EV130558 8.415 moderately similar to ( 212)AT5G0708¢mbols: | sulfotransferase family protein pcht74961-2176040 REVERSE [21481]

EV098915 7.540 moderately similar to ( 238)AT3G21330| Symbolbagic helix-loop-helix (bHLH) family protein | 317507726-7508847 FORWAR
JCVI_25745 7.515  weakly similar to ( 157)AT4G37770| Symbols: ACS8JS8 (1-Amino-cyclopropane-1-carboxylate synth®spchr4:17752216-177¢
JCVI_17490 7.488 moderately similar to ( 304)AT4G29930| Symbolbagic helix-loop-helix (bHLH) family protein | chl4644114-14645174 FORW,
EX108375 7.224 moderately similar to (425)AT5G07@ygmbols: | sulfotransferase family protein pcht 74961-2176040 REVERSE [21827] -3.39
JCVI_15833 7.046 moderately similar to ( 218)AT4G38USymbols: | unknown protein | chr4:1059861798089 REVERSE no original description
JCVI_36023 6.997 no original description -3.797
CN831014 6.473 no similarity -4.295
DW998114 6.414 moderately similar to (406)AT4G16590| Symbolsi 881, ATCSLA1, ATCSLAOL | ATCSLAO1 (Cellulose syrbe-like Al); gluco:
JCVI_23517 6.392 weakly similar to ( 104)AT1G1058ginbols: | transcription factor | chr1:349411684% REVERSE no original description

EX121359 6.330 no similarity

EE417789 6.325 moderately similar to ( 232)AT5G07200| Symbols:2BOX3, ATGA200X3 | YAP169 (GIBBERELLIN 20 OXIDASE)3gibberellin
JCVI_29231 6.274 moderately similar to ( 366)AT5G63450| Symbols:R9¥B1 | CYP94B1 (cytochrome P450, family 94, suliifaB) polypeptide 1); o: -3.231
JCVI_710 6.251 no original description -3.192
EV171128 6.245  weakly similar to ( 129)AT1G72290| Symbols: psin and protease inhibitor family protein / Kurfémily protein | chr1:27219514-:
JCVI_11499 6.243 moderately similar to ( 278)AT5G64750| Symbols:RB| ABR1 (ABA REPRESSOR1); DNA binding / transtiop factor | chr5:25¢  -2.347
JCVI_30902 6.237  highly similar to ( 503)AT5G05600| Symbols: |aodeductase, 20G-Fe(ll) oxygenase family protem$:1672267-1674603 FORW
JCVI_34713 5.965 weakly similar to ( 115)AT5G5033ginbols: | unknown protein | chr5:20506617-20506B&VERSE no original description

JCVI_22060 5.956  weakly similar to ( 135)AT5G02580| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAAT3G55240.1); similarto hy  -3.622
JCVI_19167 5.942  weakly similar to ( 182)AT5G28237| Symbols: ptgphan synthase, beta subunit, putative | chrb74921-10213546 REVERSEwe
JCVI_1498 5.925 moderately similar to (452)AT5G05600| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family protehr5:1672267-1674603 F  -2.475
JCVI_36990 5.924  weakly similar to ( 129)AT5G44110| Symbols: ATPORINAP2, POP1 | POP1 | chr5:17771619-17772899 REMEno original di
EV098037 5.903  weakly similar to ( 166)AT5G07200| Symbols: GA208)ATGA200X3 | YAP169 (GIBBERELLIN 20 OXIDASE 3);lgperellin 20-c
EV217349 5.903  weakly similar to ( 167)AT1G14240| Symbols: |eoside phosphatase family protein / GDA1/CD39 famiotein | chr1:4865154-4
DY016454 5.852  weakly similar to ( 176)AT5G28237| Symbols: pigphan synthase, beta subunit, putative | chrB1421-10213546 REVERSEwe
EE446658 5.799 no similarity

EV015464 5.790 very weakly similar to (96.3)AT4G27860| Symbolsntegral membrane family protein | chr4:1387388876246 FORWARD [2144
JCVI_941 5.581 moderately similar to ( 385)AT1G54020| Symbolgsyfosinase-associated protein, putative | chr828713-20166591 REVERSE n
AM394020 5.531  very weakly similar to (85.5)AT5G28237| Symbo]dryptophan synthase, beta subunit, putativeq:tB207481-10213546 REVERS
JCVI_20310 5.508 weakly similar to ( 150)AT5G02580| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT3G55240.1); similar to hy  -4.636
JCVI_11516 5.490 no original description

JCVI_7069 5.488 highly similar to ( 816)AT2G46370| Symbols: JARNE19, JAR1 | JAR1 (JASMONATE RESISTANT 1) | chr@@1652-19043442 -1.832
JCVI_32135 5.418 highly similar to ( 660)AT3G63010| Symbols: ATGIBAGID1B | ATGID1B/GID1B (GA INSENSITIVE DWARF1B)hydrolase | ch  -3.608
JCVI_33618 5.398 moderately similar to ( 457)AT4G35160| Symbol®-hethyltransferase family 2 protein | chr4:1673096732813 REVERSEweal
EG019365 5.364 weakly similar to ( 135)AT3G55240| Symbols: | @upression leads to PEL (Pseudo-Etiolation in f)ighenotype. | chr3:2048485 -3.669
EV168076 5.354 no similarity -2.664
EV057320 5.337  weakly similar to ( 128)AT5G02580| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAAT3G55240.1); similar to hy  -4.060
JCVI_25738 5.268 no original description -3.824
JCVI_24967 5.267 weakly similar to ( 112)AT2G43520| Symbols: ATTIATTI2 (ARABIDOPSIS THALIANA TRYPSIN INHIBITOR PRAEIN 2); try
JCVI_1353 5.265 moderately similar to ( 437)AT1G54020| Symbolsyfosinase-associated protein, putative | chr83813-20166591 REVERSE n
EE465824 5.262  weakly similar to ( 193)AT1G62975| Symbols: |ibdelix-loop-helix (bHLH) family protein (bHLH125)chr1:23332566-23334187 -3.209
JCVI_24500 5.237 moderately similar to ( 255)AT4G3@0Symbols: | unknown protein | chr4:154909099B84.3 FORWARD no original description -2.01.
EV142649 5.196 moderately similar to ( 238)AT3G2863¢mbols: | ATP binding / ATPase | chr3:1072620727651 FORWARD [21482] -2.409
JCVI_13710 5.194 moderately similar to ( 218)AT2G34690| Symbols:3¥1 | ACD11 (ACCELERATED CELL DEATH 11) | chr2:148304-1463885¢ -5.609
AM395348 5.164  weakly similar to ( 102)AT3G45140| Symbols: ATLOX2DX2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-168418 FORWARL
AM062272 5.154 no similarity -3.528
JCVI_11797 5.151  highly similar to ( 577)AT2G39310| Symbols: |gha lectin family protein | chr2:16421340-164234REVERSE no original descrip
JCVI_32378 5.136  highly similar to ( 590)AT1G30040] Symbols: ATGAX® | ATGA20X2; gibberellin 2-beta-dioxygenase |Xh0537753-10538765
EV100963 5.074  weakly similar to ( 141)AT5G44260| Symbols: |cziimger (CCCH-type) family protein | chr5:17847201848346 REVERSE [2147
EE419603 5.058 moderately similar to ( 267)AT5G64750] Symbols:RB| ABR1 (ABA REPRESSOR1); DNA binding / transtiop factor | chr5:25¢
JCVI_1048 5.042  weakly similar to ( 108)AT5G25810| Symbols: TNYNY (TINY); DNA binding / transcription factor | ¢6:8986979-8987635 REV  -2.031
JCVI_13226 5.036  highly similar to ( 665)AT4G21760] Symbols: BGLUBBGLU47 (Beta-glucosidase 47); hydrolase, hydtialy O-glycosyl compounc  -2.787
JCVI_20214 5.024  weakly similar to ( 199)AT3G12500| Symbols: PRB-® CHI-B, B-CHI, ATHCHIB | ATHCHIB (BASIC CHITINASE); chitinase | ¢
JCVI_4644 4.999  weakly similar to ( 187)AT1G72290| Symbols: psin and protease inhibitor family protein / Kurféamily protein | chrl1:27219514-%
JCVI_27469 4.989  weakly similar to ( 150)AT1G11790| Symbols: ADTADT1 (AROGENATE DEHYDRATASE 1); prephenate dehyidse | chrl:39¢
JCVI_18858 4.972 moderately similar to ( 365)AT5G67210|] Symbolsugleic acid binding / pancreatic ribonucleada$26836245-26837198 FORW  -2.752
HO07729 4.914 no similarity -3.515
EV203432 4.876 moderately similar to ( 242)AT4G289%&¢mbols: | catalytic | chr4:14274420-1427692RAARD [21490]

EL590539 4.862  very weakly similar to (99.4)AT5G53290| SymbolRRE3 | CRF3 (CYTOKININ RESPONSE FACTOR 3); DNA bindi/ transcriptio
EX123246 4.852 moderately similar to ( 360)AT5G47330| Symbolpalmitoyl protein thioesterase family protein {£09224397-19225938 FORW/A  -3.111
JCVI_9118 4.837 moderately similar to ( 241)AT4G32280| SymbolsAP® | IAA29 (indoleacetic acid-induced protein 28gnscription factor | chr4:1%
DN963281 4.816  weakly similar to ( 177)AT3G45140] Symbols: ATLOX2X2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-1684.8 FORWARL
JCVI_15504 4.800 weakly similar to ( 154)AT3G55240| Symbols: | @weression leads to PEL (Pseudo-Etiolation in f)ighenotype. | chr3:2048485 -3.341
JCVI_23511 4.793 moderately similar to ( 388)AT5G24420| Symbolgiuposamine/galactosamine-6-phosphate isomerésedd chr5:8336946-8337¢
EH425128 4.791 no similarity -3.638
JCVI_4290 4.779 moderately similar to ( 317)AT1G73325| Symbolsrypsin and protease inhibitor family protein /riftz family protein | chr1:275711
EV124048 4.771  weakly similar to ( 128)AT4G35160| Symbols: | @thyltransferase family 2 protein | chr4:1673098232813 REVERSE [21479]
EX040782 4.727  weakly similar to ( 149)AT2G42870| Symbols: PARILH1 | HLH1/PAR1 (PHY RAPIDLY REGULATED 1), transigtion regulator
JCVI_15469 4.726 no original description

JCVI_652 4.704  moderately similar to ( 216)AT1G72290] Symbolfypsin and protease inhibitor family protein /riftz family protein | chr1:272195
EV186492 4.703  weakly similar to ( 138)AT2G32150| Symbols: |dzalid dehalogenase-like hydrolase family protemr?:13666172-13667608 FOR  -2.890
JCVI_21653 4.698  weakly similar to ( 142)AT1G10370| Symbols: GSTAUGSTU17, GST30B, ERD9 | ATGSTU17/ERD9/GST30/GSBEHBARLY-R
JCVI_7181 4.687 moderately similar to ( 202)AT3G05020| Symbols:FAGCP1 | ACP1 (ACYL CARRIER PROTEIN 1) | chr3:1888-1392884 RE\
AM059084 4.656 no similarity -3.776
JCVI_12269 4.650 weakly similar to ( 174)AT3G05640| Symbols: |tein phosphatase 2C, putative / PP2C, putative3jt640616-1642233 REVERS
JCVI_342 4.634 moderately similar to ( 240)AT1G72290] Symbolfypsin and protease inhibitor family protein /rfiz family protein | chr1:272195
JCVI_13739 4.611 moderately similar to (406)AT3G25770| Symbols:@0) AOC2 (ALLENE OXIDE CYCLASE 2) | chr3:940821283076 FORWAI
EE545201 4.602 no similarity -3.268




EX131577 4.597 no similarity

JCVI_32365 4.592 moderately similar to ( 360)AT5GBABSymbols: | transcription factor | chr5:155183450 REVERSE no original description
JCVI_40394 4.574 moderately similar to ( 321)AT3G16350| Symbolsyp family transcription factor | chr3:5547834-5883 FORWARD no original ¢ -1.868
JCVI_7865 4.526 no original description -2.783
JCVI_19310 4.509  weakly similar to ( 172)AT1G54120| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAAT3G14060.1); similar to ut
EV140916 4.507 very weakly similar to (91.7)AT5G587 $ymbols: | unknown protein | chr5:21822635-288 REVERSE [21482] 1 430 724
JCVI_35883 4.497 very weakly similar to (91.7)AT5G88| Symbols: | unknown protein | chr5:2182263822979 REVERSE no original description
ES911771 4.481 weakly similar to ( 102)AT1G64405hBgls: | unknown protein | chrl:23927463-23927BORWARD [21431] 1 383 459

EV176695 4.480  weakly similar to ( 110)AT3G06070] Symbols: |iamto unknown protein [Arabidopsis thaliana] (TAAT5G19190.1); similar to ut
EE457196 4.479 no similarity -2.417
JCVI_39155 4.467 no original description

RC_EXO077725 4.459 no similarity

EX132242 4.454  weakly similar to ( 159)AT2G32150| Symbols: |dzalid dehalogenase-like hydrolase family protemr?:13666172-13667608 FOR  -2.547
JCVI_22853 4.446  moderately similar to ( 215)AT5G53290| Symbols:F3R CRF3 (CYTOKININ RESPONSE FACTOR 3); DNA bingihtranscriptior
EX081446 4.428  weakly similar to ( 106)AT5G52320| Symbols: CYPI6ACYPI6A4 (cytochrome P450, family 96, subfamilypolypeptide 4); oxygt
JCVI_22253 4.415 moderately similar to ( 335)AT2G43590| Symbolshifinase, putative | chr2:18088669-18089826 RESERoderately similar to ({ -4.375
EX103444 4.415 moderately similar to ( 303)AT5G09470| Symbolmitpchondrial substrate carrier family proteimi®2949242-2950514 REVERS
CX188694 4.413 moderately similar to ( 244)AT1G14240| Symbolsugdleoside phosphatase family protein / GDA1/CE8ily protein | chr1:48651¢
JCVI_17220 4.403 moderately similar to ( 306)AT4G38580| SymbolsH#F6 | ATFP6 (FARNESYLATED PROTEIN 6); metal ion ding | chr4:18034¢ -1.852
EV200816 4.396 moderately similar to ( 400)AT1G65450| Symbolgrafsferase family protein | chrl1:24321698-243 266 RWARDvery weakly sin -2.155
DW999910 4.385 moderately similar to ( 255)AT5G49690| Symbol&IDIP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr5:20207194-202
EV102840 4.375  weakly similar to ( 160)AT2G46970| Symbols: PILRIL1 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 1); @anscription fac
JCVI_26899 4.364  weakly similar to ( 193)AT1G69760| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAT1G26920.1); similarto hy  -2.687
JCVI_29146 4.349 moderately similar to ( 250)AT5G13220| Symbolsz18, TIFY9, JAS1, AT5G13220 | JAS1/JAZ10/TIFY9 (MSNATE-ZIM-DOM
EV049094 4.339  weakly similar to ( 148)AT5G53290| Symbols: CRERF3 (CYTOKININ RESPONSE FACTOR 3); DNA bindingrénscription fac
JCVI_7525 4.322  moderately similar to ( 215)AT3G27810| SymboldvAB21, AIMYB3, MYB21, ATMYB21 | ATMYB21 (MYB DOMAIN PROTEIl -1.571
ES910283 4.287 moderately similar to (212)AT3G06070| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G19190.1); similar t
JCVI_4395 4.287 moderately similar to ( 314)AT3G47380| Symbolsvertase/pectin methylesterase inhibitor famiigtpin | chr3:17468780-174693¢
CA991551 4.280  very weakly similar to (91.3)AT1G32190| Symbo]similar to unknown protein [Arabidopsis thaliaf@AIR:AT2G24320.1); similar
JCVI_7969 4.275  weakly similar to ( 189)AT3G12500| Symbols: PRB;®, CHI-B, B-CHI, ATHCHIB | ATHCHIB (BASIC CHITINASE); chitinase | ¢
JCVI_26448 4.268  highly similar to ( 720)AT3G45140| Symbols: ATLOX20X2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-168418 FORWARD  -2.547
JCVI_23070 4.256 very weakly similar to (97.8)AT1@70| Symbols: | unknown protein | chrl1:2646809863350 FORWARD no original description
JCVI_22403 4.240 moderately similar to ( 302)AT2G46970| Symbold:1PIPIL1 (PHYTOCHROME INTERACTING FACTOR 3-LIKE 1jranscriptior
JCVI_22632 4.232 no original description -2.303
JCVI_39721 4.224  very weakly similar to (91.7)AT4G33680| Symbol$GB2 | AGD2 (ABERRANT GROWTH AND DEATH 2); transanaise | chr4:16
JCVI_9280 4.218 moderately similar to ( 214)AT5G25530] Symbol®NAJ heat shock protein, putative | chr5:8889688@057 REVERSEvery weat
JCVI_3732 4.217  weakly similar to (200)AT5G13220| Symbols: JAZIOFY9, JAS1, AT5G13220 | JAS1/JAZ10/TIFY9 (JASMONE-ZIM-DOMAIN  -2.996
JCVI_10293 4.205 moderately similar to ( 363)AT4G03400| Symbols:35H0, DFL2 | DFL2 (DWARF IN LIGHT 2) | chr4:14976:24199728 REVERSE
JCVI_6435 4.188  weakly similar to ( 141)AT4G29905| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT5G57123.1); similar to hy  -2.895
EV092285 4.182 moderately similar to ( 300)AT4G32280| SymbolsAP® | IAA29 (indoleacetic acid-induced protein 28gnscription factor | chr4:1%
JCVI_4653 4.178 moderately similar to ( 218)AT5G36220| Symbols:RO{Al, CYP81D1 | CYP81D1 (CYTOCHROME P450 91Al)ygen binding |
JCVI_39565 4.166  weakly similar to ( 142)AT4G29905| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT5G57123.1); similar to hy  -2.491
EX037465 4.160 weakly similar to ( 123)AT3G49360| Symbols: |aflsamine/galactosamine-6-phosphate isomerase faroilgin | chr3:18314174-1¢
EV103971 4.137 no similarity

EX044537 4.132  moderately similar to ( 280)AT1G66700| SymbolsMPIXL | PXMT1; S-adenosylmethionine-dependent metiyliferase | chr1:2487
JCVI_1330 4.125 moderately similar to ( 291)AT4G37990| SymbolsIEIELI3-2 | ELI3-2 (ELICITOR-ACTIVATED GENE 3) |wr4:17855958-1785
JCVI_20291 4.117 no original description

JCVI_17865 4.110 highly similar to ( 633)AT1G06620] Symbols: |2eglutarate-dependent dioxygenase, putative | 2026617-2027093 FORWARD  -1.845
JCVI_33787 4.102 moderately similar to ( 320)AT3G11340| Symbols!DP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr3:3556734-3558 -4.679
JCVI_32805 4.084 moderately similar to ( 230)AT4G35720] Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G35690.1); similar t
EV110827 4.069 no similarity

EV144805 4.066 no similarity

EE502449 4.050 no similarity

JCVI_427 4.041 moderately similar to ( 371)AT2G43590| Symbolshifinase, putative | chr2:18088669-18089826 RESERoderately similar to ({ -2.852
JCVI_38496 4.021 no original description

JCVI_41466 4.019 no original description

EV076295 4.018 weakly similar to ( 180)AT1G51790iByls: | kinase | chr1:19210527-19214243 REVERXE43] -4.755
EV217600 4.017 moderately similar to ( 233)AT1G14250| Symbolsugdleoside phosphatase family protein / GDA1/CE38ily protein | chr1:48686%
JCVI_23685 4.004 no original description -6.153
JCVI_1165 4.002 moderately similar to ( 219)AT3G16870| Symbolging finger (GATA type) family protein | chr3:57838-5764582 REVERSE no ¢
JCVI_36190 3.997  weakly similar to ( 164)AT3G27880| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAT1G23710.1); similar to hy
JCVI_15319 3.991  highly similar to ( 570)AT1G19670| Symbols: CORKTHCOR1 | ATCLH1 (CORONATINE-INDUCED PROTEIN 1xhr1:680378
JCVI_25469 3.978 no original description

JCVI_37398 3.971 no original description -3.072
JCVI_6670 3.953 moderately similar to ( 382)AT2G02990| Symbols:32N RNS1 (RIBONUCLEASE 1); endoribonuclease | éh2713-874666 FOF -3.569
JCVI_38091 3.952 no original description -5.354
EX099259 3.932  moderately similar to ( 310)AT1G04180| Symbolfiajin-containing monooxygenase family proteirM® family protein | chr1:1104
JCVI_2208 3.925 moderately similar to ( 270)AT1G75050| Symbolsinjilar to ATLP-3 (Arabidopsis thaumatin-like peat 3) [Arabidopsis thaliana] ( -3.253
JCVI_24116 3.924 no original description

