendyd
046239.graph_c0 4.1580851 4.1748494 3.7504036 9.2553126 11.368302 12512436 1.221E-15 1.491944 up PREDICTED: subtilisin-like protease SBT3.5 [Sesamum indicum]
c46243.graph_c1 11.985002 13.460033 13.079698 5.1263217 5.1928746 5.7266837 6.94E-08 -1.222512 down hypothetical protein MIMGU_mgv1a008659mg [Erythranthe guttata]
C46259.graph_c0 26.692417 26.572185 25.477676 299.72578 211.2089 18455256 1.433E-09 3.193543 up PreEDIL TEL: PROSPTIOGIYCETATE KINASE, CYTOSONC-HIIE Lesamim
c46264.graph_c0 26.652345 26.006683 23.981942 8.2290718 10.975904 10.34368 6.173E-18 -1.337708 down hypothetical protein L484_013876 [Morus notabilis]
c46269.graph_c0 1.9138183 2.172341 1.7847544 9.6343111 8.8112671 7.4624374 8.956E-10 2.187438 up hypothetical protein MIMGU_mgv1a009279mg [Erythranthe guttata]
046279.graph_c0 1.7618473 1.1029428 1.6293401 3.1563566 2.7444208 3.0469653 0.0038399 1.036926 up BnaA04g06750D [Brassica napus]

c46291.graph_c0 39.411001 32.050318 35.09436 13.960459 16.470512 15.281657 4.502E-16 -1.181507 down hypothetical protein MIMGU_mgv11b005497mg [Erythranthe guttata]
046294.graph_c0 193.30575 133.7676 170.08392 51.047765 23.508073 14.86538 4.222E-12 -2.411188 down -

c46295.graph_c0 0.6243704 0.6910459 0.8874833 2.3743065 2.8939357 3.1803238 5.732E-08 1.97644 up hypothetical protein MIMGU_mgv1a004572mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c46306.graph_c0 0.7017 0.2851062 0.3435489 7.293543 10.97746 12.504642 5.838E-22 4.56553 up unnamed protein product [Coffea canephora]

c46315.graph_c0 6.7462567 5.9301709 5.3063968 21.008432 19.599117 15.949559 8.106E-13 1.698573 up hypothetical protein MIMGU_mgv1a001332mg [Erythranthe guttata]

c46327.graph_c0 5.2152651 5.7002418 53568471 1246761 2.9794612 3.1216886 0.0001959 -1119334 down | voor!E0- NN AT NITAE WANSPOTET £ 4-1IKe [5€samUm

c46354.graph_c0 7.130237  7.8095494 8.5765629 31225684 3.6204031 3.1952089 9.649E-10 -1.202511 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUGLIASES [SEsamUm

c46354.graph_c1 2.4559208 3.7318334 3.1282128 08731755 15282998 15538926 00022038 -1.203492 down  <EDICTED: pentatricopeptide repeat-containing protein Atdg22760
[Sesamum indicum]

c46391.graph_c0 49.047805 52.830403 52.381392 20.113667 19.496174 16.246636 2.326E-23 -1.421254 down hypothetical protein MIMGU_mgv1a003239mg [Erythranthe guttata]

c46391.graph_c1 26.579645 24.608424 25.865871 15.651469 10.386627 8.24809 2.424E-07 -1.115492 down unnamed protein product [Coffea canephora]

c46400.graph_c0 2.3686961 2.6733881 2.1798103 6.2718822 6.3262206 6.8422737 4.392E-12 1470233 up PREDICTED: flavin-containing monooxygenase FMO GS-OX-like 2
isoform X1 [Sesamum indicum]

C46405.graph_c0 4.774811 554298  6.0214105 2.2008817 2.0817565 2.4479141 0.0023117 -1.237928 down zse'ztiDannT]ED: uncharacterized protein LOC101504607, partial [Cicer

c46408.graph_cl 63515039 7.4679661 59802101 14111566 12371995 13.461706 5.644E-06 1.056924 up PTeELIC D2 PrIOSPTIOGIYCETAre MU@SE-1lie prorein & 1esamumm

c46427.graph_c0 612915  5.0424126 54228613 19113169 24935141 2.4092942 1841E-07 -1.246804 down | b .- ! UNCHATACIETIZEN PIOMEIN LOLLUDLOOS Y 15ESAMUM

c46430.graph_c0 25.967082 22.54552 21.799168 73203379 91219007 109.84073 5.89E-15 2.000272 up FTEEDIS [ED: DAICAIEIN (O QILCLTONOSYITANSTETASE-1IK® [Sesamtim

046432.graph_c0 0.2914201 052625  0.7728383 1.9303311 2.3479842 2.1364635 5.9E-06  2.052297 up -

c46442.graph_c0 14.74257 14.815898 13.26418 4.5824492 6.6448795 6.1306126 5.078E-10 -1.266741 down | oo ! L7 MEALSITESS ANSCIIPHON TACION L LAAIKE |5esamum

C46445.graph_cl 43.812963 45.524244 45.429647 20226132 17.328481 15.164618 4.517E-17 -1.307607 down [PSFZEErT:S;EiziELam”; intracellular Ras-group-related LRR protein 3-like

c46486.graph_c0 11724845 10.422123 1087202 4.0533011 59871362 5.8643951 2.856E-09 -1.018771 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLIOEEY [SESamUm

c46492.graph_c1 1320491  13.099941 12705194 4.9105004 7.2779096 6.3439365 1.302E-08 -1.037887 down ' CDICTED: LOW QUALITY PROTEIN: uncharacterized protein
LOC105176443 [Sesamum indicum]

c46530.graph_c0 2.1783199 3.5195701 3.2743259 17.584362 18.166636 17.844723 1.36E-12 2.62032 up PREDICTED: diacylglycerol kinase 3-like [Sesamum indicum]

c46530.graph_c1 2.2759516 3.642903 3.9675646 20.981355 18.337441 15.985403 9.741E-13 2.529721 up PREDICTED: diacylglycerol kinase 3-like [Sesamum indicum]

c46530.graph_c2 2.4926536 3.232452 2.8666903 8.9699337 9.2554457 9.2644539 1.504E-16 1.719572 up PREDICTED: glutamate receptor 2.8-like [Sesamum indicum]

c46533.graph_c0 23.612969 25.210863 26.159461 12.016166 3.4717285 1.9439841 2.623E-08 -2.031772 down Cell wall-associated hydrolase, partial [Medicago truncatula]

046533.graph_c1 8.4161903 10.638643 12.361577 3.4138051 1.8082563 0.3796979 1.86E-07 -2.422322 down -

C46544.graph_c0 0.2424045 0.4085545 0.4747202 1.2700308 1.9096619 1.4034688 5.22E-07 2.061907 up rnZi'ar'nC]TED: phosphatidylinositol 4-phosphate 5-kinase 6 [Sesamum

c46546.graph_c0 4.8850759 4.3569757 4.083406 19633784 16799688 2.2173491 0.0075754 -1.142287 down | oo ! VACUOIGT CALION/PIOTON EXCRANGEN S7iIke Sesamim

c46550.graph_c1 4920315 5928771 5.3869477 13.326244 13.048029 12.35667 6.027E-13 1.297467 up PREDICTED: G-type lectin S-receptor-like serine/threonine-protein

kinase At4g27290 [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c46550.graph_c2 0.6080546 0.6519569 0.9923352 2.4326024 4.0826021 34719247 1416E-09 2181773 up e TR PR L R L IR S BT
c46559.graph_c0 25.396671 19.632546 17.032994 6.6148257 2.3358686 1.1771664 2.784E-09 -2.545244 down -

c46566.graph_c0 0 0 0.0609157 3.5012137 57140364 8.251491 4.528E-12 8.189238 up -

c46577.graph_c0 0.5372904 0.3880983 0.6576369 2.383693 4.4011216 2.3633952 5.47E-05 2.564779 up -

c46579.graph_c0 4.1175438 7.435512 7.97972  36.861236 52.700234 29.170708 1.271E-07 2.642899 up 60S ribosomal protein L11 [Candida albicans WO-1]
c46589.graph_c0 1.9214695 2.1810257 1.6350993 5.8106554 3.9440616 5.0464471 1.149E-05 1415347 up PreEDIL TEL: UNenaTacterized protein LOGL0oLr59u [sesamtm
c46590.graph_c0 3.3478047 35162646 28432826 15588694 13761943 14256024 0.0055851 -1.109846 down o' ! U UNCNATACIEMIZEN PIOTEIN LOLLUALLUSED LINICONANA
c46592.graph_c0 6.1642483 4.7517765 5.8451108 47.005368 55.652974 83.347904 8.472E-12 3.507365 up hypothetical protein MIMGU_mgv1a019962mg [Erythranthe guttata]
046603.graph_c1 41.435102 37.984196 42.203715 17.177798 20.619802 16.549263 3.944E-11 -1.12199 down Fgf;:}ﬁ;ﬁ%igﬁn?'}boxATP'depe”de”tRNA helicase 53-like
c46629.graph_c0 4.2897545 4.9612366 4.7786423 1.3441208 1.8770026 1.6852595 4.779E-06 -1.478992 down Uncharacterized protein TCM_005954 [Theobroma cacao]
c46642.graph_c0 0.0525316 0.0711467 0.1393125 1.1486379 0.9346762 1.4516088 2.562E-16 3.789169 up PREDICTED: condensin-2 complex subunit D3 [Sesamum indicum]
C46665.graph_c0 93.841384 89.876026 93.127664 36.779032 39.792492 43.60438 2.523E-15 -1.164155 down F;;E;:ﬁ;ﬁ%i::‘an'}ara"te”ze‘j protein LOC105173922 isoform X1
c46666.graph_c0 0.0834899 0.3517898 0.3179263 0.9701043 0.6353103 0.9259707 5.382E-05 1.79591 up PREDICTED: Fanconi anemia group J protein [Sesamum indicum]
c46679.graph_c0 5.2198711 5.2367269 5.2058993 27.201459 45526054 21.587079 5.732E-05 2.627367 up Fg;;i”;ﬁofaug;;’g(’;']” beta-1 chain; AltName: Full=Beta-1-tubulin
c46688.graph_c0 4.3838432 3.5688683 4.8086685 1.1842455 0.8685446 1.0537345 7.769E-06 -1.992273 down -

c46692.graph_c1 38.793443 34.943296 36.657286 74.742618 80.516469 75.089416 2.722E-14 1.102355 up PREDICTED: transcription factor SPATULA-like [Sesamum indicum]
c46698.graph_c0 623.12125 651.43983 662.57237 2675.8193 2917.8153 3528.6468 5.787E-24 2.274266 up hypothetical protein MIMGU_mgv1a006007mg [Erythranthe guttata]
c46710.graph_c0 108.93387 87.382549 80.390225 183.99363 22756249 237.2305 4.737E-12 1220969 up PreEDIC [ED: UNCNATACIENZEa PIOTEIN LULAUsL1 o7 [5esamim
c46714.graph_c0 2.1441363 3.0611239 2.6318735 6.5507171 7.2842141 8.6191662 2.783E-11 1.55748 up PREDICTED: boron transporter 4-like [Sesamum indicum]
c46719.graph_c1 0.4070218 0 0.0369029 1.9490694 2.6720976 2.2953577 1.813E-15 3.998921 up PREDICTED: G2/mitotic-specific cyclin-2-like [Sesamum indicum]
c46730.graph_c0 16.192597 17.82523 17.832799 8.0130511 8.3509859 7.3119359 1.669E-12 -1.088517 down [PSFZEEH']E;ES&ig;?;?'”"ys'"e N-methyltransferase EFM1 isoform X1
c46737.graph_c0 3.485966  4.753368 5.6890396 23.265906 35.155091 20.862343 2.915E-08 2.546541 up 60S ribosomal protein L12 [Triticum urartu]

c46738.graph_c0 40.128174 33.943643 39.465453 20.480023 5.9557923 6.4316474 2.334E-06 -1.720924 down cell wall-associated hydrolase [Phaseolus vulgaris]
c46739.graph_c0 0.4085861 0.3689149 0.5417797 2.8485211 3.9778281 2.7074104 2.604E-10 2.891194 up predicted protein [Trichoderma reesei QM6a]

c46745.graph_cl 16654854 1694733 2211108 9.6341039 8.6086782 9.958855 5.52E-34 2.382262 up FREDIL | S CIIOTIAE CNANNEL PTOTEIN LLL-0-NIKE Lviconand
c46748.graph_c0 151.43461 144.16504 157.04656 67.605068 77.091077 73.941976 9.351E-12 -1.010039 down hypothetical protein MIMGU_mgv1a023425mg [Erythranthe guttata]
c46752.graph_c0 1.5021164 1.5500232 1.751021 8.2508537 9.9574442 9.6273937 9.248E-23 2.57347 up PREDICTED: pollen-specific protein SF21-like [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c46766.graph_c0 0.1011859 0.0228403 0.0619251 1.218475 1.5286103 1.6833503 5.388E-18 4.6106 up PREDICTED: protein ESKIMO 1-like [Sesamum indicum]

c46784.graph_c0 25.071309 27.123662 23.775494 17.464536 9.7057357 8.1520469 0.0046566 -1.048403 down -

c46784.graph_c1 26.646809 29.35437 26.22245 60.655509 79.439486 83.972382 2.017E-16 1.483129 up PREDICTED: soluble inorganic pyrophosphatase [Sesamum indicum]

c46787.graph_c1 6.4107899 6.7646891 6.6177227 1.6643918 1.7632213 3.2232786 0.0002827 -1.537797 down hypothetical protein MIMGU_mgv1a019568mg [Erythranthe guttata]

c46819.graph_c0 27.119839 26.222582 29.12168 69.479049 51.736958 50.118216 0.0001982 1.10331 up fnzi'ar':]TED: putative ABC transporter C family member 15 [Sesamum

c46841.graph_c0 194.61888 198162  211.20099 68.107003 77.674079 79.650113 1586E-21 -1.382752 down L' ! UCNATACIETIZE PIOTEIN LOLLUAOSLSZ INEILMOO

046855.graph_c1 2.6513575 3.4838454 2.9725047 95359028 6.5707281 5.6161388 0.0041909 1.305635 up PREDICTED: peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine
amidase A-like [Sesamum indicum]

C46861.graph_cO 4.6126381 4.9277928 4.5396355 12497102 14657646 2.5218223 2077E-06 -1.392176 down ~EDICTED: pentatricopeptide repeat-containing protein At3g54980,
mitochondrial-like [Sesamum indicum]

046867.graph_cl 21.000427 22.105486 24.430434 42.998209 56.048013 59.718164 1.396E-12 1.267705 up -

c46868.graph_c0 21484877 22.301453 22177177 7.4966453 8.1395076 10.919089 1526E-17 -1.274678 down  CDICTED: putative glycerol-3-phosphate transporter 4 isoform X1

- [Sesamum indicum]

c46886.graph_c0 0.1571336 0.0945846 0 0.3613838 3.9387664 11.933333 1.464E-08 6.696091 up -

046896.graph_c0 3.488459 17998579 1.9428861 0.2807542 0.5948501 0.4371735 0.0005003 -2.430603 down -

046898.graph_c0 0.0756853 0 0.0308793 1.2951461 2.2359337 0.9390033 3.908E-07 5.426442 up hypothetical protein HMPREF1544_02206 [Mucor circinelloides f.
circinelloides 1006PhL]

c46903.graph_c1 12.388058 12.000261 13.765921 26.118688 28.923492 33.069965 1.746E-14 1.246293 up hypothetical protein MIMGU_mgv1a010174mg [Erythranthe guttata]

c46917.graph_c0 0 0.0803383 0 1.6635863 0.9558606 3.060854 4.681E-06 6.188464 up hypothetical protein CICLE_v10005479mg [Citrus clementina]

c46943.graph_c0 5.9450981 6.4414395 6.3697729 1.1139952 1.5966638 2.0990673 8.903E-07 -1.929881 down PREDICTED: molybdenum cofactor sulfurase-like [Sesamum indicum]

046943.graph_c1 7.4340906 7.3698676 7.7929376 14.927415 19.061425 21.12463 6.599E-13 1.322898 up PREDICTED: SPX domain-containing membrane protein At4g22990-
like [Sesamum indicum]

c46948.graph_c0 1.0573752 1.3127271 1.186363 9.7171814 7.6318887 6.1120323 4.218E-09 2.770986 up Long-chain-alcohol oxidase FAO4A [Glycine soja]

c46948.graph_c1 3.0374994 3.1257313 3.0435439 20.298766 15415757 13.62816 6.743E-10 2.471044 up PREDICTED: long-chain-alcohol oxidase FAG4A-like Isoform X1
[Sesamum indicum]

c46954.graph_c0 5.83541 5.5514473 5.6738398 2.4089235 2.8521932 2.5469177 0.0001322 -1.087889 down hypothetical protein MIMGU_mgv1a007683mg [Erythranthe guttata]

C46957.graph_c6 30.947495 30.977087 28.409516 57.172079 58.537708 63.306293 2.279E-12 1.027892 up PrEEDIL TEL: Ipna-gitican Prosprofylase, i 1sozyme Lsesamtim

c46968.graph_cl 42.80561  36.502261 47.345616 5.8047636 8.4366044 8.6084062 294E-30 2435050 down | o' !EU: IYSTOSSPECIIC ABUDIGUIINGSE Bre-t30 [5ESAMUM

c46979.graph_c0 3.6497813 4.1417024 3.5691947 21.907736 24.448161 25.932431 7.986E-68 2.709482 up PREDICTED: probable boron transporter 2 [Sesamum indicum]

c46984.graph_c0 70.761857 72.508419 78.104074 13234427 14928627 13.915481 247E-57 -2.355088 down | oo 'L UNCNATACIENZEN PIOMEIN LULAUOLILLST [5€samUm

c46988.graph_c0 136.20794 160.17861 160.06177 22.691068 21.268678 20.638576 1.475E-73 -2.777202 down PREDICTED: aspartic proteinase-like [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c47000.graph_c0 11.667974 12.050748 11.631753 21.545519 25.867359 27.406462 4.793E-15 1.119917 up PREDICTED: peroxidase 7-like [Sesamum indicum]
c47011.graph_c0 0.2100855 0.2608203 0.4285701 3.029149 3.0326965 3.4950284 3.001E-16 3.449263 up PREDICTED: condensin complex subunit 1 [Sesamum indicum]
c47025.graph_c0 168.34434 164.57779 157.95685 4.8160677 7.9801135 3.6260299 5.41E-148 -4.863993 down -

c47037.graph_c1 8.4460014 10.379762 8.0405129 1.1895477 1.5752269 2.3815178 9.462E-07 -2.350155 down glyceraldehyde-3-phosphate dehydrogenase [Leucophyllum frutescens]
C47037.graph_c4 21.318716 23.314555 26.58185 3.8349532 3.4013033 4.2852369 1.559E-19 -2.585718 down F;E;:ﬁ;ﬁ%iEm]era'dehyde'3'ph03phate dehydrogenase, cytosolic
c47052.graph_c0 0.4045429 0.1369741 0.1237889 2.1793488 1.9692329 1.3688269 7.146E-10 3.099366 up PREDICTED: putative germin-like protein 2-1 [Sesamum indicum]
c47053.graph_c0 53.012876 38.486575 31.858987 11.350967 3.3669925 4.8480107 1.208E-07 -2.591909 down -

c47064.graph_c1 3.7168507 3.0832953 2.6727606 6.0659044 7.2683447 9.0393438 3.137E-07 1.277061 up lipoxygenase [Actinidia arguta]

c47065.graph_c0 1.9345398 3.0082195 3.5517796 17.301434 31.894948 9.2731925 0.0082396 2.820061 up predicted protein [Physcomitrella patens]

c47073.graph_c0 3.5650255 4.6739956 6.8143072 21.294695 36.133983 21.151135 3.281E-06 2.419185 up zz:eﬁ?rf‘ezgg;‘:ﬁzz"c805 ribosome and 40S small subunit [Volvox
c47105.graph_c0 12.796323 12.178414 14.674815 1.6282909 3.051882 2.7862374 1.214E-14 -2.377417 down R3-MYB anthocyanin repressor [Petunia x hybrida]
c47114.graph_c0 0.2031919 0.1375974 0.1036268 3.7024352 4.2633491 4.2684025 3.899E-28 4.822724 up PREDICTED: subtilisin-like protease SBT5.3 [Sesamum indicum]
c47127.graph_c0 0.3288344 0.5938133 0 24.592487 30.026908 33.750585 7.809E-27 6.622253 up -

c47131.graph_c1 1.2095458 0.8918869 0.8882815 0.1022126 0.4331272 0.5229517 0.0014723 -1.476974 down hypothetical protein MIMGU_mgv1a003156mg [Erythranthe guttata]
c47142.graph_c0 114.74918 95.782637 104.82124 355.91975 523.13505 527.00801 4.267E-16 2.191497 up hypothetical protein MIMGU_mgv1a004716mg [Erythranthe guttata]
c47144.graph_c1 0.302339  0.6142134 0.5550888 5.077889 6.9018815 5.8822826 8.127E-15 3.639087 up Peptide methionine sulfoxide reductase [Ectocarpus siliculosus]
c47150.graph_c1 3.6457171 3.0193208 2.9338426 7.4576848 7.1914924 7.6283377 1.781E-06 1.257063 up hypothetical protein MIMGU_mgv1a011470mg [Erythranthe guttata]
c47165.graph_c0 3.2340076 4.1941899 8.7324387 25.415925 43.11173 23.211813 2.205E-05 2.539898 up 40S ribosomal protein S8-B [Rozella allomycis CSF55]
c47173.graph_c0 0.8547669 0.7717744 1.243339 2.3082836 2.5950616 3.1437196 0.0002468 1.52489 up PREDICTED: alpha-N-acetylglucosaminidase-like [Sesamum indicum]
c47176.graph_c1 25.47884  31.087842 26.034982 1.4547885 2.4658753 3.6244939 1.016E-14 -3.42209 down -

c47178.graph_c2 10.202816 10528213 10.246664 42.635672 39.004829 36.630247 9.579E-33 1.978386 up PreEDIC [ED: UNCNATACIENZEa PIOTEIN UL 4usLo8u9y (5esamim
c47182.graph_c0 41.483398 37.982236 40.66178 165.51252 110.08952 90.821871 0.0017429 1.66128 up FrEEDI TEL: TTHCI086-, 0-DISPRIoSpRAEse, Cytosollc [sesamum
c47192.graph_c0 320.4012  300.60714 313.92934 13591838 15298836 15344795 L1119E-10 -1.039907 down | -t ' EL: PO NRIATFIRCEANILY 3. LK@ [Sesamuim
c47192.graph_c2 8.1109412 7.3234194 7.2487915 1.0403611 1.0373049 1.4157872 3.789E-12 -2.659482 down -

c47193.graph_c0 207.64791 197.57164 193.71266 59.702849 67.743774 59.454317 3.662E-24 -1.63934 down PREDICTED: phytosulfokine receptor 1 [Sesamum indicum]
c47199.graph_c0 4.427264 5.5708506 9.4927126 32.41758 63.562078 29.429305 0.0004383 2.71916 up RecName: Full=60S ribosomal protein L13a [Cyanophora paradoxa]
c47202.graph_c1 0.0285693 0.0515908 0.1631863 1.1588391 1.9565664 0.8055688 1.658E-05 4.045401 up -

c47211.graph_c0 0.7082971 0.5668525 0.5254224 2.6526465 1.4266952 1.7611535 0.0014782 1.750847 up PREDICTED: uncharacterized protein LOC104880154 [Vitis vinifera]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c47234.graph_c0 120.17679 13547106 13458112 17.336206 19.561003 23.275302 5982E-62 -2.6588 down . o o o oo PO R FERES LSS

047250.graph_c2 1.8779243 1.9378166 2.7363765 0.5100873 0.8405843 0.8573149 0.000577 -1.536822 down -

c47283.graph_c0 40.506442 38.599753 39.55364 10.773895 13.447749 15376442 1693E-23 -1.546499 down fnzi'ar':]TED: probable trehalose-phosphate phosphatase J [Sesamum

c47301.graph_c0 12.422161 11.084094 12.121921 5.7148734 5.4654748 5.7279039 3.549E-12 -1.032813 down PREDICTED: midasin [Sesamum indicum]

c47303.graph_c0 0.7184678 0.9081927 1.0943592 2.3678482 2.7014056 2.3770121 0.0006977 1.492604 up hypothetical protein M569_00480, partial [Genlisea aurea]

c47312.graph_c1 60.062707 56.176499 68.790773 113.04861 136.48899 135.48698 5.241E-14 1.095442 up hypothetical protein MIMGU_mgv1a004264mg [Erythranthe guttata]

c47328.graph_c0 127.2492 112.13844 121471  60.580447 55.345042 44.823655 2.376E-13 -1.120976 down  PREDICTED: DNA repair protein RAD16 [Sesamum indicum]

c47334.graph_c0 304.889  407.31858 341.93891 60.092032 58.54587 51.773878 7.366E-29 -2.584985 down PREDICTED: em-like protein GEA6 [Sesamum indicum]

C47345.graph_c0 3.1841022 4.6982148 5.0698045 20.377878 32433981 15.320082 0.0001201 2.433282 up PREDICTED: 40S ribosomal protein S24-1-like [Musa acuminata
subsp. malaccensis]

c47351.graph_c0 0.2980656 0.3289309 0.6756086 1.4693005 2.1346913 2.2038603 6.638E-07 2.190242 up hypothetical protein MIMGU_mgv1a003544mg [Erythranthe guttata]

047352.graph_c0 22.604236 21.65453 22.44327 37.922471 43.77837 50.462033 1.303E-12 1.024657 up E:ifc:facr;]sUBUN'TB'ND'NG'prOte'”ALPHASUBUN'T [Populus

c47361.graph_c0 0.0925983 0.4737765 0.1763055 1.8388782 3.1500681 1.1488372 0.0009455 3.086703 up -

c47364.graph_c0 24830531 1.9205503 2.8731486 0.5417746 05466139 1230603 4.066E-05 -1.612352 down | oo .- ! =t PICIONOPIC AIUGTESISIANCE PIOTEIN L-IKe [Sesamim

c47388.graph_c0 1.6093998 1.9002562 1.7678461 0.2353884 0.6649746 0.9774202 0.0017655 -1.466563 down -

C47422.graph_c1 133.20759 127.57202 128.46847 381.02004 282.13224 22597291 0.0025049 1.24204 up PIEEDIL [EL: GSPATIATe MINOTAnsTerase, yIoplasmic (esamum

c47433.graph_c1 1.8864499 1.654622 1.3634045 0.4782428 0.4342631 0.729493 0.0010406 -1.539254 down hypothetical protein VITISV_042890 [Vitis vinifera]

C47434.graph_c0 13.625395 13.592922 13.170804 30.460102 34.418331 25792116 5561E-11 1.20874 up PREDICTED: type | inositol 1,4,5-trisphosphate 5-phosphatase 2
isoform X1 [Sesamum indicum]

C47450.graph_c0 0.156775 0.377475 0.5543508 4.1732006 6.3858888 4.538464 1.328E-16 3.829464 up -

c47459.graph_c0 0.6967511 0.6862919 1.9640584 7.3866246 14.799897 5.0008716 0.0037912 3.055279 up -

C47464.graph_c1 11461723 0.7625477 0.6891443 1.6822564 2.9972467 2.44941  0.0005833 1.489725 up PREDICTED: glutamate synthase 1 [NADH], chloroplastic isoform X1
[Sesamum indicum]

c47466.graph_c0 4.0170471 4.8683488 4.6801782 51.082407 27.750119 17.92915 0.0056867 2.893506 up hypothetical protein MIMGU_mgv1a004441mg [Erythranthe guttata]
Protein bli-3 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A

c47467.graph_c0 0.1333591 0 0.1088199 7.3251733 12.356519 8.3729884 3.75E-25 6.889079 up / CBS 708,71 / DSM 1257 / FGSC 987) GN=bli-3 PE=2 SV=1
[Rhizoctonia solani AG-1 IB]

c47468.graph_cl 13005.458 11549554 11503.664 4278152 38273.95 43600.174 2516E-06 1.829121 up PreELIC [ED: NOMMSPECITIC PIQ-ANSIEr Protein L-iike sesamumm

c47469.graph_c0 168.99069 176.80353 174.22974 69.408706 84.445918 79.892533 2.417E-13 -1.114781 down hypothetical protein MIMGU_mgv1a011464mg [Erythranthe guttata]

c47487.graph_c0 2.9999024 3.3242285 3.1155038 27.525619 40.100798 46.369716 6.242E-19 3.628365 up PREDICTED: vinorine synthase-like [Sesamum indicum]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

c47495.graph_c3 44.121634 44.240813 39.413694 168.54759 168.38997 188.89322 5.418E-47 2.082324 up hypothetical protein M569_11087, partial [Genlisea aurea]

c47497.graph_c0 3.30912 5.2286939 6.6986099 30.329847 42.641667 21.460658 3.056E-06 2.67143 up alpha-tubulin, partial [Syntrichia caninervis]

C47499.graph_c0 14.016201 13.4966 14217637 62.377018 42.236715 37.562279 0.0001406 1.819786 up [;ﬁg;a:'sogoﬁﬁzzi]/ DNA polymerase I11 gamma-tau subunit, putative

c47502.graph_c1 7.9349348 7.3237133 8.1375175 26821633 2.6572608 2.894825 1293E-09 -146516 down | ! UNCNATACIEMIZEN PIOTEIN LOLLUDLOUSSD [SESAMUM

c47507.graph_c3 0.4975364 0.8086118 0.6495771 1.6397266 2.8728821 3.2547344 2.11E-05 2.021493 up FrEEDIL TEL: UNenaracterized protein LOG 0oL rsa28 [sesamtm

c47509.graph_c0 0.2738356 0.061812 0.5027571 5.1198251 8.7332018 3.8606691 5.001E-07 4.435625 up Peptidyl-prolyl cis-trans isomerase, FKBP-type, N-terminal
[Ostreococcus tauri]

047526.graph_c0 11.204607 10.505022 8.7819653 2.7657821 5.5036689 6.1856972 0.0001211 -1.051174 down -

c47528.graph_c0 0.5885636 0.8695926 1.2661481 5.6292688 4.813932 5.9141105 2.189E-10 2.628539 up expressed unknown protein [Ectocarpus siliculosus]

c47533.graph_c2 3.6200299 2.7439659 2.7715744 0.963051 0.6601525 0.9073238 3.789E-05 -1.805335 down gh’ft;’ig]e“ca' protein MIMGU_mgv1a0267602mg, partial [Erythranthe

c47540.graph_c0 4.3904349 3.4872607 4.9293857 1.380839 1.4628315 1.4148232 2.952E-05 -1.54779 down hypothetical protein MIMGU_mgv1a008287mg [Erythranthe guttata]

c47540.graph_c1 4.8004182 5.3674634 4.8726707 1.9489758 1.6565644 1.5527022 2.321E-13 -1.49773 down PREDICTED: xylem serine proteinase 1 [Sesamum indicum]

CA7545.graph_c0 0.2124094 0.2876787 0.238321 2.0529902 6.8455684 2.2759362 0.0078702 3.947184 up FREDICED: RUELTAIE0 CYSIEING EN00PEPIaase LEFLIKE 1otyeie

c47550.graph_c1 1.0447541 0.6603205 0.9093449 52530678 6.4067514 9.5054106 193E-09 3.051795 up -

c47554.graph_c5 280.34158 315.70883 304.51554 14101254 139.06681 157.4735 7.078E-11 -1.00001 down  |houoncatPrOMINFOFIR_UUSSIULE0LG, PaTUal LropUILS

c47555.graph_c0 0.4244934 0.4216055 0.5195747 1.0761533 0.8360396 1.1969435 0.0028132 1.230243 up PREDICTED: kinesin-4 [Sesamum indicum]

C47564.graph_cl 65.775273 62.085811 64.279489 15411178 164.61855 157.81551 4.363E-19 1.351605 up PREDICTED: pentatricopeptide repeat-containing protein At5g62370
[Sesamum indicum]

c47564.graph_c4 0 0.03319  0.1499755 3.6343975 4.9855199 2.8607268 155E-18 6.006508 up PREDICTED: probable pectinesterase/pectinesterase inhibitor 59
[Sesamum indicum]

c47580.graph_c1 208.64535 200.33243 213.11291 82.753573 85.937635 66.608696 274E-17 -1.359258 down <EDICTED: probable copper-transporting ATPase HMAS [Nicotiana
tomentosiformis]

c47586.graph_c0 6.0553837 7.874751 10.914765 35.456897 72.21182 32.823539 0.00127 2.53268 up 60S ribosomal protein L8 [Rozella allomycis CSF55]