EV110472 3.924 no similarity

EX125506 3.921 moderately similar to ( 237)AT5G28050| Symbolsytidine/deoxycytidylate deaminase family proteair5:10044213-10045488 Rl -3.200
JCVI_20329 3.920 moderately similar to ( 232)AT1G72416| Symbolbedt shock protein binding | chrl:27262657-27263REVERSE no original des  -1.917
EV098486 3.914 moderately similar to ( 202)AT1G75450| Symbols:GKX5, ATCKX6, CKX5 | CKX5 (CYTOKININ OXIDASE 5); cyokinin dehydr
JCVI_34461 3.908 highly similar to ( 515)AT4G36010| Symbols: |pagenesis-related thaumatin family protein | ct¥@30475-17040979 REVERSEI
EE432166 3.905 weakly similar to ( 130)AT1G12890| Symbols: | AfRimain-containing transcription factor, putativéf1:4391732-4392391 FORW  -3.571
EX106564 3.904 moderately similar to ( 232)AT5G20820| Symbolauxin-responsive protein-related | chr5:70469187206 REVERSE [21827] 1 £
JCVI_3093 3.903 moderately similar to ( 261)AT5G14120| Symbolsodulin family protein | chr5:4556310-4558449 FORRD no original descriptic
JCVI_12176 3.895 no original description -2.941
EE473027 3.892 very weakly similar to (91.3)AT1G02450| Symbol$MIN1, NIMIN-1 | NIMIN-1/NIMIN1; protein binding |chr1:498052-498480 R -4.437
JCVI_11913 3.891 highly similar to ( 742)AT2G26650] Symbols: AKTAKT1 (ARABIDOPSIS K TRANSPORTER 1); cyclic nuclédeé binding / inwar




JCVI_22820 3.888 moderately similar to ( 258)AT3G21230| SymbolsL8E4CL5 (4-COUMARATE:COA LIGASE 5); 4-coumarates® ligase | chr3:7
JCVI_33417 3.881 weakly similar to ( 172)AT3G16870| Symbols: |ziimger (GATA type) family protein | chr3:576375364582 REVERSE no origir
JCVI_1912 3.880 moderately similar to ( 250)AT1G72290| Symbolsypsin and protease inhibitor family protein /riiz family protein | chr1:272195
EE408644 3.876 moderately similar to ( 232)AT1G75040| Symbols:BRR5 | PR5 (PATHOGENESIS-RELATED GENE 5) | chg1:81415-28182. -3.963
EV198220 3.875 no similarity

EX087313 3.872 moderately similar to ( 216)AT2G31730| Symbolsthlylene-responsive protein, putative | chr2:1868413495670 REVERSE [21¢ -2.983
JCVI_17417 3.870 moderately similar to ( 216)AT2G21140| Symbols:PRP2 | ATPRP2 (PROLINE-RICH PROTEIN 2) | chr2:90679069116 REVI
JCVI_4502 3.869 highly similar to ( 560)AT1G80820| Symbols: CCR2GR2 (CINNAMOYL COA REDUCTASE) | chr1:30375538-30852 FORW, -1.517
EX134821 3.867 moderately similar to ( 230)AT1G44130| Symbolsugellin protein, putative | chr1:16789948-167 B REVERSEweakly similar to  -3.293
JCVI_227 3.864 moderately similar to ( 333)AT2G38310| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G05440.1); similar t
JCVI_32435 3.854 moderately similar to (209)AT5G40210| Symbolspdlulin MtN21 family protein | chr5:16090953-16338 REVERSE no original  -2.329
JCVI_15229 3.850 moderately similar to ( 202)AT1G75580|] Symbolauyin-responsive protein, putative | chr1:2838128381517 FORWARDvery wt
BQ704543 3.838 no similarity -6.545
JCVI_37915 3.827 moderately similar to ( 421)AT5G19600] SymbolsiFB3;5 | SULTR3;5; sulfate transmembrane transpgrtbr5:6613115-66168<
JCVI_10438 3.826 moderately similar to ( 251)AT5G57780| Symbolganscription regulator | chr5:23422731-23423284/RRSE no original descript
EX123908 3.819 moderately similar to ( 249)AT1G25340| SymbolsvXiB116, MYB116 | MYB116 (myb domain protein 116)NA binding / transcr  -4.276
JCVI_33624 3.818 moderately similar to ( 301)AT3G30180| Symbols:RBBA2, BR60X2 | BR60OX2/CYP85A2 (BRASSINOSTEROID-GIDASE 2);
EV162033 3.814 moderately similar to ( 217)AT1G75050| Symbolsinjilar to ATLP-3 (Arabidopsis thaumatin-like peat 3) [Arabidopsis thaliana] ( -3.071
JCVI_21124 3.798 moderately similar to ( 354)AT4G35160| SymbolQ-ihethyltransferase family 2 protein | chr4:1678096732813 REVERSE no ¢
JCVI_40180 3.772  weakly similar to ( 140)AT4G23600| Symbols: JRORI3 | CORI3 (CORONATINE INDUCED 1, JASMONIC ACIDESPONSIVE
JCVI_3953 3.767 moderately similar to ( 241)AT3G06070| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G19190.1); similar t
ES903033 3.759 moderately similar to ( 270)AT5G03760| Symbolsi 889, ATCSLA9, CSLA9, RAT4, ATCSLAQ9 | ATCSLAO09 (RESTANT TO #
JCVI_5021 3.748 moderately similar to ( 379)AT1G17170| SymbolsTGATGSTU24 | ATGSTU24 (ARABIDOPSIS THALIANA GLUTAHIONE S- -3.369
AM395252 3.747  moderately similar to ( 238)AT2G43590| Symbolshifinase, putative | chr2:18088669-18089826 RESERoderately similar to (¢ -3.647
EX120515 3.743 no similarity -4.511
JCVI_14772 3.741 moderately similar to ( 228)AT5G67310] Symbols:RBLG1 | CYP81GL1 (cytochrome P450, family 81, sulifa® polypeptide 1); o
EV167713 3.734  moderately similar to ( 221)AT1G13080| Symbols:R7AB2 | CYP71B2 (CYTOCHROME P450 71B2); oxygen lnigd chr1:44594 -2.740
JCVI_35024 3.725 moderately similar to ( 226)AT1G72290| Symbolfypsin and protease inhibitor family protein /rfiz family protein | chr1:272195
JCVI_25531 3.725 very weakly similar to (82.0)AT1G75940] Symbol§:A27 | ATA27 (Arabidopsis thaliana anther 27); hyldse, hydrolyzing O-glyco:
JCVI_459 3.720 moderately similar to ( 446)AT2G32150| Symbolbalpacid dehalogenase-like hydrolase family protehr2:13666172-13667608 | -2.109
JCVI_27673 3.719 moderately similar to (216)AT5G27200| Symbols:?8J ACP5 (ACYL CARRIER PROTEIN 5); acyl carriethr5:9571188-95719¢
EE558777 3.719 no similarity

EH420554 3.719 no similarity -3.002
ES943003 3.712 moderately similar to ( 284)AT3G06550| Symbolsinjilar to O-acetyltransferase family protein [Bidopsis thaliana] (TAIR:AT2G3
EV179210 3.710 weakly similar to ( 164)AT3G52370| Symbols: FLAIBLA15 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 15PRECURS!
JCVI_15112 3.708 moderately similar to ( 378)AT3G08670| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G51540.1); similar t
EV110218 3.701 no similarity

JCVI_8990 3.696 moderately similar to (422)AT5G36220| Symbols:RIM AL, CYP81D1 | CYP81D1 (CYTOCHROME P450 91Al)ygen binding |
EV018962 3.694  weakly similar to ( 187)AT5G12050| Symbols: |i&amto unnamed protein product [Vitis vinifera] BBZAO45643.1) | chr5:389021+
JCVI_19327 3.692 moderately similar to ( 490)AT3G57240| Symbols:BBG3 (BETA-1,3-GLUCANASE 3); hydrolase, hydralyg O-glycosyl compc  -3.747
JCVI_18861 3.691 no original description

EX126494 3.681  weakly similar to ( 152)AT1G66700] Symbols: PXMRXMT1; S-adenosylmethionine-dependent methylfeaiase | chr1:2487748!
EV048418 3.647 weakly similar to ( 102)AT4G32030Byls: | unknown protein | chr4:15490909-15493BORWARD [21442]

JCVI_17170 3.644  weakly similar to ( 138)AT5G36220| Symbols: CYP91£YP81D1 | CYP81D1 (CYTOCHROME P450 91A1); oxydpémding | chrt
JCVI_26408 3.636 moderately similar to (410)AT5G36220| Symbols:R9{A1, CYP81D1 | CYP81D1 (CYTOCHROME P450 91Al)ygen binding |
ES967164 3.631 no similarity

JCVI_29799 3.628 weakly similar to ( 136)AT3G288Syinbols: | transcription regulator | chr3:1085700857550 REVERSE no original description
Al352922 3.626  very weakly similar to (83.2)AT2G39530| Symbojsntegral membrane protein, putative | chr2:1630576506479 REVERSE [128 -4.296
JCVI_33949 3.626 moderately similar to ( 348)AT2G13810| SymbolsDAL| ALD1 (AGD2-LIKE DEFENSE RESPONSE PROTEIN1prisaminase |« -4.664
JCVI_1001 3.620 moderately similar to ( 320)AT1G78170| Symbolsinjilar to unknown protein [Arabidopsis thaliaf®@AIR:AT1G22250.1); similart  -2.182
EX047564 3.618 no similarity

EV189247 3.616 no similarity

ES954834 3.611 no similarity -7.439
JCVI_1195 3.603 moderately similar to ( 336)AT3G61460| Symbols:HiR BRH1 (BRASSINOSTEROID-RESPONSIVE RING-H2); ®io binding /  -2.225
JCVI_17600 3.603 moderately similar to (499)AT2G19780| Symbolteufine-rich repeat family protein / extensin fgrpirotein | chr2:8529913-85311.
EV171151 3.601 weakly similar to (179)AT3G08670| Symbols: |i#&mto unknown protein [Arabidopsis thaliana] (TRRAT3G51540.1); similar to hy
JCVI_39399 3.597 moderately similar to (234)AT1G13080| Symbols:R7E{B2 | CYP71B2 (CYTOCHROME P450 71B2); oxygen lvigd chr1:44594 -2.442
JCVI_12575 3.590 no original description

JCVI_34682 3.588 weakly similar to ( 121)AT1G12710| Symbols: ATPRP2 | ATPP2-A12 (PHLOEM PROTEIN 2-A12); carbohydr&inding | chrl:4
JCVI_40432 3.587 no original description

JCVI_28986 3.584 moderately similar to ( 356)AT4G03400| Symbols:35H), DFL2 | DFL2 (DWARF IN LIGHT 2) | chr4:14976:14199728 REVERSE
JCVI_2743 3.582 moderately similar to ( 292)AT5G62280| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G45360.1); similar t
EV132289 3.580 no similarity

JCVI_5873 3.579  highly similar to ( 629)AT1G75450| Symbols: ATCKXBTCKX6, CKX5 | CKX5 (CYTOKININ OXIDASE 5); cytoknin dehydroger
JCVI_34350 3.578 moderately similar to ( 368)AT1G52410| SymbolsAL$ TSA1 (TSK-ASSOCIATING PROTEIN 1) | chr1:19531419529030 FOFf
JCVI_32604 3.562 highly similar to ( 856)AT2G18790| Symbols: HY30®1, PHYB | PHYB (PHYTOCHROME B); G-protein couplgldotoreceptor/ s
JCVI_3442 3.562  weakly similar to ( 137)AT4G15440| Symbols: CYPZ4BIPL1 | HPL1 (HYDROPEROXIDE LYASE 1); heme bingdihiron ion bind
JCVI_19024 3.559 moderately similar to ( 369)AT4G27420| Symbol&B[C transporter family protein | chr4:13712440-13803 REVERSE no origing
JCVI_41716 3.558 moderately similar to ( 318)AT5G8ABSymbols: | transcription factor | chr5:155783450 REVERSE no original description -2.15
JCVI_17759 3.556 moderately similar to ( 243)AT1G29195| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G30230.1); similar t
ES953976 3.556 no similarity

DW997085 3.550 moderately similar to ( 352)AT5G24420| Symbolgluposamine/galactosamine-6-phosphate isomeréesedd chr5:8336946-8337¢
EX135524 3.547 moderately similar to ( 234)AT5G28050| Symbolsytidine/deoxycytidylate deaminase family proteair5:10044213-10045488 Rl -2.993
JCVI_19367 3.546 moderately similar to ( 281)AT5G06860| SymbolsiPG| PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN)1protein bir
DY017774 3.543 no similarity

JCVI_17750 3.539 moderately similar to ( 240)AT3G52370| SymbolsAEB | FLA15 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN15 PRECL
EV154298 3.536 no similarity -3.259
JCVI_24170 3.536  weakly similar to ( 200)AT3G45140| Symbols: ATLOXZX2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-168118 FORWARL -1.673
JCVI_18327 3.531  highly similar to ( 733)AT3G45140| Symbols: ATLOX20X2 | LOX2 (LIPOXYGENASE 2) | chr3:16536422-168418 FORWARD
JCVI_5211 3.528  weakly similar to ( 122)AT1G75580] Symbols: |iapesponsive protein, putative | chr1:283811918A%3 7 FORWARD no original




JCVI_4746 3.527  weakly similar to ( 172)AT1G52000| Symbols: [l lectin family protein | chr1:19337021-193393EVERSE no original descrij
JCVI_14100 3.527 moderately similar to ( 340)AT5G07580] Symbol®NA binding / transcription factor | chr5:239952600350 FORWARDweakly s
JCVI_28810 3.526 moderately similar to ( 225)AT4G16780| Symbols:THAATHB2, ATHB-2 | ATHB-2 (ARABIDOPSIS THALIANA HOMEOBOX P!
EX028195 3.519  weakly similar to ( 121)AT2G44570| Symbols: ATGHEB| ATGHIB12 (ARABIDOPSIS THALIANA GLYCOSYL HYDRORSE 9
JCVI_3863 3.516 weakly similar to ( 182)AT1G58279iBols: ZW9 | ZW9 | chr1:21616059-21617754 REVERSBriginal description

EX103892 3.511 no similarity -2.287
EE568090 3.503 moderately similar to ( 258)AT1G04180| Symbolfiajin-containing monooxygenase family proteirM® family protein | chr1:1104
JCVI_18851 3.501 highly similar to ( 854)AT3G26170] Symbols: CYP7B| CYP71B19 (cytochrome P450, family 71, subfail polypeptide 19); ox -2.981
JCVI_40290 3.500 very weakly similar to (94.7)AT1G02340| SymbolSMR, FBI1, REP1, HFR1 | HFR1 (LONG HYPOCOTYL IN FARED); DNA bin
JCVI_37097 3.498 moderately similar to ( 309)AT1G66700] SymbolsiWiXL | PXMT1; S-adenosylmethionine-dependent methwiiferase | chrl1:2487
JCVI_25824 3.498 moderately similar to (434)AT5G44050| SymbolMATE efflux family protein | chr5:17739711-17743/BORWARD no original d
JCVI_2645 3.485 no original description

EX096357 3.485 no similarity

JCVI_9773 3.480 moderately similar to (478)AT1G33811| Symbol&DSL-motif lipase/hydrolase family protein | ctir2267898-12269670 FORWA
JCVI_28964 3.470  weakly similar to ( 139)AT1G75030| Symbols: ATLR-8TLP-3 (Arabidopsis thaumatin-like protein $hy1:28178079-28178916 F  -3.277
JCVI_11024 3.461 weakly similar to ( 185)AT5G22580| Symbols: |riteal to Uncharacterized protein At5g22580 [Araipdis Thaliana] (GB:Q9FK81
EV217644 3.455 no similarity

EE468644 3.448 very weakly similar to (87.0)AT3G04300| Symbo]similar to unknown protein [Arabidopsis thaliaf@AIR:AT4G10300.1); similar ~ -3.011
JCVI_22236 3.448 no original description

ES969778 3.446  weakly similar to ( 101)AT4G03400| Symbols: GH3-DFL2 | DFL2 (DWARF IN LIGHT 2) | chr4:1497674-19828 REVERSE [1£
EH429329 3.443 no similarity -3.228
EV204109 3.441 weakly similar to ( 136)AT1G58270frBpls: ZW9 | ZW9 | chr1:21616059-21617754 REVERSHIP1] 51 736 736

JCVI_40375 3.439 no original description -1.568
JCVI_9325 3.436  weakly similar to ( 141)AT3G05810| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT5G26800.1); similar to ut
EX095316 3.433 moderately similar to ( 292)AT3G0438¢mbols: | transcription regulator | chr3:13680364405 FORWARD [21824] 1 764 778
EV225738 3.424  moderately similar to ( 335)AT5G39110| Symbolgefmin-like protein, putative | chr5:15675030-15872 REVERSEweakly simila  -3.855
JCVI_806 3.421 moderately similar to (447)AT1G53070| Symbolteghme lectin family protein | chr1:19782039-19882 FORWARDvery weakly ¢
JCVI_26793 3.403 moderately similar to ( 471)AT3G07010] Symbolpegtate lyase family protein | chr3:2212979-22 PBEBREVERSEmoderately simili

H74760 3.401 no similarity

DY019353 3.396 moderately similar to ( 345)AT4G11650| Symbols:@gM34 | ATOSM34 (OSMOTIN 34) | chr4:7025121-7026 REVERSEmode
EE431428 3.394  weakly similar to ( 122)AT1G18710| Symbols: AtMYB#AtMYB47 (myb domain protein 47); DNA bindingranscription factor | cl
JCVI_21470 3.386 moderately similar to ( 382)AT1G65680| Symbols:HB2, ATHEXP BETA 1.4, ATEXPB2 | ATEXPB2 (ARABIDOPSITHALIANA  -3.428
JCVI_40779 3.381 no original description -2.554
EE532339 3.378 weakly similar to ( 196)AT3G0352018yls: | phosphoesterase family protein | chr897840518 REVERSE [20175]

JCVI_115 3.377 moderately similar to ( 381)AT1G5823¢mbols: ZW9 | ZW9 | chr1:21616059-21617754 RESERO original description

JCVI_38983 3.377 moderately similar to ( 299)AT4G36410| Symbols:@IF | UBC17 (UBIQUITIN-CONJUGATING ENZYME 17); ubidgfin-protein li
JCVI_14980 3.364 moderately similar to ( 295)AT5G20630| Symbolsf3A, GLP3B, GLP3 | GLP3 (GERMIN-LIKE PROTEIN 3); nganese ion binc
JCVI_9028 3.354 weakly similar to (197)AT1G30329Bols: | remorin family protein | chr1:1068033W682834 FORWARD no original description -1.88
EH416910 3.350 no similarity -7.078
JCVI_38481 3.349 moderately similar to ( 288)AT1G75280| Symbolsoflavone reductase, putative | chr1:28255691528626 FORWARDmoderately
JCVI_8333 3.347 moderately similar to ( 394)AT5G58310| Symbolbydrolase, alpha/beta fold family protein | chB522353-23593233 REVERSE\
JCVI_778 3.345  highly similar to ( 978)AT1G20620| Symbols: SENCAT3 | CAT3 (CATALASE 3); catalase | chr1:714313248183 FORWARDhi¢  -3.555
ES907698 3.341 moderately similar to ( 343)AT3G14370| Symbols: B\ WAG2; kinase | chr3:4798033-4799475 REVERSElyesmilar to ( 152)
JCVI_25482 3.339 moderately similar to ( 279)AT2G38340| Symbol&PR domain-containing transcription factor, pwt@t{DRE2B) | chr2:16074525-:
JCVI_39501 3.338  moderately similar to (394)AT2G13810| SymbolsDAL| ALD1 (AGD2-LIKE DEFENSE RESPONSE PROTEIN1jprisaminase |« -4.331
JCVI_8916 3.338  weakly similar to ( 120)AT5G04820| Symbols: ATOBPOFP13 | ATOFP13/OFP13 (Arabidopsis thalianaefeahily protein 13) | ¢
JCVI_28110 3.336 no original description

JCVI_5907 3.336  highly similar to ( 558)AT1G12010| Symbols: |rinocyclopropane-1-carboxylate oxidase, putatik€C oxidase, putative | chrl:4
AM059719 3.336 no similarity

JCVI_36485 3.334 moderately similar to ( 353)AT3G11340| SymbolsIDP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr3:3556734-3558  -3.794
EE443550 3.333  weakly similar to ( 116)AT1G72130| Symbols: |tpredependent oligopeptide transport (POT) famibytgin | chr1:27141425-2714.
JCVI_25735 3.332  highly similar to ( 853)AT1G32640| Symbols: RD22BBAI1, JIN1, MYC2, ZBF1, ATMYC2 | ATMYC2 (JASMONFE INSENSITI
JCVI_17673 3.331  moderately similar to ( 281)AT2G38090| Symbolsiyp family transcription factor | chr2:15952356953853 FORWARD no origini
JCVI_3277 3.330 moderately similar to ( 273)AT4G22010| SymbolsS3K SKS4 (SKU5 Similar 4); copper ion binding idmreductase | chr4:11663:
JCVI_24991 3.330 moderately similar to ( 372)AT3G57260| Symbols2PBG2, PR-2, BGL2 | BGL2 (PATHOGENESIS-RELATED PREIN 2); gluca -3.611
JCVI_8821 3.329  weakly similar to ( 135)AT5G55450| Symbols: |tease inhibitor/seed storage/lipid transfer proteirP) family protein | chr5:22484  -4.475
ES909993 3.328 moderately similar to ( 266)AT4G27950| Symbols:FaR CRF4 (CYTOKININ RESPONSE FACTOR 4); DNA bindintranscriptior  -2.795
JCVI_5921 3.327 moderately similar to ( 332)AT2G22170| Symbolfipifi-associated family protein | chr2:9434090-8832 REVERSE no original de
EV179235 3.325 weakly similar to ( 146)AT1G75050] Symbols: |i&@mto ATLP-3 (Arabidopsis thaumatin-like proted) [Arabidopsis thaliana] (TAIF  -2.765
EX065636 3.323  very weakly similar to (82.0)AT1G75450] SymbolF@KX5, ATCKX6, CKX5 | CKX5 (CYTOKININ OXIDASE 5); gtokinin dehyd
JCVI_30218 3.319 no original description -3.355
JCVI_37933 3.318 moderately similar to ( 234)AT4G32800| Symbol&PPR domain-containing transcription factor TINYitative | chr4:15819816-158
CD811808 3.316 no similarity -2.401
JCVI_36586 3.314 moderately similar to ( 351)AT1G52030| Symbols: RIB2, F-ATMBP, MBP2 | MBP2 (MYROSINASE-BINDING PR®&IN 2) | chr
EX134057 3.310 highly similar to ( 509)AT1G73340| Symbols: | gey binding | chr1:27576797-27578934 FORWARDweskyilar to ( 161)C90D2
JCVI_1186 3.305 weakly similar to ( 193)AT2G39530| Symbols: pimtal membrane protein, putative | chr2:1650573%06879 REVERSE no origineg  -4.271
JCVI_15441 3.304 moderately similar to ( 360)AT2G32990| Symbols:G¥T9B8 | ATGHIB8 (ARABIDOPSIS THALIANA GLYCOSYL HYD®LASE
EV013609 3.303  weakly similar to ( 144)AT2G32990| Symbols: ATGHBBATGHIB8 (ARABIDOPSIS THALIANA GLYCOSYL HYDROLAE 9B8
JCVI_32319 3.301 very weakly similar to (83.6)AT3G22910| Symbo]salcium-transporting ATPase, plasma membrane-pytative / Ca(2+)-ATPase  -1.601
EV098450 3.300 weakly similar to ( 139)AT4G28940frBypls: | catalytic | chr4:14274420-14276926 FORWAR1477] 46 1101 1101

EE525938 3.294 no similarity -3.631
JCVI_33581 3.293 no original description -7.465
CD829515 3.293 no similarity

RC_ES964477 3.284 no similarity -1.742
JCVI_8763 3.282 no original description

JCVI_25528 3.275 moderately similar to (422)AT3G57260| Symbols2PBG2, PR-2, BGL2 | BGL2 (PATHOGENESIS-RELATED PREIN 2); gluca  -4.548
JCVI_29830 3.273  weakly similar to ( 110)AT1G48330| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAAT3G17580.1); similar to ut
DN962854 3.266 moderately similar to ( 306)AT5G6736¢mbols: ARA12 | ARA12; subtilase | chr5:26889£6891691 REVERSE [17359] -3.480
ES264431 3.263 moderately similar to ( 283)AT1G78260| Symbol&NA recognition motif (RRM)-containing proteinHrd:29452210-29454139 FC  -2.534
EV164885 3.263 weakly similar to ( 194)AT3G09560iByls: | lipin family protein | chr3:2934958-29386REVERSE [21485] 39 739 739




JCVI_6928 3.261 moderately similar to ( 349)AT1G17745| Symbols{#{ PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phbeglyceri  -2.910
EX135752 3.261 moderately similar to ( 386)AT5G54170| Symbolsinjilar to CP5 [Arabidopsis thaliana] (TAIR:AT1GB20.1); similar to putative n  -1.794
JCVI_25797 3.257 moderately similar to ( 219)AT4G27860| Symbolstdgral membrane family protein | chr4:138738 88716246 FORWARD no orig
EV110906 3.246 no similarity

JCVI_38243 3.239 no original description

EX106705 3.235 moderately similar to ( 493)AT5G28237| Symbolsyptophan synthase, beta subunit, putative |:tB2D7481-10213546 REVERS
JCVI_12384 3.233  weakly similar to ( 108)AT3G02885| Symbols: GASIXSBASA5 (GAST1 PROTEIN HOMOLOG 5) | chr3:638330-638 REVERSE  -3.631
CV544978 3.228 no similarity

EV197431 3.224 no similarity -3.524
EX141963 3.224  very weakly similar to (80.9)AT3G25717| Symbol§:FR16, DVL6 | DVL6/RTFL16 (ROTUNDIFOLIA LIKE 16) £hr3:9376709-93
JCVI_31116 3.223  weakly similar to ( 188)AT5G67620| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRRAT5G62900.1); similar to ur  -2.208
JCVI_41333 3.219  weakly similar to ( 144)AT2G01340| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT1G71015.1); similar to ut
EE448877 3.216 moderately similar to ( 265)AT4G3(4&\anbols: | transcription factor | chr4:1487138871857 REVERSE [20172]

L46441 3.210 no similarity -4.458
JCVI_17977 3.209 moderately similar to ( 289)AT5G66590| Symbolsildrgen V5/Tpx-1-related family protein | chr5528.481-26592038 FORWARD
EE566300 3.203 no similarity -3.422
JCVI_10237 3.196  weakly similar to ( 192)AT5G04000| Symbols: |i&mto hypothetical protein [Vitis vinifera] (GBAN76250.1) | chr5:1079304-107 -3.409
RC_EX117010 3.195 no similarity -3.835
JCVI_17120 3.194 moderately similar to ( 386)AT2G38310| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G05440.1); similar t
JCVI_33902 3.190 highly similar to ( 582)AT4G37980| Symbols: ELI3-ELI3-1 (ELICITOR-ACTIVATED GENE 3); binding / ¢alytic/ oxidoreductas
EX128203 3.189 no similarity

EV203397 3.184 moderately similar to ( 364)AT5G67360| Symbols:AR | ARA12; subtilase | chr5:26889418-26891691 ERGE [21490] 39 792 -2.962
ES966646 3.179 very weakly similar to (84.7)AT2G4088ymbols: | Bet v | allergen family protein {Z416852255-16852902 REVERSE [20153]
EE455499 3.178 no similarity

JCVI_26920 3.172  highly similar to ( 724)AT2G34810| Symbols: | FAihding domain-containing protein | chr2:1469234693993 FORWARD no ol
JCVI_33757 3.167 moderately similar to ( 218)AT1G69760] Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G26920.1); similart  -2.463
EV203310 3.163 moderately similar to ( 386)AT5G6736¢mbols: ARA12 | ARA12; subtilase | chr5:26889£26891691 REVERSE [21490] -3.694
JCVI_35919 3.158 moderately similar to ( 323)AT1G44350] Symbold:6l} ILL6 (IAA-leucine resistant (ILR)-like gene Bnetallopeptidase | chrl:168!
EV017499 3.156 no similarity -2.396
JCVI_16082 3.152 moderately similar to ( 362)AT5G57560| Symbols:HR, TCH4 | TCH4 (TOUCH 4); hydrolase, acting oycglsyl bonds / xylogluci
DY022165 3.149  moderately similar to ( 342)AT1G33260| Symbolprajtein kinase family protein | chr1:12064776-18084 FORWARDvery weakly
JCVI_9163 3.147 moderately similar to ( 283)AT5G14120| Symbolsodulin family protein | chr5:4556310-4558449 FORRD no original descriptic
EV052278 3.146 weakly similar to ( 164)AT5G40210fByls: | nodulin MtN21 family protein | chr5:16@#3-16093316 REVERSE [21442] -2.039
EX132647 3.142  moderately similar to ( 309)AT3G04510| Symbolsinjilar to LSH1 (LIGHT-DEPENDENT SHORT HYPOCOTYLE [Arabidopsis  -3.067
EV064737 3.141 no similarity

JCVI_22371 3.141  weakly similar to ( 119)AT1G07570| Symbols: APKEK1A | APK1A (Arabidopsis protein kinase 1A); ks&] chr1:2331366-2333
JCVI_13432 3.141 moderately similar to (392)AT1G17180| Symbols:@HTU25 | ATGSTU25 (Arabidopsis thaliana Glutathigansferase (class te¢  -2.702
JCVI_34797 3.136  weakly similar to ( 198)AT3G03520| Symbols: | phicoesterase family protein | chr3:837979-840518HEESE no original descript  -2.146
JCVI_40133 3.132  weakly similar to ( 178)AT3G16870| Symbols: |cziimger (GATA type) family protein | chr3:576375864582 REVERSE no origir
JCVI_16212 3.128 weakly similar to ( 147)AT3G0493¢mbols: | transcription regulator | chr3:13632364405 FORWARD no original description -1.990
JCVI_41053 3.124 moderately similar to (453)AT2G19070| Symbolgansferase family protein | chr2:8267267-8269REYERSEweakly similar to ( -2.779
EV143849 3.123 no similarity

EV210392 3.120 no similarity

DW998133 3.120 weakly similar to ( 199)AT5G24290iByls: | integral membrane family protein | ch258274-8265621 REVERSE [18977]

EE519591 3.119 no similarity

JCVI_1576 3.116 moderately similar to ( 289)AT5G62320] SymbolsVIABCU15, AtMYB99, MYB99 | MYB99 (myb domain protei®9); DNA bindin
EX129137 3.115 moderately similar to ( 265)AT3G25480| Symbolshddanese-like domain-containing protein | chr36828-9237835 REVERSE [Z
JCVI_36587 3.114 no original description

JCVI_40406 3.113 moderately similar to ( 380)AT3G57260| Symbols2PBG2, PR-2, BGL2 | BGL2 (PATHOGENESIS-RELATED PREIN 2); gluca  -3.406
JCVI_37272 3.108 no original description

EV200964 3.105 weakly similar to ( 133)AT5G16030| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT3G02500.1); similar to hy
EE402061 3.103  very weakly similar to (85.9)AT2G45220| Symbo]gectinesterase family protein | chr2:1865135558868 REVERSE [20197] 1z -3.032
EV198695 3.103 moderately similar to ( 286)AT5G16270| Symbols:¥D21.3, SYN4 | ATRAD21.3/SYN4 (ARABIDOPSIS HOMOLOGF RAD2!
JCVI_41616 3.101 moderately similar to ( 210)AT5G17490| Symbols:IRGRGL3 (RGA-LIKE 3); transcription factor | chB764318-5765889 REVEI
JCVI_33612 3.100 moderately similar to ( 390)AT4G34880| Symbolamjdase family protein | chr4:16615554-1661742®WARD no original descrij  -1.542
RC_ES968917 3.094 no similarity -2.288
JCVI_37829 3.092 moderately similar to (271)AT1G72450| SymbolsZ8ATIFY11B | JAZ6/TIFY11B (JASMONATE-ZIM-DOMAIN PRTEIN 6) | ch
JCVI_35502 3.092 moderately similar to ( 390)AT2G47130| Symbolshgrt-chain dehydrogenase/reductase (SDR) famokejm | chr2:19356697-193%  -3.656
JCVI_38850 3.090 weakly similar to ( 143)AT5G03380| Symbols: |\hemetal-associated domain-containing protein $882399-834127 REVERSE  -2.630
JCVI_3099 3.090 moderately similar to ( 236)AT1G52400| Symbols:IBGBGL1 (BETA-GLUCOSIDASE HOMOLOG 1); hydroladeydrolyzing O-g
JCVI_18625 3.085 moderately similar to ( 231)AT5G28300| Symbolsihglix DNA-binding protein, putative | chr5:102893-10295105 REVERSE nc
DY000098 3.080 weakly similar to ( 171)AT1G45201fBypls: | triacylglycerol lipase | chr1:1712632%29937 FORWARD [18967] 1 408 422 -1.86
EV200903 3.080 moderately similar to ( 260)AT1G65445| Symbolg:ahsferase-related | chr1:24319538-24320154 FORB&ry weakly similar to |
ES901375 3.078 no similarity -2.089
JCVI_11067 3.077 moderately similar to (440)AT2G35860| SymbolsAEB | FLA16 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN16 PRECL
EV092170 3.076 no similarity

EH429905 3.076 moderately similar to ( 293)AT5G673%fmbols: ARA12 | ARA12; subtilase | chr5:26889£6891691 REVERSE [20767] -2.831
DY017647 3.070  weakly similar to ( 135)AT3G17580| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRART1G48330.1); similar to ut
EV076435 3.070 no similarity

RC_DT317725 3.069 no similarity

JCVI_41649 3.068  weakly similar to ( 103)AT4G23550| Symbols: WRKYRP&/RKY29 (WRKY DNA-binding protein 29); transcriph factor | chr4:122
EX022987 3.063  weakly similar to ( 128)AT4G34710| Symbols: SPERC?2 | ADC2 (ARGININE DECARBOXYLASE 2) | chr4:1656820-16562455
EX043503 3.059 no similarity

EE557546 3.059 no similarity -2.085
JCVI_94 3.046  moderately similar to ( 424)AT1G02360| Symbolshitinase, putative | chr1:472138-473116 REVERSd#arately similar to (316)C  -4.385
ES906176 3.046 moderately similar to ( 254)AT3G08670| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G51540.1); similar t
JCVI_11581 3.046 weakly similar to ( 103)AT2G159869inbols: | unknown protein | chr2:6954435-695466&WARD no original description -1.966
JCVI_12417 3.044 moderately similar to ( 384)AT4G26760| Symbolsidrotubule associated protein (MAP65/ASEL) farpilgtein | chr4:13478840-1
AM061024 3.043  weakly similar to (192)AT4G34770| Symbols: |iaesponsive family protein | chr4:16591357-16581L6 ORWARDweakly simila
JCVI_39912 3.042 moderately similar to ( 271)AT5G57150] Symbolbagic helix-loop-helix (bHLH) family protein | ci23169587-23170519 FORW,




JCVI_11016 3.041  weakly similar to ( 114)AT2G26010| Symbols: PDFLEDF1.3 (plant defensin 1.3) | chr2:11094489-833 FORWARDweakly sit  -3.875
CD828777 3.034  weakly similar to ( 181)AT5G65020] Symbols: ANNATANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion biridg / calcium-de|  -2.399
JCVI_4539 3.027 moderately similar to (456)AT1G52400| Symbols:IBGBGL1 (BETA-GLUCOSIDASE HOMOLOG 1); hydrolaseydrolyzing O-g
JCVI_19012 3.026 no original description

JCVI_10825 3.020 moderately similar to ( 251)AT1G30320| Symbolsenhorin family protein | chr1:10680330-10682834R%2ARD no original descrif
EV151794 3.015 no similarity

JCVI_15603 3.012 moderately similar to ( 367)AT1G20510| SymbolsGDP | OPCL1 (OPC-8:0 COA LIGASEL1); 4-coumarate-digAse | chr1:71039 -1.563
EV036453 3.012 moderately similar to ( 280)AT5G05260] Symbols:R79A2 | CYP79A2 (CYTOCHROME P450 79A2); oxygen fiiigd| chr5:15597
JCVI_24985 3.012 moderately similar to ( 222)AT2G31560| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G05870.1); similar t  -2.929
EV108215 3.011 no similarity

JCVI_34321 3.011  weakly similar to ( 168)AT4G16740| Symbols: ATTRBJATTPS03 (Arabidopsis thaliana terpene syntli@3e chr4:9407878-9409¢
EX100186 3.001 moderately similar to ( 355)AT1G15550] Symbols:GA30X1, GA4 | GA4 (GA REQUIRING 4); gibberellin 3ta-dioxygenase | ct
JCVI_33303 3.000 weakly similar to ( 137)AT2G24100| Symbols: |imto unknown protein [Arabidopsis thaliana] (TAAT4G30780.1); similar to ut
JCVI_36934 2.997  highly similar to ( 523)AT1G08250| Symbols: ADTADT6 (AROGENATE DEHYDRATASE 6); arogenate dehyarse/ prephenate
JCVI_8269 2.996  weakly similar to ( 166)AT5G26170| Symbols: ATWRB®, WRKY50 | WRKY50 (WRKY DNA-binding protein 50)anscription fac  -4.054
JCVI_1243 2.996 moderately similar to ( 329)AT3G20370| Symbolseprin and TRAF homology domain-containing profeMfATH domain-containir
EV190171 2.995 very weakly similar to (97.8)AT3G06070| Symbolsimilar to unknown protein [Arabidopsis thaliatf@AIR:AT5G19190.1); similar
AM388645 2.995 no similarity -1.820
EV182056 2.995 moderately similar to ( 348)AT5G55180| Symbolglytosyl hydrolase family 17 protein | chr5:224608@22407776 FORWARDwea
EE439069 2.992 no similarity

JCVI_34923 2.991 no original description -4.689
JCVI_17196 2.991 no original description

AM390008 2.990 no similarity -1.908
EV165776 2.987  very weakly similar to (84.3)AT5G48850| Symbojsnale sterility MS5 family protein | chr5:19822802824925 REVERSE [2148€ -1.712
JCVI_37265 2.986 highly similar to ( 744)AT5G17490| Symbols: RGLRGL3 (RGA-LIKE 3); transcription factor | chr5:54818-5765889 REVERSE!
JCVI_37747 2.984 moderately similar to ( 323)AT3G52370| SymbolsAEE | FLA15 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN15 PRECL
RC_EE550419 2.983 no similarity

EX122320 2.973  weakly similar to ( 109)AT2G38310| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT5G05440.1); similar to ut
EX099059 2.970 moderately similar to ( 259)AT1G02340| SymbolsFRSFBI1, REP1, HFR1 | HFR1 (LONG HYPOCOTYL IN FARED); DNA binc
JCVI_41947 2.968 no original description -1.807
CV433909 2.967 no similarity

EV147545 2.965 weakly similar to ( 120)AT2G19780| Symbols: |dee-rich repeat family protein / extensin familpfein | chr2:8529913-8531121 F
JCVI_32452 2.965 highly similar to ( 514)AT5G65020| Symbols: ANNATANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion biridg / calcium-dep  -2.192
EX037042 2.964 moderately similar to ( 290)AT5G04660| Symbols:RZYA4 | CYP77A4 (cytochrome P450, family 77, subifiai, polypeptide 4); o:
JCVI_19038 2.964 moderately similar to ( 412)AT3G08030| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G41800.1); similart  -3.028
EV026425 2.964 no similarity -2.533
ES969072 2.964 no similarity

JCVI_29933 2.958 very weakly similar to (83.2)AT5G16030| Symbojsimilar to unknown protein [Arabidopsis thalia@AIR:AT3G02500.1); similar
JCVI_27847 2.953 no original description

EV108457 2.951 no similarity

JCVI_27072 2.947 moderately similar to (264)AT4G34710| SymbolsESPADC2 | ADC2 (ARGININE DECARBOXYLASE 2) | chr46560320-16562
JCVI_30141 2.947  highly similar to ( 666)AT2G24850] Symbols: TATAT3 | TAT3 (TYROSINE AMINOTRANSFERASE 3); transanaise | chr2:105¢
JCVI_2695 2.946  weakly similar to ( 102)AT5G64080| Symbols: |tease inhibitor/seed storagel/lipid transfer profeirP) family protein | chr5:25662  -2.124
JCVI_24911 2.946 no original description -1.944
JCVI_9609 2.945 moderately similar to ( 232)AT5G4883ymbols: | transcription factor | chr5:1983789838100 FORWARD no original description
JCVI_348 2.935 moderately similar to ( 451)AT5G05340| Symbolperfoxidase, putative | chr5:1579143-1580820 REVIER& erately similar to (4
EV052693 2.934 moderately similar to (207)AT3G12230| SymbolsPEC4 | SCPL14 (serine carboxypeptidase-like 14jpsearboxypeptidase | chr
DY024947 2.928 moderately similar to ( 397)AT3G02/13Pmbols: LNG2 | LNG2 (LONGIFOLIA2) | chr3:3962899400 REVERSE [18971]

EE418046 2.923 moderately similar to ( 288)AT5G17490| Symbols:LRGRGL3 (RGA-LIKE 3); transcription factor | chB¥64318-5765889 REVEI
JCVI_24797 2.921 moderately similar to ( 211)AT3G09260| SymbolsRBI, PYK10 | PYK10 (phosphate starvation-resp@nbg hydrolase, hydrolyzi  -4.009
EV203808 2.920 no similarity

JCVI_8597 2.920 moderately similar to ( 266)AT2G43570| Symbolshifinase, putative | chr2:18083466-18084512 RESERoderately similar to (¢ -3.424
ES907950 2.919 weakly similar to (177)AT2G16700] Symbols: ADESOF5 (ACTIN DEPOLYMERIZING FACTOR 5); actin bindin| chr2:725179'  -2.643
EV152022 2.915 no similarity

JCVI_2827 2.911 weakly similar to ( 181)AT4G37240| Symbols: |i&amto unknown protein [Arabidopsis thaliana] (TRAT2G23690.1); similar to ut
EX096121 2.909 moderately similar to (221)AT1G71030] Symbols:MWBL2 | ATMYBL2 (Arabidopsis myb-like 2); DNA bindig / transcription fac
EV088366 2.903 moderately similar to (413)AT5G60700| Symbolgly¢osyltransferase family protein 2 | chr5:2443924421955 REVERSE [214-
EX094418 2.901 very weakly similar to (92.0)AT1G79700| Symbo]ivule development protein, putative | chrl:2988539998551 REVERSE [21¢
CX188662 2.897 no similarity