C47596.graph_c5 4.3343017 4.836246 4.0190395 6.4929642 13.492458 15.443436 0.0054652 1.454772 up PREDICTED: probably inactive leucine-rich repeat receptor-like
protein kinase At3g28040 [Sesamum indicum]

c47600.graph_cl 7.5746485 7.5251346 7.2565747 22.318356 23.673597 29.46049 2.685E-22 1794031 up PREDICTED: protein TIC 62, chloroplastic [Sesamum indicum]

C47604.graph_c0 21881772 5.0804199 5.152543 21.000688 27.284893 22.846629 1.335E-21 2556104 up 'é‘g’&;‘;‘i’;']t ribosomal protein L 19, cytoplasmic [Guillardia theta

c47606.graph_c1 34.880742 29.442957 29.319461 84.278894 116.40938 120.6135 2.622E-16 1.814572 up PREDICTED: serine carboxypeptidase-like 27 [Sesamum indicum]

c47609.graph_c2 2.0919789 1.7839241 1.8967086 3.3883311 3.9016586 5.1122499 0.0086423 1.140373 up -

c47615.graph_c0 2.6862624 2.2388705 2.6416027 12.965327 9.6192591 10.60423 2.491E-13 2.180043 up PREDICTED: vinorine synthase-like [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c47622.graph_c1 710.6689 800.90527 884.3312 94.861854 96.29669 89.438410 8.495E-62 -3.051722 down . - o PIOnonTE SRy TATNIEIAE ASTES ES ISEETE
C47627.graph_c0 5.3180031 5.1007778 4.951238 2.121745 23648009 2.163237 1.477E-05 -1.167925 down EEEE[DSLE;';Er;r;f‘zzigr'ﬁ]opep“de repeat-containing protein At1g63330-
C47639.graph_c0 0.53164  0.3600158 1.247215 4.7172502 12.939579 5.6214923 0.0018829 3.471239 up PREDICTED: cytochrome b5 [Phoenix dactylifera]
c47660.graph_c0 21.035065 17.363522 18.856347 94.114713 117.3228 139.42241 5.615E-23 2.651889 up PREDICTED: beta-galactosidase-like [Sesamum indicum]
C47664.graph_c0 1.3488041 1.3669674 1.0556902 3.5240932 5.6554609 6.147247 3.43E-08 2.056323 up PREDICTED: cytochrome P450 704C1-like [Sesamum indicum]
c47672.graph_c1 18248119 1.9100891 17657543 3234223 3.4696375 4.5352547 0.0001692 1.069421 up FIREDIL TELD: UNCNATACIENZEa PIOTEIN LU LUoLf 12U [5esamum
047683.graph_c0 12.19978  12.736391 12.920658 27.609897 24.675929 29.841741 1.425E-13 1.159913 up alpha-expansin 3 [Striga asiatica]

c47685.graph_c0 0 0.2034627 0.2298466 2.142282 4.0850784 2.8592845 3.226E-11 4.422718 up -

C47689.graph_c0 47.769476 45.826008 46.300603 10.992029 13560304 125116  8.603E-38 -1.877518 down i;'ﬁgg;?mgﬁjf’r: dffc(:::]t]‘""tors“perfam"ydoma'”'conta'”'”g protein
c47697.graph_c0 1.1120712 1.6734934 2.319016 25.843257 19.911125 8.7799757 0.0004535 3.47044 up predicted protein, partial [Micromonas pusilla CCMP1545]
c47703.graph_c0 1.3233036 14744576 1.8379659 2.9265012 2.9868485 3.4931481 0.0048559 1.0608L up F&%{'i;;\i’;{\g;ﬁ's‘]cXdoma'”'coma'”'”g protein At5g67130-like
c47705.graph_c0 36.332974 41122097 38.625146 72.001041 90.707038 101.0051 6.692E-07 1.220858 up -

c47708.graph_c0 0.3952947 0.2974284 1.4515077 7.0984233 17.428518 6.1675195 0.0016528 3.868338 up -

c47709.graph_c0 29.312946 33.378283 34.613477 3.0411908 2.9368542 2.9637508 4.59E-98 -3.401199 down hypothetical protein MIMGU_mgv1a025551mg [Erythranthe guttata]
c47713.graph_c3 18.321207 18.944583 15.426518 4.8804951 5.431712 5.5624765 1.084E-20 -1.690656 down hypothetical protein MIMGU_mgv1a016005mg [Erythranthe guttata]
c47721.graph_c0 13.228016 12.126639 14.822894 74.986621 68.801154 56.104373 3.56E-18 2.360042 up PREDICTED: 17.4 kDa class Il heat shock protein [Sesamum indicum]
c47726.graph_c0 23.71689  23.434329 30550629 27415857 14021133 15141302 8.728E-33 -3.724494 down | oo !EE B UDIGUILIPIOWEIN 11Gase ATAGLLOSUAIKE Sesamum
c47730.graph_c0 3.8147618 3.5413968 3.8142938 20.023021 27.561122 32.784534 7.06E-16 2.881706 up hypothetical protein MIMGU_mgv1a012535mg [Erythranthe guttata]
c47753.graph_c0 46.40827 44.692852 46.615414 18.934975 21.475649 20.223406 5.619E-15 -1.143379 down PREDICTED: transcription factor PIF1 [Sesamum indicum]
c47756.graph_c0 64.204493 66.362045 64.334582 22.08852 21.892101 14.282075 2.362E-30 -1.696326 down ent-copalyl diphosphate synthase [Andrographis paniculata]
c47763.graph_c3 1.4653137 1.3002299 1.4224517 4.4833626 5.1906113 6.4113253 2.758E-10 1.978836 up PREDICTED: U-box domain-containing protein 5 [Sesamum indicum]
c47765.graph_c0 0.8111985 1.0653617 1.2335993 2.710851 2.0300782 2.6200385 0.0023987 1.288141 up -

C47771.graph_c0 58.180172 60.544189 60.263924 13.373552 14.244376 13.467718 2.047E-46 -2.081781 down [PSFZE;T']E;E?&Z';E"]' homeatic protein AGAMOUS-like isoform X1
c47778.graph_c0 55785699 4.9169987 5.1868796 8.8029824 10.293934 12.498303 4.45E-08 1.048011 up Zié?rf;g%egfjﬁmgﬁm'”'”g protein CBSCBSPB1-like
c47795.graph_c0 6.0629141 8.0530186 10.139897 48.143588 60.01853 49.337025 5.092E-51 2.737891 up unnamed protein product [Vitis vinifera]

c47805.graph_c0 0.616219 0715356 1.4725726 4.5750316 5.9105991 3.5743923 5.417E-08 2.36537 up -



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
c47806.graph_cO 29.045571 27.050223 27.704021 80.625176 94.090154 11232239 7.651E-20 1.813897 up gh’ft;’ig]e“ca' protein MIMGU_mgv1a0009861mg, partial [Erythranthe
c47832.graph_c0 3.2362643 2.6532153 2.6090761 7.8762305 12.81138 11.826376 3.447E-10 1.969727 up hypothetical protein MIMGU_mgv1a000209mg [Erythranthe guttata]
c47836.graph_c1 28.384539 29.348195 28.246996 13.045196 14.407449 13803098 3.309E-12 -1.018777 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUGLIS0LY [SEsamUm
c47847.graph_c0 0.0960444 0.0867191 0.0783714 1.4609199 2.5794458 1.5707339 1.447E-10 4.460558 up triosephosphate isomerase [Genlisea aurea]
c47848.graph_c2 51059837 5516508 52703698 0.7744525 18450867 17719796 3.004E-09 -1.827176 down | . ! =t UXIN TESPONSE TACION LE-MIKE ISOTOMM 244 L5€samum
c47848.graph_c3 3.3258682 2.3552527 4.3102821 0.5786369 0.9632788 0.8826302 3.479E-05 -2.010376 down -
c47853.graph_c3 99.028605 100.6816 102.71457 49.509253 42.439343 44.053035 7.207E-14 -1.108075 down Fgfﬂﬁ;ﬁ%ﬁ;?:fb'e'”do'e's‘acemac'd'am'do synthetase GH3.1
c47865.graph_c0 20551422 18.772161 20.301066 8.5667667 8.0863006 8.8480984 1.31E-13 -1.182982 down | o ! =t HANSCIPHON TACION G TEA-IIKE 1SOTOm X5 [Sesamiim
c47865.graph_c1 1661539 12432712 10786493 53525778 5.0540585 6.2122063 0.0007641 -1219548 down | v o1 !=0- HANSCTIPHON TACION G EA-IKE 1S0TOMM X5 [SEsamum
c47865.graph_c4 83.930776 79.862901 81.091076 198.78262 222.66228 200.16824 4.394E-17 1.384642 up PREDICTED: patellin-3-like [Sesamum indicum]
c47865.graph_c6 90.345113 95.95397 102.19468 38.709866 31.137143 18.475801 6.527E-20 -1.656887 down hypothetical protein VITISV_027452 [Vitis vinifera]
c47884.graph_c0 0.1022698 0.1385101 0.2920797 6.6761777 6.8666027 4.6139206 1.052E-23 5.133821 up cysteine peroxiredoxin [Lichtheimia corymbifera IMRC:FSU:9682]
c47891.graph_c1 12.623677 11.925682 12.621681 4.8399419 5.0750118 7.6023811 8.01E-05 -1.047885 down hypothetical protein MIMGU_mgv1a011954mg [Erythranthe guttata]
c47898.graph_c0 1.7542646 15839364 15268966 3.1131234 53395814 5.2762638 0.0001577 1.52937 up PREDICTED: chlorophyll a-b binding protein 13, chloroplastic

[Sesamum indicum]
c47903.graph_c0 0.3753623 0.4929702 0.4733613 1.0381078 1.0997494 0.8467269 0.0086423 1.196631 up unknown [Chondrus crispus]
c47912.graph_c0 0.2055644 0.3248094 0.3774124 2.2799699 4.8307034 3.1299998 3.841E-07 3.527103 up -
c47914.graph_c0 3.6066016 4.5500706 5.5230846 22.858166 44.649319 20.673399 0.0003495 2722544 up hypothetical protein JCGZ_08960 [Jatropha curcas]
c47917.graph_c0 67.208281 61.371172 57.29251 28127385 33635117 27.555616 L1O021E-10 -1.017609 down | oo 'L UNCNATACIENZEN PIOTEIN LULAUOLI U [SEsamUm
047923.graph_c0 0.9361289 0.9508913 0.98667  6.5758103 9.8994416 2.7275881 0.0060747 2.781834 up -
c47924.graph_c0 15.570227 17.312083 15.645609 9.509516 7.8665014 5.933472 5.813E-09 -1.003514 down E;\I/Eelz:rci:s-l]-ED: cysteine-rich receptor-like protein kinase 3 [Nicotiana
c47927.graph_c0 0.056808  0.0256462 0 10801254 1.2968302 0.6727624 2.682E-11 5253922 up (IYPOLIELICAI PrOTEIN VLG _Uosur LIMICTOROIYUM VIOIACeum piAt
C47948.graph_c0 332.61653 275.5077 325.30287 951.60068 1086.040 107457  1.927E-17 177676 up PREDICTED: alpha-L-arabinofuranosidase 1-like isoform X2
[Sesamum indicum]

c47954.graph_c0 1.9910543 3.5954707 4.7537051 17.853604 28.71718 11.477864 0.0011192 2.527094 up 40S ribosomal protein S11 [Auxenochlorella protothecoides]
c47961.graph_c0 2.6052594 16516184 2.6460302 52345801 6773501 6.7521105 7.229E-07 1.479012 up FIEDIC |ED: PIODADIE POIYGAGCILIONASE ALGLOTLUIKE L21YEIne
c47968.graph_c0 69.437595 67.51082 76.687071 26.177549 27.14734 2556358 2.482E-22 -1.39555 down PREDICTED: alpha-galactosidase-like [Sesamum indicum]
c47983.graph_c0 2.7541966 4.1085952 5.4230787 16.848579 35.537252 13.033381 0.0098601 2.446214 up PREDICTED: 40S ribosomal protein S19-3 [Prunus mume]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -
c48011.graph_c0 0.4735725 0.6468694 07035032 1.9547843 2.5111178 3.2458835 2.632E-09 2.115186 up PREDICTED: NADP-dependent malic enzyme-like isoform X1

[Sesamum indicum]
c48037.graph_c1 0.814341 0.2321917 0.769416 4.4005004 13.295025 5.0758022 0.003943 3.675288 up -
c48042.graph_c0 95.88233 96.966053 96.405556 43.331955 41.106377 39519534 2.15E-16 -1178941 down | CDICTED: LOW QUALITY PROTEIN: cell division protein Fisz

homolog 2-2, chloroplastic-like [Sesamum indicum]
048045.graph_c1 0.7980271 0.9112757 0.450659 1.8743576 3.1203144 2.2501957 4.84E-06 1776052 up PREDICTED: putative nuclease HARBI1 [Brassica rapa]
c48046.graph_c0 28.006456 26.872372 27.355429 1324636 1189991 11.833678 2.866E-09 -1.108676 down | 1! UNCNATACIEMIZEN PIOTEIN LOLLUDLIZA(E [SESAMUM
c48062.graph_c1 14.711835 15.162835 14.077498 28576225 29.278157 29.008215 1.265E-09 1.024668 up PREDTL | ED: UNCTATAcIenzea protein LUt LusosLaa  sotantm
048068.graph_c1 122.60825 110.42017 122.97285 244.677  293.06764 307.8008 2.524E-12 1.250225 up ZL“;S‘;atf:ﬁ?ce)::ﬂﬁe synthase catalytic subunit [Gossypium hirsutum
c48068.graph_c2 0.2689834 0.1734763 0.3449101 1.5586573 1.7028087 1.6469247 6.419E-09 2.679751 up hypothetical protein MIMGU_mgv1a000605mg [Erythranthe guttata]
c48071.graph_c1 67.715065 65.730295 62.895261 147.57251 160.62353 189.15964 2.703E-20 1.380094 up hypothetical protein POPTR_0003s13500g [Populus trichocarpa]
c48076.graph_cl 29.034295 24.491341 25.178078 9.3746388 14.646447 12549374 2271E-11 -1.070714 down | oo 1" GSPATIOKINASE 2, CRIOTOPIASHC ISOTOMM AL [SESAmUmM
c48091.graph_c0 0.5341487 0.4913859 0.435861 1.3669206 1.5292877 1.7846318 5.369E-07 1718295 up PREDICTED: myosin-2-like [Sesamum indicum]

PREDICTED: lisH domain and HEAT repeat-containing protein
c48097.graph_c0 0.2489861 0.4721033 0.2641218 0.9783854 0.8693064 0.6178178 0.0024813 1.371787 up KIAAL468 homolog isoform X1 [Sesamam indicum]
c48112.graph_c1 2.0009031 2.5014847 2.6374717 7.316227 4.6503932 5.9023408 0.0009295 1.372519 up PREDICTED: cytochrome P450 90A1 [Sesamum indicum]
048133.graph_c0 1.7919511 13207868 13130116 27813429 3.8795524 4.2071977 1.282E-05 1.331507 up PREDICTED: probable LRR receptor-like serine/threonine-protein

kinase MRH1 isoform X3 [Nelumbo nucifera]
c48135.graph_c0 1.4355027 1.6664456 2.8781951 0.571876 0.3855303 0.370074 0.0010522 -2.12181 down PREDICTED: formin-like protein 3 [Nicotiana tomentosiformis]
048142.graph_c0 113.51757 108.76494 116.89586 36.035243 37.735167 37.235546 5.065E-26 -1.570175 down F\?ESD\'HCJ;%]pe”ta"'cc’pep“de repeat-containing protein At5g39350
048143.graph_c3 397.40878 369.06091 357.62412 1194.1574 992.7950 849.46841 1.683E-07 1.48096 up PREDICTED: haloacid dehalogenase-like hydrolase domain-containing

protein 3 [Sesamum indicum]
c48148.graph_c0 24005602 1.9391279 2.4790984 0.7303749 1055105 0.8271241 0.0026163 -1.349289 down FSFZE;:]S;EI%EF;]Z domain-containing protein CLASSY 3-like
c48149.graph_c0 04516758 08156418 10406506 29300184 4.7451942 17980088 0.0080932 2.075507 up cIrere SyNnase, MILCnonaria, PUIAHVE (155), Partial [Jstreococeus
c48159.graph_c0 0.0451526 0.0203843 0.0368441 0.6868107 1.8189817 0.53473  0.0017465 4.922524 up S e T IENCAse TTps [Lientmeimia corymprrerd
c48160.graph_c0 0.1850801 0.233954 0.1812287 15014574 12923723 0876742 246E-07 2.661203 up YPOMELIEEY PIOEIN VOLLALIAT 40801 LVOIVOX Cariert T
C48181.graph_c0 3620002 33772525 35495304 10.277964 13.017583 11.948467 1113E-26 -1543128 down | ~CDICTED: probable leucine-rich repeat receptor-like protein kinase

At1g35710 [Sesamum indicum]
c48194.graph_c2 0.4417289 0.4985497 0.4730869 1.4698003 1.9278074 2.8336089 9.714E-06 2.174451 up PREDICTED: 125 kDa kinesin-related protein [Sesamum indicum]
c48197.graph_c0 0.5799103 1.1053875 1.4721842 3.5937196 4.7588877 2.034881 0.0075611 1.759624 up Heat Shock Protein 70 [Ostreococcus lucimarinus CCE9901]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c48200.graph_c0 0.0871323 0.0786723 0.1421985 1.5462520 45046856 23094567 5.266E-05 4.789392 up g AT _eenta L [ETITAE THAEYT

048208.graph_c0 3.5315375 5.247982 5.4632339 28.071285 45348166 22.156263 1.19E-05 2.783997 up PREDICTED: 405 ribosomal protein S13-1-like [Camelina sativa]

c48239.graph_c3 230.6108 273.69789 262.57924 70.842242 93.746036 78.84828 3.03E-29 -1.617273 down PREDICTED: beta-hexosaminidase 2 [Sesamum indicum]

c48244.graph_c1 21.880295 20.500839 37.428865 1735.4834 1713.0052 2250.8296 1582E-87 6.196914 up rnZi'ar'nc]TED: putative mannan endo-1,4-beta-mannosidase 9 [Sesamum
RecName: Full=Luminal-binding protein 8; Short=BiP 8; AltName:

c48244.graph_c3 7.8517109 7.5825316 7.9111682 12.981681 24.021062 18.558641 0.0004178 1.283754 up Full=78 kDa glucose-regulated protein homolog 8; Short=GRP-78-8,
partial [Nicotiana tabacum]

048244.graph_c4 6.3510804 6.8902165 5.4636546 1216932 20.693184 14.604172 7.444E-05 1.378677 up hypothetical protein JCGZ_10646 [Jatropha curcas]

c48250.graph_c2 31.655001 36.855089 32.627649 14.186086 16.487509 18.545964 1.702E-09 -1.000541 down hypothetical protein MIMGU_mgv1a010855mg [Erythranthe guttata]

c48250.graph_c3 3.8968002 3.4561718 3.2641754 6.9939557 8.8447898 11.279513 1.077E-06 1.388732 up PrEEDIL [EL: PIODApIe PECHn MEMyITANSTerase (UAs Lsesamum

c48251.graph_c1 13.209316 14.967594 14.809254 2.8459684 5.9294183 7.8924147 1.282E-07 -1.338753 down hypothetical protein Csa_6G486800 [Cucumis sativus]

c48259.graph_c1 90.953397 77.102284 80.110225 514171 67519654 671.43406 1.399E-53 2.94356 up PIEEDIL EL: GENYArodoNICnyt Qipnospriate synimese o sesamum

c48264.graph_c0 36.00751 38.221381 36.696905 15.139674 17.129714 16.754985 3.205E-15 -1.138029 down PREDICTED: phytosulfokine receptor 1 [Sesamum indicum]

048288.graph_c0 18.451318 17.644923 16.957823 31.752158 38.710603 38.315089 1.998E-13 1.074361 up GIGANTEA family protein [Populus trichocarpa]

c48291.graph_c0 11877372 0.9008289 1.1630206 3.0713105 2.9984904 3.7509482 8.379E-05 1.634901 up PREDICTED: homeobox-leucine zipper protein ATHB-12-like
[Sesamum indicum]

c48295.graph_c0 0.3681873 0.2949807 0.3681421 2.2217765 2.36763  3.0823628 5.599E-27 2.933337 up PREDICTED: phragmoplast orienting kinesin 2 [Sesamum indicum]

048296.graph_c0 0.1706357 0.2054241 0.1856498 2.0187381 1.6803351 2.8226950 1.089E-11 3.578204 up hypothetical protein CHLNCDRAFT 48764 [Chlorella variabilis]

c48300.graph_c0 63648316 6.3322634 6.1988733 2.6573365 26400943 32542098 2407E-08 -1.10322 down gh’ft;’iz]e“ca' protein MIMGU_mgv120002422mg, partial [Erythranthe

c48303.graph_c3 29.368274 29.537699 31.244557 14.607848 9.2352259 13.941376 3.627E-06 -1.207306 down hexose transport protein [Actinidia deliciosa]

c48309.graph_c0 11.337606 15.022042 12.20746 32.229017 34.052649 38.816349 7.062E-13 1.486571 up PREDICTED: hydroquinone glucosyltransferase [Sesamum indicum]

c48309.graph_c2 3.5096077 5.0034421 2.9391747 0.9365655 1.7363108 1.7708695 0.0037525 -1.333669 down -

c48309.graph_c4 5.8665912 7.4227442 6.2988033 16.536064 16.014935 14.496032 1.914E-08 1.308025 up PREDICTED: hydroquinone glucosyltransferase [Sesamum indicum]

048322.graph_c0 0.5536435 0.4998882 0.7471557 0.9986925 1.8014485 2.3536701 0.0048119 1.546472 up PREDICTED: uncharacterized acetyltransferase At3g50280-like
[Sesamum indicum]

c48322.graph_c3 0.2060106 0.345444 0168103 15294972 7.3111857 7.6677206 0.0004532 4.541805 up PREDICTED: omega-fiydroxypalmitate O-feruloyl transferase isoform
X1 [Sesamum indicum]

c48327.graph_c0 0.358406  0.4179924 0.3533848 1.1736238 1.143045 1.7348578 2.221E-06 1.881496 up hypothetical protein MIMGU_mgv1a001429mg [Erythranthe guttata]

048332.graph_c0 20.093594 17.533222 17.968133 48.052776 61498936 65.610535 7.815E-22 1.692616 up rnZi'ar'nC]TED: probable copper-transporting ATPase HMAS [Sesamum

c48342.graph_c0 0.8489263 0.958126 1.1335367 4.6466942 4.4562566 5.462025 1.454E-14 2.349131 up hypothetical protein MIMGU_mgv11b010420mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

048359.graph_c0 3.8566173 4.7879752 4.032053 0.1527671 0 0 9.958E-17 -6.274163 down -

c48364.graph_c0 2.7268429 3.8945684 4.9760914 19.544791 35.352197 13.53242 0.0022242 2.59698 up predicted protein [Physcomitrella patens]

048372.graph_c1 312.96565 269.95302 305.25374 585.28217 563.97673 805.83817 1.677E-06 1.177721 up F;;E;:ﬁ;ﬁ%i‘C‘an'}ara"te”ze‘j protein LOC105170680 isoform X1

c48374.graph_c0 4.7780894 4.5128455 59252746 27.135073 31236824 23.683715 2.989E-20 2.472083 up PIEDIL TED: GUSL ESIETaseNIpase ALgeyo Uik (esamum

c48392.graph_c0 0.1295155 0.3274329 0.295014 2.1013812 3.2348867 2.2495987 2.868E-14 3.369611 up nypoinetical PTOTEIN SELIMOLIATI 105475 Selagineta

c48397.graph_c1 74.452828 80.953886 74.927883 297.26497 218.05047 191.64875 2.258E-05 1.667765 up unnamed protein product [Vitis vinifera]

c48414.graph_c0 3.8158496 4.0717825 2.5475744 20.116984 12.344369 10.466103 0.001106 2.095152 up PreEDIL TEL: Unenaracterized protein Lot 10sLoL2o8 [Sesamtim

c48428.graph_c0 3.769453  6.7575998 6.1516858 25.205994 44.308867 29.02103 6.175E-08 2.597407 up hypothetical protein MGL_1430 [Malassezia globosa CBS 7966]

c48429.graph_c6 18.845409 19.31051 1072797 22002054 4.9946803 4.6146481 4.427E-15 -2.264366 down | - ! = PrOWINGLUTAMINE DUMPERCZIIKE [Sesamum

c48432.graph_c1 0.764346  0.9457375 08547001 26912912 2.318892 2.0434729 0.0002517 150597 up FIREDI TEL: UNCNATACIENZEa PTOTEIN LUL1U0L00320 [Sesamum

c48435.graph_c0 2.5690861 4.327028 5.644028 28.870177 55.529687 28.418959 9.354E-06 3.203123 up 60s ribosomal protein 110 [Lichtheimia corymbifera IMRC:FSU:9682]

c48436.graph_c0 0.0755814 0.2388501 0.1850213 1.101757 2.3343558 1.1934534 8.95E-05 3.245602 up -

c48465.graph_c0 19.763928 16.945382 13.787764 38.841273 41.147619 46.096263 1.429E-21 1.36051 up PREDICTED: elongation factor G-1, chloroplastic [Sesamum indicum]

c48472.graph_c0 0 0 0.0302167 1548987 18895048 11694491 1.417E-20 7.289309 up PREDICTED: hydroxyacylglutathione hydrolase cytoplasmic
[Sesamum indicum]

c48480.graph_c0 3.6836367 5.780666 6.7923667 38.870247 43298258 30.917428 8.833E-22 2.839949 up (IYPEINENICal PIOTIN SELIMOLIART_£1Usuy [5E1aginetia

c48481.graph_c0 241.38523 257.64002 253.07291 102.73851 1091157 10251387 154E-13 -1.21696 down | oo ' ANCHATACIETIZEN PIOTEIN LOLLUSLO0I [SEsamUm

c48482.graph_c0 0.2281373 0.2050866 0.1489266 15615768 1.3479492 1.2865571 7.976E-10 2.893407 up gylj’g_hleo“lclaé_gg]’te'”PHACADRAFT—263295 [Phanerochaete carnosa

c48498.graph_c0 1741.8381 1873.0071 1923.6713 321.74047 315.58888 298.97274 2.239E-38 -2.521519 down hypothetical protein MIMGU_mgv1a004937mg [Erythranthe guttata]

c48500.graph_cO 2.7157054 2.5666081 2.3713201 11260045 12780699 1.1450423 00006449 -1.067974 down  ~EDICTED: phosphatidylinositol/phosphatidylcholine transfer protein
SFH11 [Sesamum indicum]

c48503.graph_c0 72.424973 73.436601 72.767532 145.24856 146.75032 169.89286 7.32E-14 1.119733 up PREDICTED: potassium transporter 4-like [Sesamum indicum]

c48512.graph_c2 32.397202 34.080235 38.522566 11.544183 14.173282 15.667631 2.308E-19 -1.305999 down hypothetical protein MIMGU_mgv1a005052mg [Erythranthe guttata]

c48527.graph_c0 0.369283  0.4816181 0.6361451 4.5249029 7.3832243 4.8129662 9.507E-13 3.526558 up conserved unknown protein [Ectocarpus siliculosus]

c48530.graph_c1 0.0579952 0.0523642 0 17643157 10357811 12.035728 1.662E-05 7.79568 up PREDICTED: non-specific lipid-transfer protein-like protein At2g13820
[Sesamum indicum]

c48536.graph_c0 1.3590657 17350102 1677004 3.0672746 52969761 5.8323530 8.038E-05 1.604735 up PREDICTED: glycerophosphodiester phosphodiesterase GDPDG
[Solanum lycopersicum]

c48537.graph_c0 72.063438 74.682554 95.750305 809.17753 1101.2907 1026.7032 1.859E-61 3.634833 up hypothetical protein CARUB_v10002736mg [Capsella rubella]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

048542.graph_c0 0.068365  0.4320903 0.0557853 2.9463606 3.4885249 4.1638033 2.449E-16 4.29274 up FSE&:;ESN‘;;’:E;M protein phosphatase 2C 60 isoform X3
048543.graph_c0 0.0523352 0.1417612 0 1.3267732 3.4436105 2.1840264 5.06E-07 5.195416 up -

c48549.graph_c0 27.187796 27.00028 27.425394 13.017586 12.118971 9.5727021 2.132E-13 -1.187939 down dimethylaniline monooxygenase, putative [Ricinus communis]
c48550.graph_c0 95588062 89.345183 91200274 30239551 40.485123 42444637 5274E-15 -1.135389 down | ! UNCNATACIEMIZEN PIOTEIN LOLLUDLIDEIY [SESAMUM
c48550.graph_c1 51922451 43580675 45961128 16427557 20.52662 16.950632 208E-11 -1.35243 down | oo ! PUIANVEES UDIGUILIPIOMIN 11gase rer (sesamum
c48551.graph_c0 4.9572053 4.6223753 4.4274791 10.85353 9.9245888 8.9864704 1.138E-08 1.132331 up F;E;ﬁ;ﬁ%igrr’:fb'e galactinol--sucrose galactosyltransferase 1
c48556.graph_c0 0.2931814 0.6764947 0.6911194 5.2440984 6.824062 5.4009967 1.372E-19 3.433618 up glyceraldehyde 3-phosphate dehydrogenase [Daucus carota]
c48565.graph_c0 9.3111237 6.813796 7.5978009 11.897717 15225859 22.316377 0.0051388 1.093689 up [Psiffr;ﬁrﬁ%iz:'r';']mate O-hydroxycinnamoyltransferase-like
c48566.graph_c0 3.5282175 4.0544632 5.3654029 22.361378 41.92265 20.017608 0.0001413 2.737383 up predicted protein [Hordeum vulgare subsp. vulgare]

c48579.graph_c0 0 0 0.0617772 1.5674382 2.0332785 1.2239179 4.955E-20 6.322802 up PREDICTED: thiol protease aleurain-like [Eucalyptus grandis]
c48591.graph_c0 0.0923138 0.062513 0.1883183 1.4334284 2.3552922 0.5086834 0.0024416 3.714671 up -

c48596.graph_c0 13.574151 14.793431 11.970281 4.9505663 6.3318042 3.1157205 1.396E-07 -1.443664 down PREDICTED: early nodulin-like protein 1 [Nelumbo nucifera]
c48605.graph_c0 3.8611409 3.6130208 3.4084406 8.2535365 7.3059907 6.1364518 4.586E-06 1.041633 up PREDICTED: abietadienol/abietadienal oxidase [Sesamum indicum]
048610.graph_c0 3.727312  4.6991716 4.429033 1.1321724 1.4992492 15692195 1.089E-07 -1.577108 down ZthzEg'g'lgIoE:z;fO‘ﬁ“)‘gF[’gzgr:Eﬂ’?ﬁ;‘i‘izrf]peat'coma'”'”g protein
c48612.graph_c1 2.9392961 3.1132392 3.9205296 0.429897 1.1385594 0.5100264 5.952E-07 -2.233223 down hypothetical protein CICLE_v10018809mg [Citrus clementina]
048628.graph_c2 212.7091  221.35786 220.5054 23517419 45161567 55.848411 6.339E-57 -2.364531 down Fsisfréi;ﬁr?&izsg]spec'f'c"p'd‘tra”Sfer protein-like protein At2g13820
048632.graph_c0 0.0345076 0.0624768 0.1693882 1.0963755 1.4866904 1.0535922 3.019E-13 3.807356 up igﬁgﬁfgﬁ'g@f&f{;I‘;b;ﬂz';:;;iicgrgﬁ;’siub””'t Rpn13 domain-
c48643.graph_c1 1.897822  1.8920506 1.8712337 14.684361 22.989344 33.802289 2.174E-07 3.689613 up PIEEDIL [EL: TALLY 8610 AESailifase 4, Cnioroplastic-ilice (sesamum
c48653.graph_c0 14.503735 16.523039 15.445224 39.755766 42.397658 46.919856 1.393E-24 1.513879 up PREDICTED: serine carboxypeptidase-like 7 [Sesamum indicum]
c48654.graph_c1 79.144896 89.350512 78.626956 28.857186 33.072829 27.96582 1154E-22 -1.417858 down | .- ! PICIONOPICATUGTESISIANCE PIOTEIN S-Ike [Sesamim
c48657.graph_c0 0.8152808 0.7361221 0.9503749 5.3147747 5.4739605 6.6338127 1.059E-11 2.839372 up predicted protein [Physcomitrella patens]

048659.graph_cl 0.254498 0.8272362 0.8722068 5.4841141 7.2451049 4.9371404 3.283E-14 3.215931 up -

c48662.graph_c0 63.856872 63.446569 59.979616 121.84768 122.90377 134.83776 2.831E-13 1.060477 up PREDICTED: chorismate synthase 1, chloroplastic [Sesamum indicum]
c48671.graph_c0 29.93525 31569707 31564076 13553813 14.476075 15488229 2.950E-12 -1.05641 down | oo !0 POINDAMAGED DNABINDING £ [sesamum
048683.graph_c0 5.0068981 4.6547079 5.0388918 9.8725077 11.330285 11.77541 2.824E-10 1.20469 up PREDICTED: probable ATP-dependent RNA helicase DHX35 isoform

X3 [Sesamum indicum]



#1D IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation
c48684.graph_c1 143.64341 133.91589 136.71196 481.35095 509.29579 549.64224 9.928E-25 1.934914 up Beta-galactosidase 8 [Morus notabilis]
c48690.graph_c1 0.1645475 0.1188568 0.1879772 3.0452103 7.7336361 2.7467277 0.0002376 4.87303 up PREDICTED: fruit bromelain-like [Setaria italica]
c48700.graph_c0 0 0 0 2.2282547 6.9872743 2.9343777 4.53E-06 Inf up -
c48706.graph_c0 6531187  4.7879714 52071614 24.722354 22.650014 18.889049 2.044E-16 2.048776 up PreEDIL TEL: UNCNATActerized profein LOG L0041 5ou [sesamum
c48706.graph_c2 200.34245 207.71061 194.89753 403.64311 48531871 47506788 6.687E-11 1.216651 up FIREDI TELD: PYTUVALE KINASS, CYIOSOIT 1S0ZYME-NKe (esamum
c48706.graph_c3 12.613392 8.0620079 9.750718 88.06244 108.4909 132.67976 3.181E-28 3.472044 up -
c48712.graph_c0 13.210242 12.449987 11.461361 23.182188 27.58 32.771782 1.006E-10 1.207652 up PREDICTED: cystinosin homolog isoform X1 [Sesamum indicum]
c48716.graph_c0 2.2960767 3.691204 6.3518927 19.024381 35.344745 18.06472 0.000136 2.587207 up unknown [Lotus japonicus]
c48725.graph_c1 1.2078199 13714469 14932897 2.1805162 2.8260547 3.3437665 0.0014497 1.071668 up fnzi'ar':]TED: DNA polymerase epsilon catalytic subunit A [Sesamum
c48729.graph_c0 0.2858001 0.1843219 0.3664737 11385711 17544408 1.3814915 1.666E-07 2.38792 up AACENATL ZLIVIP [5ACCNATOMYCEIECEAE 5p. &1apos,ASIDYa
c48734.graph_c1 11.38168 12.027953 10.739325 35.762996 27.058752 25.728567 3.257E-06 1.42319 up PREDICTED: CTP synthase isoform X2 [Elaeis guineensis]
c48739.graph_c2 473.57694 463.12952 448.46291 2796.2865 2121.3092 1830.7133 1.103E-08 2.333693 up PREDICTED: calreticulin [Sesamum indicum]
c48744.graph_c0 0.0595442 0.0537629 0.0809793 1.9623942 0.7729313 0.850677 0.0009413 4.266529 up -
c48765.graph_c0 23.248747 22.03114 21.397145 57.165285 55.568505 58.214002 2.899E-22 1.400645 up PREDICTED: probable galacturonosyltransferase 4 [Sesamum indicum]
c48777.graph_c0 16.03564 14.559793 14.587705 4.2702426 6.7555477 7.0926542 8.445E-07 -1.284816 down PREDICTED: protein notum homolog isoform X2 [Sesamum indicum]
c48794.graph_c0 0.5693763 0.8354019 0.4936444 2.0749636 1.481377 2.5286147 4.523E-05 1.72479 up hypothetical protein MIMGU_mgv1a027092mg [Erythranthe guttata]
c48810.graph_c0 80.692829 83.652647 77.789792 34.803321 35.840372 38.858355 3.238E-14 -1.103869 down hypothetical protein MIMGU_mgv1a006553mg [Erythranthe guttata]
c48810.graph_c3 1.8504065 1.0740495 0.6471071 16.418686 12.069033 10.882399 1.773E-12 3.512629 up unnamed protein product [Coffea canephora]

PREDICTED: trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-
c48810.graph_c4 48.961052 56.682388 52.391362 102.91905 103.77548 104.92211 8.562E-12 1.021536 up 6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase

RHM1 [Sesamum indicum]
c48815.graph_c0 0.187241  0.2958568 0.6493452 1.7207274 1.7600433 1.214315 6.147E-06 2.094719 up --
c48816.graph_c4 16.741913 15.267541 18.647625 60.826432 73487121 78.694313 4.186E-45 2.109715 up PreEDIC [ED: UNCNATACIENZea PIOTeIN UG- 4usLo8:554% (Sesamim
c48822.graph_c0 0.123453  0.148622 0.2350522 1.4605344 3.5918514 1.206748 0.0037282 3.656432 up hypothetical protein PNEG_01290 [Pneumocystis murina B123]
c48824.graph_c0 4.4469118 3.8074645 4.3793976 14.091971 11.942987 16.776251 2.777E-08 1.80268 up hypothetical protein CICLE_v100149971mg, partial [Citrus clementina]
c48824.graph_c4 5.9170867 5.1400679 6.4377259 15283718 15.641543 15.656054 3.196E-10 1.454056 up PREDIVIED: UDN-ACEIGILCOSAMING AIPnosprorylase L LIS
c48830.graph_c0 0.0649516 0.0879679 0.212 0.9468064 2.4421517 0.8424627 0.005441 3.564652 up -
c4883L.graph_c0 7.0728035 8.4296235 7.2719009 23.190241 30.265837 39.514075 1.128E-08 2.064633 up FrEEDIL EL: TION-SPECITIC HPIGHTANSIET PTO(EIN L-IKe >esamim
c48832.graph_c0 281.4677 254.57729 245.71925 681.57779 709.90704 812.67494 7.88E-13 1.535665 up PREDICTED: aconitate hydratase, cytoplasmic [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

048832.graph_c2 55.651137 50.563489 62.701026 2354742 20.303763 21.369019 2.524E-22 -1.403237 down FSF;E;:]S;EIEd“(::)m r]'eome”tho' dehydrogenase-like isoform X1
048837.graph_c0 31.234746 29.947888 32.769383 13.008912 9.5870364 7.9964299 4.874E-16 -1.568802 down -

048842.graph_c0 14.031385 12.424044 14.517454 37.708873 26597286 22.230314 0.0084611 1.129425 up ZzEr?.'gzﬁd:.n;fol?'stimf} 'i\:]'z‘i'igg]'*'”b'q”'”o”e oxidoreductase
048848.graph_c0 65584999 6.1908791 5.9355022 24.486688 29.943867 30.059519 2.382E-37 2.21526 up PreEDIL TEL: Unenaracterized protein LOG 0oL 155 [sesamtim
c48848.graph_c1 14345719 1.3201932 11705089 13.428373 12.336378 12757498 1.889E-38 3.33854 up PREDIL L ED: ACYITANSIBTase WLk (icouana
048850.graph_c0 2.0797413 3.487364 6.642746 2297282 31.19913 20709157 3.312E-12 2.654432 up -

c48853.graph_c0 0 0 0.1279307 1.2420584 2.7895179 1.2820043 4.279E-06 5.403279 up -

048877.graph_c2 17.446747 19.451255 17.764555 41249351 45.837782 39.08986 4.259E-10 1.248444 up hypothetical protein L484_013174 [Morus notabilis]
c48880.graph_c0 0.1609717 0.5813695 0.7224339 8.161741 10.807969 6.6268196 8.221E-17 4.166835 up predicted protein [Thalassiosira pseudonana CCMP1335]
c48882.graph_c1 10.330131 11.769009 12.951461 29.560302 22.325729 20.201981 0.0008626 1.088971 up rnZi'ar'nC]TED: double-stranded RNA-binding protein 2-like [Sesamum
048887.graph_c1 0.1149595 05189884 0.3752241 13.11477 7.8729883 7.3906476 5.723E-09 4.867626 up FTEDI TED: ZINCTINGET MOMeoaomain Protem Luriike sesamdm
c48893.graph_c3 4.5544568 6.2506162 2.6758077 17.088404 15.412092 21.780363 1.642E-07 2.051786 up PREDICTED: UDP-glucuronate 4-epimerase 6 [Sesamum indicum]
c48903.graph_c0 12.263015 13.321425 14196751 29631274 3.087614 3.0255755 1006E-14 -2.000526 down | <. ! = POSPROCNIOIPYIUVALE CADOXYIGSe Kinase  [esamim
c48913.graph_c0 0.0440523 0 0 3.2045295 5.6788954 3.6270514 4.045E-20 8.195546 up -

048922.graph_cl 1.7294036 2.802673 2.7499902 13.827385 32.333746 13.253796 0.0018933 3.060346 up -

c48944.graph_c0 0 0.0343525 0 2652477 6.181951 65226186 1.879E-13 8.836943 up gfggg;’“ca' protein M378DRAFT_109196 [Amanita muscaria Koide
c48950.graph_c2 3.9381572 3.9137519 4.248727 10.050814 14.054857 12.699279 1.902E-13 1.641309 up hypothetical protein MIMGU_mgv1a004080mg [Erythranthe guttata]
048953.graph_c1 1.6082892 1.136453 1.8544088 7.3124502 9.6246429 12.106186 5.350E-13 2.693187 up PREDICTED: protein ECERIFERUM 1-like [Sesamum indicum]
c48957.graph_c1 0.9465699 1.5668837 2.1884477 7.7990058 20.549328 8.7188697 0.0044961 3.008059 up PREDICTED: adenosylhomocysteinase-like [Phoenix dactylifera]
c48957.graph_c2 616.14003 617.11856 611.33848 1167.7898 1252.9252 1515.8613 5.419E-07 1.132777 up PreEDIL TEL: UNenATacterized protein LOG 105409534 [sesamuim
c48972.graph_c0 2.1827798 19189812 1945182 56064798 4.3581206 4.7942505 4.919E-05 1.333682 up FIEEDIS [ED: SUDUIISITTIIKE Profease S5 135 1070MM A4 [5esamim
048982.graph_c0 0.1073369 0.0969152 0.2627581 1.496632 5.1880094 1.755415 0.007858 4.200716 up -

048988.graph_c0 3.0118486 5.3551504 6.9570226 35.475614 60.542044 28.900648 1.209E-05 3.063317 up -

c49003.graph_c0 5.0809553 4.358245 5.5071244 0.9660728 2.2174467 1.0028734 5.932E-05 -1.813181 down -

c49008.graph_c0 19558511 19761824 16339576 0.6493105 0.500266 06302755 0.0004796 -1.509354 down | -0 ! EL: UNCNATACIENZEN PIOTEIN LUL4U0.L0 000 [5€SamUM
c49011.graph_c0 22.084289 2308847 23.026321 7.5304051 9.0181012 15148977 2.961E-05 -1.071059 down | -br- ! UNCHATACIETIZEN PIOMEIN LOLLUDLIOEAZ |SESAMUM
c49016.graph_c0 0.1207309 0.2616208 0.2955462 0.6427481 0.9403094 0.5991474 0.0001542 1.724412 up unknown [Picea sitchensis]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49018.graph_c2 84.506501 76.125662 74.179246 155.84196 166.37015 160.4335 4.981E-11 1.080685 up 1-deoxy-D-xylulose-5-phosphate synthase [Andrographis paniculata]
c49019.graph_c0 0.3226902 0.1165436 0.5002939 1.3498108 1.3866287 1.2010535 3.27E-06 2.10805 up L’;EﬁtuheTté‘ggGTOte'” HMPREF1120_05211 [Exophiala dermatitidis
c49022.graph_c0 72.755323 65.307735 65.035412 197.5568 166.8462 139.60214 1.094E-06 1.358427 up PreEDIL TEL: UNenATacterized profein LOG 0oL rbsof [sesamtim
c49029.graph_c0 0.2298704 0.6226543 0.6002316 1748266 27781137 1.3481837 0.0010339 2.053716 up :Zzlr)e'[al_tffhfﬁef’nc;:‘;'g;‘i;“{;g:;g:ﬁgacteFlsgh;’ggj"'gtp binding protein
049030.graph_c2 580.91819 636.89353 681.80081 60.992358 56.654904 48.513615 2.405E-70 -3.477046 down gf;'fe?r:ngisDezsz;?B;b:z;ZLongauca” endotransglucosylase/hydrolase
c49038.graph_c1 18.909995 21463143 16303072 16637144 24152828 2.302787 6.673E-28 -3.114657 down | voor !5 B3 UDIGUILI-DIOWEIN IGASE FANGI-NKE [Sesamum
c49050.graph_c0 0.0599908 0.0812492 0.0734281 17109633 4.2695815 1.1164303 0.0014635 507942 up 'IjiEEE['?,LCHLEXDQriifh?]:zz'r?]'coma'”'”g protein CBSX3, mitochondrial-
c49054.graph_c0 0 0.0660967 0.0597342 1.9486306 3.8337702 5.0365079 3.914E-10 6.454858 up short chain dehydrogenase, putative [Ricinus communis]
049059.graph_c4 2.3446039 2.0581531 1.9663214 0.1651088 0.8745637 0.734564 9.806E-05 -1.823483 down -

c49060.graph_c0 10.774822 10.70625 10345402 3.1433047 4.6900707 5.8301444 1896E-09 -1.186599 down | o1 !t UNCHATACIETIZEN PIOMEIN LOLLUDLILO O 15ESAMUM
c49060.graph_c4 75726277 6.8681718 6.3462079 2.8969543 3.1605829 3.6164641 0.0007755 -1.064053 down | oo 'L FOOX POIEIN SIMPASTIIKE ISOTOMM AL (o€samim
c49060.graph_c5 51119694 5.0517515 55508187 21939472 2.3782727 2.7239457 0.0035843 -1.067639 down | - !t UCNATACIETIZEA POTEIN AUGLOAUUIKE (5Esamum
c49078.graph_c4 7.9052787 7.6257751 7.4798053 17.700069 19.991068 21.617342 4.633E-17 1.405099 up PREDICTED: reticulon-like protein B2 [Sesamum indicum]
c49081.graph_c0 0.0783064 0.1237308 0.2236407 1.4640712 2.8391295 1.1040015 0.000187 3.701158 up S-methyl-5&apos;-thioadenosine phosphorylase [Galdieria sulphuraria]
c49084.graph_c0 17318556 2.1615898 17872571 6.1337995 6.566417 5.4003672 6.083E-06 1.714602 up PreEUIC [ED: UNCNATACIENZea PIOTeIN LUt 4us.rsouo (sesamim
c49085.graph_c0 56.000826 53.774614 51.941857 20.22081 20.383298 20579302 1.142E-20 -1.360296 down -

c49091.graph_c0 0.4618867 0.6950673 0.544405 2.4069545 3.5146945 2.1995773 3.157E-07 2.293662 up -

c49105.graph_c0 1.6073543 2.9025804 3.1852851 13.971017 17.678492 32.373246 9.076E-05 3.089027 up predicted protein [Micromonas sp. RCC299]

c49119.graph_c1 112.17069 120.81623 128.44748 42.636681 40.942112 38.603439 3.624E-26 -1.521358 down PREDICTED: cylicin-2-like isoform X3 [Nicotiana sylvestris]
c49121.graph_c0 13.725263 16.523501 15.70533 89.188631 127.53204 12597877 552E-28 2.934362 up PreEDIL TEL: UNenaracterized profein LOGL0sLouu fsesamtm
c49130.graph_c0 12.755172 11.142805 12.908767 3104139 28130124 30.858916 3.407E-17 1333625 up FREDIS | S0 UNCTATACIENZed POTeN LOt-ud2Lsass LIviconans
049138.graph_c0 0.1307294 0.2754183 0.2844643 2.0089826 3.74504  2.2608541 7.753E-09 3.587523 up -

c49138.graph_c1 167.42188 174.37579 175.50365 67.872665 75704688 74.888962 2.032E-15 -1.203499 down F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105179211 isoform X1
c49142.graph_c0 664.08624 672.32928 650.4535 1589.6451 1313.0092 1084.5725 0.0002662 1.052674 up PREDICTED: 4-coumarate--CoA ligase-like 7 [Sesamum indicum]
C49145.graph_c0 0.1106727 0.239825 0.2348008 1.0100577 1.4861578 0.7988829 3.648E-06 2.532015 up ypoineucal PIOEIN SELIMOLIATI _ioodal [Seiaginena
c49148.graph_c0 0 0.0493357 0 15930151 13207354 1.6023408 2.521E-19 6.565202 up -

c49150.graph_c0 0 0 0 1.3468224 1.5694745 1.3781536 1.077E-20 Inf up predicted protein [Physcomitrella patens]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49157.graph_c4 11.520129 11.592619 11.337804 3.1769041 4.0740804 4.9096882 5.376E-07 -1.466293 down MYB-related transcription factor [Salvia miltiorrhiza]
c49158.graph_c0 3.5954668 5.8807184 5.0020106 22.899665 42.938775 22.835728 3.334E-05 2.649484 up S-adenosyl-methionine synthetase [Undaria pinnatifida]
€49160.graph_c3 3.1114263 1.6053293 1.4961366 5.9863708 6.5656634 8.6479515 4.813E-07 1.808879 up PREDICTED: dof zinc finger protein DOF1.4-like [Sesamum indicum]
c49168.graph_c0 17.452827 17.911471 17.758463 82.982682 99.699435 146.61902 5.68E-09 2.667441 up PREDICTED: kinesin-like protein NACK1 [Sesamum indicum]
c49172.graph_c1 1.9891968 2.1809279 2.2801651 9.0652257 11.765887 8.0661833 2.546E-11 2.203324 up predicted protein [Hordeum vulgare subsp. vulgare]

c49172.graph_c2 0.7424256 0.7541333 1.3630798 5.5288402 6.7294752 4.0821622 1.927E-08 2.555426 up heat shock protein S [Schizosaccharomyces japonicus yFS275]
c49177.graph_c0 4.4303876 5.8336609 6.577583 20.903414 33.960612 26.511559 1.781E-11 2.307286 up 40S ribosomal protein S12 [Blumeria graminis f. sp. hordei DH14]
c49183.graph_c0 1.3816656 1.2812311 1.9806165 0.4733413 0.5515925 0.7581173 0.0030078 -1.345112 down -

c49185.graph_c0 5.239263  7.3284955 8.4803064 30.429539 50.171152 26.688529 1.946E-05 2.386319 up hypothetical protein CHLNCDRAFT_59606 [Chlorella variabilis]
c49217.graph_c0 0.1028234 0.0464199 0.2097575 2.4112192 4.5564872 1.3916681 0.0002943 4.575769 up conserved unknown protein [Ectocarpus siliculosus]

€49225.graph_c0 0.2638197 0.3970075 0.5023078 1.2261735 1.9484733 1.041449 0.000423 1.894929 up PREDICTED: V-type proton ATPase subunit E3 [Tarenaya hassleriana]
c49233.graph_c4 141.8109 138.75231 141.96422 44.160044 56.396961 56.770441 3.218E-19 -1.387851 down -

c49236.graph_c1 11.747795 12.062291 13.081399 31.395155 33.430213 37.215071 6.32E-18 1.507632 up PREDICTED: kinesin KP1-like isoform X2 [Sesamum indicum]
049245.graph_c1 11667739 2.3703466 11900974 6.7478088 4.1617893 4.8115526 0.0002102 1.785638 up rnZi'ar'nC]TED: protein PLANT CADMIUM RESISTANCE 6 [Sesamum
049246.graph_c0 9.6756844 8.7690789 8.9143444 21901148 24553002 22.961073 2.302E-21 1.383686 up [PSFZE;T']E;E"?&igﬂ;qaraaer'zed protein LOC105164785 isoform X2
c49248.graph_c0 0.0347238 0 0 2.7289287 5.595424 4.5038903 6.019E-19 8.560613 up -

c49251.graph_c0 0 0.0284767 0.0772066 1.1993379 5.0398605 2.9524861 2.688E-05 6.463153 up -

c49260.graph_c1 1.0618808 0.7190841 1.5163506 15.815643 14.972335 9.8808065 3.561E-12 3.669956 up predicted protein [Physcomitrella patens]

€49268.graph_c1 25.652429 21.376026 21.691616 172.24076 184.57721 188.75238 1.424E-90 3.029563 up PREDICTED: auxin-responsive protein IAA14 [Sesamum indicum]
c49270.graph_c0 27.165794 25.100257 24.461164 61226689 50.534336 47.258552 8.238E-07 1.097934 up PreEDI TEL: LITTAVIOIBES Fecepror UV Isororm A [sesamum
c49287.graph_c0 52.127831 77.731111 69.926416 7.7589084 5.5681315 6.4584217 2.89E-20 -3.288253 down PREDICTED: peroxygenase-like [Solanum lycopersicum]
049287.graph_c1 59.258925 66.413318 67.905485 19.129358 21031276 22.187986 2.799E-28 -1.504687 down [PSFZE;T']S;ES&EL?:]”'E helicase DDB_G0274399 isoform X1
c49292.graph_c0 0.1253075 0.4148499 0.2726663 1.3501096 1.7387687 0.6124374 0.00659 2.231596 up phosphoenolpyruvate carboxykinase [Neocallimastix frontalis]
€49295.graph_c0 0.1042338 0.3137111 0.4819722 2.3782319 4.0124547 2.7823275 9.642E-12 3.383514 up unknown [Picea sitchensis]

c49297.graph_c0 3.2125378 2.4655273 1.9005183 0.7126224 0.9706334 0.2717516 5.878E-05 -1.910752 down -

c49307.graph_c0 322.88959 308.70899 295.22631 1648.3562 1087.8131 79156508 0.0021175 1.982148 up F;E;:ﬁ;ﬁ%iEjrrl]t;tr'cc’pep“de repeat-containing protein At3g21470
¢49309.graph_c0 0 0.0595667 0.0538328 12543698 1.3288527 0.930109 6.298E-17 4.997242 up NYPOIMETICAI Protein EMIMULRARI_452099 [EMINANIA nUXIey!

CCNMP1R1A1



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3

#ID FPKM  FPKM  FPKM FPKM  FPKM  FPKM FDR log2FC regulated nr_annotation

c49311.graph_c0 0.0591066 0.160103 0.1929219 2.0978135 2.3811204 1.9999519 3.89E-16 4.015139 up glucokinase [Galdieria sulphuraria]

c49315.graph_c0 0.805624  0.8313176 1.5025887 3.355331 4.8682104 2.7908433 6.805E-05 1.848541 up PREDICTED: T-complex protein 1 subunit beta [Phoenix dactylifera]
c49316.graph_c1 0.0539336 0 0.0880187 3.0764144 3.7660573 3.7106639 7.322E-23 6.251459 up hypothetical protein MG5_02709 [Candida albicans P57072]

PREDICTED: chromodomain-helicase-DNA-binding protein 4-like

isoform X4 [Sesamum indicum]
FREDIC | EU: UNCNaracterizea protein LUL Lu4/ 156 /4 |Lamelina

eatival

PREDICTED: chloroplast stem-loop binding protein of 41 kDa b,
chloroplastic [Nicotiana sylvestris]

PREDICTED: (RS)-norcoclaurine 6-O-methyltransferase-like
[Sesamum indicum]

PREDICTED: (RS)-norcoclaurine 6-O-methyltransferase-like
[Sesamum indicum]

c49327.graph_c0 90.606697 98.602149 86.079387 26.787054 28.674956 25.499799 7.701E-33 -1.72363 down
€49340.graph_c0 27.493075 26.282059 28.070698 131.25192 91.374071 93.879364 1.352E-07 2.000531 up

c49353.graph_c2 12.899002 12.894438 13.576985 30.63989 34.788163 37.685553 1.152E-20 1.427986 up
c49355.graph_c1 191.72673 188.89941 177.55179 547.27569 929.49289 1206.2138 2.783E-05 2.296126 up

c49355.graph_c3 564.60556 571.8276 523.22707 1079.8654 1906.0428 2365.7357 0.0004882 1.719961 up

€49370.graph_c2 0.1900827 0.3432537 0.1163295 1.9877867 2.0420063 1.7151231 3.318E-11 3.189291 up hypothetical protein M569_09445 [Genlisea aurea]
c49372.graph_c0 3.4253245 55397553 8.0165341 28.198175 49.484305 25.897201 2.414E-05 2.643738 up Scrg"’:\'/'lsggig]'t ribosomal protein S6e, cytoplasmic [Guillardia theta

PREDIU I ED: UNCnaracCternzea proein LUCL 1uolo/usl [Sesamum
indiriml

PREDICTED: sedoheptulose-1,7-bisphosphatase, chloroplastic
[Sesamum indicum]

c49380.graph_c2 8.3972857 6.3261114 7.7753313 185.12186 210.0805 234.24939 1.78E-150 4.844674 up PREDICTED: gamma-cadinene synthase-like [Sesamum indicum]
c49382.graph_c1 0.2752739 0.7456396 0.8610481 5.4084141 9.2412241 5.1745961 3.284E-08 3.432526 up -
c49384.graph_c0 0.034373  0.2172494 0.1402406 2.1349474 2.2617179 1.395671 3.372E-13 3.931282 wup -

PREDICTED: zinc finger BED domain-containing protein
DAYSLEEPER [Sesamum indicum]

049395.graph_c0 0.7619708 1.0438441 1.3721642 3.5636685 4.4103675 1.8966315 0.0069885 1.678125 up -

c49402.graph_c0 3.6814651 2.465002 3.7466185 6.5016796 7.4987505 9.144278 5.684E-05 1.263304 up Pollen-specific SF21 [Gossypium arboreum]

c49402.graph_c1 0.6253034 0.4362743 0.5102425 1.9815452 2.2000439 2.2760883 4.987E-07 2.09775 up PreEDIL TEL: UNCNATACerized profein LOG 0oL 1 5o99 [sesamtim

c49405.graph_c0 135.30151 137.53852 132.68974 32.005402 53.276617 52.871343 3.468E-24 -1.520418 down hypothetical protein MIMGU_mgv1a009036mg [Erythranthe guttata]
c49416.graph_c0 0.115355  0.5207737 0.2196337 8.2371133 20.343975 5.3777361 0.0006075 5.344466 up --

c49380.graph_c0 11.525844 9.7831305 12.680891 2.3528982 3.0722871 3.943748 1.036E-09 -1.824408 down

c49380.graph_c1 56.531022 52.902865 53.059542 15.531617 13.910995 14.856435 6.823E-35 -1.831273 down

c49388.graph_c1 55.228102 57.819905 56.91689 193.5146 143.98965 151.76831 1.96E-08 1.573145 up

c49428.graph_c3 268.21796 244.75478 266.13085 575.84028 739.46722 697.1664 3.407E-14 1.406812 up PREDICTED: serine carboxypeptidase-like [Sesamum indicum]
c49429.graph_c1 593.31503 558.2572 585.76326 276.80039 272.61826 249.34194 2.073E-11 -1.077908 down hypothetical protein VITISV_037044 [Vitis vinifera]
c49431.graph_c0 21.638391 19.826388 20.529236 40.845944 37.453332 42.619381 6.604E-12 1.006487 up PREDICTED: biotin synthase [Sesamum indicum]

serine/threonine-protein phosphatase pp2a catalytic subunit

c49433.graph_c0 0.1790654 0.3233585 0.2557028 1.418616 1.3826235 1.0603118 1.901E-07 2.393915 up [Grosmannia clavigera kw1407]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49437.graph_c1 0.3443468 0.5652961 0.9195846 3.4521991 5.0023583 3.0011311 9.507E-09 2.684352 up hypothetical protein MIMGU_mgv1a008893mg [Erythranthe guttata]
c49438.graph_c0 5.6056923 4.6075645 4.5296163 20915201 1892893 2.3203587 1605E-07 -1.181175 down | oo ! = ABG ANSPOTIEN S TAMIL MEMDEr 4-11Ke [Sesamum
c49441.graph_c0 0.1040478 0.1878907 0.0849021 1.3628446 2.0026468 3.0511862 1.081E-07 4.12309 up unnamed protein product [Chondrus crispus]

049449.graph_c0 2.1476985 1.9737984 2.472283 14.486876 18.128105 14.707094 7.609E-28 2.882405 up PREDICTED: protein DAL-related 2 isoform X2 [Sesamum indicum]
c49452.graph_c0 5.8053613 5.0812368 5.1238317 16.857483 18.653936 20.879297 1.707E-21 1.855676 up Rop guanine nucleotide exchange factor 1 [Morus notabilis]
c49454.graph_c0 0.3200258 0.2311626 0.3655938 2.1094126 1.890872 1.5159922 1.551E-08 2.634568 up NADH-malate dehydrogenase [Pyropia haitanensis]
c49460.graph_c0 0.1590147 0.0574301 0.5449696 1.2093769 0.939538 1.0043565 1.611E-05 2.093514 up acetyl-CoA C-acyltransferase-like protein [Zea mays]
049463.graph_c0 0.6239366 1.0915027 1.1455361 45070225 6.126750 4.2223515 5.101E-10 2.424406 up '[\EELEEZLZLEZ?EEL?QESS?RP?S/B'P/KARZ’ HSP70 superfamily
c49470.graph_c0 0 0.3548282 0.3206722 17790603 1.8846986 14563574 9.032E-10 2.965299 up hypothetical protein CHLNCDRAFT 144079 [Chlorella variabilis]
c49474.graph_c0 215.38356 220.83253 218.13818 1556.7774 1059.6723 812.50519 6.974E-05 2.442212 up PREDICTED: pyruvate decarboxylase 1 [Sesamum indicum]
C49474.graph_c6 55302634 5.3973021 53212749 14.870959 13.993997 11.573572 3.305E-09 1.360389 up [PSFZE;T']E;E"?&igﬂr‘i‘qaraaer'zed protein LOC105170638 isoform X1
c49477.graph_c0 0.6435137 1.7154295 2.0003884 8.856183 8.6413637 9.0552927 1.277E-18 2.648475 up ypoineucal PIOEIN SELIMOLIATI _iadsLe 1eiaginena
c49479.graph_c0 4.2910658 7.5789291 9.613698 33.112578 56.510166 21.609304 0.0030884 2.409505 up PYPIBHCAL PTOTEIN FISMILICGAT | 0/ (149 [FISONMHS MICTocarpas
049480.graph_c0 0.5404276 0.2439777 0.5354812 1.8104412 2.6954874 1.4367662 3.233E-05 2.208442 up hypothetical protein JCGZ_17423 [Jatropha curcas]
c49485.graph_c0 0.0246992 0.1338061 0.0201543 3.0368752 4.1127106 5.7943939 5.118E-18 6.215811 up predicted protein [Physcomitrella patens]

049492.graph_c1 0.211931 0.2296246 0.3804547 1.0745526 1.8213731 1.1473565 2.535E-06 2.332836 up TPR1 [Medicago sativa]

¢49499.graph_c0 0 00318807 0 05594504 06400938 0.6969251 2.832E-19 593814 up PREDIL | EL: UNCNATACIENZEA ProfeIn LUL-Lu2o85£04 1S01NUM
c49500.graph_c8 9.3871897 14.750859 10.081886 3.64004  6.2541423 5.7156807 0.0023453 -1.098655 down PREDICTED: tyrosine/DOPA decarboxylase 1-like [Sesamum indicum]
€49500.graph_c9 16.665023 15.868549 20.323533 4.0534628 4.363976 2.8736682 4.824E-23 -2.18341 down hypothetical protein MIMGU_mgv1a019874mg [Erythranthe guttata]
c49511.graph_c1 10.021379 9.6046173 10.121163 28.269015 30.830028 34.835188 4.219E-21 1.698232 up hypothetical protein MIMGU_mgv1a004264mg [Erythranthe guttata]
c49513.graph_c1 0.0421641 0.0951755 0.0688111 6.8945453 9.7951993 11.342108 5.145E-40 7.122345 up -

c49522.graph_c0 0.3841664 0.2312442 0.2438152 1.406771 2.1208162 1.2517364 1.593E-07 2.513678 up predicted protein [Hordeum vulgare subsp. vulgare]
c49528.graph_c1 0.6678207 13320021 15487662 9.0888653 8.2125874 11.258676 3.927E-22 3.049131 up PIEEDIC [ED WAL LTEIBIE0 PO ALgeLo9u-iike oesamum
c49533.graph_c0 1.3415854 2.0401277 2.7079983 7.6972637 11.852206 10.830944 2.917E-10 2.352971 up Rotamase cyclophilin 2 [Theobroma cacao]