JCVI_27288 2.895 moderately similar to ( 352)AT4G36360| Symbols:AG | BGAL3 (beta-galactosidase 3); beta-galactsid| chr4:17176843-1718
JCVI_25546 2.891 weakly similar to ( 161)AT3G13790| Symbols: ATCWIN, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIS THAIANA  -2.928
EV011577 2.890 no similarity

EX127924 2.886 moderately similar to ( 255)AT5G12050| Symbolsinjilar to unnamed protein product [Vitis vinif¢&B:CA045643.1) | chr5:389(
JCVI_1544 2.881  very weakly similar to (83.2)AT1G52030| SymbolsBRL.2, F-ATMBP, MBP2 | MBP2 (MYROSINASE-BINDING PR@IN 2) | ch
JCVI_1568 2.878 moderately similar to ( 385)AT5G15650] Symbols:HRG RGP2 (REVERSIBLY GLYCOSYLATED POLYPEPTIDE 2)pha-1,4-gl

H74394 2.877  weakly similar to ( 115)AT1G12630| Symbols: | DKiding / transcription activator/ transcripticacfor | chr1:4298895-4299473 F
ES997334 2.876  weakly similar to ( 136)AT5G65020] Symbols: ANNATANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion biridg / calcium-de|
JCVI_7250 2.875 no original description

JCVI_21352 2.873 moderately similar to ( 282)AT5G10130| Symbolppllen Ole e 1 allergen and extensin family profeihr5:3171552-3172429 REV  -2.289
JCVI_12473 2.868  weakly similar to ( 119)AT2G18790] Symbols: HY3DP1, PHYB | PHYB (PHYTOCHROME B); G-protein coupleldotoreceptor/ :
EV204309 2.864 moderately similar to ( 311)AT4G08850| Symbolfeutine-rich repeat family protein / protein kindamily protein | chr4:5637464-8  -3.713
JCVI_14440 2.861 highly similar to ( 874)AT2G45220| Symbols: | fseesterase family protein | chr2:18651355-18653RE8ERSEhighly similar to ( -2.644
JCVI_37818 2.860 no original description

JCVI_25345 2.857 highly similar to ( 726)AT3G09569mbols: | lipin family protein | chr3:2934958-3838 REVERSE no original description

BQ704241 2.856 moderately similar to ( 301)AT3G05580| Symbolserjne/threonine protein phosphatase, putatikie3{$618222-1619856 REVERS  -2.271
L37977 2.851  weakly similar to ( 109)AT4G39700| Symbols: |\heeetal-associated domain-containing protein pesghaperone (CCH)-related
JCVI_19085 2.850 moderately similar to ( 397)AT5G26280| Symbolmeprin and TRAF homology domain-containing profeifATH domain-containir
JCVI_4867 2.849 moderately similar to ( 235)AT1G706Symbols: | kinase-related | chr1:26655762-2668 FORWARD no original description -2.67(
CD835093 2.848  very weakly similar to ( 100)AT3G20960| Symbol¥R705A33 | CYP705A33 (cytochrome P450, family 7@hfamily A, polypeptic
JCVI_10532 2.848 no original description -1.640




JCVI_24963 2.847 weakly similar to ( 113)AT1G79380inbols: | copine-related | chr1:29865705-2986 FQRWARD no original description -1.955
JCVI_719 2.847 moderately similar to ( 415)AT4G39840| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA021162.1); similarto 1 -1.379
EV192767 2.844 weakly similar to ( 176)AT5G14120fByls: | nodulin family protein | chr5:4556310-8889 FORWARD [21489]

JCVI_90 2.841 moderately similar to ( 415)AT2G43590| Symbolshifinase, putative | chr2:18088669-18089826 RESERoderately similar to (¢« -2.804
CV546025 2.839  very weakly similar to (91.3)AT2G43590| Symbo]shitinase, putative | chr2:18088669-18089826 RESEweakly similar to (106 -2.766
EV091684 2.836 moderately similar to ( 236)AT4G19810| Symbolgly¢osyl hydrolase family 18 protein | chr4:10764110765763 REVERSE [214 -2.801
EV152290 2.835 no similarity

CV650527 2.833  weakly similar to ( 103)AT5G53290| Symbols: CRERF3 (CYTOKININ RESPONSE FACTOR 3); DNA bindingréanscription fac
EX121577 2.830 weakly similar to (190)AT1G70130| Symbols: fie@rotein kinase, putative | chr1:26413406-26486REVERSE [21829] 32 521
CV545070 2.827 no similarity

EE568494 2.827 no similarity

JCVI_35958 2.826  highly similar to ( 683)AT1G13080] Symbols: CYPZLBCYP71B2 (CYTOCHROME P450 71B2); oxygen bindjieyr1:4459491-4
JCVI_40470 2.826 weakly similar to ( 115)AT1G5828§inbols: | unknown protein | chr1:21567870-2156886RWARD no original description

JCVI_10592 2.825 moderately similar to ( 377)AT1G29660| Symbol&DSL-motif lipase/hydrolase family protein | cHr@371941-10373610 FORWA
EE459992 2.822  weakly similar to ( 138)AT4G23600| Symbols: JRRRI3 | CORI3 (CORONATINE INDUCED 1, JASMONIC ACIDEESPONSIVE
EE434960 2.815 no similarity

CX192285 2.814 no similarity

JCVI_34165 2.814 moderately similar to (417)AT5G06570| Symbolbydrolase | chr5:2008076-2011014 REVERSEweakljasito ( 121)GID1_ORY -3.177
JCVI_26738 2.813 moderately similar to ( 342)AT5G06700| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G12060.1); similar t
JCVI_39138 2.809 weakly similar to ( 145)AT5G50760] Symbols: |iaesponsive family protein | chr5:20662006-208625ORWARD no original de  -2.191
ES909147 2.809 moderately similar to ( 461)AT2G26650| Symbols:TAK AKT1 (ARABIDOPSIS K TRANSPORTER 1); cyclic neotide binding / i
JCVI_23917 2.809 weakly similar to ( 103)AT5G65020] Symbols: ANNATANNAT2 (ANNEXIN ARABIDOPSIS 2); calcium ion biridg / calcium-de|  -1.843
AM385928 2.807 weakly similar to ( 103)AT5G26600h#yls: | catalytic/ pyridoxal phosphate bindiehi5:9377458-9378885 FORWARD [20118]
EH423228 2.802 moderately similar to ( 296)AT1G29720| Symbolprajtein kinase family protein | chr1:10393880-18387 REVERSEvery weakly ¢
EV182480 2.800 very weakly similar to (97.8)AT5G19600| Symbol§IlSR3;5 | SULTR3;5; sulfate transmembrane trangydrehr5:6613115-66168
EG019285 2.799 no similarity

EV124150 2.797  very weakly similar to (87.8)AT5G42650| Symbol¥R74A, AOS | AOS (ALLENE OXIDE SYNTHASE); hydro-Iga/ oxygen bindi
JCVI_11710 2.797 moderately similar to ( 356)AT1G11790| Symbols:TAD ADT1 (AROGENATE DEHYDRATASE 1); prephenate gdhatase | chrl
JCVI_32230 2.796 moderately similar to ( 361)AT1G76790| Symbol®-fhethyltransferase family 2 protein | chr1:2888%-28828524 REVERSEweal
JCVI_33924 2.794 moderately similar to ( 465)AT5G60890| SymbolsMWB34, ATR1, MYB34 | ATMYB34/ATR1/MYB34 (ALTERED TRIPTOPH/
EV020611 2.793 no similarity

JCVI_15854 2.791 weakly similar to ( 140)AT2G14610| Symbols: PRPR1 | PR1 (PATHOGENESIS-RELATED GENE 1) | chr2:6226-6249511 RE  -3.811
JCVI_17030 2.787  highly similar to ( 690)AT3G22910| Symbols: |aain-transporting ATPase, plasma membrane-typatipat/ Ca(2+)-ATPase, puta -1.614
JCVI_22844 2.785 weakly similar to ( 156)AT1G70700| Symbols: JAZH-Y7 | JAZ9/TIFY7 (JASMONATE-ZIM-DOMAIN PROTEIN 9] chr1:26658
JCVI_38817 2.782 moderately similar to ( 243)AT2G14100| Symbols:R705A13 | CYP705A13 (cytochrome P450, family 7@bfamily A, polypeptidt
ES904127 2.781 no similarity

JCVI_33051 2.780  weakly similar to ( 158)AT2G24100| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAT4G30780.1); similar to ut
JCVI_26368 2.780 moderately similar to (469)AT5G24530| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family projehr5:8378967-8383157 F  -3.118
EE464285 2.777 no similarity -2.383
JCVI_11780 2.775 moderately similar to ( 351)AT5GDARSymbols: | transferase family protein | chi#533-85980 FORWARD no original description
EV127161 2.774 no similarity

EV227118 2.771  weakly similar to ( 115)AT2G45220| Symbols: |testerase family protein | chr2:18651355-18653RE8 ERSEvery weakly simili  -4.063
JCVI_9441 2.770 moderately similar to (455)AT3G57260| Symbols2PBG2, PR-2, BGL2 | BGL2 (PATHOGENESIS-RELATED PREIN 2); gluca -3.736
ES902099 2.769 moderately similar to ( 261)AT5G25160| SymbolsP3H ZFP3 (ZINC FINGER PROTEIN 3); nucleic aciddiimg / transcription fact
ES938016 2.767 no similarity -1.751
EE568940 2.766  weakly similar to ( 112)AT5G64570] Symbols: ATBXLXYL4 | XYL4 (beta-xylosidase 4); hydrolase, hylyming O-glycosyl compot
JCVI_29376 2.759 weakly similar to ( 126)AT5G50340| Symbols: | ABiRding / ATP-dependent peptidase/ damaged DNAib@/ nucleoside-triphosj
JCVI_53 2.755 moderately similar to ( 378)AT3G12920| Symbolgpratein binding / zinc ion binding | chr3:412218423330 REVERSE no origina  -1.753
EV221600 2.750 no similarity

CX194419 2.748 no similarity

JCVI_33932 2.747 moderately similar to ( 326)AT5G48930| Symbols:THGransferase family protein | chr5:19853880-B3R8B REVERSEweakly sim
JCVI_11612 2.745  highly similar to ( 752)AT2G35020| Symbols: | UTgtucose-1-phosphate uridylyltransferase familytein | chr2:14763882-14767%
JCVI_33142 2.743  weakly similar to ( 104)AT2G40330| Symbols: | Bétallergen family protein | chr2:16852255-168629REVERSE no original des
JCVI_22851 2.743 moderately similar to ( 255)AT5G06860| SymbolsiPI| PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN)1protein bir
JCVI_1123 2.741 moderately similar to (408)AT1G04680| Symbolpegdtate lyase family protein | chr1:1304051-13@/REVERSEmoderately simil:
ES906229 2.741 moderately similar to ( 357)AT1G08§@0nbols: | carbonic anhydrase family proteimr]2517019-2518543 REVERSE [21429]
JCVI_18116 2.740  highly similar to ( 585)AT1G73600| Symbols: | ppboethanolamine N-methyltransferase | chr1:276524877061 FORWARDhig
EX108062 2.737 no similarity -2.315
EV224402 2.736 no similarity

EV101041 2.735 moderately similar to ( 313)AT5G44260| Symbolging finger (CCCH-type) family protein | chr5:172201-17848346 REVERSE [:
JCVI_40012 2.730 moderately similar to (437)AT1G26390| Symbol§AP-binding domain-containing protein | chr1:918019131743 REVERSE no  -3.042
CO750295 2.730 weakly similar to ( 183)AT5G57800| Symbols: FLRRE, CER3, WAX2 | CER3/FLP1/WAX2/YRE (ECERIFERUM;3atalytic | ct
CVv432215 2.730 no similarity

JCVI_34585 2.730 moderately similar to ( 306)AT3G10570| Symbols:RZYA6 | CYP77A6 (cytochrome P450, family 77, sulifiai, polypeptide 6); o:
EV160033 2.729 moderately similar to ( 346)AT1G11600| Symbols:RZYB1 | CYP77B1 (cytochrome P450, family 77, sulifaB) polypeptide 1); o; -1.903
EE444480 2.727 weakly similar to ( 171)AT3G52890| Symbols: KIPKIPK (KCBP-INTERACTING PROTEIN KINASE); kinase he3:19620128-1¢
EE428698 2.727  weakly similar to ( 122)AT5G42650| Symbols: CYP740S | AOS (ALLENE OXIDE SYNTHASE); hydro-lyasexygen binding | ¢
ES908931 2.726 no similarity

JCVI_38452 2.724  weakly similar to ( 108)AT4G08850| Symbols: |diee-rich repeat family protein / protein kinasenflg protein | chr4:5637464-5640 -3.320
JCVI_27967 2.722 moderately similar to ( 202)AT2G23610| Symbolsstgrase, putative | chr2:10051490-10053483 REERSKly similar to (175)P  -3.473
EE567014 2.722  weakly similar to ( 106)AT2G17060| Symbols: fedise resistance protein (TIR-NBS-LRR class), prgdtchr2:7429493-7433959 F
JCVI_40281 2.722 moderately similar to ( 380)AT1G22360| Symbols:A3T85A2 | ATUGT85A2 (UDP-GLUCOSYL TRANSFERASE 85A2)DP-gly
CN727537 2.720 no similarity -3.245
JCVI_20790 2.720 moderately similar to ( 216)AT1G49870| Symbolsinjilar to MBD10 (methyl-CpG-binding domain 10)NB binding [Arabidopsis tt
JCVI_833 2.720 moderately similar to (499)AT1G78850| Symbolsuriulin-like (mannose-binding) lectin family pedr | chr1:29646965-29648290 -3.189
CX272791 2.719 no similarity

JCVI_27218 2.719 moderately similar to ( 272)AT3G08670| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G51540.1); similar t
JCVI_3761 2.719  moderately similar to ( 276)AT3G30530| SymbolsBXTP42 | ATBZIP42 (ARABIDOPSIS THALIANA BASIC LEUQNE-ZIPPER)
JCVI_13130 2.716 moderately similar to (447)AT2G24100| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G30780.1); similar t
JCVI_1219 2.712 no original description -3.163




JCVI_649 2.710  highly similar to ( 693)AT3G01420| Symbols: DOXALPHA-DOX1 | ALPHA-DOX1 (ALPHA-DIOXYGENASE 1) | ch3:159696-1¢
EV170929 2.708 moderately similar to ( 292)AT3G28740| Symbols:RBILD1 | cytochrome P450 family protein | chr3:1@00310791789 REVERSI
JCVI_19080 2.708 no original description -4.038
JCVI_3351 2.703  moderately similar to ( 306)AT4G37010| Symbolsalfractin, putative / centrin, putative | chr4444309-17445374 FORWARDwe: -1.853
JCVI_22812 2.702  moderately similar to (473)AT2G39640| Symbolgly¢osyl hydrolase family 17 protein | chr2:16539216534090 REVERSEmodt
RC_EX050641 2.701 no similarity

JCVI_18475 2.700 moderately similar to (287)AT1G29330| Symbols:ZRD2, AERD2, ERD2 | ERD2 (ER lumen protein retagniaceptor 2); recepto
EX053157 2.699 no similarity

EX131086 2.692 no similarity

ES903072 2.692 moderately similar to ( 211)AT4G0Q%R0nbols: | acyl-CoA thioesterase family profeihr4:227726-231249 FORWARD [21432]
JCVI_16208 2.690 no original description

JCVI_9701 2.687 moderately similar to (427)AT2G29320| Symbolgropinone reductase, putative / tropine dehydragenputative | chr2:12599257-
EE559228 2.685 no similarity

JCVI_336 2.684 moderately similar to (426)AT3G26520| SymbolstI8, GAMMA-TIP2, TIP1;2, TIP2 | TIP2 (TONOPLAST INRINSIC PROTEIN
DY017708 2.680  weakly similar to ( 126)AT2G47240| Symbols: |dechain-fatty-acid--CoA ligase family protein / Ipichain acyl-CoA synthetase far  -1.557
JCVI_30822 2.677 weakly similar to ( 159)AT1G16860| Symbols: | ommite surface protein-related | chrl1:5768273-578CHORWARD no original de
JCVI_16583 2.674  weakly similar to ( 128)AT3G04720| Symbols: HERR, PR4 | PR4 (PATHOGENESIS-RELATED 4) | chr3:18851286537 RE\  -3.333
EV213225 2.673 no similarity

JCVI_3342 2.673 moderately similar to ( 333)AT3G17390| SymbolsiM#8, MAT4, MTO3 | MTO3 (S-adenosylmethionine syrsi@); methionine ac
JCVI_41367 2.672 no original description

JCVI_2523 2.672  highly similar to ( 532)AT3G03520| Symbols: | phhoesterase family protein | chr3:837979-840518BHSE no original descriptic
JCVI_29895 2.670 no original description

EV225720 2.669 weakly similar to ( 102)AT2G15960Byls: | unknown protein | chr2:6954435-695466 RAARD [21493] 1 612 807

JCVI_40923 2.667  weakly similar to ( 112)AT2G46535| Symbols: |i@mto unknown protein [Arabidopsis thaliana] (TRAAT3G61840.1) | chr2:1911¢
ES995767 2.657 very weakly similar to (94.0)AT2G04925| Symbo]€ncodes a defensin-like (DEFL) family proteioh{2:1729762-1730138 REVE ~ -3.421
EV177649 2.651 no similarity

ES929854 2.649 moderately similar to ( 322)AT3G48770| Symbol&TP binding / DNA binding | chr3:18090246-18097&EVERSE [20185] 1 62
CN827085 2.646 moderately similar to ( 438)AT1G19300| Symbols:T&A, PARVUS, GLZ1 | GATL1/GLZ1/PARVUS (GALACTURONOA.TRANS -1.584
JCVI_13559 2.644 moderately similar to ( 354)AT4G23590| Symbolamjnotransferase class | and Il family proteihrfic12307205-12309455 FORW
RC_H07804 2.640 no similarity

EV035753 2.637  weakly similar to (108)AT1G29790| Symbols: |itamto (ARABIDOPSIS THALIANA RAS ASSOCIATED WITH DABETES PRC  -1.753
EE404027 2.635 moderately similar to ( 276)AT5G28300| Symbolgihelix DNA-binding protein, putative | chr5:102893-10295105 REVERSE [1!
JCVI_29684 2.630 moderately similar to ( 410)AT5G57830| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G30830.1); similart  -2.815
JCVI_1200 2.628 moderately similar to (431)AT5G16030| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G02500.1); similar t
JCVI_39389 2.628 moderately similar to ( 340)AT4G14950| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G05360.1); similart  -1.990
EV223461 2.628 moderately similar to ( 271)AT3G14840| Symbolgutine-rich repeat family protein / protein kindamily protein | chr3:4988278-4 -2.890
EE440908 2.624 moderately similar to ( 318)AT5G12010| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G29780.1); similar t
JCVI_40157 2.620 moderately similar to ( 281)AT1G53040| Symbolbydrolase, acting on carbon-nitrogen (but notigeptonds, in linear amides | cl
JCVI_2678 2.619 moderately similar to ( 287)AT5G67180| Symbol#PP domain-containing transcription factor, pwatj chr5:26819345-26821160
CN728748 2.617  weakly similar to ( 103)AT1G06980| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT2G30230.1); similar to ut
JCVI_8980 2.616 moderately similar to ( 280)AT3G23820| Symbols:EBA GAE6 (UDP-D-GLUCURONATE 4-EPIMERASE 6); catiédy] chr3:8603¢  -2.085
JCVI_4219 2.615 moderately similar to ( 373)AT4G17460| Symbols:THA HAT1 (homeobox-leucine zipper protein 1); DNifxding / transcription fa
EV097689 2.614  weakly similar to ( 165)AT1G71030| Symbols: ATMYBI.ATMYBL2 (Arabidopsis myb-like 2); DNA bindingtfanscription factor |
CD842525 2.613  very weakly similar to (94.7)AT4G18980| Symbojsimilar to unknown protein [Arabidopsis thalia@AIR:AT5G45630.1); similar
EX094338 2.613  weakly similar to ( 122)AT5G52540| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAT5G24000.1); similar to ut
JCVI_8581 2.612 moderately similar to ( 349)AT1G52400| Symbols:lBGBGL1 (BETA-GLUCOSIDASE HOMOLOG 1); hydroladeydrolyzing O-g
JCVI_26682 2.610 moderately similar to ( 335)AT4G01230| Symboleeticulon family protein (RTNLB7) | chr4:516264-5408 REVERSE no original
JCVI_35521 2.610 moderately similar to ( 305)AT3G09270| Symbols:@GHTU8 | ATGSTUS (Arabidopsis thaliana Glutathiongehsferase (class tau)
EV205372 2.609  weakly similar to ( 196)AT5G04020| Symbols: jeatiulin-binding protein-related (PICBP) | chr5:1082-1086545 REVERSE [21.  -2.505
JCVI_160 2.607 moderately similar to ( 363)AT2G38310| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G05440.1); similar t
JCVI_23115 2.606 no original description -2.595
EX140350 2.606 no similarity -2.420
JCVI_12573 2.604 moderately similar to ( 337)AT1G69930| Symbols:@gTU11 | ATGSTU11 (Arabidopsis thaliana Glutathi@ansferase (class te
JCVI_18841 2.602  weakly similar to ( 170)AT5G20740| Symbols: |érase/pectin methylesterase inhibitor family projehr5:7025869-7026486 RE\
EE546532 2.601 very weakly similar to (99.0)AT4G02390| Symbol$>| APP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASHE)AD+ ADP-
JCVI_19720 2.600 no original description -1.986
JCVI_40667 2.600 moderately similar to ( 353)AT5G12340| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G28190.1); similar t
JCVI_11056 2.598 moderately similar to ( 256)AT3G07390| SymbolsRAP | AIR12 (Auxin-Induced in Root cultures 12)traxellular matrix structural
EV129942 2.596 no similarity

EV110950 2.594  weakly similar to ( 146)AT1G12200| Symbols: {ftacontaining monooxygenase family protein / FM&nfly protein | chr1:4137625 -3.743
EE472763 2.592 no similarity

AM388033 2.591 no similarity

JCVI_3049 2.590 no original description

JCVI_37660 2.589 nearly identical (1130)AT5G64740| Symbols: CESKER2, E112, PRC1 | CESA6 (CELLULOSE SYNTHASE 63artsferase, transt
EX085395 2.584 no similarity

JCVI_29316 2.581 weakly similar to ( 155)AT2G15440| Symbols: |imto unknown protein [Arabidopsis thaliana] (TAAT5G67210.1); similar to ut
JCVI_20557 2.580 moderately similar to ( 381)AT5G53660| SymbolsGRIF7 | AtGRF7 (GROWTH-REGULATING FACTOR 7) | chri@11862-2181  -2.402
AM059003 2.579  weakly similar to ( 182)AT1G12890| Symbols: | ARZmain-containing transcription factor, putativd|1:4391732-4392391 FORW  -2.544
EV102843 2.575 weakly similar to ( 137)AT3G13360| Symbols: WIR8IP3 (WPP-DOMAIN INTERACTING PROTEIN 3) | chr3:48379-4339989
JCVI_32893 2.575 moderately similar to ( 238)AT5G20670| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G72510.1); similar t
JCVI_1670 2.574 moderately similar to (452)AT1G09480| Symbolsinhamyl-alcohol dehydrogenase family / CAD fanfighr1:3057977-3060663 F
JCVI_16582 2.572 moderately similar to ( 230)AT5G58310| Symbolbydrolase, alpha/beta fold family protein | ch8522353-23593233 REVERSE
JCVI_380 2.572  moderately similar to ( 321)AT5G62350| Symbolsvgrtase/pectin methylesterase inhibitor familytgin / DC 1.2 homolog (FL5-21
EV207596 2.572 no similarity

EE524405 2.571 no similarity

EX126359 2.568 moderately similar to (456)AT3G0213¢mbols: LNG2 | LNG2 (LONGIFOLIA2) | chr3:3962899400 REVERSE [21831]

EE561948 2.566 weakly similar to ( 130)AT2G41730| Symbols: |iamto unknown protein [Arabidopsis thaliana] (TRAAT5G24640.1); similar to ut
EE560578 2.566 no similarity -1.984
JCVI_11661 2.565 moderately similar to ( 281)AT1G20P8Symbols: | adhesin-related | chr1:7314327-Z38FORWARD no original description

JCVI_30017 2.564 no original description -3.167




EV004616 2.564 weakly similar to ( 150)AT5G03700iByls: | PAN domain-containing protein | chr5:985867321 REVERSE [21427]

JCVI_36228 2.559  weakly similar to ( 186)AT3G53850| Symbols: |rteal to UPF0497 membrane protein At3g53850 [Adapkis Thaliana] (GB:Q94
JCVI_1046 2.559 no original description -2.318
JCVI_4075 2.547 moderately similar to ( 286)AT2G32280| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G21310.1); similar t
JCVI_28171 2.544  highly similar to ( 620)AT3G55350| Symbols: | g&nto unknown protein [Arabidopsis thaliana] (TRAAT3G63270.1); similar to un
JCVI_1368 2.544  moderately similar to (408)AT3G25780| Symbols:@®] AOC3 (ALLENE OXIDE CYCLASE 3) | chr3:94105994-81646 FORWAI  -1.564
EX024132 2.541 moderately similar to ( 283)AT3G13790| Symbols:GWINV1, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIFHALIA
JCVI_4584 2.540 weakly similar to ( 197)AT4G28140| Symbols: | ARImain-containing transcription factor, putativhj4:13974911-13975789 RE'
JCVI_28312 2.540 no original description -1.739
JCVI_24598 2.539 highly similar to ( 835)AT3G61280| Symbols: | 8&amto unknown protein [Arabidopsis thaliana] (TRAT3G61290.1); similar to un  -3.601
JCVI_1785 2.537  highly similar to ( 504)AT4G37870| Symbols: PCREPCK | PCK1/PEPCK (PHOSPHOENOLPYRUVATE CARBOXYKISE 1); -1.740
ES269414 2.536 moderately similar to ( 243)AT1G28030| Symbolsxifloreductase, 20G-Fe(Il) oxygenase family projehr1:9771780-9773332 F
ES988944 2.533 weakly similar to (177)AT3G51740| Symbols: IMKIMK2 (INFLORESCENCE MERISTEM RECEPTOR-LIKE KINASE); ATP £ -2.190
H07491 2.530 no similarity -3.507
EX043451 2.530 weakly similar to ( 136)AT3G21230| Symbols: 4CIEJL5 (4-COUMARATE:COA LIGASE 5); 4-coumarate-Coiydse | chr3:7448
JCVI_26437 2.529 moderately similar to ( 341)AT1G14130| Symbol&:-oxoglutarate-dependent dioxygenase, putatikiel}4836038-4837037 REVEF
JCVI_4674 2.528 moderately similar to ( 384)AT1G76160| SymbolsS5K SKS5 (SKUS5 Similar 5); copper ion binding idmreductase | chr1:28583:
JCVI_16605 2.527  weakly similar to ( 194)AT3G17840| Symbols: RLKORLK902 (receptor-like kinase 902); ATP bindingriase/ protein serine/thre
JCVI_3128 2.527 moderately similar to ( 310)AT4G15630| Symbolgitdgral membrane family protein | chr4:8917528:8%81 FORWARD no origine
JCVI_16777 2.525 moderately similar to ( 226)AT1G28190| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G12340.1); similart  -3.147
JCVI_13020 2.523 weakly similar to ( 108)AT3G52360| Symbols: |imto unknown protein [Arabidopsis thaliana] (TAAT2G35850.1); similar to ut
JCVI_27782 2.522  weakly similar to ( 112)AT5G04020| Symbols: jeatiulin-binding protein-related (PICBP) | chr5:1082-1086545 REVERSE no «  -2.417
JCVI_40837 2.521 very weakly similar to (91.7)AT2G14610| SymbolR-B, PR1 | PR1 (PATHOGENESIS-RELATED GENE 1) | cB?29026-624951 -3.738
JCVI_22832 2.519 very weakly similar to (88.6)AT5G55450] Symboj]grotease inhibitor/seed storage/lipid transfetgin (LTP) family protein | chr5:2  -3.418
JCVI_18884 2.512 moderately similar to ( 363)AT2G38110| Symbols:GHAT6, GPAT6 | ATGPAT6/GPAT6 (GLYCEROL-3-PHOSPHAREYLTRAI
DY029163 2.510 no similarity

EE447848 2.509 moderately similar to ( 205)AT3G08670| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G51540.1); similar t
JCVI_31226 2.509 weakly similar to ( 146)AT2G36220| Symbols: |i@mto unknown protein [Arabidopsis thaliana] (TRAAT3G52710.1); similar to ut
JCVI_37866 2.508 no original description

JCVI_14560 2.508 moderately similar to ( 337)AT1G59700| Symbols:@HTU16 | ATGSTU16 (Arabidopsis thaliana Glutathi®gansferase (class te  -2.014
EX108655 2.503 no similarity

JCVI_35751 2.501 moderately similar to ( 352)AT5G21950| Symbolbydrolase, alpha/beta fold family protein | ch&54070-7255869 REVERSE no
JCVI_40979 2.500 very weakly similar to ( 100)AT3G20340] Symboj€Expression of the gene is downregulated in thsgrce of paraquat, an inducel
JCVI_34965 2.494 no original description -3.406
JCVI_37280 2.492  highly similar to ( 538)AT5G47240| Symbols: ATNUBTATNUDTS8 (Arabidopsis thaliana Nudix hydrolaseniolog 8); hydrolase |
JCVI_39429 2.492 no original description

JCVI_1235 2491 moderately similar to ( 348)AT2G02930| SymbolsT&6, ATGSTF3 | ATGSTF3 (GLUTATHIONE S-TRANSFERASE)] glutathic
JCVI_10776 2.491 highly similar to ( 781)AT1G26420| Symbols: | FAhding domain-containing protein | chr1:9141702:3291 REVERSE no origir  -3.395
EH413811 2.490 moderately similar to (214)AT1G35710| Symbolteufine-rich repeat transmembrane protein kinas@tive | chr1:13222152-1322 -3.636
JCVI_18106 2.488 moderately similar to ( 251)AT4G37150| Symbolsstgrase, putative | chr4:17492979-17494051 RE\ERSKIy similar to ( 113)P
JCVI_25217 2.486 no original description

EX131018 2.484 no similarity

EE552684 2.482 moderately similar to ( 309)AT1G44130| Symbolsugellin protein, putative | chr1:16789948-167 B REVERSEweakly similar to  -2.325
JCVI_18242 2.482 moderately similar to ( 260)AT5G47240| SymbolsMIDT8 | ATNUDTS8 (Arabidopsis thaliana Nudix hydre&homolog 8); hydrol
JCVI_8504 2.480 moderately similar to ( 281)AT5G64250| Symbol&:nitropropane dioxygenase family / NPD famini%25714849-25716171 RE'  -3.904
JCVI_26529 2.478 moderately similar to ( 249)AT2G86ESymbols: | nodulin family protein | chr2:722867228674 REVERSE no original description
AM060364 2.478 no similarity -3.863
EE542279 2.478 no similarity -2.198
EE472437 2.477 no similarity

JCVI_19231 2.476 moderately similar to ( 218)AT5G01750| Symbol&dehtical to Uncharacterized protein At5g01750gBidopsis Thaliana] (GB:Q9L  -2.498
JCVI_1570 2.475 moderately similar to (495)AT3G57010| Symbolstrittosidine synthase family protein | chr3:21886-21108295 REVERSEweak
EV216530 2.474 no similarity

JCVI_3798 2.474 no original description -2.742
JCVI_42255 2.471 no original description

EV162102 2471  weakly similar to (190)AT1G17745| Symbols: PGDPMJDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phosplyogtate ¢ -2.960
HO07394 2.469 no similarity -1.755
AM394725 2.468 no similarity

JCVI_9835 2.468 moderately similar to ( 227)AT5G20670| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G72510.1); similar t
JCVI_24589 2.465 moderately similar to ( 306)AT5G04820| Symbols:@HP13, OFP13 | ATOFP13/OFP13 (Arabidopsis thaliade family protein 12
JCVI_25299 2.459 moderately similar to ( 291)AT2G42320| Symbolsugleolar protein gar2-related | chr2:1763518037785 FORWARD no original
ES912376 2.458 no similarity

EV129295 2.458 no similarity

EE532091 2.457 moderately similar to ( 221)AT1G2359@nbols: AGL87 | AGL87 | chr1:7983500-7983991 ROMRD [20175] 1 562 590

JCVI_12008 2.453 moderately similar to ( 248)AT1G11840| Symbols:G{IX1 | ATGLX1 (GLYOXALASE | HOMOLOG); lactoylglutatione lyase | chi
JCVI_10096 2.453  weakly similar to ( 193)AT1G23730| Symbols: |omaric anhydrase, putative / carbonate dehydrapasative | chr1:8395954-83980 -3.482
EV174240 2.452 no similarity

JCVI_16332 2.450 highly similar to ( 516)AT2G24170| Symbols: | emembrane protein 70, putative | chr2:10281387-3928 REVERSE no original  -2.053
JCVI_1850 2.450 moderately similar to ( 348)AT1G64980| Symbolsinjilar to unnamed protein product [Vitis vinif¢&B:CA062125.1); contains ¢
EE420681 2.447 moderately similar to ( 201)AT4G19120| Symbols{I8§ ERD3 (EARLY-RESPONSIVE TO DEHYDRATION 3) | ¢hl0460676-1 -1.958
JCVI_21734 2.446  highly similar to ( 965)AT3G48770| Symbols: | ABRding / DNA binding | chr3:18090246-18097802 RERSE no original descri
JCVI_33205 2.445 moderately similar to ( 286)AT5G65650| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G36660.1); similar t
JCVI_17147 2.444  weakly similar to ( 151)AT1G49760| Symbols: PABBAB8 (POLY(A) BINDING PROTEIN 8); RNA binding / anslation initiation f
EE472129 2.442 no similarity

EV219645 2.440 no similarity

EV212790 2.438 weakly similar to ( 166)AT1G20970ibByls: | adhesin-related | chrl1:7314327-731923B\WARD [21491] 68 776 776

AM061951 2.437 no similarity -2.377
EX090893 2.436 moderately similar to ( 384)AT4G03140| Symbolsxifloreductase | chr4:1392191-1393662 FORWARDwyesikiilar to ( 186)TS2_  -1.881
CV433145 2.430  weakly similar to ( 199)AT5G57150| Symbols: |ibdeelix-loop-helix (bHLH) family protein | chr5:289587-23170519 FORWARD
EV146737 2.430 weakly similar to ( 186)AT5G67180| Symbols: | AfRimain-containing transcription factor, putativéf5:26819345-26821160 RE'
JCVI_25678 2.429 no original description




EV085095 2.429 no similarity

EX137648 2.429 moderately similar to ( 395)AT2G30470| SymbolsiHBHSI2 (HIGH-LEVEL EXPRESSION OF SUGAR-INDUCIBLEENE 2); tri
JCVI_34404 2.428 weakly similar to ( 119)AT4G2198@inbols: | unknown protein | chr4:11636096-11636REVERSE no original description

JCVI_2917 2.428 moderately similar to (413)AT2G36400| SymbolsGRF3 | AtGRF3 (GROWTH-REGULATING FACTOR 3) | chr8277379-1527
EV117829 2.426  weakly similar to ( 166)AT4G19960| Symbols: |gssium ion transmembrane transporter | chr4:10838817007 FORWARDwee
EX021852 2.423  very weakly similar to (96.3)AT3G25720| Symbolsimilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G10613.1); similar
EV089414 2.422 no similarity

JCVI_22300 2.418 moderately similar to ( 429)AT1G29720| Symbolprajtein kinase family protein | chr1:10393880-18387 REVERSEweakly simile
JCVI_27410 2.417 moderately similar to ( 338)AT4G37520| Symbolperdoxidase 50 (PER50) (P50) (PRXR2) | chr4:1768168633054 FORWARDw  -2.977
EH430551 2.417  weakly similar to ( 189)AT3G56710] Symbols: SIB3IB1 (SIGMA FACTOR BINDING PROTEIN 1); binding hc3:21018032-210.  -3.014
ES967672 2.415 no similarity

CD836329 2.414 no similarity -2.126
EV155823 2.414  weakly similar to ( 101)AT3G10120| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAT5G03890.1); similar to hy
JCVI_21987 2.413 no original description -2.368
JCVI_17459 2.409 weakly similar to ( 101)AT4G17670| Symbols: |esmrence-associated protein-related | chr4:9833884676 REVERSE no origina  -2.219
EX120674 2.407  weakly similar to ( 134)AT4G23160| Symbols: |teip kinase family protein | chr4:12129496-121346@RWARD [21829] 19 518 -3.292
AMO062438 2.407 moderately similar to ( 269)AT5G64410| Symbols:@HT4 | ATOPT4 (oligopeptide transporter 4); oligojie transporter | chr5:25 -2.624
JCVI_31593 2.406 weakly similar to ( 145)AT4G02390| Symbols: APRPP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NADADP-ribos
JCVI_19564 2.406  weakly similar to ( 124)AT4G27740| Symbols: |deal to Protein yippee-like At4g27740 [Arabidap3ihaliana] (GB:Q2V3E2); sin  -2.127
JCVI_16377 2.402  weakly similar to ( 167)AT3G05920| Symbols: |\heeetal-associated domain-containing protein 3iw68997-1769528 REVERS
DY016194 2.401 no similarity

JCVI_14825 2.400 no original description

JCVI_12181 2.397 moderately similar to ( 432)AT3G03220| Symbols:H8, ATEXP13, ATHEXP ALPHA 1.22, ATEXPA13 | ATEXPBXARABIDOF -1.824
JCVI_8307 2.395 moderately similar to ( 380)AT2G19800| SymbolsMR | MIOX2 (MYO-INOSITOL OXYGENASE 2) | chr2:85388-8540436 RI
EE454383 2.394 no similarity

RC_AM386400 2.394 no similarity -2.722
JCVI_25329 2.394  highly similar to ( 540)AT5G05340| Symbols: |@edase, putative | chr5:1579143-1580820 REVERS#h&jmilar to (515)PERP.  -2.831
JCVI_14668 2.393 moderately similar to ( 332)AT4G26970| Symbolacdnitate hydratase, cytoplasmic, putative /t&thdro-lyase/aconitase, putative  -2.849
JCVI_42611 2.390 highly similar to ( 506)AT1G53040| Symbols: | hyldise, acting on carbon-nitrogen (but not peptig)ds, in linear amides | chrl:1
JCVI_10699 2.389 moderately similar to ( 323)AT2G06050| SymbolsR3R OPR3 (OPDA-REDUCTASE 3) | chr2:2359237-2361R6%ERSE no ori
JCVI_38586 2.388 highly similar to ( 918)AT4G19120| Symbols: ERDBRD3 (EARLY-RESPONSIVE TO DEHYDRATION 3) | chr4:460676-1046: -1.825
RC_AM394725 2.387 no similarity

EH423344 2.385 no similarity -2.811
JCVI_3440 2.384 moderately similar to ( 246)AT1G52410] SymbolsATS TSAL (TSK-ASSOCIATING PROTEIN 1) | chr1:1953119529030 FOF
JCVI_39172 2.382 no original description -2.070
JCVI_14671 2.379 moderately similar to ( 453)AT2G34930| Symboldisgase resistance family protein | chr2:1474424116965 REVERSEvery wea
JCVI_23233 2.378 moderately similar to ( 376)AT2G36890| Symbols:X2AMYB38, ATMYB38 | ATMYB38/MYB38/RAX2 (myb domairprotein 38);
JCVI_11484 2.378 no original description

JCVI_21028 2.376 moderately similar to ( 257)AT4G08770| Symbolperdoxidase, putative | chr4:5598256-5600259 REMVERSKly similar to ( 132)F
JCVI_13942 2.373  highly similar to ( 769)AT2G38940| Symbols: PHTIMPT2 | ATPT2 (PHOSPHATE TRANSPORTER 2); carbafaye transmemt  -2.689
JCVI_13451 2.371  highly similar to ( 531)AT5G06570| Symbols: | hyldse | chr5:2008076-2011014 REVERSEweakly sirtilrl31)GID1_ORYSAT -2.449
JCVI_9520 2.371  weakly similar to ( 136)AT1G80920| Symbols: J8;|eat shock protein binding / unfolded proteinding | chr1:30408755-304094«
JCVI_30500 2.369 moderately similar to (394)AT1G79720| Symbolaspartyl protease family protein | chr1:30002182€8844 REVERSE no origin:
JCVI_34405 2.368  weakly similar to ( 109)AT2G39700| Symbols: ATEXPIHEXP ALPHA 1.6, ATEXPA4 | ATEXPA4 (ARABIDOPSIFSHALIANA | -2.314
EE420303 2.368 weakly similar to ( 190)AT5G25190| Symbols: |y#he-responsive element-binding protein, putgtivker5:8707010-8707658 REVE
JCVI_42277 2.367 no original description

CV546026 2.366 no similarity -2.295
EV089490 2.366 no similarity

EX136536 2.364 no similarity

JCVI_96 2.364  highly similar to ( 531)AT3G47340| Symbols: DINST-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:174430-17452028 R
JCVI_34222 2.363 moderately similar to ( 245)AT2G27420| Symbolsydteine proteinase, putative | chr2:11733389-4393 REVERSEweakly simila  -3.020
JCVI_16114 2.362  very weakly similar to (99.4)AT5G11930| Symbojglutaredoxin family protein | chr5:3845166-38486REVERSE no original desc  -1.629
JCVI_3001 2.359 weakly similar to ( 168)AT5G66560| Symbols: | mimpic-responsive NPH3 family protein | chr5:26584-26583888 FORWARD
RC_CN726502 2.359 no similarity