049540.graph_c0 0.2637458 0.4365859 1.1836795 4.0118073 8.9722715 3.2722085 0.0037987 3.140141 up -

c49541.graph_c1 5.6032001 5.3925288 4.5367296 10.240785 10.469743 9.7490627 1.465E-06 1.014209 up [PSFZEEH'E;E%fu'?n"]"”teram'”g serinefthreonine-protein kinase 1-like
c49544.graph_c0 0.2079066 0.1564334 0.3675751 4.260513 3.8155335 5.7450917 2.974E-22 4.278023 up phenylpropenal double-bond reductase [Pinus pinaster]
C49549.graph_c0 16.11083  17.089443 15.775567 6.1109101 7.4646512 6.0616483 5.21E-17 -1.278445 down oW\ !EL:- UNCATACIENZEQ Proleim LULLUDLoB432 |S5Esamum

indiriim]l



#1D IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49552.graph_c0 3.8556682 5.7517244 6.9079472 22.152415 50.143425 19.002054 0.0097711 2.499141 up predicted protein [Physcomitrella patens]

C49554.graph_c0 4.3867773 3.3435735 3.7887704 7.1854033 9.9071581 12.240876 1.228E-05 1.382908 up [PSFZE;DH']S;ES&igﬂr‘i‘qaraaer'zed protein Atdg17910 isoform X1
c49555.graph_c0 0.0218706 0.1777237 0.3212317 1.386128 1.6446467 0.5673495 0.0021717 2.832471 up acid protease, partial [Dacryopinax sp. DJM-731 SS1]
c49557.graph_c0 0.4321843 0.5017139 0.6549379 1.0173901 2.0174233 1.2534475 0.0042355 1.464808 up heat shock protein SSA1 [Spathaspora passalidarum NRRL Y-27907]
c49562.graph_c0 0.0232452 0.0209883 0.0758717 0.7660911 1.3734441 0.7865345 1.55E-09 4.639254 up predicted protein, partial [Ostreococcus lucimarinus CCE9901]
c49563.graph_c0 28.500618 32.13535 28.701642 11.983468 14.001873 15.994227 3.922E-06 -1.051342 down -

c49567.graph_c0 8.6262233 13.753229 19.075756 28.169222 31.521288 23.220208 0.001194 1.041634 up predicted protein [Hordeum vulgare subsp. vulgare]
c49575.graph_c0 0.0784426 0.0141653 0.0128017 1.034091 2.1067194 0.9378228 3.223E-07 5.308255 up --

c49579.graph_c0 0.0246234 0.2445583 0.2009245 4.9939056 7.3735472 3.5270656 3.575E-11 5.119237 up ?:@Sggt;izapme'” GUITHDRAFT_78647, partial [Guillardia theta
c49585.graph_c0 3.278834  5.0183742 7.2108036 25.899995 40.002425 21.647587 2.737E-06 2.534338 up 60S ribosomal protein L5 [Rozella allomycis CSF55]
c49603.graph_c0 156.77878 163.04316 164.72789 74.71413 80.009374 78.742867 2.129E-10 -1.012516 down FSF;E;:]S;EiSC;iCGUF:T:]P and coiled-coil domain-containing protein 2-like
c49614.graph_c1 0.5037904 0.4548755 0.462475 3.1131333 4.904699 1.9177251 0.0004408 2.844774 up -

c49615.graph_c0 0.0179018 0 0.0146077 0.7034477 1.4663958 0.6663057 1.022E-07 6.478286 up predicted protein [Physcomitrella patens]

c49616.graph_c0 519.61001 479.72672 491.80504 1413.0669 1836.1998 1982.2143 8.431E-21 1.847382 up hypothetical protein MIMGU_mgv1a012029mg [Erythranthe guttata]
c49618.graph_c2 0.1935768 0.3745323 0.5190019 1.1217046 1.2254447 0.998086 0.0002536 1.662923 up PYPOMENCAl Proteii NL/AI ooy LNAUMOVezYMa dairenensts &5
c49623.graph_c1 0.3942613 0.5177905 1.0528822 1.9535887 2.8878004 1.6574407 0.0004696 1.762787 up predicted protein [Physcomitrella patens]

c49627.graph_c0 0.115403  0.1041981 0.131835 0.7021524 1.6426585 0.8069959 0.0003879 3.195728 up predicted protein [Physcomitrella patens]

€49629.graph_c0 0.494653 0.5582816 0.8745378 2.9260428 4.4282679 1.7667118 0.0020933 2.281561 up hypothetical protein THAOC_26120, partial [Thalassiosira oceanica]
c49632.graph_c0 0.4055554 0.3661785 0.7091355 1.835969 2.9563795 2.0910517 7.98E-07 2.251224 up hypothetical protein THAOC_09683, partial [Thalassiosira oceanica]
c49642.graph_c0 0.312397  0.0940217 0.5438152 2.2703206 4.2509264 1.5033434 0.0016472 3.112081 up -

c49651.graph_c0 0.3740798 0.4101359 0.4578691 6.7400404 13.562897 3.3451983 0.0016749 4.2869 up 050290639600 [Oryza sativa Japonica Group]

c49656.graph_c0 0.6511487 0.4409447 0.7969981 4.6427566 7.9787989 5.1409206 6.551E-10 3.267264 up PREDICTED: ohg-like ATPase 1 [Pyrus x bretschneideri]
C49667.graph_c0 0.471432  0.6191402 0.6994266 2.607509 3.6832466 2.3685639 1.38E-07 2.312754 up Fgfi'fgii;ﬁﬁg?géﬁ;'ctrans'at'on initiation factor 3 subunit D-like
c49672.graph_c0 0.2569665 0.3796637 0.4003031 7.0474829 7.9051274 3.9785378 2.291E-10 4.235048 up nitric oxide dioxygenase [Cladophialophora psammophila CBS 110553]
c49674.graph_c1 0.1048127 0.3312263 0.2138158 4.3843094 9570782 3.1327274 0.0002075 4.751395 up Szlrgﬁ:;sr?gate"fr”Ctose'G'phos'Dhate 1-phosphotransferase [Galdieria
c49674.graph_c2 47.124338 38.382173 51.618024 92183542 89515409 84.835757 7.374E-12 1.001542 up PTEEDIC [ED: NAG GOMAINMCONTAINING PrOTEIN LUu-IIxe [oesamumm
c49676.graph_c0 0.0604152 0 0.0492983 3.0632281 3.3262467 3.2026293 7.059E-22 6.488768 up --



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49686.graph_c0 6.8052797 7.5124722 7.6810473 2.3454431 2.0344626 1.6247483 4.744E-19 -1.82635 down PREDICTED: DNA repair protein REV1 [Sesamum indicum]
c49697.graph_c0 0.1479232 0.2671216 0.3621125 1.1250216 1.2414833 1.3764265 4.086E-07 2.30656 up iﬁi’ﬁ:ﬁf?jjﬂ%&%ﬂ:it]oryS“b“”'t NS [Mucor circinelloides f.
c49708.graph_c0 266.10321 225.32372 238.68037 1086.0036 12757148 1272.0811 4.727E-53 2.354294 up -

c49708.graph_c1 4116762 37.573694 3050605 17.54707 18.988756 17.340091 7.345E-14 -1.093922 down | i ! UNCNATACIEMIZE PIOTEIN LOLLUD LOYOAS [SESAMUM
c49708.graph_c2 6.4126069 6.3163449 58215894 1724217 1.9757089 3.4128076 1.847E-05 -1.348055 down Frsri?n'ecnrb'i;eLd%\:nva%_Jcﬁrﬁtg;nF;RFf?;Ei'r!\ll: Eit;%irizir?giium]
c49716.graph_c0 8.2621484 8.1593152 6.9525283 15.491137 14.009576 17.81232 5.353E-06 1.062197 up -

c49716.graph_c2 33.327555 29.436352 28.284709 92.622818 84.478256 86.802846 4.169E-28 1.579128 up NADH dehydrogenase subunit 5 [Beta vulgaris subsp. maritima]
c49717.graph_c0 0.4295044 0.6980439 0.9462746 9.9085076 13.553764 10.608998 1.661E-31 4.075559 up -

c49722.graph_c0 3.2817933 2.7779547 2.7708998 1.169976 1.132335 1.3366409 1.855E-05 -1.237671 down hypothetical protein VITISV_035665 [Vitis vinifera]
c49723.graph_c0 0.0964731 0.1306592 0.1968031 1.0700088 2.2670891 1.0880999 8.803E-05 3.415965 up delta-9 fatty acid desaturase [Cryptococcus curvatus]
c49724.graph_c0 0.1884578 0.4821191 0.89705  3.9415876 7.1281028 3.5780535 7.798E-06 3.258094 up -

c49733.graph_c1 0.1209831 0.4642546 0.6663681 3.7571964 4.9144447 2.2514962 4.94E-06 3.166775 up -

c49740.graph_c0 231.02103 252.9481 247.74128 696.8045 628.92566 720.6913 7.598E-15 1.526731 up putative galactinol synthase family protein [Populus trichocarpa]
c49741.graph_c0 0.0790759 0.0713981 0.1290506 2.0046909 1.8051679 1.6945738 6.876E-16 4.3433  up Fsifa?igci;ig;]se””e‘threon'”e kinase receptor-associated protein-like
c49743.graph_c0 0.6029889 1.0548571 1.9373838 7.834411 15.435247 6.1208884 0.0009096 3.064882 up -

c49744.graph_c0 0.4667717 0.379306 0.9141166 4.6741736 6.3306802 3.0534809 1.984E-06 3.037263 up S-Adenosylmethionine decarboxylase [Ectocarpus siliculosus]
c49750.graph_c2 31.922568 28.308388 27.824593 74.556614 88.378228 99.889961 1.314E-23 1.615542 up hypothetical protein MIMGU_mgv1a015998mg [Erythranthe guttata]
c49752.graph_c0 9.3389903 11.149285 9.9490381 2.2360399 2.9261809 2.4577595 4.001E-09 -1.959441 down PREDICTED: probable protein phosphatase 2C 75 [Populus euphratica]
c49755.graph_c0 0.1172358 0.4234117 0.334822 3.4922172 3.0698648 1.5867339 2.109E-05 3.268765 up -

c49756.graph_c0 0.1349986 0.2285457 0.2478549 0.4491917 0.8384273 0.4948519 0.0028881 1.577638 up predicted protein [Physcomitrella patens]

c49766.graph_c0 0.3941313 0.2264586 0.7601641 3.3608808 3.9934729 2.1822506 1.579E-07 2.829197 up predicted protein [Hordeum vulgare subsp. vulgare]
c49767.graph_c0 0.0277164 0.0250253 0.0452328 3.3727315 9.1185938 4.1264247 1.073E-07 7.434414 up -

c49768.graph_c0 0.4837816 0.4138194 1.1427316 4.0344 7.3170154 2.6995182 0.0020884 2.818751 wup PREDICTED: thiol protease aleurain-like [Eucalyptus grandis]
c49770.graph_c0 12.62167 17.373368 25.663875 122.7997 244.65206 98.981849 0.0005849 3.10091 up Elongation factor 1-alpha [Auxenochlorella protothecoides]
c49771.graph_c1 55.921668 56.057241 54.990325 29.27368 23.913749 21.955616 9.721E-15 -1.1048  down Ei'fe?r:%fg?;;%ﬁg;ﬁtg?;;i%ﬂN:DUF21 domain-containing
C49777.graph_c0 69.591415 62.890252 75.294998 30.316847 31536845 31.361482 1.179E-14 -1.115279 down [PSFZE;T']E;E?&i;argi"'S”‘g'ycem"?"phos‘)hate acyltransferase 2-like
c49779.graph_c0 0.0289673 0.1046188 0.0709111 15788793 3.1507704 1.0128185 0.0001363 4.847775 up FREDIL|EL: V-LYPe Proton A 1 #ase sublnit al |sracnypouium

dictarhvnnl



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49781.graph_c0 0.1154742 0.2085248 0.2120085 1.2807556 1.2017418 1.4652111 4.087E-10 2.922191 up predicted protein [Physcomitrella patens]

c49799.graph_c0 0.185814 1.0066358 1.5162271 6.5949223 13.05814 6.077698 9.636E-05 3.281004 up -

049804.graph_c0 757.42485 678.76684 777.54111 337.27915 317.68547 283.02668 2.412E-09 -1.194716 down Fsiffréﬁ;ﬁr?cjigfrgf'”°"ph0$phate aminotransferase, chloroplastic-like
PREDICTED: trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-

c49805.graph_c0 0.2199861 0.4125326 0.4832877 5.4053722 9.2030406 3.340047 3.397E-05 4.045364 up 6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase
RHM1 [Tarenaya hassleriana]

c49808.graph_c0 0.2844683 0.3210603 0.058031 3.6058457 4.2019519 4.6522667 8.278E-17 4.271336 up -

c49811.graph_c0 0.3812145 0.5736683 0.8295145 1.5301887 2.5595517 1.7198561 0.0001264 1.737585 up DEAD-box ATP-dependent RNA helicase 15 [Arabidopsis thaliana]

c49812.graph_c0 11625527 1.3901116 14101309 49386224 14.682994 10.418878 0.000423 2.948772 up SrioTi-cnain aenyarogenase/TeaLctase SLr« LIMAacropnoming priaseonna

c49814.graph_c0 0.1975512 0.3057776 0.5526864 1.5382375 1.7811646 1.3368839 1.309E-06 2.180823 up PREDICTED: serine--tRNA ligase-like [Nelumbo nucifera]

c49823.graph_c1 1.5619261 1.1445692 1.4961744 0.3730164 0.3647683 0.6382841 0.0004179 -1.57381 down -

049826.graph_c0 0.1218614 0.2672144 0.3125192 0.9047432 17299137 1.040655 4.165E-05 2.422409 up B"rsimTSLiZﬁ'aiﬁﬁmn;ﬂfzSésﬂggfCham catalytic domain-containing

c49840.graph_c0 3.8415819 4.9947671 7.0468043 23.529366 57.405257 22.426786 0.0071973 2.732871 up predicted protein [Hordeum vulgare subsp. vulgare]

c49846.graph_c0 0.2413242 0.1961038 0.4726045 2.5083486 2.7545091 1.3064859 1.459E-05 2.895835 up predicted protein [Micromonas sp. RCC299]

c49852.graph_c0 0.1684451 0.1330789 0.2405372 0.8807559 1.4985414 0.9736771 4.796E-08 2.66317 up yPOMELICAL POTEIN MALZDIGAT L _25USEL [SPACTODOILS SIENATs

c49855.graph_c0 0.1316077 0.3327224 0.3651288 1.3012153 1.5552081 0.8312508 3.233E-05 2.195321 up enolase [Rhizoctonia solani AG-1 IB]

c49858.graph_c0 2.0397289 2.9639601 3.4718388 35.389122 75.879712 30.554422 5.969E-05 4.097765 up protein of unknown function [Taphrina deformans PYCC 5710]

c49861.graph_c1 19.793273 25.383814 19.15269 9.935859  10.349427 9.7298934 5.246E-07 -1.057466 down hypothetical protein POPTR_0001s24240g [Populus trichocarpa]

c49863.graph_c0 0.1609289 0.4116939 0.5033806 2.1758855 4.105936 2.0570955 4.455E-05 2.988415 up -

c49864.graph_c0 0.2507713 0.3113316 0.306941 5.7216796 6.8611972 3.853692 2.7E-14 4.284109 up hypothetical protein EUTSA _v10013921mg [Eutrema salsugineum]

c49865.graph_c0 1.9281791 1.7780067 1.6068545 12220545 28.481608 35.95284 9.255E-06 3.877905 up PreEDIL [EL: MONOSACCNATIAE-SENSINg Protein <-1lie [esamm

c49870.graph_c0 0.2905987 0.5009136 0.6251507 3.5830914 5.9953159 2.5326927 8.101E-05 3.132986 up --

c49873.graph_c0 0.2889983 0.0948867 0.3644495 1.0323751 1.5875945 0.8000719 0.0002323 2.228972 up hypothetical protein MIMGU_mgv1a007681mg [Erythranthe guttata]

c49874.graph_c0 3.5094396 3.1957778 2.6433915 0.4182325 0.6847394 0.4398027 1.226E-09 -2.562906 down hypothetical protein MIMGU_mgv11b019086mg [Erythranthe guttata]

c49876.graph_c7 4.6939813 3.8377628 3.136583 2.2019563 1.0919048 1.4173569 0.0013537 -1.253815 down PREDICTED: squalene monooxygenase-like [Sesamum indicum]

c49876.graph_c9 40.579933 4340019 44.259347 12.678304 16808213 17.727535 145E-14 -1.405153 down | oo 'L UNCNATACIENZEN PIOMEIN LULAu0Lou0er [56samUm

c49882.graph_c0 0.1197477 0.1621814 0.1954263 2.2009406 5.7888736 1.6207313 0.0042414 4.362292 up -

c49883.graph_c0 0.2737711 0.6709434 0.89358  1.9830004 2.5734169 1.1910117 0.006825 1.686125 up unnamed protein product [Vitis vinifera]

c49885.graph_c0 0.2992027 0.641611 0.3967388 1.2325997 2.762248 1.8982381 0.0004115 2.170782 up hypothetical protein E5Q_00045 [Mixia osmundae IAM 14324]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49905.graph_c0 0.6010852 0.6784045 1.4407869 8.6192177 11.552501 11.821782 2.491E-28 3.59097 up ;ig;';lfn?] 2-methylene-furan-3-one reductase-like [Solanum
c49908.graph_c0 0.0359911 0.250973  0.0881054 1505507 1.4982414 1.3801848 1.133E-12 3.557821 up PREDICIEL: PIODADIE QISEASE TESISIANCE Prorein Atogosueu 1vius
c49910.graph_c0 0.0477467 0.215554 0.0779218 2.6629881 1.1540917 2.2618058 1.893E-06 4.209029 up -

c49914.graph_c0 04139433 0.3971115 03799962 08854374 2.0497333 1.2839149 0.0026426 1.85521 up YPOMBICA! PIOIEIN UL FIDIGAR I_( 1464 1otinaraia mea
c49918.graph_c0 18.410415 19.912086 20.536416 54.76643 53573646 54.452185 1481E-25 1510071 up PreEDIT TEL: LNCNATACTETIZEq POTEIN ALGUATLUIIKE (esamtm
c49918.graph_c1 0.4773558 0.5746767 0.5842776 2.8237236 6.5169628 6.2813307 2.638E-06 3.28346 up unnamed protein product [Coffea canephora]

c49922.graph_c0 0.1010075 0.0608002 0.0824213 0.8535632 1.9441304 1.6139277 7.5E-09 4.203973 up PREDICTED: neutral ceramidase-like [Cicer arietinum]
049923.graph_c0 04092293 0.7105687 0.8733496 5.1074789 7.0170723 3.3374435 2.634E-06 2.996112 up -

c49925.graph_c0 05078722 0.3821341 0.7943042 2.4677674 2.7279655 1.3843116 0.0003413 2.009788 up -

c49926.graph_c0 7.845358 10.273957 20.720162 42.131571 71.734947 39.71746 0.0003704 2.018121 up cysteine protease 1 [Brachiaria hybrid cultivar]

c49927.graph_c1 0.0551489 0.3983543 0.2250053 3.495265 3.0363038 3.9808842 1.059E-15 3.997123 up -

c49928.graph_c0 0.2873559 06745842 0.1875841 14569792 25467632 15556936 3.308E-05 2.311089 up YROLTIEHICA PrOTEIN MALUIGAT 231 11U 15PNASTODOILS SIENAMS
¢49929.graph_c0 0.0712657 0 0.0200761 52845719 3.0384279 6.3700477 1.35E-16 7.238162 up -

c49931.graph_c4 41771929 41793555 42745126 11620158 1021803 9.0066101 2.945E-10 1.374518 up PreEDIS [ED: UNCNATACIENZEa PIOTEIN UL Lus. 40g [5esamim
c49934.graph_c0 1.029528  0.9295673 1.3879689 4.5058787 6.3714849 2.978688 0.0003451 2.099088 up R CePETOR L FIN/A TISICASE EAL LEXOpIala Germaruals
049935.graph_c0 0.4352916 0.7336513 0.9708646 3.5312903 7.5088533 2.8475471 0.0051375 2.740618 up -

c49936.graph_c1 7.3183245 7.9426621 6.6754279 13.618049 19.224533 20538197 1453E-08 1318541 up PREDICTED: heat shock protein 83-like [Sesamum indicum]
c49936.graph_c4 35.846275 43.291308 34.51187 53.775948 85.366403 98.19043 0.001234 1.095514 up PREDICTED: 4-coumarate--CoA ligase 2 [Sesamum indicum]
c49938.graph_c0 0.2671457 0.160805 0.1271601 6.2928146 17.12955 10.646219 5.414E-09 5968053 up -

c49940.graph_c0 0.1537376 0.104108  0.3449837 2.0218147 45159857 1.430529 0.0022254 3.756013 up EZi?;;:EEQSE.Enf;;?gnQ;P'depe”de”tRNA helicase 7-like [Musa
c49947.graph_c0 0.0334959 0.0907309 0.0273324 0.6368773 0.7646535 0.4155723 2.739E-09 3.628661 up IYPOINEncal POMIN SELMODIART L4143 [SE1aginetta
c49948.graph_c1 0.0653509 0.236023 0.2133033 3.8105069 7.1082255 5.454389 1.668E-15 5024408 up rypeinetical PTOTEIN SELIMOLIATI 424962 [Selaginetia
c49949.graph_c0 2.1697509 3.7418459 3.1160783 13.724092 21.007269 8.7855104 0.0009152 2.308935 up ATP synthase subunit alpha [Taphrina deformans PYCC 5710]
c49952.graph_c0 0.025263  0.0684303 0.0206144 1.7292248 1.8658281 3.1058013 5.141E-14 5911499 up -

c49954.graph_c0 0.0589593 0.0798521 0.2164964 4.3720129 4.2357528 3.3914484 1.758E-26 5.120354 up -

c49959.graph_c0 0.5559545 0.2316807 0.139586 2.11414  3.5605089 1.6882107 2.27E-05 3.027001 up predicted protein [Physcomitrella patens]

c49964.graph_c0 0.0954183 0.2584628 0.2595366 3.5075616 4.2710761 3.44387  2.216E-20 4.233288 up IYPOIMELICe! PIOTEIN LI FILICAT ] _ogedy Lotinaraid meid
c49972.graph_c3 0.2955726 0.1642304 0.2411848 1.8156601 27172854 1.1026861 8.97E-05 3.046697 up ABL~< LYPE LrANSPOTEr aomain-containing protein Lxozena anomycis

CQFERR]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c49978.graph_c0 0.024163 0.1527183 0.0788672 6.2788118 11.356458 10.192503 2219E-27 6.799339 up S e TETATETYEE BRIV DOETne [BaTEREess
¢49979.graph_c0 0 0.2603516 0.3697413 2.4018758 2.876387 15331905 2.035E-08 3.476395 up -

049982.graph_c0 0.045492  0.041075 0.1299238 1.6146046 2.474084 1.8471413 1.433E-20 4.81124 up ng'jfg;'ﬁ;g's‘;°°Se'6'ph°5phate Isomerase, cytosolic 2-like
c49983.graph_c0 25.106364 23.208379 22117928 1084379 11612547 11641413 1379E-06 -1.007532 down ' !0 UNCNATACIETIZE PIOTEIN LOLLUAOIUTEY [INEILMOO
049987.graph_c0 0.3086752 0.1045143 0.1889073 1.5161654 2.0725076 1.2620378 1.365E-10 3.0492  up -

c49989.graph_c0 0.2926539 0.264239 05799505 18018072 2.9754766 1.6975453 4.817E-06 2.54488 up TEONYIIINA SYNUIBLESE LMUCOT CITEINENONAES . CITCINeIIolass
c49993.graph_c0 0.0540618 0.1098286 0.3198261 0.5824817 0.3992797 0.4725573 0.0037829 1.634116 up secreted protein [Achlya hypogyna]

c49995.graph_c0 0.3681654 0.4273956 0.8583426 12666939 1.6244157 1.2457384 0.0029252 1.36068 up YPOMBICA! PIOIEIN UL FILIGAT 199Ul [otinaraia mea
c49998.graph_c0 0.1633811 0.1475178 0.1333176 5.8815707 11.847317 4.9754024 9.978E-08 5.710121 up predicted protein [Physcomitrella patens]

c50003.graph_c0 0.0191335 0.0691031 0.0936768 1.9402525 5.8580673 2.1148706 0.0001619 5.795651 up -

c50012.graph_c0 0.1684845 0.3803142 1.9934883 5.2323787 10.18115 5.6058899 3.994E-05 3.078013 up -

€50013.graph_c0 0.1160777 0.1048073 0.2367962 2.6484677 3.1174783 2.4220515 2.415E-15 4.20056 up predicted protein [Micromonas pusilla CCMP1545]
c50016.graph_c0 0.1528512 0.5080447 0.4573263 2.2604183 4.720861 1.7814434 0.0035435 2.893121 up -

c50016.graph_c1 0.6468668 0.4283107 1.055676 9.8304152 13.898223 10749259 1.534E-31 4.052584 up -

C50017.graph_c1 9.8616381 11.136735 9.3051042 18510847 22.071013 18.439466 3.602E-08 1.002208 up PREDICTED: RNA-binding protein 38 [Sesamum indicum]
¢50018.graph_c0 58.202001 55.327226 60.037508 27.746945 24.085814 10.487021 8.898E-13 -1.236401 down o'~ ! =L: UNCNATACIETIZEO PIOMEIN LG 10435913 LMAILS
€50019.graph_c0 0.2438241 0.3459504 0.2842264 2.0751505 1.730632 0.9428714 0.0003031 2.492851 up protein of unknown function [Taphrina deformans PYCC 5710]
€50024.graph_c1 1.8037966 2.510227 2.6196822 5.8944134 7.3777445 6.9993064 2.4E-11 1.585913 up hypothetical protein CICLE_v10007524mg [Citrus clementina]
€50027.graph_c0 0.2734313 0.2160225 0.7251325 4.2024559 8.6286030 4.3175654 4.624E-06 3.850733 up -

£50029.graph_c0 0.6007573 0.9944504 1.5795754 7.7842643 13.938351 5.0065765 0.0009808 3.109827 up -

C50037.graph_cl 0.2594386 0.4684975 0.352833 3.2885758 3.9483603 2.6335305 3.657E-11 3.233172 up -

c50037.graph_c2 0.112502 0.0507894 0.7344054 3.9929263 4.1544852 5.9637659 7.937E-17 4.008694 up -

c50041.graph_c0 0 0.0469703 0.1697955 2.7035695 5.2741429 3.3443984 1.47E-13 5.736921 up phosphoric diester hydrolase, putative [Ricinus communis]
c50042.graph_c2 0.0869148 0.0261586 0.0354609 0.4039601 0.6419202 05718384 1308E-12 3479444 up PreEDIS [ ED: UNCNATACIENZea PIOTEIN UG- 4us.ruoss (sesamim
c50051.graph_c0 2.287655 3.0693508 3.7334155 13.604534 20.125618 10.803076 5.034E-06 2.330933 up VPO Nocal PTOTEIN UL FDRGART_bAgoo oUllaraia meta
c50053.graph_c0 0.1196366 0.1440276 0.0325408 2.2747239 4.6053844 0.9895285 0.0020099 4.770023 up -

C50054.graph_c0 0.6251739 0.4939142 0.7970887 4.7547236 14533997 7.2274876 0.0005839 3.817118 up [P;'f;g:igszsre‘ﬁ;?]ara”d coiled-body phosphoprotein 1-like
¢50055.graph_c0 0.1025806 0.0926207 0 5.4611955 7.3007177 10.065773 3.386E-18 6.906357 up -



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

€50055.graph_c1 0 0.0347403 0.1098867 3.2676773 5.0633936 5.4679479 5.497E-31 6.606951 up -

C50058.graph_c0 0.0894259 0.2220438 0.3466114 8.5865598 19.363664 11.019134 1.41E-10 5918128 up -

€50059.graph_c0 42.810414 35.059946 45.6871  20.405567 6.4139015 6.1852667 7.009E-07 -1.837619 down hypothetical protein AMTR_s00028p00129850 [Amborella trichopoda]

C50063.graph_c0 12.118374 151203  15.338845 45.840889 43.950033 35.623065 5.784E-13 1.603236 up -

050064.graph_c0 0.2121932 0.3065449 0.4848142 2.7972933 5.043467 2.4411491 5.879E-06 3.3917  up YPOMEHICAL PTOTEIN VOLLADIART_95998 [VOIVOX Carten -

¢50070.graph_c1 0.1039988 0.1252015 0.4667419 45480015 9.7059392 3.6166914 3.763E-05 4.713766 up probable SEC14-phosphatidylinositol (P1)/phosphatidylcholine(PC)
transfer protein [Piriformospora indica DSM 11827]

¢50072.graph_c0 0.1591382 0.2873738 0.3153634 2.3629991 3.8770793 1.6923224 1.332E-05 3.417833 up IYPOneeal PTOEIN GUTTADIANT_LUvoLs Letinarala e

c50076.graph_c0 0.583145  0.8424404 0.7137623 20.253511 31.63606 28.808016 4.268E-38 5.272215 up PREDICTED: peroxidase 73 [Sesamum indicum]

¢50077.graph_c0 0.2993941 0.7155656 0.6897971 3.8620119 8.1590173 3.8932567 0.0001012 3.25572  up YPOMBHIEAL PTOTEIN VOLLALIANT_Levasr LVoIox carten T

€50078.graph_c0 0.1235882 0.2710008 0.4610146 0.8056652 1.0905893 0.6571364 0.0008387 1.61611 up predicted protein [Hordeum vulgare subsp. vulgare]

¢50079.graph_c2 31211377 35512576 3.0644698 0.6432063 12607646 2.1751243 0.0014616 -1.227653 down | <o !t HNCHATACIETIZEN PIOMEIN LOLLUDLI4ESL |SESAMUM

€50080.graph_c0 2.2467483 3.003893 5.182678 23.495331 36.958554 28.508188 1.109E-17 3.1265 up carbonyl reductase (NADPH) [Galdieria sulphuraria]

€50082.graph_c0 0.3442842 0.2719993 0.4565162 8.128053 6.8769913 7.3203704 1.476E-26 4.423888 up YALIOE30965p [Yarrowia lipolytica]

c50083.graph_c0 0.3003839 0.9221427 1.1275095 4.7975591 10.084191 3.659005 0.003371 3.013587 up -

¢50084.graph_c0 0.0228515 0 0.0186466 0.9848432 3.4981971 2.3711852 2.332E-07 7.39024 up NYPOIELICal POTEIN FLECSUIAR _LLLLIST [FISHTONS ostreaits

C50087.graph_c0 0.4289496 0.9784452 11790125 3.519905 4.2139743 2.4190169 1.194E-05 2.015059 up PREDICTED: mitochondrial-processing peptidase subunit alpha-like
[Musa acuminata subsp. malaccensis]

€50088.graph_c0 0.2258927 0.3739266 0.445456 1.5032623 1.3397425 0.8704975 8.076E-05 1.876506 up unknown [Picea sitchensis]

c50091.graph_c0 0.5281059 1.0573189 0.7869158 9.4882031 7.1532864 7.4325482 6.501E-21 3.391183 up -

€50099.graph_c0 42.579653 42.880048 41.347556 100.41025 87.361306 83.986492 4.809E-12 1.145055 up hypothetical protein, partial (mitochondrion) [Nicotiana tabacum]

¢50101.graph_c0 0.4120535 0.4340533 0.5183581 1.3928218 2.1671785 1.2780533 1.748E-05 1.863172 up predicted protein [Micromonas sp. RCC299]

€50102.graph_c0 0.9131871 1.0027974 1.5910028 2.7843334 4.374782 3.256916 9.92E-06 1.60548 up protein disulfide isomerase [Rhizoctonia solani 123E]

€50106.graph_c0 0.1853374 0.2510135 0.1323296 1.9675291 2.5510059 1.0974509 5.749E-06 3.347574 up saccharopepsin [Mucor circinelloides f. circinelloides 1006PhL]

c50108.graph_c1 24.125978 21.344004 24.176527 10547919 105.51871 94.570833 2.716E-49 2.176241 up PREDICTED: cationic amino acid transporter 7, chloroplastic
[Sesamum indicum]

c50108.graph_c2 35794578 3.8475176 4.0334972 7.562044 10.528833 9.6123733 0.0024223 1.309935 up -

¢50109.graph_c0 89.262643 91.063343 85.762269 230.41682 207.44227 174.28884 3.861E-07 1.269703 up EEEE[DSLSEE,;r;ﬁzi::,:]opep“de repeat-containing protein At5g66520-

c50110.graph_c2 1.9406985 2.7314778 2.0726452 14.796046 14.179971 11716913 1.115E-27 2.637993 up FrEDIL TR UNCNATACIENZEq PTOEIN LUGLuoL03419 [5esamum

c50110.graph_c4 1.0145023 14588155 1195748 3.6673569 4.5410493 4.1107745 3.919E-06 1.786585 up PREDIL 1 EL: UNCNAracierizea protein LuL1Us1599.4 |esamum

indiriim]l



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c50112.graph_c0 0.1692594 0.0382064 0.0863215 1.8773021 2.6138172 1.6465491 9.957E-19 4.423275 up -

c50114.graph_c0 0.1563399 0.1693923 0.4847739 2.3384336 5.8783078 2.3981227 0.0009151 3.739922 up -

c50115.graph_c0 0.1189688 0.3759617 0.3276367 2.0169723 4.4132618 1.274733 0.0077576 3.262005 up -

¢50116.graph_c0 0.8152906 0.557675 0.7862288 16503738 23.090439 16.802677 4.191E-40 4.744647 up L‘f’gg’ég‘;“ca' protein 0988_02039 [Pseudogymnoascus pannorum VKM
c50124.graph_c0 0.0768371 0.41626  0.5486112 5.7707514 13.310212 5.1781114 6.952E-05 4.573089 up Formate/nitrite transporter [Trametes versicolor FP-101664 SS1]
¢50125.graph_c0 0.4096507 0.2641973 0.6685433 1.8174186 2.750478 14851176 3.957E-05 2.209746 up Eiﬁggf_ﬁg?;rggjszmn”gg&gzﬁreg”'atoryS“b“”'t1
€50130.graph_c0 0.2352844 0.1062199 0.447977 2.7338691 4.6330246 3.8036711 1.123E-16 3.854553 up -

c50131.graph_c1 0.4936243 0.6077679 12449978 22184092 3.6758531 2.2269948 0.0003298 1.825949 up YPOneeal PTOEIN GUTTADIATT 1ALl [etinarala et
c50134.graph_c0 0.1307311 0.0737737 0.3066921 1.6363989 2.6990968 2.1011468 6.815E-17 3.686785 up -

c50135.graph_c0 0.2631179 0.2850849 0.6011658 2.4902925 2.8972682 1.187061 0.0005583 2.559847 up hypothetical protein ZEAMMBT3_452342 [Zea mays]
€50137.graph_c0 0.3048628 0.3670167 0.3938788 1.2881202 3.0021357 1.461356 0.0026319 2.463307 up Karyopherin beta [Blumeria graminis f. sp. tritici 96224]
c50137.graph_c1 0.1226193 0.4059503 0.4669295 1.0880028 2.0856699 1.1985979 0.0005864 2.168313 up -

¢50139.graph_c0 17133638 12155054 14313787 10910784 12325577 11.778851 3.388E-23 3.045436 up PTEEDIC [ED: PUIAUVE QILICOSE-o-Priospnate 4-epimerase sesamumm
c50143.graph_c0 0.2004302 0.0723879 0.0981297 3.7600892 12.703684 6.194075 1.58E-05 5.958514 up hypothetical protein CHLNCDRAFT 33886 [Chlorella variabilis]
c50144.graph_c0 3.2430838 4.0478067 5.0202434 13.11844 24.720714 12.748535 0.0008688 2.073046 up molecular chaperone DnaK [Galdieria sulphuraria]

c50145.graph_c2 2.9148281 3.6081355 3.0690012 12.5741 14.01518 15.218289 1.694E-14 2.163479 up PREDICTED: subtilisin-like protease [Sesamum indicum]
€50147.graph_c0 0.0600788 0.0904091 0.0490238 2.436936 1.9093366 0.4743312 0.0014342 4.651962 up predicted protein [Thalassiosira pseudonana CCMP1335]
c50150.graph_c0 0.3698816 0.2652102 0.5326242 1.1583406 1.0956441 0.7852835 0.0004791 1.424891 up EUKATYOLE ITANSIAON INIUALION TACTOT 3 SUDUNIE, PUIAIVE Lrdcints
€50152.graph_c0 0.0429149 0.2324888 0.1284001 0.9247627 1.4599062 0.6615055 5.465E-05 2.954942 up predicted protein [Hordeum vulgare subsp. vulgare]
c50153.graph_c1 0.5455261 0.9577534 0.9521153 4.2257995 6.6336883 3.6404517 1.143E-06 2.599606 up ypoinerica) PTOTEIN EMIMULIGANT 82818 LEMmilianta nuxiey!
c50156.graph_c1 57.78576  61.37613 51.163623 6.3445887 8.5727046 8.1131164 5.878E-73 -2.849467 down hypothetical protein VITISV_035070 [Vitis vinifera]
c50158.graph_c0 0.0263972 0.0476683 0.0323098 3.2456526 3.7751235 5.6419467 3.729E-24 6.931781 up -

¢50162.graph_c0 10.105065 9.5001704 8.7071153 2.9239789 3.5872219 3.3151188 2.122E-21 -1.487702 down zuRpiere:ti:-;]ED: uncharacterized protein LOC105111104, partial [Populus
c50164.graph_c1 0.103267 0.1864808 0.6741202 3.4033616 10.885682 3.901836 0.0035379 4.263218 up -

€50165.graph_c0 0.0326444 0.2652732 0.1997815 1.0344784 1.3370034 0.5154647 0.0013419 2.580006 up predicted protein [Hordeum vulgare subsp. vulgare]
C50166.graph_c1 1.1228444 11739005 10126773 1.6480176 2241862 2.6828384 0.0021221 1.025185 up Fsiffréﬁ;ﬁr?cjigﬁ::;'ve late blight resistance protein homolog R1A-10
¢50167.graph_c0 0.0137034 0.0371186 0.0782729 27965777 5.0051969 2.0710724 2.885E-09 6.291814 up ATP-dependent Clp protease ATP-binding subunit Clp [Galdieria

sulphuraria]



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€50170.graph_c0 0.114655 0.4658522 0.3976196 2.1436716 2.9253046 1.5841335 1.857E-07 2.80656 up hypothetical protein CHLNCDRAFT_33886 [Chlorella variabilis]
c50175.graph_c0 3.3428033 3.7061155 3.8441543 1.1036557 1.2944596 1.4730393 1.556E-06 -1.454635 down Putative gag-pol polyprotein, identical [Solanum demissum]
c50176.graph_c1 0.189579 0.085586  0.1325957 0.8753982 1.6183659 0.4734636 0.0069075 2.900106 up predicted protein [Hordeum vulgare subsp. vulgare]
€50179.graph_c0 2.5770212 3.9906018 5.1214044 16.894811 31.833143 14.407832 0.0009046 2.468005 up EF2, translation elongation factor 2 [Ectocarpus siliculosus]
c50185.graph_c0 278.57514 215.26942 252.26124 82.875119 40.691523 40.474528 3.912E-17 -2.128203 down BnaCnng12640D [Brassica napus]

c50187.graph_c1 0.0767911 0.1040028 0.1566523 5.9863108 8.8166077 3.4644445 6.356E-09 5.798177 up YpPOneeal PTOEIN GUTTADIANT_Lodbet [otinarala e
€50199.graph_c0 40.940108 79.290653 69.841394 3.9195319 1.8269983 1.6740364 4.337E-13 -4.619398 down defensin-like protein 4 [Arabidopsis thaliana]

¢50200.graph_c0 136.19936 128.7141 142.0611 48218809 55.445768 48.456558 6.899E-22 -1.379366 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUGLoUASL [SEsamUm
€50201.graph_c0 2.1129748 2.4801635 2.4138382 0.4463919 1.0403757 1.1915904 0.0033258 -1.35096 down -

€50205.graph_c0 0.5667617 0.5629059 0.4624729 1.652348 1.5221412 1.4702493 0.0003068 1.589049 up PREDICTED: protein FLX-like 4 [Sesamum indicum]
€50207.graph_c0 2.6795275 3.0058741 2.8159116 6.2783759 10.303874 11.905573 1.184E-05 1.776961 up hypothetical protein MIMGU_mgv1a010254mg [Erythranthe guttata]
€50212.graph_c0 3900.9833 4367.392 4538.9984 1696.6379 1475.104 1677.2971 1.183E-07 -1.357517 down hypothetical protein MIMGU_mgv1a016953mg [Erythranthe guttata]
050216.graph_c0 12.219704 15576348 18.476007 45.89866 39.936887 34.962584 2.022E-08 1.430164 up -

¢50226.graph_c0 7.0901977 8.9129807 8.9819763 39.425161 31.193128 35.168635 4.184E-20 2.127754 up histone H4 [Zea mays]

€50229.graph_c0 6.7923066 6.2404093 4.5701041 87607971 11.20121 15.859413 0.0040054 1.060232 up fnzi'ar':]TED: homeobox-leucine zipper protein ATHB-13 [Sesamum
c50230.graph_c0 28.24324  26.212181 21.148687 104.07311 69.103193 59.733356 0.0009191 1.675644 up fnzi'ar':]TED: zine finger protein CONSTANS-LIKE 4-like [Sesamum
c50232.graph_c0 0.8230203 0.5944881 0.6044201 2.3994494 3.0392589 2.7383896 1.362E-06 2.054325 up Fsiffréﬁ;ﬁ%igﬂ::;'ve late blight resistance protein homolog R1A-4
€50235.graph_c0 0.4894218 0 0.2995231 4.4977414 6.4078501 6.900109 8.747E-21 4.529588 up PREDICTED: dirigent protein 22-like [Sesamum indicum]
€50239.graph_c0 3283.0768 4019.6129 3655.1871 691.99444 602.4768 613.48698 6.225E-32 -2.476948 down hypothetical protein MIMGU_mgv1a015957mg [Erythranthe guttata]
€50240.graph_c0 320.32101 343.09762 310.24407 1298.9207 1529.586 1927.0961 1.079E-17 2.325391 up hypothetical protein MIMGU_mgv1a027056mg [Erythranthe guttata]
050246.graph_c0 3.2772781 3.6988436 1.6045393 11.216317 14.962931 26.798715 0.0004295 2.6596  up -

€50255.graph_c0 1042.1833 1311.2389 1255.4256 187.37416 145.37308 119.03521 3.157E-49 -2.948638 down oleosin, partial [Genlisea aurea]

¢50256.graph_c0 3.8000062 5.1962993 4.2242428 10.82032 1201747 11.336024 1.122E-09 1411031 up F&Eﬁﬁ;ﬁ%igﬂfb'e'”do'e'3‘pyr”"ate monooxygenase YUCCAS
C50257.graph_c0 44.350523 44.408581 43.453434 121.05259 134.29888 143.15502 4.284E-29 1.631276 up ;z;sl'gifi;a:“[?:sy;;fﬁhz]‘ﬁﬁ?y't”g'”tamate"homocySte'”e
€50260.graph_c0 21.08055 21.468311 26.535735 190.3623 132.32259 117.40709 1.05E-07 2.721802 up hypothetical protein POPTR_0001s05450g [Populus trichocarpa]
050265.graph_c0 5.0773708 1.4586695 2.6365138 11.116626 40.28877 35.401183 0.0008322 3.265448 up -

€50266.graph_c0 2.8497496 4.4575489 3.8319517 1.2719252 10779604 0.6337808 4.4E-06  -1.850424 down -



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

€50270.graph_c0 6.6901338 5.3222263 5.577129 1.0084607 1.1654638 0.9381096 3.009E-11 -2.457786 down hypothetical protein MIMGU_mgv1a025449mg [Erythranthe guttata]

¢50274.graph_c0 10.178188 10.940417 10.606359 4.2446834 2.7808709 3.0811502 8.801E-08 -1.600321 down  PREDICTED: zinc finger protein MAGPIE-like [Sesamum indicum]

€50277.graph_c0 34.319019 38.899809 49.307541 176.66806 113.72901 96.353968 0.0024764 1.710775 up PREDICTED: serine carboxypeptidase-like 50 [Sesamum indicum]

€50278.graph_c0 1.0785469 1.2029624 1.0612795 5.0664511 3.4929987 4.1503122 8.499E-08 1.975148 up PREDICTED: probable carboxylesterase 6 [Sesamum indicum]

c50293.graph_c0 14169042 0.767599 11561823 2.9454899 2.1309976 2.9404986 0.0023802 1.307933 up PREDICTED: protein PROTON GRADIENT REGULATION 5,
chloroplastic [Sesamum indicum]

€50295.graph_c0 32.001808 32.99935 32.042724 142.15777 121.42128 96.251147 5.686E-09 1.938017 up PREDICTED: transcription factor MYB1R1-like [Sesamum indicum]

€50297.graph_c0 358.93888 423.16367 384.38676 73.023882 86.402824 84.328613 3.206E-48 -2.219412 down  PREDICTED: uncharacterized protein LOCL100246645 [Vitis vinifera]

¢50303.graph_c0 10.12994  10.581835 9.2305862 15.036497 22.443408 25379451 0.0001142 1.104088 up fnzi'ar':]TED: probable inactive receptor kinase At1g48480 [Sesamum

€50305.graph_c0 1.0571827 1.1335126 1.9050242 2.484689 3.9039767 4.8440221 0.0009127 1.486982 up PREDICTED: DELLA protein GAI1 [Sesamum indicum]

c50306.graph_c0 0.2601444 0.352329 0.594372 4.4516546 4.9255877 6.8951706 3.453E-19 3.78932 up PREDICTED: microtubule-associated protein RP/EB family member
1C [Sesamum_ indicum]

¢50309.graph_c0 6.8625853 6.8958501 6.141731 10.87354 14.045089 18.538953 0.0001663 1.16217 up FrEEDIL TR UNCNATACIENZEq PTOEIN LUGLuoLo f4ou [5esamtm

c50312.graph_c0 1.1933794 0.6687991 0.9066301 9.8586071 9.5508508 12.392373 6.391E-27 3.562198 up -

c50314.graph_c0 0.3170754 0.2862893 0.8336885 6.8325785 8.6102516 9.2981923 1.187E-29 4.140011 up PREDICTED: syntaxin-112-like [Sesamum indicum]

¢50329.graph_c0 1.6444382 1.8106994 1.9800442 03558811 07270963 0.7011776 0000125 -1577129 down ~EDICTED: pentatricopeptide repeat-containing protein At2g17525,
mitochondrial [Sesamum indicum]

c50349.graph_c0 6.3020433 8.3004316 8.4074418 23711315 28611781 33.057585 7.763E-12 1.928416 up FIREDIS 1S KWATDINAING PrOTEIN S5-11IE 1SOTOMM AL LNeIumn0

€50353.graph_c0 0.1325451 0.0897569 0.1622336 8.9465689 19.311584 18.499993 2.813E-17 6.954415 up hypothetical protein MIMGU_mgv1a009974mg [Erythranthe guttata]

€50372.graph_c0 1.7045459 1.3496242 1.0913181 4.321275 4.68351  4.1999717 3.268E-07 1.713262 up PREDICTED: cytochrome P450 CYP82D47-like [Sesamum indicum]

C50375.graph_c0 4.178805 5.609958 5.0699394 0.6969662 1.3290321 3.1007817 0.0005352 -1.509248 down -

c50378.graph_c0 183.74221 191.36264 199.14526 59.784921 62.795854 62.892319 2.841E-27 -1.589379 down hypothetical protein MIMGU_mgv1a003144mg [Erythranthe guttata]

c50379.graph_c0 7.5022577 7.724549 8.0818249 20437436 4.2418257 2.3380853 2.017E-06 -1.401858 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUSLOOE0Y [SEsamUm

¢50389.graph_c0 3.2530014 40385885 3.1521268 16107105 15698443 09172483 00018263 -1.302449 down | -t ! V" UNCNATACIETIZEN PTOMEIN ALGUSLOUIIKE [SESamumm

c50398.graph_c0 1.9478475 27553338 1.8013513 0.8230134 0.8718829 0.8055436 0.0033354 -1.336881 down -

€50401.graph_c0 0.4694809 0.6023803 0.2217905 1.2215245 1.1613332 0.6967341 0.0082918 1.299975 up PREDICTED: cytochrome P450 71A21-like [Sesamum indicum]

c50423.graph_c0 2.6609918 2.7843517 3.1251171 08511316 10018564 1.9354035 00036267 -1.144628 down . ~EDICTED: pentatricopeptide repeat-containing protein At3g20730
[Sesamum indicum]

€50427.graph_c0 4.5755351 3.2214141 3.6224802 10.529449 10.935238 11.365721 2.632E-11 1.564474 up PREDICTED: geraniol 8-hydroxylase-like [Sesamum indicum]

c50430.graph_c0 0.7253521 0.9005218 0.8878221 1.953804 25568346 2.2498016 0.0008117 1.465331 up PREDICTED: uncharacterized protein LOC104084947 [Nicotiana

tomentosiformis]



28h-1 28 h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

050436.graph_c0 14255184 2.6546634 1.9629193 7.4536672 8.6140981 9.8478541 1.07E-07 2.139224 up -

c50439.graph_c0 9.5245554 8.4399333 9.9099706 2.9172859 2.7576865 2.3162375 1.765E-09 -1.757961 down rnZi'ar'nc]TED: putative clathrin assembly protein At4g40080 [Sesamum

c50443.graph_c0 28.605785 27.345032 28.179826 54.483848 54.667219 63.078943 2.534E-12 1.0744 up hypothetical protein MIMGU_mgv1a017588mg [Erythranthe guttata]

c50446.graph_c0 10725259 0.9996287 0.7904783 4.0346617 1254395 13.072347 0.0002317 3.397608 up FIEDIL TEL: SOMECNAIN aenyarogenase Teaueiase £a (esamum

c50451.graph_c0 0.6141723 0.6992026 0.6754759 1.69241 2.8686451 3.1925001 2.658E-06 1.994997 wup PREDICTED: premnaspirodiene oxygenase-like [Sesamum indicum]
PREDICTED: LOW QUALITY PROTEIN: putative ETHYLENE

C50454.0raph_C0 21488192 23.055507 23267907 44137272 4970679 43872629 L64SE-30 2259016 down oo i ot dioun]

c50456.graph_c0 0.8604348 0.7360029 05542956 2.9275732 3.1014088 6.0271092 0.0002809 2.522301 up PREDICTED: haloacid dehalogenase-like hydrolase domain-containing
protein Sgpp [Sesamum indicum]

€50460.graph_c0 2.7152389 3.5769335 2.1429697 1.0438141 1.0759081 0.5522472 4.657E-05 -1.611166 down unnamed protein product [Coffea canephora]

c50463.graph_c0 1.7235822 1.8526585 15180504 7.733383 5.9148234 4.7211256 1.03E-05 1.900353 up rnZi'ar'nC]TED: putative E3 ubiquitin-protein ligase XBAT3L [Sesamum

c50472.graph_c0 0.3433444 0.1377812 0.2801662 35.445785 4139265 38.20877 1.3E-164 7.278487 up PREDICTED: 1-aminocyclopropane-1-carboxylate oxidase homolog 1-
like [Sesamum indicum]

C50477.graph_c0 4.3868254 6.0880378 2.6515657 0.205949 O 0.1832522 1323E-07 -5.013317 down -

c50482.graph_c0 287.13434 236.65841 283.50505 1003.0008 905.32091 867.86486 7.732E-29 1.826069 up ZEEE'VCUTIQE;?;;UM'VE"p'd'b'”d'”g protein AIR1B [Beta vulgaris

c50491.graph_c0 16.63514  10.00254 16.110719 29.765712 35425449 38.56722 4.328E-10 1.042031 up PreEDIC [ELD: G0BMING PrOSPTIONINOSYITTANSIETASE 41 (oesamim

C50495.graph_c0 1.3402667 19286529 14695877 11255125 14.735572 17.573038 1.334E-21 3.23678 up [PSFZ'SE;DH']S;ES&igLﬁmphOSphOd'eSter phosphodiesterase GDPDL 3-like

¢50500.graph_c0 0.0592923 0 0.0645093 2.5553480 2.335522 2.095402 7.578E-28 5.860804 up PreEDIL TEL: UNCnATActerized protein LOG 0o roous [5esamtim

c50510.graph_c0 11769548 1.1192053 15520637 1.9680078 25724551 3.219804 0.0004917 1.046345 up fnzi'ar':]TED: probable RNA-dependent RNA polymerase 5 [Sesamum

c50511.graph_c0 0.6559054 0.3230297 0.5352134 2.4186425 4.2437406 3.2953933 1.199E-09 2.750392 up hypothetical protein MIMGU_mgv1a014011mg [Erythranthe guttata]

c50514.graph_c0 0.8992081 0.5535686 0.4669295 4.5592498 5.0495165 6.9610881 1.045E-15 3.147295 up PREDICTED: auxin-induced protein 6B-like [Sesamum indicum]

c50516.graph_c0 22.30658 25.191922 26.8696  49.459216 48.497244 54.191972 8.258E-13 1.074139 up ferritin [Avicennia marina]

C50517.graph_c0 1.7680457 1.8829092 1.4427109 0.1149296 0.6696472 0.9715053 0.0014093 -1.517137 down -

c50523.graph_c0 0.732406  0.9919409 1.0085129 3.3653722 3.6881418 4.2852155 4.515E-07 2.091795 up PREDICTED: RAN GTPase-activating protein 2-like isoform X2
[Sesamum indicum]

c50524.graph_c0 0.8676912 1.333972 1.0142037 02378081 04093844 0.2909503 0000107 -1.742319 down ~EDICTED: pentatricopeptide repeat-containing protein At5g46460,
mitochondrial [Sesamum indicum]

€50528.graph_c0 4.5605744 4.5512207 4.7659926 44.624213 55.439442 74.990868 5.862E-17 3.692444 up hypothetical protein CICLE_v10032302mg [Citrus clementina]

€50533.graph_c0 0.8741685 0.7498276 0.9808072 2.4377605 2.4651248 2.9085721 1.287E-05 1.624439 up hypothetical protein MIMGU_mgv1a002430mg [Erythranthe guttata]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c50536.graph_c0 14288758 1.3175007 2.4559393 0.1541451 0.2449471 0.2057361 8.69E-06 -3.070803 down F;E;:ﬁ;ﬁ%iz:]'rtr?]g’e”'ac“vated protein kinase kinase kinase 2-like
€50538.graph_c0 1.543287 2.1015869 2.4360416 68.500119 117.9223 135.65591 1.126E-19 5.758238 up PREDICTED: beta-glucosidase 12-like [Sesamum indicum]
¢50540.graph_c0 3.6335696 3.9939841 3.1798155 0.6675097 2.1214368 1.4254707 0.001957 -1.33236 down -

€50542.graph_c0 1.4037581 1.0139696 1.099637 4.341655 4.599457 4.1165017 3.227E-06 1.93417 up hypothetical protein L484_017688 [Morus notabilis]
€50555.graph_c0 0.0984059 0.3554052 0.3211936 3.9915748 2.7750119 4.3286091 5.752E-14 3.884702 up hypothetical protein MIMGU_mgv1a016013mg [Erythranthe guttata]
¢50565.graph_c0 0 01067748 0.0964966 6.0709193 18.738408 17.606087 4.428E-10 7.730125 up FIEDIL TED: PANOGENESISTEIAEN PIOTeIN FreL-1IKe 15esamum
€50569.graph_c0 0 0.165236 0.0497768 4.3301405 10.157502 10.664368 9.342E-12 6.900409 up unnamed protein product [Coffea canephora]

C50572.graph_c0 0.4185125 0.6870501 0.6519598 2.1219816 2.4523442 2.7892777 1.015E-06 2.105205 up fnzi'ar':]TED: glyoxylate/succinic semialdenyde reductase 1 [Sesamum
¢50577.graph_c0 0.5050799 0.9919409 12699793 23209463 4.179894 4.8531356 0.000107 2.020922 up FIREDIL TELD: UNCNATACIENZEa PTOTEIN LULLuoLossus [5esamum
c50578.graph_c0 8.8249637 8.4219947 7.7935937 3.5399656 3.6001578 3.1498401 0.0003868 -1.239964 down PREDICTED: stachyose synthase [Sesamum indicum]
c50581.graph_c0 7.6150427 5.5701627 7.9442415 31157215 33.654493 41.204735 1.872E-19 2.365312 up -

c50587.graph_c0 1.1046606 0.2992215 0.5408364 8.8215039 10.087005 12.833017 15E-18  4.06578 up FIELI 1 ED: (AS0XYIOganeuUn GIUCOSYITANSIETASE-HIKe =UCalypris
€50590.graph_c0 114.47406 120.87986 103.22909 259.17377 303.59343 287.63247 3.427E-18 1.368423 up PREDICTED: uncharacterized protein At1g01500 [Sesamum indicum]
¢50592.graph_c0 14.278536 16.006582 15.103973 29.105091 31938377 31.982748 4.339E-13 1.075717 up Eii?rgf%;i!::ﬂ::';ﬁg%'u‘;f]hydroge”ase 2, chloroplastic-like
c50596.graph_c0 2.0829777 2790766 1.8641792 0.4258593 0.9925218 0.5304979 0.0001205 -1.757986 down -

€50601.graph_c0 1.7614694 2.3588574 2.147942 12.317989 10.046189 12.634679 5.715E-29 2.52538 up PREDICTED: protein CYPRO4 [Sesamum indicum]
c50603.graph_c0 0.7697799 0.843976 0.4486672 1.6727189 1.6982077 15503908 0.0031023 1.298296 up EEeEmii;iEaDn;';;%zztlr?:]"n'domam containing receptor kinase 1X.1-
c50608.graph_c0 10.062266 14.78161 12.707077 5.1626016 4.9329592 6.9355136 0.0014745 -1.100549 down 25555:;ZE;]gﬂgg&ﬁggﬁiﬁcrs;ﬁgIr?,(]:ylgcherOI defta-7
€50620.graph_c0 0.3727936 05289392 0.9125897 2.9702727 4.4330071 4.5049956 4.503E-10 2748126 up PREDICTED: zinc finger protein ZATS [Sesamum indicum]
€50627.graph_c0 0.0469941 0.0424312 0.0766935 6.4929591 8.5192467 8.5335849 1.423E-38 7.183068 up hypothetical protein MIMGU_mgv1a009322mg [Erythranthe guttata]
c50628.graph_c0 1.8805164 1.8919791 1.7536983 0.4767386 1.2265421 0.484799 0.0034952 -1.305931 down -

€50630.graph_c0 211.5804 212.36205 202.32798 1587.4866 1130.546 944.98423 4.206E-07 2.599082 up hypothetical protein AMTR_s00033p00173430 [Amborella trichopoda]
c50634.graph_c0 3.3007868 3.4609947 3.6925852 13496743 13583255 1291002 0.0002308 -1.344064 down | oo ! ANMOCYANIAIN STOmGIHCOSYITANSIETASE-IIie [oesamm
€50639.graph_c0 17.05187 16.911931 20.258479 6.3835572 6.7626048 5.0821507 1.1E-06  -1.529725 down -

c50650.graph_c0 0.7860249 0.7514542 1.0564069 2.2271228 2.607721 2.1902784 0.0001778 1477274 up PIEDIL 2L ASPATAQINGT-rerA 110ase, CYLOpIasiIc £ Loesamtim
€50653.graph_c0 0.903917 0.6872862 0.8928708 2.4724756 2.8748284 2.0926771 0.0002123 1.623855 up unnamed protein product [Coffea canephora]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

C50654.graph_c0 7.804128  8.1367473 7.7353381 1.4924564 2574317 3.0475409 9.798E-15 -1.703198 down EﬁlEr'zLf;ﬁ?ispezzt;t;'r‘r’]oi‘;‘iﬁi'j;]repeat'co”ta'”'”g protein At1g15510,

c50684.graph_c0 11.511938 12.150218 11.846255 2.9881698 55134263 6.3147819 5.644E-10 -1.230343 down Fsiffréﬁ;ﬁr?cji'ciurﬁ']"e'”"h repeat receptor-like protein CLAVATA2

c50686.graph_c0 0.2091227 0.314697 0.3697253 8.7034098 11.466755 11.911194 1508E-46 5202353 up PDFI;'E?'GCOTZ';S;;O"[F;';ga;(&tr’g’i‘n‘;‘i’gi{]r]"conta'”'”g protein

€50691.graph_c0 0.5880363 0.4344068 0.3053481 3.1848023 1.8664193 1.688232 0.0005673 2.398524 up Leucine-rich repeat transmembrane protein kinase [Theobroma cacao]

C50695.graph_c0 0.8799273 1.0262187 1.166772 0.1858955 0.344634 0.5375781 0.0012541 -1.496222 down -

¢50696.graph_c0 3.5017603 2.6502787 2989464 15.843816 18.713867 26.007886 2.915E-12 2.748506 up F;;E;:ﬁ;ﬁ%i((:Ersn)]'”orcoc'a“””e 6-0-methyltransferase-fike

c50700.graph_c0 29.308894 38576612 27.705296 113.28494 14273904 108.2497 3.346E-20 1.97043 up -

c50706.graph_c0 1.027825 0.9280296 1.2056267 5.9442254 4.6581924 4.9993203 2.932E-08 2.349049 up PreEDIL TEL: Unenaracterized protein Lot 10oLo0d.2 [5esamum

c50708.graph_c0 3.0111048 4.1788123 4.5273181 6.1139435 10.632733 13.081517 0.0033007 1.378842 up PREDICTED: UPF0496 protein 1-like [Sesamum indicum]

¢50700.graph_c0 0.3824305 0.1726494 0.6241203 13.815625 8.2166905 4.9603577 0.0001395 4.572261 up -

c50710.graph_c0 3.7279642 3.5726865 3.682407 0.6632238 1.8882513 1.5490978 0.0003372 -1.394943 down gf;'fe?r:Cl_Tlﬁ('z:[gqe‘;';gl'fmciig;i;:‘i‘”smembra”e domain-containing

c50711.graph c0 1.94236  1.7147963 1.1622966 3.994048 3.4197447 2.7749473 0.0057842 1.127761 up -

c50713.graph_c0 14528208 2.01449  1.8205738 0.1315398 0.1393505 0.4096517 7.325E-09 -2.926658 down -

c50732.graph_c0 6.828738  8.6457723 75333578 14700571 19.261926 17.813548 3.002E-08 1.208014 up PTEEDIC |ELD: NEAL SITESS ANSCHPON TACION L LAIKE [Sesamim

¢50735.graph_c0 7.2772061 6.0074375 7.0409383 27.541407 23.034301 13.71877 0.001578L 1.71119 up FIELI 1 ED: UNENATACENzea profein LOG LUAouLsy [Etealyprs

c50746.graph_c0 4.4087976 4.3426155 3.4885264 7.3496923 8.1807953 9.2520349 2.773E-05 1.057119 up hypothetical protein MIMGU_mgv1a005428mg [Erythranthe guttata]

c50748.graph_c0 5.4377053 4.3865692 3.8188354 9.8305606 11.31207 11.009374 7.501E-06 1.276632 up hypothetical protein MIMGU_mgv1a006779mg [Erythranthe guttata]

c50751.graph_c0 55693423 4.7076198 5.2213839 0.6008129 0.7956105 1.2028493 1.371E-07 -2.542472 down -

c50753.graph_cO 1.6984559 14289864 14174244 3.6697464 2.9027797 3.918382 0.0013522 1.250832 up PrEEDIL TEL: PODADIE WIS Y TTANSCTIPHON TACTOr L4 [sesamdm

c50754.graph_c0 0.6792515 0.7199614 0.45787  9.6956236 11.064491 14.756018 5.472E-28 4.295241 up PREDICTED: chaperonin CPN60, mitochondrial [Sesamum indicum]
FREUIG | CU. Ul yUTUHPUY 1y SHE-1S91UUE QUELY 1U aliSTE1 Gog LUITIpUIS L

c50763.graph_c0 26.024935 29.031686 28.058846 55.822462 56.286085 65.001194 2.912E-15 1.132212 up 5 of pyruvate dehydrogenase complex, chloroplastic [Sesamum

c50764.graph_c0 0.4500795 0.8127592 1.0099684 6.9887346 8.612487 6.7261695 1.393E-12 3.335776 up PREDICTED: uncharacterized protein LOC100267736 [Vitis vinifera]

c50767.graph_c0 3.9443212 3.6281276 3.7817773 1.0936882 1.6551858 1.5570515 0.0001048 -1.363911 down PREDICTED: uncharacterized protein LOC102659506 [Glycine max]