CD814689 2.358 moderately similar to (284)AT1G71880| Symbols:SAIC1, SUC1 | SUC1 (SUCROSE-PROTON SYMPORTER 1hafaydrate trs  -2.535
JCVI_15204 2.354 moderately similar to ( 413)AT5G64250| Symbol&:njitropropane dioxygenase family / NPD familyix25714849-25716171 RE' -4.021
JCVI_746 2.344 moderately similar to ( 475)AT4G08770| Symbolperoxidase, putative | chr4:5598256-5600259 REVER& erately similar to (2
JCVI_4333 2.341 moderately similar to ( 330)AT4G27585| Symbolbarid 7 family protein | chr4:13766990-13769838 ER@E no original descripti
EV100892 2.338 no similarity -2.105
JCVI_24866 2.338 moderately similar to ( 336)AT1G61260| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G11220.1); similar t
JCVI_20579 2.334 moderately similar to (373)AT3G13790| Symbols:GWINV1, ATBFRUCT1 | ATBFRUCT1/ATCWINV1 (ARABIDOPSIFHALIA -2.148
JCVI_25171 2.332  moderately similar to ( 236)AT5G61130| Symbolgly¢osyl hydrolase family protein 17 | chr5:24664&4606595 REVERSEvery
DY005339 2.331  weakly similar to ( 130)AT2G34925| Symbols: CLE42LE42 (CLAVATA3/ESR-RELATED 42) | chr2:14741349241615 FORW. -3.464
AM395031 2.328  weakly similar to ( 137)AT1G11330| Symbols: [o8tls lectin protein kinase family protein | chri:8872-3813416 FORWARD [20: -1.861
JCVI_16276 2.327 moderately similar to ( 397)AT3G54750| Symbolsinjilar to unnamed protein product [Vitis vinifgf&B:CA048944.1); contains ¢
JCVI_24811 2.327 no original description -2.646
EV110392 2.326 no similarity -3.058
EV222392 2.326 no similarity

JCVI_23509 2.326  weakly similar to ( 130)AT3G20340| Symbols: | Eegsion of the gene is downregulated in the presehparaquat, an inducer of pt
JCVI_13343 2.325  highly similar to ( 509)AT5G62680| Symbols: | {me-dependent oligopeptide transport (POT) famibtgin | chr5:25182656-25185
EV098206 2.324  weakly similar to ( 144)AT2G18790| Symbols: HY30PR1, PHYB | PHYB (PHYTOCHROME B); G-protein couplgldotoreceptor/
ES265148 2.322 moderately similar to ( 300)AT1G09770| SymbolsMWBCDC5, ATCDC5, CDC5 | ATCDC5 (ARABIDOPSIS THALIAN HOMOI  -1.638
JCVI_37926 2.322  highly similar to ( 775)AT2G42320| Symbols: | kadar protein gar2-related | chr2:17635180-1763/HF3RWARD no original desc
JCVI_23976 2.322 moderately similar to ( 221)AT5G46800| Symbols:B{LBBOU (A BOUT DE SOUFFLE); binding | chr5:1900&309007037 REVEF
JCVI_35758 2.322  moderately similar to ( 286)AT1G80000| Symbolsiniilar to glycine-rich protein [Arabidopsis thetia] (TAIR:AT1G15280.2); simili  -2.359
EV156162 2.318 moderately similar to ( 271)AT2G30140| SymbolslDP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr2:12879277-128 -1.807
ES913153 2.318 moderately similar to ( 360)AT3G0958Anbols: | lipin family protein | chr3:29349583B8678 REVERSE [21430]

JCVI_7526 2.315 moderately similar to ( 442)AT1G52400| Symbols:IBGBGL1 (BETA-GLUCOSIDASE HOMOLOG 1); hydroladeydrolyzing O-g
JCVI_9156 2.315 moderately similar to ( 372)AT1G51760| Symbols3,JRR3 | IAR3 (IAA-ALANINE RESISTANT 3); metallopetidase | chr1:1920:
JCVI_21264 2.313  highly similar to (614)AT1G01610] Symbols: ATGPATGPAT4 | ATGPAT4/GPAT4 (GLYCEROL-3-PHOSPHATE ACYRANSF




JCVI_23994 2.312  weakly similar to ( 169)AT4G23550| Symbols: WRKYRP&/RKY29 (WRKY DNA-binding protein 29); transcriph factor | chr4:122
JCVI_8045 2.311  highly similar to ( 515)AT1G28050| Symbols: |zfinger (B-box type) family protein | chr1:977579877644 REVERSE no origing
EX136616 2.311 moderately similar to ( 303)AT5G66700| Symbols:-BIBATHB53, HB53 | HB53 (homeobox-8); DNA bindingrénscription factor |
JCVI_41998 2.310 weakly similar to ( 195)AT3G27400| Symbols: |ta¢e lyase family protein | chr3:10141560-10144B6RWARDweakly similar to ( -2.988
JCVI_27523 2.304 moderately similar to ( 262)AT1G79700| Symbolsvyle development protein, putative | chr1:299933998551 REVERSEweak!
JCVI_8697 2.302 moderately similar to ( 292)AT2G30140| SymbolslDP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr2:12879277-128 -1.882
JCVI_19403 2.301  very weakly similar to (93.2)AT5G24660| Symbo]similar to unknown protein [Arabidopsis thaliaf@AIR:AT5G24655.1); similar
JCVI_21122 2.301 moderately similar to ( 380)AT1G78700| Symbolbrassinosteroid signalling positive regulatortetg] chr1:29604747-29606432 F
JCVI_17489 2.300 moderately similar to ( 320)AT1G17745| Symbols{j PGDH (3-PHOSPHOGLYCERATE DEHYDROGENASE); phbeplyceri -2.459
JCVI_31440 2.298 no original description -2.618
EX138385 2.297 no similarity

JCVI_25800 2.297  weakly similar to ( 169)AT2G01150| Symbols: RHAPRHA2B (RING-H2 FINGER PROTEIN 2B); protein bindjr zinc ion bindin¢  -2.455
JCVI_17434 2.296 moderately similar to (379)AT1G14210| Symbolsbgnuclease T2 family protein | chr1:4856897-48% REVERSEweakly similai
JCVI_19832 2.294  weakly similar to ( 164)AT1G78240| Symbols: QUAED2 | TSD2 (TUMOROUS SHOOT DEVELOPMENT 2); methgitsferase | -1.271
JCVI_23885 2.291 moderately similar to ( 337)AT3G60390| Symbols: T84 HAT3 (homeobox-leucine zipper protein 3); faniption factor | chr3:223:
JCVI_41539 2.289  weakly similar to ( 140)AT2G42570] Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT2G31110.2); similar tour  -1.736
JCVI_42035 2.289 moderately similar to (271)AT1G73260| Symbolgypsin and protease inhibitor family protein /rifia family protein | chr1:275510 -2.409
JCVI_28284 2.288 moderately similar to (431)AT1G11330| SymbolS-lpcus lectin protein kinase family protein |TB8810372-3813416 FORWARD  -2.091
JCVI_445 2.287 moderately similar to (435)AT2G38750| Symbols:MAT4 | ANNAT4 (ANNEXIN ARABIDOPSIS 4); calcium ioibinding / calciurr
EX099690 2.286  weakly similar to ( 152)AT3G29200| Symbols: ATCMOM1 | CM1 (chorismate mutase 1); chorismate mutebe3:11165819-1116
JCVI_42051 2.284 moderately similar to ( 393)AT5G61190| Symbolgin{ finger protein-related | chr5:24632706-24687 EORWARD no original des
JCVI_28604 2.280 highly similar to ( 576)AT3G63380| Symbols: |diain-transporting ATPase, plasma membrane-typatipat/ Ca(2+)-ATPase, puta  -2.738
JCVI_6696 2.279  moderately similar to (469)AT3G20860| SymbolsNEHK5 | ATNEKS; kinase | chr3:7306153-7308440 FORVWARry weakly simil
JCVI_38883 2.277 moderately similar to ( 335)AT5G23350| Symbol&RAM domain-containing protein / ABA-responsivefin-related | chr5:78585
JCVI_867 2.276  weakly similar to ( 114)AT1G76180| Symbols: EROERD14 (EARLY RESPONSE TO DEHYDRATION 14) | chr8591907-285 -1.955
JCVI_15337 2.275 moderately similar to ( 287)AT5G63490| Symbol€BJS domain-containing protein / octicosapeptide#?Bempl (PB1) domain-cor -1.846
EV143177 2.272  weakly similar to ( 135)AT5G64410| Symbols: ATOP[TATOPT4 (oligopeptide transporter 4); oligopepttdansporter | chr5:25768 -2.320
CN732026 2.271 no similarity -2.784
CD826853 2.271 no similarity

EX050641 2.270 no similarity

EX046111 2.270 moderately similar to (406)AT1G69780| Symbols:H813 | ATHB13; DNA binding / transcription factochrl:26262829-2626412
EV110607 2.268 no similarity

JCVI_40683 2.268 no original description

EV019254 2.266 no similarity -2.324
JCVI_5467 2.265 moderately similar to (299)AT4G36990| SymbolsfB3, AT-HSFB1, ATHSF4, HSF4 | HSF4 (HEAT SHOCK FAGR 4); DNA bi  -2.044
JCVI_8217 2.262 highly similar to ( 503)AT4G27585h#ols: | band 7 family protein | chr4:13766990:48838 REVERSE no original description -1.68
EV070670 2.261  weakly similar to ( 147)AT2G33260| Symbols: ptgphan/tyrosine permease family protein | chr207817-14109329 REVERSE [ -2.096
EX043287 2.260  weakly similar to ( 131)AT5G13180| Symbols: ANACGOBANACO083 (Arabidopsis NAC domain containing @iot83); transcription  -2.423
AM060217 2.259 no similarity

JCVI_2517 2.258 moderately similar to ( 301)AT1G07090| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G58500.1); similar t
AY460110 2.257  weakly similar to ( 135)AT4G39260| Symbols: GR-RBRTGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIAMRTHM, AN
EX120389 2.257  weakly similar to ( 167)AT3G05360| Symbols: [edise resistance family protein / LRR family pro{eshr3:1530906-1533266 REVI -2.532
JCVI_37321 2.253 moderately similar to ( 428)AT5G67310| Symbols:RBLG1 | CYP81G1 (cytochrome P450, family 81, suliya® polypeptide 1); o
ES919220 2.252 moderately similar to ( 275)AT1G79310| SymbolsMT7 | ATMC7 (METACASPASE 7); caspase | chr1:2983829%840305 FOR!
JCVI_3196 2.251 moderately similar to ( 337)AT1G51780| Symbold:31} ILL5 (IAA-leucine resistant (ILR)-like gene Snetallopeptidase | chr1:192(
RC_ES953373 2.250 no similarity

JCVI_17155 2.249 moderately similar to (446)AT3G59220| SymbolsNARATPIRINI, PRN | PRN (PIRIN); calmodulin bindihghr3:21905182-219C
EV103768 2.247  weakly similar to ( 102)AT3G30180| Symbols: CYP&&MBR60X2 | BR6OX2/CYP85A2 (BRASSINOSTEROID-6-OXIBA 2); mc
JCVI_13966 2.246 moderately similar to ( 285)AT5G06870| SymbolsiP%| PGIP2 (POLYGALACTURONASE INHIBITING PROTEIN)2protein bir
JCVI_16693 2.245 moderately similar to ( 207)AT1G71880| Symbols:SATC1, SUC1 | SUC1 (SUCROSE-PROTON SYMPORTER 1jpataydrate tra
EE433315 2.243  very weakly similar to (94.0)AT3G02170| Symbol8l&2 | LNG2 (LONGIFOLIA2) | chr3:396215-399400 REVER [15720] 1 298
JCVI_14549 2.243  weakly similar to ( 160)AT1G52030| Symbols: MBRIF2ATMBP, MBP2 | MBP2 (MYROSINASE-BINDING PROTEIR) | chrl:1¢
JCVI_23496 2.243 no original description

JCVI_39713 2.240 moderately similar to ( 286)AT4G39070| Symbolging finger (B-box type) family protein | chr4:1@055-18206415 REVERSE nc
JCVI_18478 2.237 moderately similar to (400)AT1G53990| SymbolsifR | GLIP3 (GDSL-motif lipase 3); carboxylesterdgmse | chr1:20154684-2( -3.702
JCVI_9521 2.232  moderately similar to ( 399)AT2G38010| Symbolseramidase family protein | chr2:15913940-159169@KRWARD no original des  -1.901
EX032482 2.232  moderately similar to ( 239)AT5G03610| Symbol&DOSL-motif lipase/hydrolase family protein | clg55649-918325 FORWARD [
JCVI_7399 2.232  moderately similar to ( 219)AT5G15350] Symbolplastocyanin-like domain-containing protein | cAEB5187-4986157 REVERSE
ES943702 2.231 weakly similar to ( 200)AT4G02800| Symbols: |iamto unknown protein [Arabidopsis thaliana] (TRAAT1G30050.1); similar to O
JCVI_25338 2.231 moderately similar to ( 277)AT5G15530| Symbols: @2, CAC1-B | BCCP2 (biotin carboxyl carrier prat&); biotin binding | chr5:¢
EE521952 2.227 weakly similar to (194)AT1G67850| Symbols: |iamto unknown protein [Arabidopsis thaliana] (TRAAT1G13000.2); similar to w1 -2.746
EX069739 2.223 no similarity

EE523400 2.220 no similarity

EX135089 2.220 moderately similar to ( 414)AT2G38240| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family prot@hr2:16019801-1602174«
EE438830 2.220 no similarity -2.365
JCVI_8843 2.219 moderately similar to ( 391)AT2G17120| SymbolsM¥ | LYM2 (LYSM DOMAIN GPI-ANCHORED PROTEIN 2 PRECRSOR) |

H07446 2.216 no similarity -3.274
JCVI_18750 2.211 moderately similar to ( 479)AT3G43960| Symbolsydteine proteinase, putative | chr3:15785109-6678 REVERSEmoderately si
EE555164 2.210 no similarity -1.791
JCVI_8111 2.208 moderately similar to ( 446)AT3G47340] SymbolsNB] AT-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chrB7449430-174520
JCVI_10286 2.205 moderately similar to (311)AT1G07090| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G58500.1); similar t
JCVI_26017 2.204 moderately similar to ( 337)AT4G19120| SymbolsT3R ERD3 (EARLY-RESPONSIVE TO DEHYDRATION 3) | ¢hl0460676-1 -1.726
CD812150 2.202 no similarity

JCVI_24728 2.199 weakly similar to ( 107)AT3G52910| Symbols: AtGRF#GRF4 (GROWTH-REGULATING FACTOR 4) | chr3:196155-1962924¢
CN728982 2.198 moderately similar to ( 223)AT3G05360| Symbolsisgase resistance family protein / LRR familytgim| chr3:1530906-1533266 F  -2.697
JCVI_25365 2.197 moderately similar to ( 431)AT4G13810| Symboldisgase resistance family protein / LRR familytgio| chr4:8005058-8007283 F  -2.123
EX049784 2.194 weakly similar to ( 196)AT1G30320Byls: | remorin family protein | chr1:1068033%&2834 FORWARD [21812]

JCVI_31058 2.191 weakly similar to ( 181)AT2G24590| Symbols: japh factor, putative | chr2:10456916-10457939 RORRD no original descriptio  -2.174
EV184029 2.190 moderately similar to ( 245)AT5G05340| Symbolperfoxidase, putative | chr5:1579143-1580820 REMER®&Ierately similarto (2 -2.597
JCVI_6556 2.190  weakly similar to ( 115)AT2G44080| Symbols: ARARL (ARGOS-LIKE) | chr2:18244802-18245209 FORWARD eriginal descrig




AMO058964 2.188 no similarity -3.082
JCVI_1637 2.187 moderately similar to ( 289)AT4G23680| Symbolmajor latex protein-related / MLP-related | ch2836426-12337427 REVERSE
JCVI_19483 2.186 moderately similar to ( 379)AT2G30140| Symbol&!DIP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr2:12879277-128 -1.650
JCVI_38304 2.185 moderately similar to ( 201)AT5G43650| Symbolbagic helix-loop-helix (bHLH) family protein | ghil7550537-17551985 REVEF
EV221401 2.185 moderately similar to ( 238)AT5G5548¢mbols: | fimbrin-like protein, putative | ct#8472761-22476176 REVERSE [21492]
JCVI_35175 2.184  weakly similar to ( 107)AT1G67920| Symbols: |i@mto unknown protein [Arabidopsis thaliana] (TRAAT1G24600.1) | chrl:2547"
JCVI_10228 2.181 moderately similar to ( 375)AT2G38010| Symbolseramidase family protein | chr2:15913940-159169@RWARD no original des  -1.948
AT000634 2.180 no similarity

JCVI_430 2.179 moderately similar to ( 263)AT1G09070| SymbolsCZR(AT)SRC2 | (AT)SRC2/SRC2 (SOYBEAN GENE REGULATBY COLD  -1.401
JCVI_8465 2.178 moderately similar to ( 397)AT1G11330| SymbolS-Ipcus lectin protein kinase family protein |£8810372-3813416 FORWARD
JCVI_2824 2.177 moderately similar to (404)AT5G46600| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G17970.1); similar t
JCVI_8695 2.177 moderately similar to ( 356)AT1G60390] Symbol8&URP domain-containing protein / polygalacturongsgative | chr1:22251276-
JCVI_38661 2.174 moderately similar to ( 246)AT4G20780| Symbolsalfium-binding protein, putative | chr4:11133320£33895 REVERSEweakly <
EX091151 2.173  moderately similar to ( 342)AT5G22740| SymbolsL 882, ATCSLA2, ATCSLA02 | ATCSLAO02 (Cellulose syrgbe-like A2); transf
EV165473 2.173  weakly similar to ( 174)AT5G60920| Symbols: COBOB (COBRA) | chr5:24528692-24531158 REVERSEweaiktilar to ( 134)C!
JCVI_11255 2.172 moderately similar to ( 257)AT1G52410| SymbolsATS TSAL (TSK-ASSOCIATING PROTEIN 1) | chr1:19521419529030 FOF
JCVI_6342 2.172  weakly similar to ( 194)AT1G19380| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAAT5G65650.1); similar to u1 -2.742
EX141948 2.167  very weakly similar to (92.8)AT3G56590| Symbo]siydroxyproline-rich glycoprotein family proteitr3:20976084-20978763 FOI
EV197954 2.166  weakly similar to (179)AT2G37700| Symbols: |iamto CER1 protein, putative [Arabidopsis thab@fTAIR:AT1G02190.1); simila
JCVI_2410 2.166 moderately similar to ( 293)AT4G16740| SymbolsTABS03 | ATTPS03 (Arabidopsis thaliana terpene sywal®3) | chr4:9407878-¢  1.164
EV172076 2.166 no similarity -1.930
JCVI_36814 2.164 moderately similar to ( 345)AT1G09480| Symbolsinhamyl-alcohol dehydrogenase family / CAD fanighr1:3057977-3060663 F
ES899837 2.163 no similarity

CO749888 2.162 no similarity

RC_EE565735 2.161 no similarity

AM060493 2.158 moderately similar to ( 375)AT5G42B39mbols: | transferase family protein | chr5938112-17195134 FORWARD [17712]

EE421897 2.158 no similarity -2.266
JCVI_13395 2.157 moderately similar to ( 330)AT5G52390| Symbolphdtoassimilate-responsive protein, putative $:&1r281507-21282399 REVER:  -3.083
EH413915 2.153 moderately similar to ( 302)AT3G21760| Symbols!DP-glucoronosyl/UDP-glucosyl transferase familgtpin | chr3:7667106-7668
JCVI_18164 2.152 moderately similar to ( 205)AT1G72360| Symbolsthlylene-responsive element-binding protein, puedtchrl:27245566-2724643¢
ES912473 2.151 moderately similar to ( 261)AT4G36620| Symbolsing finger (GATA type) family protein | chr4:172812-17269668 REVERSE [Z
ES930241 2.150 no similarity

JCVI_29606 2.150 moderately similar to ( 294)AT2G34930| Symbolsisgase resistance family protein | chr2:1474404B46965 REVERSEweakly si
EV161212 2.149 moderately similar to ( 212)AT5G06860| SymbolsiPT| PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN)1protein bir
JCVI_38868 2.149 moderately similar to ( 343)AT2G38760| Symbols:MAT'3 | ANNAT3 (ANNEXIN ARABIDOPSIS 3); calcium ioibinding / calciurr
EE429349 2.145 moderately similar to ( 233)AT1G10960| Symbols:HVI | ATFD1 (FERREDOXIN 1); 2 iron, 2 sulfur clusteinding / electron carri
JCVI_36528 2.142  weakly similar to ( 120)AT4G35160| Symbols: | @thyltransferase family 2 protein | chr4:1673098432813 REVERSE no origir
RC_EV080004 2.140 no similarity -2.033
EE409666 2.140 very weakly similar to (89.4)AT5G67480| Symbol:48| BT4 (BTB AND TAZ DOMAIN PROTEIN 4); protein hiding | chr5:26948
JCVI_26789 2.138  highly similar to ( 520)AT5G62230] Symbols: ERLERL1 (ERECTA-LIKE 1); kinase | chr5:25013659-25856 FORWARDmoder
JCVI_13368 2.138 moderately similar to (291)AT1G73260| Symbolgypsin and protease inhibitor family protein /rifia family protein | chr1:275510 -2.241
JCVI_8511 2.138 highly similar to ( 569)AT5G67360| Symbols: ARA[LARA12; subtilase | chr5:26889418-26891691 REVERSBriginal descriptio  -2.067
AM390653 2.137  weakly similar to ( 104)AT4G33720| Symbols: |magenesis-related protein, putative | chr4:161828#3307 FORWARDvery we  -2.453
EV167296 2.137 no similarity -1.249
EV001540 2.136  weakly similar to ( 141)AT2G36910| Symbols: PGRIMDRL1 | ATPGP1 (ARABIDOPSIS THALIANA P GLYCOPROTHIL); calr
EE568594 2.136  weakly similar to ( 129)AT4G37180| Symbols: | nfiginily transcription factor | chr4:17504642-17506 FORWARD [20153] 21 5!
RC_JCVI_41947 2.135 no original description