¢50769.graph_c0 2.0388226 1.8950088 2.1529751 0.3040421 0.4831436 0.6087034 8.892E-06 -2.092543 down -

c50770.graph_c0 8.7868418 10.767157 12.97427 21.215179 23.130428 24.304317 1.087E-05 1.117233 up cyclin D [Scutellaria baicalensis]

c50772.graph_c0 2.2687535 2.2848338 1.9936908 32297582 48.862364 69.581861 6.821E-11 4.557298 up PRELILTEL: UNCNATACIENzea Protein LU LUs1560us [Sesamum

indiriml



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c50775.graph_c0 1.0122472 1.0752521 0.6316359 3.8492936 5.0373562 5.1040382 1.144E-08 2.401056 up kunitz trypsin inhibitor [Populus tremula]

c50777.graph_c0 4.0922528 4.452853 3.8957857 1.2635565 1.9726514 1.4201747 0.0008929 -1.381413 down hypothetical protein CICLE_v10023373mg [Citrus clementina]
c50781.graph_c0 0.4723926 0.4653013 0.1752129 2.9939618 3.1140715 4.7467801 1.931E-12 3.324862 up PREDICTED: glutaminyl-peptide cyclotransferase [Sesamum indicum]
¢50792.graph_c0 0.4475532 0.5317086 0.6535153 11.137125 8.8567327 12.300838 3.787E-37 4.349057 up [PSFZE;T']E;EiziEﬁ'rL?'V'S'O” cycle 20.2, cofactor of APC complex-like
c50794.graph_c0 3.8818556 2.9207931 5.9493321 0.1261676 0.2339038 0.280658 1.603E-08 -4.28583 down PREDICTED: cytochrome P450 86B1-like [Sesamum indicum]
c50795.graph_c0 8.8879849 8.3897906 8.6011328 52.699631 54.004074 66.650998 5.223E-48 2.783647 up PREDICTED: caffeoylshikimate esterase [Sesamum indicum]
c50796.graph_c0 2.5357558 2.4474497 4.0669618 5.4309864 10.919854 10.552513 0.0009153 1.601198 up [Psisfréﬁ;ﬁr?éigbﬁma””a” 4-beta-mannosyltransferase 2-like
¢50807.graph_c0 0.3860197 0.1161799 0.8924687 4.2406732 3.8877222 4.498965 4.932E-12 3.218301 up PreEDIL TEL: UNenaracterized protein Lot L0oLosbrs [sesamtim
¢50809.graph_c0 0.0899949 0.4062847 0.3304579 7.5289584 4.3505555 3.5526177 5.125E-06 4.278326 up -

c50814.graph_c0 9.315657  10.490329 12.341761 3.6486263 3.5841661 2.3020819 6.245E-08 -1.707721 down -

c50815.graph_c0 0.0574447 0 0.0468744 5.9708608 1.6970593 2.5268366 0.0003631 6.673278 up PREDICTED: acid phosphatase 1-like [Nicotiana sylvestris]
€50825.graph_c0 1.4262356 1.4048258 1.375396 3.533542 3.6563044 3.9484353 0.0007022 1.445695 up hypothetical protein MIMGU_mgv1a000817mg [Erythranthe guttata]
c50826.graph_c0 1.547371  1.9051785 0.9948089 8.499429 12.278338 11.370554 1.311E-18 2.890642 up PREDICTED: adenosine kinase 2-like [Sesamum indicum]
c50827.graph_c0 1.0475701 1.6552508 0.3205532 4.4815689 7.5611182 6.4984302 4.064E-09 2.65246 up -

€50830.graph_c0 4.1862454 3.7219332 4.54878  10.450309 15.717144 19.65719 3.472E-06 1.911913 up PREDICTED: delta(8)-fatty-acid desaturase 2-like [Sesamum indicum]
€50834.graph_c0 0.9639295 1.3055069 0.9438703 5.4983321 5.3070547 6.0882986 3.213E-08 2.436511 up PREDICTED: receptor-like protein kinase HSL1 [Sesamum indicum]
c50851.graph_c0 14.46353 14.109953 14.605692 2.8799892 5.655511 6.8127581 7.277E-07 -1.462908 down PREDICTED: fibroin heavy chain [Sesamum indicum]
¢50852.graph_c0 4.6325527 4.4302614 3.9814337 11813696 2.0981328 14530056 3.711E-05 -1.42836 down | oo ! = MROXIKEICIITEPEAL PrOTEIN ALSG2IEHLIIKE [Sesamum
c50857.graph_c0 2.0248846 1747024 15054101 4.049667 4.4100799 3.4003626 0.0024854 1211148 up PrEEDIS ED: UNCNATACIEMZea PIOTeIN UL 1usL008uy 15esamim
c50869.graph_c0 55325302 6.4153558 6.6227937 10.501535 14.632339 12.385028 158E-06 1.051672 up FrEEDIL [EL: CATIONIC aMiNo acid (ansporter s, vactolar 1sesamim
c50874.graph_c0 474.82047 449.09472 446.16687 142.04915 152.56188 96.141254 4.852E-35 -1.765631 down hypothetical protein JCGZ_21814 [Jatropha curcas]
c5088L.graph_c0 1.9278589 3.3943179 2.8316108 4.2764805 6.4720179 7.5016537 0.0044266 1.196176 up PreEDIL [EL: CANIONIC aMING acid (ansporter s, vactolar 1esamim
c50885.graph_c0 4.7050677 3.7607326 4.2484022 1.075479 0.9321869 1.3049383 2.19E-06 -1.898783 down hypothetical protein MIMGU_mgv1a010676mg [Erythranthe guttata]
c50891.graph_c0 0.0387779 0.1400514 0.0949274 8.356162 12.497422 11.852684 4.294E-51 6.93637 up PREDICTED: annexin D4 [Sesamum indicum]

c50893.graph_c0 2.6444279 3.9157796 3.1072775 1.2067226 0.8522508 0.2386077 8.365E-06 -2.014519 down -

c50894.graph_c0 33.53445  35.08207 29.356523 13.984875 12.355826 5.5086546 1.327E-11 -1.570104 down PREDICTED: auxin-induced protein X15-like [Sesamum indicum]
€50899.graph_c0 0.4903737 0.4743873 0.6859559 6.3934437 11.946958 8.8493187 1.147E-13 4.074191 up PREDICTED: annexin D1-like [Sesamum indicum]
€50901.graph_c0 1.9527958 1.2734161 1.5049396 3.025382 4.0791232 5.8733819 0.0007182 1.489313 up hypothetical protein MIMGU_mgv1a012192mg [Erythranthe guttata]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c50914.graph_c0 0.2247464 0.3478713 0.6549687 20.145272 16512695 9.5600755 8.007E-11 5.283904 up fnzi'ar':]TED: probable trehalose-phosphate phosphatase H [Sesamum
¢50920.graph_c0 3.1994789 3.8744301 4.3307713 6.6320582 13.748448 15.198685 0.0017809 1.670346 up F;Eﬂﬁ;ﬁ%igj';'n?'damage'repa'mo'era“on protein DRT100-like
€50925.graph_c0 0.2641625 0.5366564 0.538886 2.5950518 7.0058797 4.2456936 0.0001439 3.397816 up PREDICTED: transcription factor RAX2-like [Sesamum indicum]
£50929.graph_c0 0.2063416 0.0931536 0.0841865 1.3077659 1.0737  0.7854585 6.942E-09 3.0942  up PREDICTED: protein HOTHEAD [Sesamum indicum]
€50930.graph_c0 3.6796648 3.4995866 4.1235383 8.2090732 11.134178 12.671999 3.718E-07 1.537265 up PREDICTED: NADPH:quinone oxidoreductase [Sesamum indicum]
€50940.graph_c0 1.8298158 1.9394829 1.8177049 0.3630406 0.726462 0.7716861 6.254E-05 -1.555863 down LINE-1 reverse transcriptase like [Glycine soja]

€50945.graph_c0 606.19219 678.56701 653.64873 123.7218 145.19061 99.291464 1.382E-57 -2.354328 down hypothetical protein POPTR_0011s11140g [Populus trichocarpa]
c50961.graph_c0 8.6803417 8.279086 9.9761802 0.3099429 0.9850407 0.827356 2.57E-13 -3.641002 down -

c50962.graph_c0 11.365747 11914593 13.38756 22587123 2522174 30.671909 7.504E-11 1.135955 up PIEDIL TELD: GQENYIYI-SUITAR KINASE STIIKE 19070rm A [5esamum
€50966.graph_c0 3.0824134 3.2801178 3.5332911 10.465677 11.629152 14.320242 3.771E-13 1.917832 up hypothetical protein MIMGU_mgv1a009312mg [Erythranthe guttata]
050969.graph_c0 3.3771174 2.1211968 3.4745786 4.6529838 9.4642024 7.2867467 0.0045433 1.284913 up -

¢50975.graph_c0 0.6470364 0.8178984 0.7655658 3.936798 3.2582501 2.7366712 5.164E-08 2.202313 up PREDICTED: putative cyclin-A3-1 [Sesamum indicum]
€50982.graph_c0 2.279552  2.1628771 2.3960556 11.998771 20.960581 21.17856 2.515E-11 3.016908 up PREDICTED: hevamine-A [Sesamum indicum]

¢50986.graph_c0 14693191 16706056 11989524 3.104117 4.2384281 4.2964828 0.0003823 1.460343 up [PSFZEEH']E;ES&igsr'z]ade”y'ate‘b'”d'”g protein-interacting protein 8-like
€50987.graph_c0 55.139709 54.300741 53.377444 25.2659 20.787463 14.524096 2.56E-15 -1.377187 down unnamed protein product [Coffea canephora]

€51000.graph_c0 1.6070881 0.9942379 1.2628015 3.3197227 3.037274 3.2224028 0.0003445 1.352882 up PREDICTED: polygalacturonase-like [Sesamum indicum]
¢51005.graph_c0 0.1524457 0.2477595 0.1492733 1.4299472 22108704 2.3727765 1.135E-13 3.486674 up PreEDIL TEL: PIOTEIN BIRANGALESS THILHDME [Sesamm
€51013.graph_c0 0.0336362 0.0303703 0.0274468 4.2636311 7.0462083 10.053446 1.744E-14 7.898787 up PREDICTED: putative pectate lyase 2 [Sesamum indicum]
¢51016.graph_c0 0.8713447 14790761 16495436 3.1809417 3.2294127 3.8524654 0.0003836 1.399378 up [Pl\szljslch:qutfce;]l wall / vacuolar inhibitor of fructosidase 1-like
c51021.graph_c0 3.1682628 3.3007434 4.3750834 7.4141657 10.254368 11.636516 7.046E-05 1.468879 up -

¢51022.graph_c0 33535799 42.954897 33.81979 16735308 1330028 11.686580 4.949E-10 -1.351249 down | oo 'L UNCNATACIENZEN PIOMEIN LU AUOL1543 [5€samum
€51025.graph_c0 7.9010703 8.0337 6.6214577 0.9624205 2.0709972 1.1507284 7.779E-17 -2.398103 down hypothetical protein MIMGU_mgv1a027162mg [Erythranthe guttata]
¢51026.graph_c0 2.4873088 2.0505191 26473352 27.895843 4037115 51.655665 3.453E-15 4.004042 up PreEDIC [ED: UNENATACIENZE0 PIOTEIN LULAUSLo LI [5esamim
¢51029.graph_c0 0.6899377 0.6832345 0.5448228 0.141056 0.2988634 0.1506129 0.000263 -1.666365 down D' ! UCNATACIETIZEN PIOTEIN LOLLUAEUGDSL LNEILMAD
€51031.graph_c0 0.9470763 1.2521415 0.9660081 3.3870937 5.0416693 5.6461356 2.341E-09 2.187211 up PREDICTED: uncharacterized protein C594.04c [Sesamum indicum]
¢51035.graph_c0 1.2121587 15687341 13188155 16.696638 10.41751 9.6613267 6.216E-07 3.218193 up FrEDIL TR UNCNATACIENZEq PIOEIN LUG LU0 Los.o1 [5esamtm
051046.graph_c1 8.0593899 11.804706 14.760356 28.604437 33.669925 26.462058 4.715E-05 1.398115 up -



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM g g -

c51047.graph_c0 0.6458686 0.9476331 0.9552302 45539413 4.1196685 6.9203885 1.443E-08 2.652215 up Fsiffr:ﬁ;ﬁr%i::’anqara‘:ter'ze‘j protein LOC105160227 isoform X1

¢51050.graph_c0 23.897905 23.252639 20.357003 66.865064 74.114325 80.861865 1.222E-34 1.756052 up FIEDIL TED: PO THANSFARENT TESTA LEIKE [585amUm

€51055.graph_c0 0.8108071 1.1544382 0.788845 1.38352 2.2194457 2.4620956 0.0046015 1.172489 up PREDICTED: uncharacterized protein PB18E9.04c [Sesamum indicum]

¢51057.graph_c0 7.2264468 8.4160515 9.5714901 18585616 15470091 0.9449925 107E-08 -2.485252 down | 1! UNCNATACIEMIZEN PIOTEIN LOLLUDLITLSS [SESaMUM

C51058.graph_c0 75.864935 81796288 60521591 25.209955 31.876444 29560329 5.906E-11 -1.291995 down . ACDICTED: heme-binding-like protein At3gl0130, chloroplastic
[Sesamum indicum]

¢51060.graph_c0 2.3959336 2.1196003 1.7378331 4.2047789 7.9946442 9.1715243 0.0002126 1.809792 up rnZi'ar'nc]TED: PTI1-like tyrosine-protein kinase At3g15890 [Sesamum

¢51066.graph_c0 2.2624904 2.6855007 2.2610442 10.311454 10.753052 12.501033 4.621E-21 2.259396 up PREDICTED: guanine nucleotide-binding protein subunit beta-like
protein [Sesamum indicum]

¢51068.graph_c0 0.5453271 0.4923792 0.7787193 1.9873215 3.4783649 1.9220725 0.0002336 2.058849 up PREDICTED: probable ADP-ribosylation factor GTPase-activating
protein AGD11 [Sesamum indicum]

¢51073.graph_c0 2.1695824 2.0118735 1.8182091 0.4459631 0.4724438 0.8597664 0.0002587 -1.71871 down -

c51078.graph_c0 14.387684 14.434144 12.001126 3.2422131 2.2898211 3.8465357 1.032E-07 -2.077772 down Dof zinc finger DOF5.2 -like protein [Gossypium arboreum]

¢51087.graph_c0 6.0378529 6.0653731 5.9383089 15712326 15.088163 20.150315 1.328E-11 1.538362 up PREDICTED: protein CURVATURE THYLAKOID 1D, chloroplastic
[Sesamum indicum]

¢51088.graph_c0 33.877467 34.502932 37.417986 96.969227 73.616182 76.668048 6.245E-07 1.271941 up PREDICTED: indole-3-acetic acid-induced protein ARGY-like
[Nicotiana sylvestris]

¢51089.graph_c0 1.9338634 1.7165024 1.6850009 7.8525152 9.1550679 12.088828 1.101E-14 2.484093 up PREDICTED: chloroplast stem-loop binding protein of 41 kDa a,
chloroplastic [Sesamum indicum]

¢51094.graph_c0 0.1872066 0.236642 0.0916554 7.4986226 12.167211 10.895159 2.387E-34 5.925123 up PREDICTED: peroxidase 16 [Sesamum indicum]

¢51097.graph_c0 26.585956 27.872037 27.559316 59.16162 56.327771 65.635479 9.185E-15 1.184736 up PREDICTED: 30S ribosomal protein S20, chloroplastic isoform X1
[Sesamum indicum]

€51100.graph_c0 1.0594358 1.7498253 1.454875 7.7954454 12.040505 13.202362 6.523E-14 2.987698 up hypothetical protein MIMGU_mgv1a004964mg [Erythranthe guttata]

c51101.graph_c0 1.2255809 15215539 1375088 97004628 12137478 17.62442 4.408E-10 3.294342 up PREDICTED: chlorophyll a-b binding protein 151, chloroplastic-like
[Pyrus x bretschneideri]

¢51104.graph_c0 33.977064 38.603279 35.753706 6.101361 6.7488133 3.8322031 7.188E-29 -2.6546 down -

€51106.graph_c0 2.9300084 2.5915326 2.0005179 8.0343704 5.8616529 7.2838201 2.976E-05 1.540394 up PREDICTED: transcription factor HEC2-like [Sesamum indicum]

c51113.graph_c0 1.9719058 2.2326228 1.7878434 3.0153131 4.7074758 4.1657221 0.0042382 1.023601 up PREDICTED: metacaspase-1-like [Sesamum indicum]

¢51120.graph_c0 10.425116 11.718103 11.588358 4.6520794 5.7854121 5.4501985 0.0006126 -1.046926 down -

¢51125.graph_c0 0.3971893 0.5881445 0.803776 9.9887795 8.3204461 7.2035449 2.119E-24 3.880388 up rnZi'ar'nC]TED: phosphate transporter PHO1 homolog 9-like [Sesamum

c51131.graph_c0 0.3145184 0.2839806 0.4106311 3.5083416 11.572336 14.757133 6.486E-05 4.908547 up hypothetical protein CISIN_1g026722mg [Citrus sinensis]



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c51132.graph_c0 43.673348 48.567572 48.236068 83.840274 98.889188 109.72819 2.344E-14 1.096018 up fnzi'ar':]TED: 24-methylenesterol C-methyltransferase 2-like [Sesamum
c51133.graph_c0 13.867017 1354503 15.224310 1.4381562 1.0157014 0.9952932 2.09E-15 -3.578433 down -

c51134.graph_c0 205.22334 25335421 230.69087 23484473 21.689343 22.325153 1326E-70 -3.327295 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUSLISLOS [SEsamUm
c51135.graph_c0 0.1189208 0.1073743 0.2425959 3.1655572 13.014867 10.998518 6.383E-06 5.878054 up F;uiz;f);iz;;:d”i;pec'f'c"p'd transfer protein GPI-anchored 2-like
c51137.graph_c0 0.1802111 0.4067844 0.4411525 2.7792426 3.1862654 0.8130258 0.0098222 2.768314 up hypothetical protein MIMGU_mgv1a008689mg [Erythranthe guttata]
€51138.graph_c0 1.8915876 3.0624885 2.3418925 0.4134011 0.4379484 0.2942735 4.538E-08 -2.626396 down hypothetical protein MIMGU_mgv1a008111mg [Erythranthe guttata]
c51144.graph_c0 2.8824603 3.4701219 3.1840868 0.5716722 1.1585723 2.0567979 0.0002512 -1.305558 down | i ! UFFUSVE PIORIN HCOM USSUTLUIIKE [SEsamum
c51145.graph_c0 1.606592 0.8199054 1.5959585 19.567856 24.763165 25.368589 7.858E-39 4.151567 up PREDICTED: proline-rich protein 3 [Sesamum indicum]
c51148.graph_c0 2.4776305 2.2630804 2.4918951 13.730904 17.370362 17.676637 2.141E-35 2.791035 up PREDICTED: GDSL esterase/lipase 7 [Sesamum indicum]
¢51154.graph_c0 13.18559  15.335707 22430475 7.0820789 3.901354 52933366 0000351 -1.595571 down | L)l IEATSIESS HANSCIIPHON TACTON A-£-llke conana
¢51156.graph_c0 1.1824466 12344569 13266918 0.4683869 0.6946788 04584446 00092793 -1.169584 down | < oo =t" UNCNATACIETIZE0 PTOTEIN ATaGOACS-IIKE [Esamumm
€51158.graph_c0 7.48531 8.3542978 8.1722133 17.65856 18.893244 25.757525 2.829E-08 1.413835 up hypothetical protein MIMGU_mgv1a009002mg [Erythranthe guttata]
€51160.graph_c0 0.6246562 0.4834337 0.218449 1.8663803 2.3966105 2.9691195 1.254E-08 2.483552 up PREDICTED: expansin-B3-like [Sesamum indicum]
c51161.graph_c0 11.067827 10.329116 8.8288754 43.109598 45669392 56.681304 8.515E-31 2.306171 up Eﬁlfr'zLf;ﬁ?igg:;rﬂg‘?:ﬁeﬁ]phOSphate dehydrogenase A,
c51162.graph_c0 0.1915553 0.2306087 0.3647177 2.0234206 3.3430673 3.8889234 2.828E-10 3.587441 up PREDICTED: dirigent protein 23-like [Sesamum indicum]
c51165.graph_c0 2.3163572 1.9813769 1.6911677 0.3605802 0.9276925 0.8250226 0.0012133 -1.475112 down -

c51169.graph_c0 3.9000827 4.3957325 3.1067739 1.9383549 1.4248442 1.1615572 0.0005336 -1.282639 down [PSFZEEH'E;E%EL?:]"’INEWRKYtra”sc”pt'O” factor 71 isoform X1
¢51176.graph_c0 8.6833811 87363109 9.2112385 2.6730861 1.6657709 1.6789383 1.431E-06 -2.093912 down -

c51177.graph_c0 26.754868 25.57444 24.991239 73.531413 132.84284 182.74935 0.0002518 2.361076 up PREDICTED: trans-resveratrol di-O-methyltransferase [Vitis vinifera]
¢51183.graph_c0 0.5254091 1.3045867 0.7502767 3.9959684 5.8207104 9.7778687 0.0001883 2.957201 up I:rZ]ESI;Ii;TiOEnD;aI&CO):/\;_(ﬁlkJeA[lég:mFlani:;ICE;nithylen&resr)onswe
c51184.graph_c0 44.612573 76.451639 70.578206 3.0775359 4.4828797 2.738373 5.712E-15 -4.179339 down hypothetical protein CARUB_v10018292mg, partial [Capsella rubella]
c51186.graph_c0 5.0856825 5.4582897 5.1677694 10.581953 9.9217564 10.822711 0.0058987 1.03827 up PREDICTED: nucleobase-ascorbate transporter 12 [Sesamum indicum]
¢51193.graph_c0 5.0693225 6.0632018 4.6200158 12.93493 10.697173 14.850869 1.665E-05 1.331879 up PREDICTED: cyclin-D3-1 [Sesamum indicum]

€51195.graph_c0 0.3993565 0.1802907 0.1629358 2.5310688 2.7707391 2.1019878 6.179E-12 3.360436 up hypothetical protein MIMGU_mgv1a015662mg [Erythranthe guttata]
¢51201.graph_c0 71657079 78.314636 72.884757 40453976 32.916075 24.676301 1411E-12 -1.135588 down | oo !t UNCHATACIETIZEN PIOMEIN LOLLUDLOASLE |SESAMUM
¢51202.graph_c0 3.4060681 2.8208476 28550948 13220306 8.8637215 6.7824712 0.0027571 1721093 up PTEEDIS [ED: U7D0X A0MAINTCONIAINING PrOTEIN -11ke [Sesamum
¢51218.graph_c0 2.0537567 1.8068023 2.0196126 0.2002529 0.4950019 0.9503138 0.0001314 -1.813204 down -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

051220.graph_c0 0.5205669 0.4700231 0.4247784 22.600099 42.466581 39.631728 2.436E-21 6.24065 up -

€51235.graph_c0 0 0.0834878 0.1006016 4.2585199 8.8986044 10.081372 4.12E-14  7.008238 up PREDICTED: probable pectate lyase 16 [Sesamum indicum]
c51236.graph_c0 29.54449  25.159214 23.745232 41.144699 54.998938 62.744603 3.532E-06 1.053995 up hypothetical protein MIMGU_mgv1a014485mg [Erythranthe guttata]
¢51237.graph_c0 0.0544192 0.1474064 0.0444056 3.8629012 4.8230380 3.1302946 4.941E-22 5.627672 up -

¢51246.graph_c0 11072454 2.0470841 13767668 8.2874223 6.6554419 5.1142941 9.219E-07 2.195814 up FIEDIL TELD: UNCNATACIENZEa PTOTEIN LOGLuoLrues [5esamum
c51248.graph_c0 1.0147003 18323584 14075781 4.8875878 54503227 7.210095 1465E-06 2082278 up [PSFZEEH:S;E"?&Ej'rffe”'aa'vamd protein kinase 19 isoform X2
¢51249.graph_c0 15.253516 17.412368 17.899604 30.613679 35650244 34.817876 2.18E-10 1.038631 up Zshf/g:;;ﬁazﬂiﬁfg::apﬂne?;;;?:])'to"G‘phOSphate
C51257.graph_c0 3.8465756 2.9994929 2.1686077 1152466 18.407386 24.374332 1.794E-06 2.623028 up PIEEDIG TEL: IBLCINETTICN Tepeat EXIENSIN-IIKE protein £ [esamm
€51262.graph_c0 2.9688734 3.0366334 3.1985579 14.582654 13.424046 13.577247 2.32E-26  2.219288 up hypothetical protein MIMGU_mgv1a003907mg [Erythranthe guttata]
¢51264.graph_c0 0.1626309 0.0978937 0.1769407 7.4899969 6.0420524 7.2759812 2.775E-28 5.615678 up PREDICTED: protein HEADING DATE 3A [Populus euphratica]
¢51270.graph_c0 1.0460551 08995139 11787428 66297501 87.023502 13298302 3.408E-18 6551086 up PREDI TEL: AIINTDINAING ProTeIN ASKLYA 15618 VUIGANS SUosp-
c51271.graph_c0 56.815943 53.978876 58.317427 9.4039251 10.626473 8.5070152 4.014E-60 -2.525655 down PREDICTED: alcohol dehydrogenase-like 7 [Sesamum indicum]
c51273.graph_c0 1.5610294 2.0358912 19578581 6.046088 5.6675405 6.4557273 2.363E-08 1752  up F;E;:ﬁ;ﬁ%iz:]'rtr?]g’e”'ac“vated protein kinase homolog NTF6
€51287.graph_c0 1.1411568 0.9273219 0.6052635 28.930007 40.378521 30.568323 3.298E-51 5.261755 up hypothetical protein MIMGU_mgv1a013386mg [Erythranthe guttata]
¢51310.graph_c0 0.9800087 1.954057 1.2328386 0 0.3289989 0.2763329 0.0001351 -2.770517 down -

c51315.graph_c0 1.743842 1.8369468 3.438822 5.1577125 8.5862401 4.9171088 0.0048368 1.445715 up unnamed protein product [Pneumocystis jirovecii]

c51323.graph_c0 11452754 1.0340763 10226991 4.4921174 65579325 5.2887915 6.511E-15 2.387916 up [PSFZE;T']E;E"?&igﬂr‘i‘qaraaer'zed protein LOC105175605 isoform X2
c51328.graph_c0 25.749343 24.223033 29.701772 3.7504877 6.426664 4.5615048 6.132E-20 -2.39929 down -

c51331.graph_c0 26.613609 30.254127 26.55691 6.6046872 10.333832 14.556400 1.469E-07 -1.373533 down -

c51335.graph_c0 41.102345 49.343867 42.095728 71213377 93.839903 11162295 8.321E-06 1.097622 up PreEDIL TEL: nenaracterized protein Lo 10oL0850s [sesamtim
¢51337.graph_c0 1.1856629 09607432 13892182 6.3199505 11145094 16.836072 4.05E-05 3.307061 up FTEEDIS [ELD: CEIL QIVISION CONMor protein 2 Nomotog L (sesamum
¢51351.graph_c0 77.494522 7257263 76.691781 30775512 29.322126 26.393568 7.937E-21 -1.346605 down | o .- ! PUIANVE B UDIGUILIPIOMIN 11Gase rer (sesamum
c51353.graph_c0 0.7354443 0.4426915 0.5751117 5.049578 4.1972338 4.9423926 6.931E-16 3.060706 up F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105163262 isoform X2
¢51360.graph_c0 24189419 09100324 1096576 8.5171861 6.6769652 5.7596911 4.323E-08 2.291666 up PreEDIC [ED: UNCNATACIENZea PIOTeIN Ut 4us100050 [5esamim
c51361.graph_c0 0.3178684 0.1594474 0.259378 2.6861441 7.8729484 6.8914979 1.099E-06 4.59133 up hypothetical protein MIMGU_mgv1a009735mg [Erythranthe guttata]
¢51365.graph_c0 3.1060575 3.8480057 3.0060557 0.4578089 1.4549791 2.0367781 0.0049359 -1.310829 down -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c51372.graph_c0 5.1395549 6.1255077 5.7755096 14.89089 18.890673 26.102154 1.413E-06 1.848318 up Fsifﬂﬁfn%éﬂ?enal reductase (NADP(+)-dependent) isoform X1
€51382.graph_c0 9.1416023 9.3914881 8.5138152 54.867338 31.708648 24.301014 0.0066057 2.091779 up PREDICTED: abscisic acid receptor PY L4-like [Sesamum indicum]
¢51391.graph_c0 4.0181352 3.4586927 44591211 06451491 05395715 04531972 4.509E-13 -2.818473 down ~ |ohor ouCal PrOTEIN MIMGLU_MGVAA0LOL0IMY, Partal Erynrante
c51401.graph_c0 18280938 1.3435004 2.2896008 0.4850045 05708927 0.6233559 0.0002378 -1.663968 down & o1 ! UNCNATACIEMIZEN PIOTEIN LOLLUDLOTATS [5EaMUM
¢51406.graph_c0 0.5369927 0.5887513 0.8450646 13.856654 26.577522 29.417916 8.899E-14 5.177002 up PREDICTED: pectinesterase-like [Sesamum indicum]
€51410.graph_c0 5.7622737 8.5054354 5.9285687 1.1432514 1.345707 0.8477152 6.891E-11 -2.554586 down PREDICTED: cyclic dof factor 2-like [Sesamum indicum]
c51414.graph_c0 25.089855 26.332295 24.966011 9.4591626 13.62292 14.10367 1.14E-10 -1.003362 down PREDICTED: methyltransferase-like protein 13 [Sesamum indicum]
¢51416.graph_c0 0.7561427 1.0620182 13025688 3.7806182 4.1179264 6.0172444 2.018E-08 2.193491 up FIREDIL TEL: UNCNATACIENZEa PTOTEIN LUL LU0 o989 [5esamum
c51426.graph_c0 6.9477847 7.8587318 6.9776433 2.7007935 3.6908969 35090050 4.692E-06 -1.099423 down o or biCal POTEIN MIMGLU_MGVLA0LOU0AMY, Partal Ernrante
051429.graph_c0 2.978299  3.1527669 3.771105 0.1301798 0.1379097 0.1158332 3.981E-14 -4.646749 down -

c51433.graph_c0 12.56792  13.673922 16.254682 66.431287 102.41352 110.32952 9.164E-14 2.749166 up PIEEDIL TEL: IBHCNETTICN Epeat EXIENSINTIIKE Prowein + 1oesamm
€51437.graph_c0 0.0543309 0.0981115 0.1773344 7.8854396 6.8580324 3.6767249 2.241E-11 5.852267 up hypothetical protein MIMGU_mgv1a027064mg [Erythranthe guttata]
C51441.graph_c0 5.4189909 9.5750882 6.2221779 14.473901 16.061027 18.510532 2.547E-08 1.248558 up Eﬁfgéf;ﬁ?“i:oéizzmir:zglrgf;r]ox'de glutathione peroxidase 1,
C51448.graph_c0 1.2596456 12711468 1.6627156 5.3536198 16.815533 24.194169 0.002447 3.489506 up PreEDIL TEL: UNenaracterized protein LOG 10510404 [sesamtim
¢51455.graph_c0 16488784 18544485 16995427 4517495 26880932 28.385444 1G64E-10 4.323557 up PrEDIS [ ED: UNCNATACIENZea PIOTeIN LULAusL 1oy (5esamim
c51460.graph_c0 20.140229 26.607144 2473789 91.636477 129.43698 146.65607 5.306E-14 2.397843 up PREDICTED: MLP-like protein 423 [Sesamum indicum]
051462.graph_c0 11.709765 12.224823 12.093139 2.5511389 4.17678  6.1908765 0.0010544 -1.449029 down -

c51463.graph_c0 12.155406 16.204548 12602599 16314218 16322773 18548597 6.705E-16 -2.950074 down | oo ! HNCNATACIETIZEN PIOTEIN LOLLUSLIGILY [Esamum
c51468.graph_c0 4.6072578 5.4598974 5.1105496 1.368759 1.83671  0.5683597 3.862E-06 -1.964256 down PREDICTED: oleosin 1-like [Solanum lycopersicum]
c51470.graph_c0 6.3231443 8.1130828 8.0381668 13.920878 16.26692 17.491541 9.47E-05 1123624 up Fﬁfg';ﬁ?&a‘t’;ﬁati';i:;f;i:gfs'?md endoplasmic reticulum protein
C51473.graph_c0 1.7943588 18469571 15227494 4.6399432 5.0600295 5.9905084 2.39E-06 1.642645 up rnZi'ar'nC]TED: DNA replication complex GINS protein PSF2 [Sesamum
C51474.graph_c0 0.1761193 07950961 0.5748476 5.5811045 7.5680044 6.5551638 3.668E-13 3.709911 up PREDICTED: subtilisin-like protease [Sesamum indicum]
c51476.graph_c0 83.214611 77.913685 72.904942 23281904 19449418 14.324962 2.652E-43 -1.987608 down o' | EL: UNCNATACIENZE0 PIOTEIN UG 4uA2280s2 LNICONANA
€51478.graph_c0 1.2423626 1.1217369 1.2840931 3.6745008 2.6692718 4.0168742 0.0003723 1.550165 up PREDICTED: GDSL esterase/lipase 5 isoform X1 [Sesamum indicum]
€51483.graph_c0 4.9091437 5.0216258 5.1467196 9.9248147 10.514138 9.1113909 7.962E-05 1.012923 up PREDICTED: UPF0553 protein-like isoform X1 [Sesamum indicum]
€51485.graph_c0 1.2431441 0.827063 1.1211739 3.7321029 10.279647 7.3795615 0.0003229 2.771775 up PREDICTED: glutathione transferase GST 23-like [Sesamum indicum]
c51489.graph_c0 3.4089425 3.8069449 27084674 62.428316 60.533614 64.604035 7.29E-124 4.283017 up PREDICTED: chlorophyll a-b binding protein 6, chloroplastic-like