JCVI_114 2.133 moderately similar to ( 311)AT1G79110] Symbolgratein binding / zinc ion binding | chr1:29764238765479 FORWARD no orig
EE479688 2.129 moderately similar to (206)AT1G16510| Symbolauyin-responsive family protein | chr1:5644777&520 REVERSE [20132] 15 -3.249
JCVI_18368 2.122 moderately similar to ( 227)AT3G06420| Symbols:G8H | ATG8H (AUTOPHAGY 8H); microtubule binding fr8:1955225-19562 -1.619
JCVI_41709 2.120  weakly similar to ( 180)AT2G01150| Symbols: RHAPRHA2B (RING-H2 FINGER PROTEIN 2B); protein bindirt zinc ion bindin¢  -2.549
JCVI_22726 2.120 moderately similar to ( 357)AT3G55640| Symbolmitpchondrial substrate carrier family proteim{3:20651027-20653390 FORW
JCVI_8614 2.119 moderately similar to ( 366)AT4G39980| Symbols:$IH DHS1 (3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPRHE SYI
EH430387 2.118 weakly similar to ( 153)AT1G29120| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT4G25770.1); similar to ut
EV059456 2.118 no similarity

JCVI_33063 2.117 moderately similar to ( 289)AT1G69690| SymbolF:CP family transcription factor, putative | ch8220112-26221089 FORWARD
ES943828 2.116  weakly similar to ( 129)AT5G21280| Symbols: | foxyproline-rich glycoprotein family protein | chi264097-7265517 REVERSE
EV205296 2.115 no similarity -2.205
JCVI_39827 2.115 no original description

JCVI_5687 2.115  highly similar to ( 842)AT5G60920| Symbols: COBQ®B (COBRA) | chr5:24528692-24531158 REVERSEhiginyilar to ( 658)CO
EV101700 2.114 moderately similar to ( 315)AT1G51805| Symbolteutine-rich repeat protein kinase, putative 1c19224856-19229259 REVERS  -1.677
ES945125 2.111 weakly similar to ( 185)AT2G36400| Symbols: AAGRFRGRF3 (GROWTH-REGULATING FACTOR 3) | chr2:152370-1527969¢
JCVI_17087 2.110 moderately similar to ( 255)AT2G21340| Symbolsnhanced disease susceptibility protein, putétsadicylic acid induction deficient
JCVI_39483 2.104 moderately similar to ( 296)AT3G18930| Symbolging finger (C3HC4-type RING finger) family protej chr3:6524116-6525351 k -2.459
ES903435 2.103 moderately similar to ( 354)AT1G79720| Symbolaspartyl protease family protein | chr1:3000216268844 REVERSE [21432] 1 -2.523
JCVI_20525 2.103 nearly identical (1173)AT5G02500| Symbols: HSP7&T-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat slwginate 70 kDa prote  -1.395
JCVI_26326 2.100 moderately similar to (357)AT1G11260| SymbolsPST STP1 (SUGAR TRANSPORTER 1); carbohydrate tremsbrane transpor  -1.546
JCVI_10199 2.100 moderately similar to ( 209)AT1G05160| Symbolska01, KAO1, CYP88A3 | CYP88A3 (ENT-KAURENOIC ACID HDROXYLA
RC_ES978926 2.099 no similarity

JCVI_6514 2.099 moderately similar to ( 318)AT3G57010| Symbolstrittosidine synthase family protein | chr3:21888-21108295 REVERSEvery \
BQ704632 2.098 no similarity

JCVI_2485 2.097 moderately similar to (499)AT3G17390| SymbolsM@8, MAT4, MTO3 | MTO3 (S-adenosylmethionine syrsiid®); methionine ac
AM391930 2.095 moderately similar to ( 265)AT3G14840| Symbolteutine-rich repeat family protein / protein kindamily protein | chr3:4988278-4 -2.071
ES953373 2.095 no similarity

ES948968 2.090 weakly similar to ( 115)AT2G35160| Symbols: SUVH5UVH5 (SU(VAR)3-9 HOMOLOG 5) | chr2:14830641-18825 FORWARI
JCVI_13144 2.087 moderately similar to ( 301)AT1G08450| Symbols T8GR CRT3 (CALRETICULIN 3); calcium ion binding hrl:2668005-2671797  -2.160
EE462294 2.087 weakly similar to ( 169)AT1G75580h8yls: | auxin-responsive protein, putative | 28381191-28381517 FORWARD [15722]
JCVI_11495 2.085 moderately similar to ( 404)AT4G24740| Symbols: BM AFC2 | AFC2 (ARABIDOPSIS FUS3-COMPLEMENTING GEN); kinas  -2.350
JCVI_2048 2.085 weakly similar to (199)AT1G79110| Symbols: |teip binding / zinc ion binding | chr1:29764238-88479 FORWARD no original
EE516379 2.083  weakly similar to (157)AT5G11660| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT5G05030.1); similar to ur -2.216




JCVI_42188 2.080 no original description

EV126769 2.079 no similarity -1.401
AMO058224 2.078 no similarity -1.674
JCVI_26654 2.077 weakly similar to ( 128)AT1G2715@mbols: | binding | chr1:9429164-9432055 FORWARDbriginal description

DY024262 2.077 no similarity

EE434731 2.075 moderately similar to ( 209)AT3G54950| SymbolsPPLPLA IIIA | PLA IIIA/PLP7 (Patatin-like proteii) | chr3:20370053-203717!
RC_ES968542 2.074 no similarity

JCVI_1296 2.073  highly similar to ( 518)AT2G30490| Symbols: ATC4E4H, CYP73A5 | ATC4H/C4H/CYP73A5 (CINNAMATE 4-HYDBXYLASE,
CN726502 2.072 no similarity

JCVI_40451 2.071  weakly similar to ( 151)AT1G19180| Symbols: JAZ1FY10A | JAZL/TIFY10A (JASMONATE-ZIM-DOMAIN PROTEN 1) | chrl:€
JCVI_14532 2.071 moderately similar to ( 350)AT1G74440| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G18720.1); similart  -2.601
JCVI_34867 2.070 moderately similar to ( 363)AT5G48930| Symbols:THGransferase family protein | chr5:19853880-B83%8 REVERSEweakly sim
EV127727 2.070  weakly similar to ( 167)AT1G02640| Symbols: ATBXLRXL2 | BXL2 (BETA-XYLOSIDASE 2); hydrolase, hydlyring O-glycosyl ¢
CX278039 2.068  weakly similar to ( 129)AT1G29980| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT2G34510.1); similar to ut
JCVI_17680 2.068 moderately similar to ( 251)AT2G35190| SymbolsNMASN11, NSPN11, NPSN11 | NPSN11 (NOVEL PLANT SNARE; protein t
ES903665 2.067 moderately similar to ( 226)AT3G20390| Symbolsndoribonuclease L-PSP family protein | chr3:78B832111701 REVERSE [214 -2.090
EV088958 2.066 no similarity

EE529053 2.065 moderately similar to ( 287)AT3G30180| Symbols:RBBA2, BR6OX2 | BR6OX2/CYP85A2 (BRASSINOSTEROID-6IDASE 2);
JCVI_26147 2.063 no original description

EV059746 2.063  very weakly similar to ( 100)AT1G78390| SymbolSMCED9, NCED9 | NCED9 (NINE-CIS-EPOXYCAROTENOID DKYGENAS
JCVI_32157 2.063 no original description -1.792
EX015519 2.058 no similarity

JCVI_17298 2.057 moderately similar to ( 455)AT4G3@[7/Symbols: FLA2 | FLA2 | chr4:7491595-7492806 FIRSE no original description

JCVI_40830 2.055 very weakly similar to (86.7)AT5G53400| Symbojsiuclear movement family protein | chr5:2167881680609 FORWARD no ori¢
EX141390 2.055 very weakly similar to (82.0)AT5G5f5ymbols: | MATE efflux protein-related | chrb306268-21308975 REVERSE [21834]
JCVI_31959 2.055 no original description

CX194462 2.055 no similarity -3.610
JCVI_27839 2.054 no original description -1.471
CD813547 2.052  moderately similar to ( 254)AT3G26170| Symbols:R7{B19 | CYP71B19 (cytochrome P450, family 71, antify B, polypeptide 1¢  -2.203
AI352858 2.050 weakly similar to ( 112)AT2G14610| Symbols: PRRR1 | PR1 (PATHOGENESIS-RELATED GENE 1) | chr2:6228-6249511 RE  -3.040
EE439003 2.050 moderately similar to (279)AT2G1§%@nbols: | calmodulin-binding protein | chr2:8889-6873836 REVERSE [20173]

EV225508 2.049 no similarity

EE419993 2.048 moderately similar to ( 216)AT4G37870| SymbolskRCPEPCK | PCK1/PEPCK (PHOSPHOENOLPYRUVATE CARBOKINASE
JCVI_30575 2.047  highly similar to ( 503)AT2G44590| Symbols: ADLJIADL1D; GTP binding / GTPase | chr2:18410932-1®B4REVERSE no ori
JCVI_20714 2.044  very weakly similar to (99.0)AT1G21660| Symbojseat shock protein binding | chrl1:7605913-760882RWARD no original desc
EV219618 2.043  moderately similar to ( 248)AT4G00970| Symbolpratein kinase family protein | chr4:418437-4216@RWARD [21492] 50 737~ -2.587
AM391405 2.043 no similarity

EX042619 2.042 no similarity

JCVI_27760 2.039  highly similar to ( 553)AT4G15560| Symbols: DERLAC DXS, DXPS2, CLA1 | CLA1 (CLOROPLASTOS ALTERADOS | chr4:88
EE557357 2.038 moderately similar to ( 268)AT1G13880| Symbol&LM2 domain-containing protein | chr1:4749600-4960 FORWARD [20153] Z
EH423349 2.038 very weakly similar to (93.2)AT1G14040| SymboJsATP binding / ATPase, coupled to transmembraneement of substances | ch  -2.300
ES930197 2.037 moderately similar to ( 216)AT4G05120| SymbolsTBNFUR1 | ENT3/FURL (FUDR RESISTANT 1); nucleosicensmembrane tr  -1.660
EX097653 2.036 moderately similar to ( 360)AT3G6278¢mbols: | C2 domain-containing protein | ci3223004-23233900 REVERSE [21824]
JCVI_17503 2.034 moderately similar to ( 214)AT5G61440| Symbolthigredoxin family protein | chr5:24724884-24726F0RWARD no original des
JCVI_33065 2.030 weakly similar to ( 131)AT3G1008@ibols: | transcription factor | chr3:3096585-8880 REVERSE no original description -2.47
JCVI_15998 2.030 highly similar to ( 532)AT1G14590| Symbols: | 8&mto unknown protein [Arabidopsis thaliana] (TRAT2G02061.1); similar to un
EV050608 2.029 weakly similar to ( 161)AT1G07280Byls: | binding | chr1:2238504-2240990 FORWARD422]

JCVI_25884 2.029 moderately similar to ( 281)AT1G61960| Symbolmitpchondrial transcription termination factoratdd / mTERF-related | chrl:22¢
JCVI_29402 2.028 no original description

JCVI_11788 2.028 moderately similar to ( 312)AT1G29280| Symbols MARKY65, WRKY65 | WRKY65 (WRKY DNA-binding protein®); transcriptio  -2.033
DY028164 2.026  moderately similar to ( 255)AT2G16900| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G35110.2); similar t
JCVI_22877 2.026  very weakly similar to (99.8)AT2G22795| Symbojsimilar to unknown protein [Arabidopsis thalia@AIR:AT4G37820.1); similar
JCVI_34441 2.026 moderately similar to ( 340)AT2G42950| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G29820.1); similar t  -1.495
JCVI_7713 2.025 moderately similar to ( 348)AT1G68470] Symbolsexdstosin family protein | chr1:25680208-2568 18 ERSEweakly similar to (
JCVI_11315 2.024 moderately similar to (422)AT5G54170| Symbolsinjilar to CP5 [Arabidopsis thaliana] (TAIR:AT1GB20.1); similar to putative n
EE401805 2.019 moderately similar to ( 314)AT1G78390| SymbolsNED9, NCED9 | NCED9 (NINE-CIS-EPOXYCAROTENOID DIOSGENAS
EV166483 2.018  very weakly similar to (83.6)AT2G24850| Symbol&T[ TAT3 | TAT3 (TYROSINE AMINOTRANSFERASE 3); trmaminase | chr.
JCVI_26062 2.017 moderately similar to ( 285)AT5GDARSymbols: | unknown protein | chr5:152574-18429RWARD no original description

JCVI_12882 2.016 moderately similar to (484)AT4G03420| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G03610.1); similar t
EE550165 2.014 no similarity

JCVI_23661 2.013  weakly similar to ( 140)AT3G62860| Symbols: ease/lipase/thioesterase family protein | chr®2382-23253118 REVERSE no
JCVI_8815 2.011 moderately similar to ( 251)AT1G67070] SymbolsNBI| DIN9 (DARK INDUCIBLE 9); mannose-6-phosphasemerase | chr1:250 -1.576
JCVI_27068 2.009 moderately similar to ( 250)AT4G20780| Symbolsalfium-binding protein, putative | chr4:11133320£33895 REVERSEweakly <
EX094798 2.008 very weakly similar to (85.9)AT3G30460| Symbojzinc finger (C3HC4-type RING finger) family pratg chr3:12106912-1210735
JCVI_39241 2.006  weakly similar to ( 191)AT4G27520| Symbols: |gpteyanin-like domain-containing protein | chr4:38674-13751825 REVERSE r
JCVI_8252 2.005 weakly similar to (197)AT5G66170] Symbols: |i#&mto unknown protein [Arabidopsis thaliana] (TRRAT2G17850.1); similar to ut
JCVI_31311 2.003  highly similar to ( 651)AT1G25320| Symbols: |d&e-rich repeat transmembrane protein kinasetipetpchrl1:8877975-8880167 F
JCVI_13503 2.002 moderately similar to ( 385)AT4G25310| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family proj@hr4:12949763-1295114¢ -2.904
EV218573 2.000 no similarity -2.175
JCVI_9022 2.000 moderately similar to ( 337)AT1G51860| Symbol&ugine-rich repeat protein kinase, putative 1c18261303-19265148 REVERS  -2.992
JCVI_3272 1.999 moderately similar to (489)AT5G06720| Symbolperoxidase, putative | chr5:2077568-2078858 REVEER& erately similar to ( 3
EX061630 1.999 moderately similar to ( 345)AT5G67360| Symbols:AdR | ARA12; subtilase | chr5:26889418-26891691 ERSE [21813] 14 762  -1.709
JCVI_18334 1.998 moderately similar to ( 417)AT2G30490| Symbols:G¥H, C4H, CYP73A5 | ATC4H/C4H/CYP73A5 (CINNAMATEMYDROXYL:  -2.356
JCVI_12958 1.998 moderately similar to ( 244)AT3G03440| Symbolarnhadillo/beta-catenin repeat family protein BcBt5716-818575 FORWARD n -2.582
JCVI_4554 1.997  highly similar to ( 663)AT5G48090| Symbols: ELFELIP1 (EDM2-LIKE PROTEIN1); protein binding / zifen binding | chr5:19502
EE426817 1.997 no similarity -1.596
JCVI_36739 1.994 moderately similar to ( 329)AT1G22430| Symbolaicphol dehydrogenase, putative | chr1:7919224:582 FORWARDweakly simi
JCVI_21039 1.994 no original description -2.216
JCVI_38709 1.993 moderately similar to ( 317)AT1G52200| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G18470.1); similart  -2.553
JCVI_6699 1.992  weakly similar to ( 194)AT1G70700| Symbols: JAZSY7 | JAZI/TIFY7 (JASMONATE-ZIM-DOMAIN PROTEIN 9] chr1:26658




DY002583 1.991 weakly similar to ( 192)AT5G57580fwls: | calmodulin-binding protein | chr5:2333223334909 REVERSE [18968] 1 566 597
EV197082 1.988 moderately similar to ( 267)AT1G29724| Symbolprdtein binding | chr1:10397726-10400438 REVERS${Eweakly similar to (90.1
DT317716 1.987 no similarity -1.833
EE534833 1.986 weakly similar to ( 153)AT2G45010| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TART5G51400.1); similar to ur  -2.080
JCVI_34424 1.985 weakly similar to ( 116)AT5G58000| Symbols: | @RC-TERMINAL DOMAIN PHOSPHATASE-LIKE 4) | chr5:23#642-234967
ES966655 1.985 no similarity

JCVI_6621 1.984 moderately similar to ( 361)AT5G22740| Symbolsi 882, ATCSLA2, ATCSLAO02 | ATCSLAO02 (Cellulose syrtbe-like A2); transf
EE432853 1.984 weakly similar to ( 141)AT3G15534| Symbols: |ig&mto unknown protein [Arabidopsis thaliana] (TRAAT1G52855.1); similar to ur  -1.468
JCVI_6507 1.984 moderately similar to ( 259)AT5G08770| Symbolsiniilar to unnamed protein product [Vitis vinif¢(&B:CAO71661.1); similar to |  -1.392
JCVI_23980 1.983 no original description

JCVI_4291 1.982  weakly similar to ( 150)AT4G17890| Symbols: AGD8GD8 (ARF-GAP DOMAIN 8); DNA binding | chr4:9937239939001 FORW
JCVI_840 1.982 moderately similar to ( 215)AT1G16840| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G78890.1); similar t
JCVI_15215 1.982 moderately similar to (473)AT5G64410| Symbols:@HT4 | ATOPT4 (oligopeptide transporter 4); oligoiige transporter | chr5:25  -1.940
JCVI_6730 1.982 moderately similar to ( 247)AT5G16230| Symbolacyl-(acyl-carrier-protein) desaturase, putatistearoyl-ACP desaturase, putativ
EV166326 1.981 no similarity

JCVI_41340 1.980 no original description -2.576
EV202527 1.980 moderately similar to ( 304)AT5G09870| SymbolsS26 | CESAS (CELLULOSE SYNTHASE 5); transferasansferring glycosyl ¢
EV171174 1.979 very weakly similar to (87.4)AT5G64220| Symbojxalmodulin-binding protein | chr5:25703660-25729 FORWARD [21486]89 © -2.118
JCVI_10339 1.979 weakly similar to ( 185)AT4G21390| Symbols: B1BLPO; protein kinase/ sugar binding | chr4:1139446397485 REVERSE no ¢  -1.615
EV085654 1.978 no similarity

JCVI_38060 1.975 moderately similar to ( 340)AT3G25740| Symbols: RIAC, MAP1B | MAP1B (METHIONINE AMINOPEPTIDASE 1Cinetalloexo|
EE533226 1.975 moderately similar to ( 269)AT2G35160| SymbolsV$15 | SUVH5 (SU(VAR)3-9 HOMOLOG 5) | chr2:14830642833025 FORW
JCVI_35694 1.974 weakly similar to ( 186)AT4G1838§inbols: | unknown protein | chr4:10169486-10169B@RWARD no original description

JCVI_31419 1.971 moderately similar to ( 377)AT4G03420| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G03610.1); similart  -1.442
JCVI_1644 1.971 moderately similar to ( 323)AT4G08780| Symbolperoxidase, putative | chr4:5604150-5608199 FORWA&akly similar to ( 180)
JCVI_20846 1.970 no original description -1.638
ES966314 1.969 no similarity

JCVI_33773 1.968 moderately similar to ( 243)AT1G45207| Symbolsenhorin family protein | chr1:17133143-17135988RIRSE no original descrip
JCVI_12874 1.968 weakly similar to ( 121)AT4G39795| Symbols: |eszence-associated protein-related | chr4:184668467319 FORWARD no orig
JCVI_22713 1.967 no original description

EV140320 1.967 no similarity

EV148338 1.967 very weakly similar to (82.4)AT1G78260] Symbo]RNA recognition motif (RRM)-containing proteiohrl:29452210-29454139 F
EX096295 1.964 no similarity