[Malus domestica]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c51493.graph_c0 26.750153 31.125887 30.41294 12.059255 13.37651 16.158499 0.0002182 -1.047299 down Endosomal P24A protein precursor, putative [Ricinus communis]
¢51506.graph_c0 0.6630656 0.5559228 0.6569967 5.042907 6.9323331 6.9978146 9.966E-17 3.374109 up PREDICTED: uncharacterized protein LOC103322890 [Prunus mume]
c51513.graph_c0 0.6844498 0.617994 0.8144871 26.244614 36.725083 4078611 6.33E-45 5.649739 up faF:nEi:Dy'Ezrigéreiﬁi‘:}c['segf;lfrf?npdhizza:'ftase/phOSphOd'esrerase
c51514.graph_c0 7.1312613 7.0030903 7.1088406 11.415736 14.611028 19.859248 0.0004132 1.146062 up PREDICTED: cyclin-D3-3-like [Sesamum indicum]
c51517.graph_c0 0.3465478 0.1564501 0.2356501 8.7122847 4.3433455 8.2732907 2.023E-10 4.900817 up PreEDIL TEL: UNCNATACerized Profein LOGL05Lo[Uv [Sesamtim
€51520.graph_c0 0 0.1940491 0.1315274 2.247482 2.4530842 3.6359926 9.075E-16 4.716146 up PREDICTED: miraculin-like [Nicotiana sylvestris]

c51523.graph_c0 5.0848728 4.9659522 5.3347046 0.9207787 1.3238296 0.9948683 9.205E-08 -2.210474 down -

¢51528.graph_c0 21443565 19.978015 21206257 71780262 50.628135 42.643938 0.0010721 1.448923 up FIEDIL TED: PRYIOCTOME A-asS0Cared r-pox prorein [5esamum
¢51530.graph_c0 1.7590478 0.6176548 1355626 6.0698007 7.2175014 12.565294 2.697E-05 2.825385 up fofni'it'oc;ia;iest]hy'e“e'resr’ons'vetransc”pt'on factor 2 [Nicotiana
c51532.graph_c0 0.3234964 0.1947246 0.2419729 2.6311892 2.2444209 3.1317569 3.034E-15 3.438765 up PREDICTED: E2F transcription factor-like E2FE [Sesamum indicum]
C51537.graph_c0 124.48646 127.74764 132.03571 12470416 11876185 7.9617387 2.47E-114 -3.525836 down rnzi'zr'f]TED: anthocyanidin 3-O-glucosyltransferase 5-like [Sesamum
c51541.graph_c0 0 0.1852383 0.0558024 3.1206328 4.7752351 5.4763094 7.767E-20 5.829724 up F;&T;r?:tzh':“;L:tg?as]pa”a” strip membrane protein 3; Short=MgCASP3
c51543.graph_c0 4.8121919 5.9399427 6.4119683 0.3860638 0.3271902 0.6870345 4.12E-14 -3.577796 down -

c51545.graph_c0 16.056734 18.829363 18.854334 3.3011725 5.0222832 4.0637208 9.403E-32 -2.081287 down PREDICTED: galactose oxidase [Sesamum indicum]
€51549.graph_c0 0.6545695 0.3283416 0.8308585 7.1908633 7.3248536 6.5624482 1.598E-15 3.580024 up PREDICTED: cyclin-U4-1 [Sesamum indicum]

c51554.graph_c0 2.6754345 37123111 3.8846921 9.8746977 13.86881 14.28907 6.986E-15 1.923946 up PREDICTED: 3-ketoacyl-CoA synthase 1 [Sesamum indicum]
c51556.graph_c0 0.4096821 0.5044153 0.7901571 39.042086 68.267092 61.917648 1.619E-33 6.66563 up hypothetical protein MIMGU_mgv1a009759mg [Erythranthe guttata]
¢51560.graph_c0 0.1020428 0.2456935 0.2497982 3.147437 35170307 3.8747619 3.411E-19 4.179658 up rnZi'ar'nC]TED: homeobox-leucine zipper protein HOX21-like [Sesamum
¢51570.graph_c0 14960387 1.1461186 14797035 04022533 0.4261391 0.3067911 7.003E-05 -1.817138 down | oo o ! UNCNATACIETIZEN PIOTEIN LOLLUSLISULS [SEsamUm
¢51590.graph_c0 1.7017942 16463149 22813538 129.12081 13221736 127.91554 7.26E-153 6.152047 up PTEEDIS | ED: [BUCATITICINGODEia-L-gILCOSIAAse-tIKe [>esamtim
¢51599.graph_c0 0.1085813 0 0.1181353 6.3312032 10.643943 10.205555 3.832E-31 6.936159 up FrEEDI TEL: Unenaracterized protein LOGL0oLeo.89 [sesamtm
c51601.graph_c0 41493045 37465142 3.6728103 0.8246082 15110442 21218719 2.154E-05 -1.346465 down | oo =L UNCNATACIENZEO PIOMEIN LULAUSLILUTL [SEsamUm
c51606.graph_c0 2.3446039 15877181 2.3383282 4.6230459 5.8595766 5.3623173 0.0007194 1.375084 up FrEEDI [EL: PIODApIe Prosprolipase Az nomotog 4 [esamm
¢51612.graph_c0 04189245 04728119 07691376 2655088 2.8127438 3.1893498 1033E-07 2.420953 up PrEDIS [ED: UNCNATACIENZea PIOTeIN LUL-4us1092u (5esamim
¢51614.graph_c0 0.5543903 0.6674166 1.8095119 11.126567 20.348513 18550134 2.098E-14 4.074784 up -

c51619.graph_c0 2.6028682 2.9067595 34653419 10418928 1241720 12.206421 5.61E-09 2.003711 up MYPOIMBIICA! PTOEIN MINISL_MGV1au4soumg, partial LErymrante
€51624.graph_c0 0.3197263 0.3849105 0.0869647 3.2422131 4.1503008 5.7698035 1.692E-12 4.092256 up hypothetical protein MIMGU_mgv1a024616mg [Erythranthe guttata]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

051629.graph_c0 25.690256 27.744106 35.020606 9.4500296 11.769878 11.476575 2.989E-07 -1.39808 down -

€51630.graph_c0 1.1433435 1.327284 1.4993983 9.4720284 12.666457 17.316863 1.785E-11 3.347024 up hypothetical protein MIMGU_mgv1a010366mg [Erythranthe guttata]
c51636.graph_c0 16.563972 18.9019 16.992482 4.4692267 7.0525868 8.4090445 1.028E-09 -1.363336 down unnamed protein product [Coffea canephora]

¢51638.graph_c0 2.6493893 1.8505313 2.4882016 0.3801845 0.4698859 0.3946668 2.005E-07 -2.45006 down -

c51639.graph_c0 1.3109112 1.0356762 0.9359813 6.4389966 5.7211207 6.2838367 2.529E-08 2.534098 up :ZE;’;T‘T;‘;?;]W“G'”ARA"YDRAFT—486411 [Arabidopsis lyrata
€51648.graph_c0 2.2247683 2.791832 2.1846251 6.8828525 10.633507 12.121052 3.299E-08 2.074822 up hypothetical protein MIMGU_mgv1a011849mg [Erythranthe guttata]
¢51653.graph_c0 2.691293  4.0220445 2.4232531 0.8234443 12461991 0.628025 0.0001609 -1.720308 down -

€51659.graph_c0 0.0543494 0.0490724 0.0443487 1.9978646 2.4084256 3.1875783 4.677E-20 5.719849 up hypothetical protein MIMGU_mgv1a012062mg [Erythranthe guttata]
¢51660.graph_c0 11.241836 10.614339 10.326455 26.871156 22.859648 25.286417 6.188E-08 1.265466 up PREDICTED: nudix hydrolase 1 [Sesamum indicum]
¢51665.graph_c0 10.868045 19.463209 1954996 6.7487098 7.4981929 7.3963549 2.305E-07 -1.403686 down o' !EU UNCNATACIEMIZEN PIOEIN LOLLUALer£LL LNICONANA
€51676.graph_c0 12.072427 14.858789 15.294977 5.0337798 4.0528363 3.0099061 3.22E-14  -1.754456 down hypothetical protein MIMGU_mgv1a009467mg [Erythranthe guttata]
€51682.graph_c0 0.2068453 0.2334524 0.5274503 4.5228069 6.0412869 7.5238154 4.218E-21 4.257692 up PREDICTED: serine carboxypeptidase-like 34 [Sesamum indicum]
€51683.graph_c0 2.5202353 2.6601338 2.1723501 10.258664 9.3901694 12.451045 6.548E-15 2.167829 up hypothetical protein MIMGU_mgv1a008015mg [Erythranthe guttata]
c51688.graph_c0 59847352 65412663 6.2714357 22838132 19.96447 21.813351 2215E-12 1825454 up PreEDIC [ED: UNCNATACIENZea PIOTeIN LUt 4usLourdo (sesamim
¢51690.graph_c0 1.0624356 1.5087996 2.6730613 19.100695 14.147927 17.175623 2.895E-19 3.288743 up histone H4 [Zea mays]

€51696.graph_c0 0.3186831 0.2517733 0.1300214 1.8682885 4.0119427 4.2233739 5.639E-08 3.880281 up PREDICTED: carboxylesterase 1-like [Sesamum indicum]
¢51710.graph_c0 11.181964 8.9979265 10.040648 4.6851174 4.2722194 5224179 0.0006542 -1.04954 down EEEE[DSLS;';Er;?ﬁzzigr'ﬁ]opep“de repeat-containing protein At2g13600-
c51715.graph_c0 4.9922605 3.977244 52717744 03722387 1.7745379 1.9872945 0000164 -1.764353 down  BnaCnng51820D [Brassica napus]

c51716.graph_c0 11.755096 18.096534 14.810342 2.0353302 1.8481673 1.6169934 2.46E-16 -2.975869 down Eflislggsiau;'\:iéléﬁﬁt]ed protein kinase regulatory subunit gamma-
c51740.graph_c0 1.6775321 2.3837181 1.7727762 5.1591235 4.4683875 5.9553172 4.129E-06 1.460187 up hypothetical protein MIMGU_mgv1a007527mg [Erythranthe guttata]
c51746.graph_c0 10.981641 12.076651 11.734195 67.16824 53.342917 52.387899 9.697E-17 2.36014 up PREDICTED: scarecrow-like protein 8 [Sesamum indicum]
c51753.graph_c0 9.7471124 8.0463805 11.362234 25.239874 22.998923 23.165017 1.212E-07 1.335597 up Putative non-specific lipid-transfer protein AKCS9 [Aegilops tauschii]
¢51754.graph_c0 30.315847 43469257 40.893896 16458097 15724411 17.655296 1084E-16 -1.269182 down | oo ! UNCNATACIETIZEN PIOTEIN LOLLUDLIALSS [SEsamUm
€51762.graph_c0 3.1594008 2.2475367 2.4218001 14.441455 11.57065 8.6386016 1.527E-06 2.195192 up PREDICTED: cyclic dof factor 1 [Sesamum indicum]
C51764.graph_c0 75.676176 76.472816 75.632971 24.716904 40.434665 44.023308 2.706E-11 -1.028272 down rnZi'ar'nc]TED: ribosomal RNA-processing protein 14-C-like [Sesamum
c51766.graph_c0 15.882699 19.323335 20.648379 36.767389 42.294376 40.078264 6.255E-09 1.132641 up PreEDIL TED: MICTOSOMA ILIAIMIONS SIANSIerase 3 (oesamm
€51780.graph_c0 2.6593682 4.6689225 3.4358693 11.142846 13.590048 19.746357 1.858E-06 2.082696 up hypothetical protein M569_05207, partial [Genlisea aurea]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c51782.graph_c0 7.7238432 8.7173828 10.462304 25161688 32.567735 30.403358 1798E-12 1749323 up e A PR U R L fesE T e
c51784.graph_c0 2.2007135 2.7095072 3.5099029 9.8902812 7.5223462 6.5438223 0.0002127 1557016 up -

c51786.graph_c0 0.2352312 0.2973485 0.537451 3.5184405 4.2959416 5.9429995 2.593E-14 3.718974 up PREDICTED: uncharacterized protein LOC100256155 [Vitis vinifera]
¢51795.graph_c0 8.8329689 8.5450101 8.3584287 19287983 2.442026 1.8836705 1.898E-10 -2.001216 down | o !=t 53 UDIGUILIRIOTEIN IGAse ALLA-IIKE (Sesamum
¢51805.graph_c0 9.9009769 7.2860494 8.2597415 0.6280813 1.4258056 2.554802 3.454E-09 -2.44029 down -

¢51807.graph_c0 0.6071147 0.4604608 0.5152167 1.7546027 2.3479438 2.3007673 4.427E-07 2.053031 up PreEDIL TEL: UNCNATACTETIzed PrOTeIN LOGL09.41£509 [Sesamiim
c51809.graph_c0 0.8501328 0.7310383 0.7267348 2.0525827 2.0657393 3.1048387 5.758E-05 1.684376 up FSF;E;:]S;EIECJI'EUOH\]/]\/ QUALITY PROTEIN: myb-like protein AA
¢51820.graph_c0 16.861309 16.757552 16.183783 4.0746993 52940045 45149516 5313E-10 -1.804391 down | 1! UNCNATACIEMIZEN PIOTEIN LOLLUDLILLEY [SESAMUM
€51825.graph_c0 12.698039 12.09051 10.110308 32.776697 27.695675 18.054219 0.0050911 1.219445 up hypothetical protein MIMGU_mgv1a016748mg [Erythranthe guttata]
c51827.graph_c0 0.3158644 0.4277939 0.3221785 7.6072468 7.4227222 6.0563685 6.291E-19 4.351062 up F&;ﬁs'cd;igs:tigc]’tosyStem'reac“on center subunit psaK, chloroplastic
c51832.graph_c0 0.2571473 0.5804498 0.9092638 1.9013935 25898089 3.1903429 7.568E-07 2.170372 up fsiffn'ﬁ:f.?d.m GTPase-activating protein 2-like isoform X1
€51835.graph_c0 9.6240902 10.734275 12.749867 48.03153 54.735327 50.442956 2.424E-45 2.250192 up hypothetical protein CICLE_v10001854mg [Citrus clementina]
¢51842.graph_c0 54943979 53000613 4.7980072 2.5658883 1.812165 2.1743024 0.0065701 -1.203882 down -

c51846.graph_c0 2.2229654 37826668 258135  0.4335034 0.8036776 0.6750253 1198E-05 -2.133884 down | oo 'L UNCNATACIENZEN PIOTEIN LU AUOLrOAGL [5EsamUm
¢51856.graph_c0 5712081  6.7203444 8.968916 0.3291129 1.0450656 0.7809138 2.284E-12 -3.286322 down -

051859.graph_c0 47.258046 46.117632 47.598973 10.362603 24.550695 22.612705 1.195E-10 -1.045229 down -

c51860.graph_c0 55400394 3.050083 4.6308861 17.127824 22681066 17.678673 3.875E-00 2.158535 up -

¢51862.graph_c0 0.2405746 0.0434433 00785227 3.9642976 3.8120286 45584967 2.853E-22 5.12946  up PTEEDIC [ED: 097KA MICTOMIDUIE-associatea protein 5 [sesamtm
c51863.graph_c0 55.104304 58.248002 5352573 10533922 12585386 143.86832 3.814E-14 1206118 up -

c51875.graph_c0 3.4709742 2.8056442 3.2368989 1.0894533 0.7546324 0.7456839 6.803E-06 -1.827486 down hypothetical protein MIMGU_mgv1a017259mg [Erythranthe guttata]
¢51877.graph_c0 3.2176153 3.043548 2.3338202 0.6473012 0.7544157 0.4032313 1.104E-06 -2.207364 down  PREDICTED: myb-related protein 305 [Sesamum indicum]
¢51906.graph_c0 0.1235731 0.1859582 0.0672231 4.1770128 9.2025811 9.8956620 8.47E-12 5.984591 up PTeEDIC ED: UNCNATACterized Protein ALLGsodo-ike (esamim
¢51907.graph_c0 3.6418916 4.93243  3.3432231 0.8655686 1.3754475 10010851 3.134E-05 -1.80267 down | o .- !0 AOTZINCTINGET POTEIN LOFS.0 ISOTOMM A Sesamum
€51920.graph_c0 5.1441702 4.4948743 3.655975 16.07016 18.628778 17.742902 7.592E-21 2.019862 up PREDICTED: protein TIFY 6B [Sesamum indicum]
€51928.graph_c0 6.1528352 10.317233 5.4988217 25.62585 19.278646 27.428165 1.327E-05 1.764672 up Tubulin beta-8 chain -like protein [Gossypium arboreum]
€51933.graph_c0 4.227814 3.6608721 3.110531 6.0618938 6.7941222 8.7161274 0.0005572 1.009861 up hypothetical protein MIMGU_mgv1a008682mg [Erythranthe guttata]
€51936.graph_c0 0.4607703 0.3235808 0.3759848 1.752181 2.5437134 2.2520046 2.295E-08 2.532416 up hypothetical protein MIMGU_mgv1a013390mg [Erythranthe guttata]
€51940.graph_c0 5.186387  4.3561127 4.1336297 36.234144 57.011646 52.034402 1.775E-23 3.443742 up PREDICTED: kirola-like isoform X2 [Sesamum indicum]



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c51945.graph_c0 6.4266915 7.5842305 8.9702185 116.83516 65.179378 41.710857 0.0017089 3.341335 up fnzi'ar':]TED: chaperone protein dnaJ 11, chloroplastic-like [Sesamum
C51947.graph_c0 4.6005533 3.6791405 4.8265894 33.023179 44.021307 40.82899 2.829E-61 3.205785 up Fsiffr:ﬁ;ﬁ?cjizhd;;'yde dehydrogenase family 2 member C4-like
051952.graph_c0 271.85374 301.27874 351.76553 45536477 49.810992 64.075108 7.871E-31 -2.498505 down -

¢51961.graph_c0 53.379754 69.21547 65059948 8.05352 87415245 7.0484987 1439E-40 -2.93406 down | oo !EU PIORITABSLISIL ACIDARNSENSITIVE S 15esamim
051962.graph_c0 1.0051831 1.2279105 1.0614627 14.300327 26.916612 25.942302 5.999E-15 4.383031 up -

¢51963.graph_c0 6.8298934 6.8349774 7.2122953 34.09351 38.077168 55.210931 2.771E-11 2.645858 up EEEE[DSLE;';E%?r;ji'gj‘ni‘;‘phog'ycerate dehydrogenase 2, chloroplastic-
€51965.graph_c0 10.934732 9.2894095 8.3512503 26.42386 56.419749 90.280419 0.0041296 2.62587 up PREDICTED: subtilisin-like protease [Sesamum indicum]
€51971.graph_c0 15.672133 14.592669 15.905489 25.328619 30.252441 39.882099 3.428E-05 1.084299 up PREDICTED: UDP-glucose 6-dehydrogenase 3 [Nicotiana sylvestris]
c51975.graph_c0 1.2320412 15674976 1.6450945 8.0924606 20.154025 28.739328 0.000293 3.70594 up PrEEDIL TEL: VACUOIAT [Ton TTANSPOTTEr NoMmoI0g £-1Iie (oesamm
€51977.graph_c0 5.1759146 7.1116432 6.2434407 25.387648 21.757862 16.371243 8.905E-07 1.825117 up unnamed protein product [Coffea canephora]

€51985.graph_c0 8.3947753 7.1300521 8.475508 1.7133807 1.8151191 1.6850354 6.938E-08 -2.16136 down PREDICTED: zinc finger protein 3 [Solanum lycopersicum]
€51987.graph_c0 3.8181629 4.5476909 4.64024  15.137255 17.563333 16.309448 1.61E-09 1.953699 up PREDICTED: RPM1-interacting protein 4 [Sesamum indicum]
€51988.graph_c0 16.101922 17.642256 15.451901 33.940844 30.530385 35.777903 3.679E-08 1.069996 up PREDICTED: thioredoxin F1, chloroplastic-like [Sesamum indicum]
€51992.graph_c0 1.3060614 1.7688765 1.4653863 2.6212544 3.9461227 4.2964828 0.00186 1.293029 up PREDICTED: cucumber peeling cupredoxin-like [Sesamum indicum]
¢52006.graph_c0 0 0.0590759 0 3.6491673 3.6022695 3.6897808 1549E-23 7.579981 up :Tszaégggeg;(r’;’jﬂ?r:gfccl:”me]'”Ch repeat receptor-like protein kinase
€52017.graph_c0 8.0674152 8.2499696 8.1104791 2.0904066 2.7532023 2.2622001 2.099E-07 -1.743033 down hypothetical protein MIMGU_mgv1a014249mg [Erythranthe guttata]
€52024.graph_c0 3.4607753 1.3887803 2.0918255 18.684466 19.966047 25.010272 5.067E-18 3.23559 up Chlorophyll a-b binding protein 151 [Morus notabilis]
€52037.graph_c0 0.2954854 0.6669889 0.4822273 2.4345714 7.0430177 6.582119 6.74E-05 3.500945 up hypothetical protein MIMGU_mgv1a017917mg [Erythranthe guttata]
€52039.graph_c0 7.4325088 9.5364833 5.5541409 0.8925397 2.2062544 1.5001111 6.039E-07 -2.262042 down hypothetical protein MIMGU_mgv1a019582mg [Erythranthe guttata]
€52046.graph_c0 3.9641887 3.7849971 3.6251459 83.57508 95.818923 121.23435 5.649E-47 4.761735 up PREDICTED: serine carboxypeptidase 1 [Sesamum indicum]
€52057.graph_c0 0.1416476 0.2131575 0.0963194 3.6807503 5.1039731 4.3401858 5.532E-31 4.90113 up hypothetical protein MIMGU_mgv1a003539mg [Erythranthe guttata]
¢52059.graph_c0 0.7261046 1.0086221 0.5924954 4.6727547 4.1251808 3.9058018 6.625E-09 2.494594 up [Psiffrég;ﬁr?éiz:'r':]']mate O-hydroxycinnamoyltransferase-like
¢52060.graph_c0 4.0307227 2.5020632 5.6872928 272.06692 25856527 300.99428 1.03E-245 6.129092 up -

¢52063.graph_c0 28.403122 29775507 31.900536 15574353 15570615 12.358186 1858E-07 -1.006142 down | oo o 'L UNCNATACIENZEN PTOMEIN LUG4U0.L0005 [5EsamUm
¢52068.graph_c0 14.96007 17.646021 19.68751 64.716249 61805699 76.539503 4.121E-33 19981  up foﬁat'oc;iziz;tere”vempe pore protein 16, chloroplastic [Nicotiana
c52071.graph_c0 7.1097987 7.5963866 6.0916145 0.3004064 1.4320989 1.3364993 9.006E-09 -2.739294 down hypothetical protein MIMGU_mgv1a026849mg [Erythranthe guttata]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM 9 g -
052075.graph_c0 4.4925381 5.5166233 4.7656367 1.0250321 2.0511392 2.6348614 0.0029426 -1.3423 down -
€52084.graph_c0 14.465154 17.991084 15.580551 4.0338426 3.1079034 2.2433056 5.601E-21 -2.305115 down PREDICTED: transcription factor TGA5-like [Sesamum indicum]
€52087.graph_c0 0.1824791 0.7139665 0.1985353 2.85277  4.3290456 3.4988448 2.055E-12 3.324224 up hypothetical protein MIMGU_mgv1a014873mg [Erythranthe guttata]
€52090.graph_c0 0.8086569 0.2433804 0.7331749 21.411782 14.116664 15.809169 2.164E-18 4.894243 up hypothetical protein glysoja_014339 [Glycine soja]
¢52096.graph_c0 9.4586978 9.8022111 10.487819 17082802 3.1502450 3.7437466 2.275E-12 -1.759795 down F;;E;:ﬁ;ﬁ%iEjrrl]t;""'“’pep“de repeat-containing protein Atlg77405
¢52105.graph_c0 12.364434 13.835047 13.060352 4.9999213 5.1949486 7.357796 0.0008882 -1.122991 down | o1 !ELrABG HANSPOMET L TAMILY MEMDEF o-1Ike [Sesamumm
¢52110.graph_c0 43.474757 48.173123 50.105396 4.0268712 4.382858 2.8959186 3.441E-80 -3.604667 down  PREDICTED: oleosin 1 [Sesamum indicum]
c52113.graph_c0 30.668226 28.159863 28.842308 68.787629 78.456225 68.828357 2.688E-13 1.341963 up -
c52118.graph_c0 3.230003  5.2533645 3.3163884 16.892239 11.97806 10.350133 0.0001229 1.784255 up PREDICTED: MLO-like protein 6 [Sesamum indicum]
€52129.graph_c0 0.0734544 0.0994837 0.0599382 11.173067 19.826153 21.54041 8.196E-26 7.850026 up PREDICTED: peroxidase 60 [Sesamum indicum]
c52131.graph_c0 8.4172742 9.3397706 8.4407175 15554353 19.133489 20.931827 2.079E-06 1.123797 up PREDICTED: uncharacterized protein LOC105174462 isoform X1

[Sesamum indicum]
¢52133.graph_c0 4.9133774 47051869 5.3457011 0.7549173 0.5998075 0.6717209 9.942E-09 -2.838958 down -
c52161.graph_c0 0.3408294 0.4308318 0.1668684 5.3571275 6.5005862 7.0732269 1.058E-19 4.380094 up PREDICTED: non-specific lipid-transfer protein-like protein At2g13820
[Sesamum indicum]

€52165.graph_c0 1.5452132 0.8526116 1.5410772 2.8291921 2.1902513 3.5824512 0.0073525 1.168375 up hypothetical protein MIMGU_mgv1a011603mg [Erythranthe guttata]
€52171.graph_c0 6.2462583 6.2765355 8.1385916 17.495325 17.04603 27.04381 1.536E-05 1.613542 up enolase [Prunus armeniaca]
€52178.graph_c0 0.7384988 0.6667951 0.7633047 6.9895584 6.2145663 6.6079713 8.865E-16 3.235275 up PREDICTED: protein MIZU-KUSSEI 1 [Sesamum indicum]
¢52190.graph_c0 111.62668 134.44521 110.15871 38.438634 35715492 23.975815 3.518E-22 -1.812838 down rnZi'ar'nC]TED: probable E3 ubiquitin-protein ligase RHAB [Sesamum
€52192.graph_c0 37.321234 33.249602 34.187452 9.9226775 9.2534099 10.259211 4.826E-19 -1.788872 down hypothetical protein MIMGU_mgv1a015849mg [Erythranthe guttata]
c52196.graph_c0 19.317999 16.86732 18.881351 63.773801 59.578765 63.689092 5.799E-11 1.806838 up fnzi'ar':]TED: aldo-keto reductase family 4 member C9-like [Sesamum
052203.graph_c0 4.4198441 3.3963445 4.3739092 0.8344116 1.1365173 2.2273633 0.0012415 -1.507119 down -
052205.graph_c0 1.3200253 0.4469471 1.750336 66.301708 82.757491 78.907953 2.3E-134 6.054682 up -
€52226.graph_c0 2.9453509 3.6489109 4.024268 15.454743 13.153129 10.970328 4.797E-09 1.944926 up hypothetical protein MIMGU_mgv1a016982mg [Erythranthe guttata]
€52228.graph_c0 0.1768915 0.0532388 0.192456 2.4664525 4.0381295 3.1921958 2.81E-17 4.553368 up NAC domain-containing protein 1 [Salvia miltiorrhiza]
¢52231.graph_c0 10.830278 20.574908 26.401141 38586483 60498996 50.618156 9.644E-06 1.198754 up PREDIL | BL: L 8SCOMDARe 0X1aase nomolog Lvicouana
c52233.graph_c0 58.375412 67.718081 55.264526 137.09454 14586926 189.21132 3.074E-11 1419474 up FrEDIL TEL: PTODADIE CACIUMINAig Proein Lo 1oesamim
¢52235.graph_c0 11.958267 17.687509 6.2912444 64122264 84093455 55.014735 1869E-12 2541176 up FTEEDIS [ED: PAINOGENESISTTEIAtea PIOTEIN o1 r-e-iike >esamumm
052242.graph_c0 8.052864  6.3493075 6.3859706 3.3066867 2.2845872 3.1981195 0.0066857 -1.195566 down -



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation

FPKM FPKM FPKM FPKM FPKM FPKM g g -
¢52256.graph_c0 14.129736 13.148372 13804325 8.5288004 6.0665115 43907064 5.807E-05 -1.061573 down . o ' o o oo PO IR R LSS
052272.graph_c0 0.3720278 0.1679531 0.3794646 22.046021 34.845288 29.267274 4.294E-42 6.583974 up -
€52290.graph_c0 4.2329298 2.7207022 3.1613212 10.185451 14.258546 19.744291 4.85E-06 2.160438 up hypothetical protein MIMGU_mgv1a011727mg [Erythranthe guttata]
€52292.graph_c0 20.41134  23.405498 23.317681 56.661599 49.336515 63.539422 4.611E-07 1.379001 up hypothetical protein OsJ_01227 [Oryza sativa Japonica Group]
€52303.graph_c0 5.7307813 6.3717304 5.7970299 2.1012112 1.4627859 0.373929 1.895E-08 -2.125438 down PREDICTED: MATE efflux family protein DTX1 [Sesamum indicum]
¢52308.graph_c0 19.144409 1956316 16.236104 7.4924503 6.7745472 6.8790537 7.349E-16 -1.333229 down  PREDICTED: cytochrome P450 703A2 [Sesamum indicum]
c52313.graph_c0 28.360641 29.632381 24.690858 53.79791 54.68066 59.021079 1.271E-13 1.059941 up Fsiffréﬁ;ﬁr?cjitmreceptor"'ke serine/threonine-protein kinase GSO1
¢52322.graph_c0 17.733277 15210012 17.94306 35245873 43.577725 40.722033 5.092E-16 1.27055 up MYPOMELICAl PTOTEIN MINIGL_MIV1auLs/LZmd, partar L=rymranie
¢52323.graph_c0 10.806844 7.7076577 12375256 25324903 5.3657328 4.0970812 0.0004751 -1.334569 down | o' !=U- PUIALIVE ASTENSINCIIKE Protein 12U 1Sotanumm
¢52324.graph_c0 14.71209 13057854 13.059204 6.0225129 6.1002922 5.1237608 3.01E-06 -1.199934 down F;E;:ﬁ;ﬁ%i::’anqara‘:ter'ze‘j protein LOC105157576 isoform X2
¢52330.graph_c0 25049753 2.4808441 14946908 7.3526029 4.0995743 5.8536385 0.0018916 1.448599 up MYPOIMBIICA! PTOEIN MINIZL_MGV1ay£u440mMg, partial LErymrante
c52335.graph_c0 3.9928674 4.0293242 45518232 15481481 1379871 12.38455 4.717E-09 1.773578 up PREDICTED: uncharacterized protein LOC105167003 isoform X1

[Sesamum indicum]
€52336.graph_c0 0.3785462 0.7405487 0.87519  64.057997 126.91236 105.10196 1.694E-25 7.24494 up hypothetical protein MIMGU_mgv1a020596mg [Erythranthe guttata]
¢52337.graph_c0 0.7587686 121795 13070922 3.0991174 3.8491975 36133755 0.0001078 172371 up PreEUIC [ED: UNCNATACIENZea PIOTEIN LUL-AUs.0/ 55y [5esamim
c52347.graph_c0 11.546894 14.866365 13.042727 41537953 45799059 54.686657 1.558E-26 1.88676 up FrEEDIL TED: LIV Gomain-containing protein wi-fivid 1esamm
c52360.graph_c0 1.2431716 0.8017624 0.869501 6.753478 5.0081437 6.4098177 5.104E-09 2.686155 up gh’ft;’ig]et'ca' protein MIMGU_mgv1a0032971mg, partial [Erythranthe
c52371.graph_c0 44.481635 37.830716 49.878624 2.910129 2.9865873 2.9940114 2.101E-46 -3.853021 down hypothetical protein MIMGU_mgv1a015982mg [Erythranthe guttata]
c52372.graph_c0 65903287 7.5862297 5.4419291 14.876956 22.776675 27.777865 8.034E-06 1.771291 up rnZi'ar'nC]TED: ATP synthase gamma chain, chloroplastic-like [Sesamum
c52377.graph_c0 8.8334236 7.682527 8.4800018 17.536501 17.792819 18.49755 5.221E-09 1.148004 up PREDICTED: uncharacterized protein LOC105168503 isoform X2
[Sesamum indicum]

052393.graph_c0 2.3419079 3.2339767 3.3723136 152.61792 157.05546 146.05331 1.29E-146 5.712501 up -
€52394.graph_c0 15.814945 18.642567 19.402108 68.353364 94.533925 93.95577 4.472E-25 2.289662 up PREDICTED: protein RALF-like 34 [Phoenix dactylifera]
€52396.graph_c0 4.3194397 6.8000855 4.0668779 1.4038995 1.3385351 1.3740994 7.452E-05 -1.839549 down protein with unknown function [Ricinus communis]
€52400.graph_c0 2.6445549 3.7653535 2.3239302 10.443293 12.29267 10.324866 4.99E-07 1.961607 up hypothetical protein MIMGU_mgv1a005057mg [Erythranthe guttata]
¢52403.graph_c0 8.8778617 12.120006 11.359004 28.448452 39.865673 42.215472 6.255E-13 1.807823 up PREDICTED: dirigent protein 22-like [Sesamum indicum]
€52406.graph_c0 0.1612382 0.6551236 0.3947073 24.525762 31.070226 39.735818 1.955E-35 6.335265 up hypothetical protein MIMGU_mgv1a016694mg [Erythranthe guttata]
€52420.graph_c0 2.8524712 3.0437893 2.063094 8.0531886 9.1407609 12.35714 2.595E-08 1.930247 up flavonoid glycosyltransferase [Veronica persica]



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c52432.graph_c0 0.9367638 0.7612289 0.6879524 10.805495 10.566565 10.354254 2.923E-26 3.775995 up hypothetical protein MIMGU_mgv1a020209mg [Erythranthe guttata]
c52443.graph_c0 2.9832242 2.8949603 2.6390397 23.218849 31.785882 35.502483 3.137E-27 3.445186 up PREDICTED: cinnamoyl-CoA reductase 1-like [Sesamum indicum]
c52447.graph_c0 2.397686  1.1891626 1.7360424 4.2806249 2.947622 3.8088743 0.003067 1.098908 up ATPase subunit 1 [Silene latifolia]

€52460.graph_c0 4.3812683 4.7329213 3.830442 10.809647 13.027407 19.501444 2.69E-05 1.778865 up hypothetical protein MIMGU_mgv1a007773mg [Erythranthe guttata]
€52462.graph_c0 0.5262763 0.8145911 0.8588743 4.0978627 3.5335256 3.0526774 3.021E-07 2.326335 up endo-beta-1,4-D-glucanase [Solanum lycopersicum]
€52465.graph_c0 7.3947248 7.112183 9.1822273 1.0188433 1.0793409 0.1813121 3.04E-11 -3.327134 down -

c52471.graph_c0 13.016275 10.716817 13.429071 86.983692 12536506 134.03954 1.314E-23 3.255034 up fuigziﬁ;]ED: bidirectional sugar transporter SWEET14-like [Solanum
c52484.graph_c0 7.2979916 5.7906867 12.992949 51.019243 33.260739 50.634687 9.395E-09 2.416138 up histone H4 [Zea mays]

€52487.graph_c0 2.6563055 4.0136403 3.5830492 8.3832993 9.4634556 9.2936903 1.721E-05 1.444509 up PREDICTED: long chain acyl-CoA synthetase 4 [Sesamum indicum]
c52489.graph_c0 8.8279772 10.656661 8.612949 4.6220025 4.1233273 3.2468132 0.0024919 -1.18151 down hypothetical protein MIMGU_mgv1a012466mg [Erythranthe guttata]
€52491.graph_c0 6.9695028 5.5936067 7.4563641 3.1411051 1.2478575 1.9215188 0.0003398 -1.60895 down PREDICTED: cation/calcium exchanger 3-like [Sesamum indicum]
¢52492.graph_c0 1.1582337 07239991 05816057 8.9218138 4.9052503 3.1151375 0.0067306 2.840848 up PreEDIC [ED: UNCNATACIENZea PrOteIN LUt-dusedosr (5esamim
¢52493.graph_c0 7.6018132 10.189991 6.2084485 4.7438071 25127442 2.7040852 0.0024921 -1218475 down | - !5t 53 UDIGUIIVRIOWIN IGASE HIAZAIKE [5EsamUm
c52501.graph_c0 53.611931 78.040042 64.358417 15.46459 24.920403 27.908212 2.273E-07 -1.488034 down -

€52505.graph_c0 10.992536 8.7973625 9.1736793 2.5334271 1.6774118 2.5360068 1.11E-05 -2.055632 down PREDICTED: UDP-glycosyltransferase 73C3-like [Sesamum indicum]
¢52506.graph_c0 1.078508 12984972 0749738 9.0640459 6.0081164 3.829812 0.0008882 2.651305 up PreEDIC [ED: UNCNATACIENZea PrOteIN LUt 4usLoufre (sesamum
€52508.graph_c0 7.6353761 6.2916379 6.6538301 14.752515 26.777495 30.266657 7.839E-05 1.833456 up hypothetical protein MIMGU_mgv1a018889mg [Erythranthe guttata]
¢52517.graph_c0 30.893974 42.257286 35.888093 16.081871 15901006 12.878507 L1O065E-06 -1.351333 down | oo 'L UNCNATACIENZEN PIOMEIN LU 4u0L0802 [5€samUM
€52518.graph_c0 25.964535 23.309578 23.72927 37.613669 49.211195 58.737071 2.495E-05 1.031289 up PREDICTED: protein YLS9 [Sesamum indicum]

c52533.graph_c0 12.687838 21.064126 14.138203 267.00855 331.59479 267.74205 1.593E-88 4.217453 up -

C52540.graph_c0 26.36447  21.996697 23.903547 42.161406 56.565578 50.940054 4.683E-13 1.087681 up [PSFZE;T']E;ES&Z'SX]’”O' synthasefflavanone 3-hydroxylase-like
c52543.graph_c0 8.4221218 9.4845918 9.2890446 2.1703264 3.6041477 5.636851 0.0002004 -1.222868 down -

c52548.graph_c0 14.646935 11.172684 11.95178 5.921936 4.7475688 6.1237846 0.0048901 -1.125318 down -

€52556.graph_c0 10.953361 10.277696 8.0615932 5.1725422 3.3166492 3.9969052 0.0036352 -1.180291 down -

€52585.graph_c0 1.5074498 2.0416287 1.8963528 2.7069718 4.3859069 4.888137 0.0051562 1.170449 up hypothetical protein MIMGU_mgv1a017183mg [Erythranthe guttata]
€52587.graph_c0 0.1971621 0.1780189 0.2011034 1.3745464 1.3237866 1.1674694 2.462E-09 2.789687 up -

c52603.graph_c0 1.6613751 1.6200712 1.5183487 6.9074021 12.493387 10.418499 4.816E-10 2.668121 up -

€52609.graph_c0 0.7424256 1.3406815 2.1203464 4.1172215 5.3586562 9.001691 0.0010538 2.168135 up -



#ID IZZIEIZI\; Iziilill\il Izzlilzl\:jl Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

052612.graph_c0 0.1488902 0.1344339 0.1214932 5.2844211 55982034 3.5265346 6.654E-16 5.198324 up -

€52616.graph_c0 0.3392559 0.8423698 0.5536601 14.29856 17.653207 13.009752 9.998E-29 4.73659 up PREDICTED: reticuline oxidase-like protein [Sesamum indicum]
€52620.graph_c0 0.162164  0.2928379 0.1984868 10.174966 12.738987 18.838853 1.124E-17 6.032934 up PREDICTED: probable pectate lyase 8 [Sesamum indicum]
¢52626.graph_c0 0.5761727 0.6358365 0.9403044 29.173077 48571671 45508039 1.285E-33 5.873314 up [PSFZE;T']E;E?&EL?:]”'E pectinesterase/pectinesterase inhibitor 46
€52638.graph_c0 23.10821 21.875081 20.682629 57.748205 54.988774 62.893429 2.347E-18 1.461334 up hypothetical protein MIMGU_mgv1a016092mg [Erythranthe guttata]
052646.graph_c0 4.713662 6.9841967 5.9173996 29.108554 44.794777 3953252 3.604E-19 2722371 up -

¢52659.graph_c0 0.581544  0.6300956 0.9965238 25800245 3514144 2.2956903 1.245E-05 1.964234 up rnZi'ar'nC]TED: LOW QUALITY PROTEIN: phototropin-1 [Sesamum
052660.graph_c0 2.1055535 1.442227 12441518 10.491711 9.7497332 8.5165614 7.78E-12 2.63033L up PREDICTED: protein RADIALIS-like 3 [Sesamum indicum]
c52674.graph_c0 122.50936 129.24427 147.31925 29.423299 24.763165 28.071501 2.196E-38 -2.234208 down hypothetical protein PHAVU_005G056100g [Phaseolus vulgaris]
¢52675.graph_c0 29590502 27.875205 31550261 6.8764925 5.827848 6.1186617 2.692E-14 -2.196732 down | oo ! =L NCNATACIENIZE PIOTEIN LOLLU935 14 [S0tantm
€52679.graph_c0 17.566575 29.332496 25.913222 2.0821024 1.8993829 2.5731141 3.285E-14 -3.43229 down PREDICTED: transcription factor TGA5-like [Sesamum indicum]
¢52690.graph_c0 0.1927172 0.406013 1.048371 21.252641 38.732007 45.86333 8.67E-16 6.034414 up PREDICTED: 21 kDa protein-like [Sesamum indicum]
€52694.graph_c0 18.422984 20.305746 18.283384 3.0505504 6.0176265 13.946202 0.003322 -1.283088 down PREDICTED: expansin-Al10-like isoform X2 [Camelina sativa]
€52697.graph_c0 0.1073859 0.0969594 0.175252 3.9474664 5.4796812 6.9037454 5.391E-18 5.460232 up MY B-related transcription factor [Salvia miltiorrhiza]
052698.graph_c0 4.7834846 6.838477 5.8549266 2.5264246 2.6764405 15735982 0.0029228 -1.321553 down -

C52705.graph_c0 5.2464377 3.6001744 2.4463145 19.950739 11741882 17.18849 3.588E-06 2.16249 up Tfﬁ:ﬁ)’gﬁi};ﬁfiig?geegzxdg]oﬁz;izin[]”b'q”'”one] iron-sulfur subunit
c52711.graph_c0 37.561981 34.208583 31.579066 7.4201419 11.136049 10.637196 3.003E-08 -1.788656 down rnZi'ar'nC]TED: 7-deoxyloganetic acid glucosyltransferase-like [Sesamum
c52717.graph_c0 3.6687492 7.6602409 6.9228605 24.995053 28.635545 23.017106 3.64E-11 2.111569 up FrEEDIL TEL: PISIOIOPIC ALY TESISIANCE Protein L-11ie 1sesamm
c52718.graph_c0 5.1341685 7.262554  6.2841593 34.925927 32.403538 25.093133 1.409E-11 2.352717 up hypothetical protein M569_04419, partial [Genlisea aurea]
c52721.graph_c0 0.2904212 0.1966673 0.177736 2.3928464 4.3873799 4.0126107 6.285E-13 4.053206 up PREDIL | EL: TANSCHpHon FEpressor Ui fpiconiand
052739.graph_c0 7.8088477 6.385501 8.4157909 2.054362 1.5827981 3.1573836 0.0001959 -1.694712 down -

€52742.graph_c0 1.6885399 2.2673438 1.3425057 10.591982 14.011616 12.794128 2.555E-21 2.857743 up PREDICTED: palmitoyl-protein thioesterase 1-like [Sesamum indicum]
052750.graph_c0 7.6329325 8.452235 5.6799971 17.646781 36.422286 31.024986 3.31E-05 1.998339 up -

€52758.graph_c0 18.387957 24.545572 21.697043 3.1021558 2.2205121 2.6856774 4.347E-23 -2.965293 down PREDICTED: auxin-induced protein X15-like [Sesamum indicum]
c52764.graph_c0 2.1602721 3.0341471 2.4809276 6.7950506 5.801802 8.3924798 0.0001723 1.493432 up -

¢52769.graph_c0 10.898518 12.115563 11.103526 26.032276 37.052704 42.845115 2.816E-08 1.6692  up PrEDIL TEL: UNCNATACIENZEq PTOEIN LULLuoLo830s [Sesamtm
c52771.graph_c0 2.6809729 1.8577213 2.0859007 10.274023 9.4607782 7.8759809 5.758E-09 2.104568 up PREDICTED: CASP-like protein 2C1 isoform X2 [Sesamum indicum]



28h-1 28h-2 28h-3 48h-1 48h-2 48h-3 .
#ID FDR log2FC regulated nr_annotation
FPKM FPKM FPKM FPKM FPKM FPKM 9 g -

C52778.graph_c0 41434853 51.929794 38.150357 10347564 23.584887 10.183722 1.984E-06 -1.543148 down \EDICTED: uncharacterized protein LOC104588233 isoform X2
[Nelumbo nucifera]

€52789.graph_c0 155.60666 167.92425 146.78322 57.191435 81.101232 66.115104 6.471E-16 -1.164855 down hypothetical protein MIMGU_mgv1a008833mg [Erythranthe guttata]

c52791.graph_c0 23.78866 24.44154  30.694798 3.4164492 4.5634825 2.2469092 1.259E-17 -2.907173 down hypothetical protein MIMGU_mgv1a018283mg [Erythranthe guttata]

052792.graph_c0 30.700647 41.879441 46.027134 15.604951 15.307303 15.205209 3.987E-06 -1.420232 down -

¢52795.graph_c0 37.322778 40.653863 42.118731 11.072406 13.320399 12718243 4.258E-14 -1.655024 down  PREDICTED: protein ELF4-LIKE 3 [Sesamum indicum]

052802.graph_c0 0.1447145 02613273 0.3542577 1.7426453 4.0808998 2.7747494 4.909E-06 3.528623 up PREDICTED: adenine phosphoribosyltransferase 3 [Nicotiana
tomentosiformis]

c52812.graph_c0 14.951907 12.400156 12.923634 3.5097487 3.1232486 0.999345 2.162E-09 -2.347435 down PREDICTED: peamaclein [Vitis vinifera]

€52825.graph_c0 0 0 0.3276424 4.4110262 6.1107774 11.774714 1.554E-06 6.114385 up hypothetical protein MIMGU_mgv1a016882mg [Erythranthe guttata]

€52837.graph_c0 3.2137282 3.5713172 3.4796911 7.4422217 7.8011406 8.2252759 0.0006587 1.233837 up hypothetical protein CISIN_1g041913mg [Citrus sinensis]

c52841.graph_c0 6.6772697 5.3438407 6.5630834 23.981138 33.013055 32.520897 1.393E-26 2.304032 up FrEEDIL [EL: PIODApIe CAICIUm-DInaing protein LIMLAY [sesamum

€52842.graph_c0 0.2429314 0.2924591 0.506588 5.8507365 13.3387  32.849241 0.0019733 5.664884 up PREDICTED: endoglucanase 1-like [Sesamum indicum]

¢52850.graph_c0 1.3020602 0.8708432 1.4166274 61.922711 97.201387 93.335588 3.146E-45 6.169604 up PREDICTED: aquaporin TIP4-1 [Sesamum indicum]

c52853.graph_c0 0.6683558 0.1508657 0.5453729 30.49885 21.988636 16.772602 2.566E-13 5.715478 up -

€52857.graph_c0 0.229622  0.1382181 0.1249131 2.6195656 1.8500748 1.8129018 1.419E-11 3.722159 up PREDICTED: basic leucine zipper 43 [Sesamum indicum]

C52876.graph_c0 11.574791 14.84338 1273013 30.194345 24.778854 24.217913 0.0017865 1.063011 up zfpiztich]ED: muscle M-line assembly protein unc-89-like [Populus

c52882.graph_c0 32.420423 36.946003 35.701139 10.373564 7.6081386 7.1002578 3.367E-07 -2.017363 down -

c52891.graph_c0 15768851 0.776607 1.9885756 5.0879004 9.8175247 9.7011069 1.545E-06 2.532036 up rnZi'ar'nC]TED: anthocyanidin 3-O-glucosyltransferase 2-like [Sesamum

€52908.graph_c0 23.609768 23.962632 23.437199 8.9562912 10.413773 9.7186025 8.221E-08 -1.247732 down PREDICTED: transcription factor TCP9 [Sesamum indicum]

¢52909.graph_c0 1.8537224 1.2553031 0.945389 6.2659457 4.9785073 5.3140539 7.341E-07 2.076679 up PREDICTED: glucan endo-1,3-beta-glucosidase 4-like isoform X1
[Sesamum indicum]

¢52916.graph_c0 0.0450932 0 0.0367957 2.8579494 2.9065448 2.5938459 3.095E-23 6.714055 up PREDICTED: pectinesterase/pectinesterase inhibitor PPESB-like
[Sesamum indicum]

€52919.graph_c0 0.9258821 2.0899618 1.7628619 7.2373465 7.4598724 9.9206919 6.441E-08 2.404291 up V-type proton ATPase subunit [Morus notabilis]

052926.graph_c0 5.3383757 10.088482 8.7121419 16.366176 17.754757 24574261 3.233E-05 1.319819 up -

¢52935.graph_c0 1237877 18235044 15948009 6.9783672 6.999038 87444709 1121E-13 2.327100 up PTEDIC [ED GDSL ESIEMAsEIpase ATAGLUTooIKE (oesamim

¢52942.graph_c0 0 0.129777 0.0586423 3.1883532 9.457486 8.8351584 9.553E-09 6.860157 up -

052943.graph_c0 18.166092 12.900668 21.152468 1.5523726 0.5481835 0.6906459 6.804E-15 -4.164387 down -

052953.graph_c0 11.820439 16.332538 12.27594 37.231172 44.492401 37.168082 1.775E-07 1.596781 up -



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

c52961.graph_c0 9.6255779 13.238608 11.324939 2.9793454 54107233 6.3119135 0.002963 -1.186575 down -

€52970.graph_c0 25.191927 23.491717 26.903057 12.73815 12.939956 9.9369463 1.18E-05 -1.04188 down hypothetical protein MIMGU_mgv1a014883mg [Erythranthe guttata]
052974.graph_c0 29.858446 27.556263 31.556646 308.0893 425.80735 545.66238 1.433E-16 3.880177 up -

¢52975.graph_c0 10.610114 7.0744157 7.4580985 1.0345462 2.4111478 2.0251726 2.879E-06 -2.171382 down -

052984.graph_c0 5.8120718 6.1223819 6.5094553 1.3000992 1.300781 0.8354815 5.386E-09 -2.378671 down -

¢52986.graph_c0 0 0.0852407 0.0770354 2.8720285 3.2327263 52175071 1.956E-14 6.160328 up PREDICTED: thioredoxin H2 [Sesamum indicum]
052989.graph_c0 6.0654077 5.0988052 5.2906558 0.7953467 1.1234311 1.1794911 7.106E-07 -2.37364 down -

¢52991.graph_c0 8.4075419 85100381 9.5284522 4.4996976 2.750775 2.844808 0.0007167 -1.336674 down hypothetical protein M569_07000 [Genlisea aurea]
c53005.graph_c0 5.0727419 5.009605 4.2686696 1.9089282 1.1707925 2.1455404 0.0014781 -141163 down -

c53014.graph_c0 19971903 1.5027297 1.2222682 12235098 18.102881 24.403057 9.397E-10 3.56824 up unknown [Picea sitchensis]

¢53027.graph_c0 2.3663954 1.8398785 2.9500767 0.9998601 0.2648076 0.0741391 1.92E-05 -2.34111 down -

¢53033.graph_c0 35112571 5.9255089 5.4233332 22518812 23.855051 23.997379 7.163E-26 2.284637 up FIEEDIL TEL: PISIOOPIC ALY TESISIANCE ProeIn 1-11ie (oesamim
€53039.graph_c0 6.5275401 9.4545681 7.3238267 1.379023 1.0956807 0.766904 2.963E-09 -2.795558 down PREDICTED: premnaspirodiene oxygenase-like [Sesamum indicum]
€53045.graph_c0 5.6515236 8.4660024 5.9391781 3.4190493 2.9896436 1.0140832 0.0008005 -1.381022 down PREDICTED: uncharacterized protein At1g76070 [Sesamum indicum]
c53051.graph_c0 6.7428509 5.3671956 9.2667138 104.3641 71.840895 87.15871 1.36E-19 3.669968 up PREDICTED: histone H2A.1 [Sesamum indicum]
€53052.graph_c0 0.1927172 0.1740056 0.2620928 24.102612 36.575437 37.531129 3.926E-47 7.320702 up unnamed protein product [Coffea canephora]

C53054.graph_c0 180.1795 208.61068 212.44761 63.107981 66.855254 52.992971 5.424E-23 -1.673597 down gi'fe?r:c[geigmtgﬁ d?clﬁ']"w PROTEIN: 36.4 kDa proline-rich
c53073.graph_c0 4.8473404 3.6472449 2.8017347 0.6400376 1.220476 1.7085048 0.0007154 -1.632932 down -

053082.graph_c0 4.1493208 4.3458793 4.6047042 21.985001 26.187819 35.661093 6.952E-13 2714099 up hypothetical protein SORBIDRAFT_07g000600 [Sorghum bicolor]
c53101.graph_c0 0.863915 0.3600158 1.0845348 9.6029737 14.278156 16.639617 1.804E-18 4.16588 up -

¢53108.graph_c0 17.837362 22.660016 21.240353 0.5258179 2.2281613 1.9884459 2.072E-21 -3.680339 down -

c53119.graph_c0 33.921463 38.817179 34.192493 7.5878741 7.5512548 57286682 1.114E-11 -2.312618 down -

¢53137.graph_c0 0.980642 4.7222816 2.1338557 16.159468 14.924254 28.019831 6.093E-06 2.954074 up -

¢53141.graph_c0 6.2030957 8.0011626 67303597 2.3329426 3.2052931 26909015 0.0009393 -1.293946 down | o 'L SAUAMOSA POMOERINAING IIKE Proein 9 1>esamumm
c53173.graph_c0 14.431817 1520234 14.516628 28.763193 33.091631 38.850653 2.3E-12  1.227811 up FrEEDIT EL: SUS TIDOSoml Protein 2, Cnioroplastic sesamum
€53202.graph_c0 1.0097751 0.663078 0.749062 2.2108473 2.3421247 3.8308606 8.1E-05 1.827933 up PREDICTED: glutathione S-transferase U17-like [Sesamum indicum]
¢53219.graph_c0 0 0.1791172 0 14.081726 7.7253316 9.1736295 9.561E-12 7.492181 up [PSFZEEH']S;E"?&fu'?n"]"”teram'”g serinefthreonine-protein kinase 5
053222.graph_c0 9.6372751 11.948405 7.5118212 24.431912 22.405875 26.444157 2515E-05 1.375675 up PREDIL | EL: Z63UN U-gIUCOSYILTANSIErase-ike |soianum

hriranarciriiml



#ID IZZIEIZI\; Iziilill\il IZZIEIZI\:; Iililill\l/l ii:;'\z/l ii:;'a FDR log2FC regulated nr_annotation

€53235.graph_c0 4.0305525 4.0347774 3.2888979 18.881169 22.237861 17.294478 7.997E-14 2.404339 up PREDICTED: elicitor-responsive protein 3-like [Sesamum indicum]
€53256.graph_c0 0.1664325 0.3005459 0.2716152 11.814067 20.114312 18.583866 3.561E-24 6.128998 up hypothetical protein MIMGU_mgv1a010045mg [Erythranthe guttata]
€53267.graph_c0 6.649608 6.2110061 6.4550997 17.729688 16.781045 19.008509 9.304E-06 1.51234 up hypothetical protein JCGZ_13755 [Jatropha curcas]
€53275.graph_c0 10.267603 12.301483 9.1838842 3.0034484 3.9772368 2.4497461 0.0001096 -1.710797 down ATP binding protein, putative [Ricinus communis]
€53282.graph_c0 16.628756 15.218482 14.676597 2.4376118 5.1647083 6.1241572 4.373E-06 -1.732452 down -

€53299.graph_c0 9.3210463 11.221374 8.5652 29.058791 29.769399 33.14915 7.657E-12 1.70106 up PREDICTED: probable polygalacturonase [Sesamum indicum]
€53313.graph_c0 5.9663498 6.9433147 6.7077011 0.6722478 2.4925776 1.6449457 1.056E-05 -2.003892 down PREDICTED: uncharacterized protein LOC100815796 [Glycine max]
€53316.graph_c0 4.8657474 5.0618614 5.6966754 1.3408029 0.8522508 2.6246843 0.0003173 -1.65896 down -

€53342.graph_c0 29.329529 29.81519 36.484748 10.919218 12.118425 17.118411 0.0005145 -1.215065 down hypothetical protein MIMGU_mgv1a006294mg [Erythranthe guttata]
€53357.graph_c0 12.563498 13.234271 14.134936 1.9303224 1.0224712 0.4293973 7.718E-13 -3.499205 down -

c53377.graph_c0 18.12242  20.752878 21.279928 53.973692 52.628038 60.987358 3.438E-10 1.51943 up -

€53394.graph_c0 3.4626808 2.4425595 2.1191394 6.8581296 8.1371995 10.129855 2.829E-05 1.683988 up uncharacterized protein [Arabidopsis thaliana]

€53452.graph_c0 2.8721826 3.8035236 4.2967421 1.0922109 1.2856278 1.4037728 0.0009006 -1.498782 down PREDICTED: trihelix transcription factor GT-3b [Sesamum indicum]
c53474.graph_c0 5.0555212 4.8413078 4.37528 0.5825678 0 0.3455769 5.088E-12 -3.873079 down -

€53487.graph_c0 6.3186279 6.3237569 6.2119864 29.721355 36.393108 37.264653 7.743E-25 2.493095 up PREDICTED: rapid alkalinization factor-like [Sesamum indicum]
€53497.graph_c0 12.141353 11.25099 9.6465276 28.75511 24.884902 23.063548 0.0019933 1.261135 up PREDICTED: UDP-arabinopyranose mutase 3-like [Sesamum indicum]
¢53512.graph_c0 45079379 3.0877723 24100128 19.703943 15446714 12.09739 5303E-07 2.289137 up PreEDIC [ED: UNCNATACIENZea PrOTeIN Ut 4us100050 [5esamim
€53532.graph_c0 5.3338708 6.5497399 5.5710656 22.446766 23.779627 25.267045 8.994E-08 2.074957 up hypothetical protein MIMGU_mgv1a011661mg [Erythranthe guttata]
c53541.graph_c0 0.5205314 0.3655486 0.8494987 1.6128734 2.2523032 1.8917558 8.387E-05 1.765646 up -

c53554.graph_c0 42.895024 43.448583 41.575967 19.87222 20.175032 15.471909 0.0002087 -1.160093 down -

€53594.graph_c0 2.8153338 1.694655 1.9144078 11.003316 15.437223 15.612172 7.263E-10 2.746223 up PREDICTED: adenosine kinase 2 [Sesamum indicum]
€53622.graph_c0 15.515892 15.780699 16.881122 0.6781909 2.155383 2.2126507 2.797E-12 -3.230829 down -

€53626.graph_c0 14.205555 22.21137 16.82198 45.455652 60.484229 60.766944 1.792E-10 1.68397 up -

c53764.graph_c0 16.709857 16.110311 15.021728 45.951944 31.946587 47.595912 2.811E-05 1.436923 up -

c53783.graph_c0 8.28472  13.984956 11.463056 28.764958 33.375175 30.063836 0.0002574 1.491109 up -

€53824.graph_c0 20.123768 15.276583 18.826429 11.048206 6.1963594 8.5295148 0.0038941 -1.022458 down -

€53904.graph_c0 5.5646843 6.5130958 5.5497896 11.494832 16.882278 13.714862 0.0020884 1.292465 up PREDICTED: alpha-galactosidase-like [Sesamum indicum]
€53936.graph_c0 2.0530371 4.07814 4.2439957 6.2457017 7.1679439 8.7991973 0.0092366 1.135873 up -

€53939.graph_c0 10.330629 7.2002446 6.3592542 17.115177 29.813466 36.181607 0.0001765 1.829897 up -

¢53976.graph_c0 0.0640676 0 0.0522786 1.0557351 1.7206513 1951034 1.499E-15 5374948 up PRELILTEL: UNCNATACIENzea Protein LU 1Us159033 [Sesamum

indiriml
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€53979.graph_c0 6.1981967
€53999.graph_c0 3.8149489
€54007.graph_c0 2.7145251
c54095.graph_c0 3.5794578
c54198.graph_c0 6.1894155
c54753.graph_c0 4.1691461
c55343.graph_c0 1.3420048
€55911.graph_c0 0.7905649
€58690.graph_c0 0

c64432.graph_c0 5.8691018

8.309792  8.2762002
4.8223576 4.5656851
1.5479758 2.5647719
2.4624113 3.0598945
7.1125878 5.9687875
3.764348  3.8272378
1.6660937 2.1901299
1.9034825 1.1826732
0 0.3177979
4.2898679 7.52579

13.332532
21.599588
25.534807
16.636497
17.830773
18.166155
5.1032696
4.3424298
6.9114058
19.130191

23.204045
17.417752
39.137662
13.504373
17.000587
15.045965
5.1810331
4.6002778
8.3677673
16.888431

22.667199
12.621553
48.825371
20.570479
11.106

22.042003
6.2436806
6.3902431
11.640555
18.598034

0.0002338
1.457E-05
1.36E-13

5.221E-10
0.0032392
8.121E-08
0.000118

4.618E-06
1.178E-18
8.906E-05

1.410087
2.016998
4.087299
2.519991
1.300073
2.274299
1.70847

2.022695
6.435017
1.669685

up
up
up
up
up
up
up
up
up
up

PREDICTED: probable aquaporin PIP2-5 [Sesamum indicum]
Aldo-keto reductase family 4 member C9 [Gossypium arboreum]

hypothetical protein MIMGU_mgv1a015676mg [Erythranthe guttata]

Transcriptomic analysis of seed germination improvement of Andrographis paniculata responding to air plasma treatment
Jia-Yun Tong 1*, Rui He 2*, Xiao-Ting Tang 2, Ming-Zhi Li 3 and Jing-Lin Wan 4