JCVI_36284 1.964  weakly similar to ( 124)AT3G30460| Symbols: |zfimger (C3HC4-type RING finger) family proteichr3:12106912-12107355 FC
JCVI_20602 1.963 moderately similar to ( 454)AT2G44450| Symbolgly¢osyl hydrolase family 1 protein | chr2:18348a48350820 FORWARDweak!
JCVI_41898 1.963 moderately similar to ( 464)AT4G00970| Symbolpradtein kinase family protein | chr4:418437-4216@WRWARDweakly similar to ~ -2.028
JCVI_74 1.961  moderately similar to ( 325)AT2G40330| Symbol&e{ v | allergen family protein | chr2:1685225535@902 REVERSE no original
EE513956 1.960 no similarity

JCVI_14741 1.960 moderately similar to ( 389)AT1G10340| Symbolankyrin repeat family protein | chr1:3390477-338@4/REVERSE no original des  -3.153
JCVI_15381 1.959 moderately similar to ( 337)AT4G27540| Symbolprenylated rab acceptor (PRAL) protein-relatdu4:d43753455-13754666 REVI
JCVI_16066 1.958 moderately similar to ( 385)AT5G64640| Symbolpedtinesterase family protein | chr5:25854046-82859 FORWARD no original ¢ -1.890
JCVI_30744 1.957 no original description

EE566454 1.955 weakly similar to ( 115)AT2G40435h8yls: | transcription regulator | chr2:1689418895485 FORWARD [20153] 21 776 776
CD817962 1.955 moderately similar to ( 254)AT3G59340| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G59310.1); similar t
EX088098 1.955 moderately similar to (310)AT5G48670| SymbolsMAHA 1, AGL80 | AGL8O/FEM111 (AGAMOUS-LIKE80); DNA hiling / transcr
EV008929 1.954 no similarity

ES964477 1.952 no similarity

RC_JCVI_31324 1.951 no original description

AT000471 1.951 no similarity -2.933
JCVI_21940 1.949  weakly similar to ( 191)AT2G38940| Symbols: PHTIAFPT2 | ATPT2 (PHOSPHATE TRANSPORTER 2); carbafayed transmem  -2.562
CV544596 1.949 moderately similar to ( 228)AT2G17120| SymbolsM¥Y | LYM2 (LYSM DOMAIN GPI-ANCHORED PROTEIN 2 PRECRSOR) |
EV167051 1.949 moderately similar to ( 326)AT2G38010| Symbolseramidase family protein | chr2:15913940-159160@RWARD [21486] 88 111 -1.726
EX126534 1.948 weakly similar to ( 118)AT3G55450bByls: | protein kinase, putative | chr3:2056920670940 FORWARD [21831] -1.820
EV159250 1.948  weakly similar to ( 174)AT1G52040| Symbols: ATMBRBP1 | MBP1 (MYROSINASE-BINDING PROTEIN 1) | chi9354264-19
JCVI_39557 1.948  weakly similar to ( 170)AT5G49300| Symbols: |zfimger (GATA type) family protein | chr5:20002628002701 REVERSE no ori
JCVI_11956 1.947  weakly similar to ( 183)AT1G26665| Symbols: |i@mto RNA polymerase 1l mediator complex protegtated [Arabidopsis thaliana  -1.764
JCVI_17646 1.944  moderately similar to ( 243)AT4G23060| SymbolsDR2 | IQD22 (IQ-domain 22); calmodulin binding f4112087294-12090419 F!
EV148307 1.944  very weakly similar to (84.0)AT3G21055] SymbolSBTN | PSBTN (photosystem Il subunit T) | chr3:7866-7377078 REVERSE
JCVI_21918 1.944 moderately similar to ( 320)AT4G27890| Symbolsudlear movement family protein | chr4:138860388226 FORWARD no orig
EE559032 1.939 no similarity

EV130373 1.939 no similarity

EV114502 1.939 moderately similar to ( 418)AT3G16940| Symbolsalinodulin-binding protein | chr3:5781965-5785%TRWARD [21479] 43 893
DY029638 1.938 no similarity

EV003450 1.936 no similarity -1.798
JCVI_1508 1.935 moderately similar to ( 294)AT4G25260| Symbolgwertase/pectin methylesterase inhibitor familytgin | chr4:12936015-129366:
EV182009 1.935 moderately similar to ( 273)AT3G129&¢gmbols: | protein binding / zinc ion bindinghf3:4122134-4123330 REVERSE [21487]
JCVI_13444 1.933  highly similar to ( 503)AT3G32980| Symbols: |@edase 32 (PER32) (P32) (PRXR3) | chr3:1353011533862 REVERSEmoder:
JCVI_3880 1.932  moderately similar to ( 290)AT1G17860] Symbolgypsin and protease inhibitor family protein /riftz family protein | chr1:614933 -1.763
JCVI_28644 1.931 moderately similar to ( 262)AT4G25240| SymbolsS8K SKS1 (SKU5 SIMILAR 1); copper ion binding [4112930549-12933573  -1.833
ES948294 1.931 moderately similar to ( 358)AT3G06550| Symbolsinjilar to O-acetyltransferase family protein [Bidopsis thaliana] (TAIR:AT2G3
JCVI_36533 1.929 moderately similar to ( 219)AT1G10960| SymbolsFdI | ATFD1 (FERREDOXIN 1); 2 iron, 2 sulfur clustending / electron carri
DY016844 1.928  weakly similar to ( 147)AT1G52200| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRSAT3G18470.1); similar to ur  -2.420
JCVI_5662 1.928 no original description

JCVI_18154 1.927 moderately similar to ( 240)AT1G11790| Symbols:TAD ADT1 (AROGENATE DEHYDRATASE 1); prephenate gdhatase | chrl
JCVI_32589 1.926 moderately similar to ( 461)AT2G43040| SymbolsGIHA NPG1 (NO POLLEN GERMINATION 1); calmodulin diimg | chr2:17903
JCVI_39690 1.926 moderately similar to ( 332)AT5G06250| Symbolsinjilar to DNA-binding protein, putative [Arabidsig thaliana] (TAIR:AT3G115¢
JCVI_33515 1.925 moderately similar to ( 354)AT5G13280| Symbols:, AK1, AK-LYS1 | AK-LYS1 (ASPARTATE KINASE 1) | cH:4249519-4252€
JCVI_41206 1.925 moderately similar to ( 273)AT2G23200| Symbolpradtein kinase family protein | chr2:9886431-98BBFORWARD no original de:  -1.818
JCVI_1837 1.922  moderately similar to ( 392)AT1G62740| Symbolstréss-inducible protein, putative | chr1:2323489237045 FORWARDmoderal  -1.438
EE558876 1.922 no similarity -2.588




JCVI_13113 1.921 moderately similar to ( 426)AT3G06490| SymboldvAiB108, BOS1, MYB108 | MYB108 (MYB DOMAIN PROTEINGS); DNA bi
JCVI_4349 1.921  highly similar to ( 590)AT3G21190| Symbols: | B&nto unknown protein [Arabidopsis thaliana] (TRAAT1G51630.1); similar to un
JCVI_8089 1.918 highly similar to ( 563)AT4G39980| Symbols: DHIIHS1 (3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATEYNTH/
JCVI_9044 1.918 weakly similar to ( 167)AT3G54880| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT5G25360.1); similar to ut
ES948539 1.917 no similarity

JCVI_22117 1.915 moderately similar to ( 352)AT1G79720| Symbolasgartyl protease family protein | chr1:3000218Q68844 REVERSE no origin:  -2.295
JCVI_2558 1.915 weakly similar to ( 189)AT2G28550| Symbols: RARZIDEL | RAP2.7/TOE1 (TARGET OF EAT1 1); DNA bindihtranscription fa
EX042209 1.914 moderately similar to ( 426)AT4G19120| Symbols{ER ERD3 (EARLY-RESPONSIVE TO DEHYDRATION 3) | ¢ht0460676-1
JCVI_38987 1.911  weakly similar to ( 190)AT3G28220| Symbols: | mepnd TRAF homology domain-containing protein AWH domain-containing p
JCVI_13699 1.911 moderately similar to ( 239)AT4G20780| Symbolsalfium-binding protein, putative | chr4:1113332:33895 REVERSEweakly s
JCVI_37556 1.908 no original description

JCVI_37633 1.908 very weakly similar to (80.1)AT1G19180| SymbolZl, TIFY10A | JAZ1/TIFY10A (JASMONATE-ZIM-DOMAIN ROTEIN 1) | ¢
JCVI_17841 1.908 weakly similar to ( 182)AT3G11840| Symbols: | bxlslomain-containing protein | chr3:3736584-3738RE/ERSE no original des  -2.219
JCVI_22404 1.905 highly similar to ( 645)AT1G24339mbols: | alpha-glucosidase, putative | chr1:8@863630924 REVERSE no original description -2.81
JCVI_4121 1.899 moderately similar to (241)AT1G15100] Symbols:ARA | RHA2A (RING-H2 finger A2A); protein bindingZinc ion binding | chrl:
JCVI_36466 1.896 weakly similar to ( 150)AT1G11260| Symbols: STRRIP1 (SUGAR TRANSPORTER 1); carbohydrate transmangtransporter/ ¢ -1.493
CX194935 1.896 weakly similar to ( 175)AT4G37180ibByls: | myb family transcription factor | chr45D4642-17506101 FORWARD [16807]
JCVI_20063 1.893  highly similar to ( 890)AT1G30760| Symbols: | FAhding domain-containing protein | chr1:109183@®20423 FORWARD no ol
EV214299 1.892 no similarity

EE563266 1.890 no similarity

JCVI_3491 1.890 no original description -1.900
JCVI_21306 1.890 moderately similar to ( 330)AT3G09035| Symbolkeglme lectin family protein | chr3:2759072-2768#8RWARD no original des
JCVI_21710 1.889 moderately similar to ( 369)AT3G05120| Symbols:GAD1A, GID1A | ATGID1A/GID1A (GA INSENSITIVE DWARFA); hydrolas¢  -2.071
JCVI_35773 1.887 moderately similar to ( 257)AT1G07250| SymbolsIDIP-glucoronosyl/UDP-glucosyl transferase familgtgin | chr1:2225962-2227
EE505319 1.887 very weakly similar to (96.3)AT1G5@p8ymbols: | rhomboid family protein | chr1:19306-19592627 FORWARD [20139] -2.660
JCVI_30987 1.887 moderately similar to ( 425)AT1G21660| Symbolbegt shock protein binding | chr1:7605913-7608B2&WARD no original descl
JCVI_40644 1.884 moderately similar to ( 285)AT3G19850| Symbolphdtotropic-responsive NPH3 family protein | c6628389-6901163 REVERSE
EV110630 1.884 no similarity -1.536
JCVI_19759 1.883  weakly similar to ( 173)AT4G02390| Symbols: APAPP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NADADP-ribos
JCVI_17966 1.883 moderately similar to ( 224)AT4G11360| Symbols:ARB | RHA1B (RING-H2 finger A1B); protein bindingzinc ion binding | chr4:  -1.720
EX042932 1.883 weakly similar to ( 166)AT5G48930ibByls: HCT | transferase family protein | chr5:138%0-19855318 REVERSE [21811]

ES937277 1.881 very weakly similar to (98.2)AT2G22795| Symbolsimilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G37820.1); similar
JCVI_1861 1.881 moderately similar to ( 351)AT3G04720| Symbols:LHER-4, PR4 | PR4 (PATHOGENESIS-RELATED 4) | cheB5697-1286537
JCVI_13092 1.880 moderately similar to ( 352)AT1G72450| SymbolsZ8ATIFY11B | JAZ6/TIFY11B (JASMONATE-ZIM-DOMAIN PRTEIN 6) | ch
JCVI_28995 1.879  weakly similar to ( 164)AT4G24340| Symbols: | pbleorylase family protein | chr4:12607485-12609E6RWARD no original desc
JCVI_6159 1.873 moderately similar to (427)AT3G23820| Symbols:E&4 GAE6 (UDP-D-GLUCURONATE 4-EPIMERASE 6); catiddy| chr3:8603t -1.362
JCVI_10067 1.872 moderately similar to ( 492)AT1G52410| SymbolsAL3 TSAL (TSK-ASSOCIATING PROTEIN 1) | chr1:19521419529030 FOF
EX100282 1.871 moderately similar to ( 290)AT3G61460| Symbols:HBR BRH1 (BRASSINOSTEROID-RESPONSIVE RING-H2); @in binding /  -1.741
EX100783 1.870 weakly similar to ( 146)AT3G05510| Symbols: | shioolipid/glycerol acyltransferase family protegh{3:1596139-1598080 FORW
EX090309 1.869 weakly similar to ( 198)AT1G61260| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TART1G11220.1); similar to ut

L47851 1.868  weakly similar to ( 142)AT4G34200| Symbols: EDARQA9 (embryo sac development arrest 9); NAD bigdiamino acid binding /|
JCVI_18216 1.868 moderately similar to ( 233)AT2G37630| Symbols:PAAN, AS1, ATMYB91, MYB91 | ASI/ATMYB91/ATPHAN/MYB4 (ASYMI
JCVI_36942 1.868 very weakly similar to (84.0)AT5G54170| Symbo]similar to CP5 [Arabidopsis thaliana] (TAIR:AT1&620.1); similar to putative 1
JCVI_21308 1.867 moderately similar to ( 496)AT1G64760| Symbolgly¢osyl hydrolase family 17 protein | chr1:2408384059857 REVERSEweak
JCVI_16013 1.866 very weakly similar to (94.7)AT3G13480| Symbo]similar to unknown protein [Arabidopsis thaliaf@AIR:AT1G55475.1); similar
DY022790 1.866  weakly similar to ( 192)AT1G08940| Symbols: | pbieoglycerate/bisphosphoglycerate mutase familiepr chr1:2877697-287910
JCVI_33527 1.866 weakly similar to ( 140)AT2G44670| Symbols: |eszence-associated protein-related | chr2:184328832748 FORWARD no orig
JCVI_2647 1.866 moderately similar to ( 315)AT3G02230| Symbols:RGP1, ATRGP, RGP1 | RGP1 (REVERSIBLY GLYCOSYLATEDIYPEPTI -2.433
EV124681 1.865 moderately similar to ( 349)AT5G10720| Symbols:IZKAHKS | AHK5 (CYTOKININ INDEPENDENT 2) | chr5:336836-3390542  -2.123
JCVI_16498 1.864 moderately similar to ( 218)AT2G35860| SymbolsAEE | FLA16 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN16 PRECL
JCVI_36550 1.864 moderately similar to ( 347)AT5G06730| Symbolperfoxidase, putative | chr5:2080208-2081622 REVER&]erately similar to (2 -2.204
AM056911 1.863 no similarity

EX135288 1.863  very weakly similar to (89.4)AT5G06860| Symbol€IP1 | PGIP1 (POLYGALACTURONASE INHIBITING PROTEIW); protein bi
EV130246 1.863 no similarity

EX134666 1.862  weakly similar to ( 167)AT1G71400| Symbols: [edise resistance family protein / LRR family projeshr1:26913567-26916110 FC  -2.394
JCVI_39785 1.862 weakly similar to ( 129)AT5G47550] Symbols: |teyse protease inhibitor, putative / cystatin, piuea| chr5:19303822-19304190 R
JCVI_27 1.861 moderately similar to ( 370)AT3G17860| SymbolsZ3AJAI3, TIFY6B | JAI3/JAZ3/TIFY6B (JASMONATE-ZIMDOMAIN PROTEI
JCVI_28627 1.861 moderately similar to ( 208)AT1G27360| Symbolsgyamosa promoter-binding protein-like 11 (SPLkt)1:9502126-9503702 FC
JCVI_28416 1.861 moderately similar to ( 249)AT3G03160| Symbolsinjilar to unknown protein [Arabidopsis thaliaf®@AIR:AT5G17190.1); similar t
JCVI_25733 1.861 moderately similar to ( 289)AT5G20680| Symbolsinfjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G64020.1); similart  -2.882
JCVI_726 1.858 moderately similar to ( 440)AT5G06860| SymbolsiPI| PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN)protein bir
AM395963 1.857  very weakly similar to (99.4)AT3G54870] SymbolsRM2 | MRH2 (morphogenesis of root hair 2); micratighmotor | chr3:2034178
JCVI_23384 1.857 moderately similar to (407)AT2G33170| Symbolkeutine-rich repeat transmembrane protein kinasgtive | chr2:14063448-1406  -1.611
EE512835 1.855 no similarity -1.958
JCVI_31269 1.855 moderately similar to ( 253)AT3G51080| Symbolsing finger (GATA type) family protein | chr3:189819-18985648 FORWARD r  -1.884
JCVI_8519 1.854 no original description

CD827548 1.854 very weakly similar to (94.4)AT5G0@F8ymbols: DME1, DME | DME (DEMETER) | chr5:130978318092 FORWARD [13979]
EX051456 1.853 no similarity -1.895
JCVI_25700 1.851  highly similar to ( 503)AT3G47340| Symbols: DINST-ASN1, ASN1 | ASN1 (DARK INDUCIBLE 6) | chr3:178430-17452028 R
JCVI_35588 1.851 weakly similar to ( 140)AT3G49120| Symbols: ATPERX PERX34, PRXCB, ATPCB | ATPCB/ATPERX34/PERX3448G8B (PER!
JCVI_42447 1.850 moderately similar to ( 356)AT4G00500| Symbollipdse class 3 family protein / calmodulin-bindimept-shock protein-related | chr
JCVI_8314 1.849 moderately similar to ( 402)AT4G34200| Symbols:AS0 EDA9 (embryo sac development arrest 9); NARdig / amino acid bindir  -1.613
EE559065 1.848 no similarity

EX114325 1.847 weakly similar to ( 132)AT1G14010ibByls: | emp24/gp25L/p24 family protein | chr1:@882-4801787 REVERSE [21827] -2.265
JCVI_1332 1.846 moderately similar to ( 314)AT2G22170| Symbolspi¢i-associated family protein | chr2:9434090-9832 REVERSE no original de
JCVI_33298 1.845 moderately similar to ( 432)AT1G07220| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G23850.1); similar t
JCVI_8259 1.844  weakly similar to ( 194)AT2G35860| Symbols: FLAIBLA16 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 16PRECURS!
ES913294 1.844 moderately similar to ( 315)AT1G51860| Symbolkufine-rich repeat protein kinase, putative 1#8261303-19265148 REVERS  -2.290
JCVI_20639 1.840 moderately similar to ( 229)AT4G36920| SymbolsOR, FL1, AP2 | AP2 (APETALA 2); transcription factochr4:17400995-17403
JCVI_20101 1.840 weakly similar to ( 130)AT1G65960| Symbols: GADBAD2 (GLUTAMATE DECARBOXYLASE 2) | chr1:245557574860916 FC  -1.652




JCVI_33169 1.838 moderately similar to ( 485)AT3G02590| Symboldelfa 7-sterol-C5-desaturase, putative | chr3:84%50560 FORWARDmoderat  -1.432
JCVI_4772 1.838 moderately similar to ( 263)AT4G35480| Symbols:A3B | RHA3B (RING-H2 finger A3B); protein bindingzinc ion binding | chr4::
JCVI_36728 1.838 moderately similar to ( 267)AT2G40230| Symbolgasferase family protein | chr2:16810363-168 #1REVERSE no original desc  -1.816
EV011511 1.838 no similarity

EE561659 1.836 no similarity

EV168965 1.836 no similarity

JCVI_29802 1.833  highly similar to ( 603)AT4G26970| Symbols: | aitate hydratase, cytoplasmic, putative / citratérb-lyase/aconitase, putative | ch  -3.400
JCVI_19333 1.832  weakly similar to ( 162)AT4G35380| Symbols: |gina nucleotide exchange family protein | chr4:19888-16825965 FORWARD r  -2.471
CV434041 1.832  weakly similar to ( 140)AT1G72280| Symbols: AERQAERO1 (ARABIDOPSIS ENDOPLASMIC RETICULUM OXIDOREDCTIM  -1.796
JCVI_37512 1.830 moderately similar to ( 379)AT3G53620| Symbols:P¥FRA4 | ATPPA4 (ARABIDOPSIS THALIANA PYROPHOSPHORYISE 4); ir
JCVI_17933 1.827 weakly similar to ( 128)AT2G42580| Symbols: TTLBIL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE 3)protein bint
JCVI_34669 1.827 moderately similar to ( 248)AT2G04240| Symbols:RAEO | XERICO; protein binding / zinc ion bindinghr2:1461813-1462301 R
JCVI_10188 1.827 moderately similar to ( 209)AT3G07510| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G01580.1); similart  -1.552
JCVI_18443 1.826 moderately similar to ( 382)AT2G38400| Symbols: 783 AGT3 (ALANINE:GLYOXYLATE AMINOTRANSFERASE 3);alanine-gl  -2.191
JCVI_10347 1.825 moderately similar to ( 348)AT2G22900| Symbolgalpctosyl transferase GMA12/MNN10 family protpohr2:9751439-9753273 F
EV148141 1.824 no similarity

JCVI_39469 1.824 moderately similar to ( 286)AT1G80510| Symbolamjno acid transporter family protein | chr1:30292-30279461 FORWARD no  -1.914
EV072164 1.823 very weakly similar to (81.3)AT4G00440] Symbojsimilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G45900.1); similar
JCVI_21863 1.822 moderately similar to ( 377)AT1G51850| Symbolkeukine-rich repeat protein kinase, putative 1 c8256633-19260452 REVERS  -1.743
JCVI_37620 1.822 moderately similar to ( 330)AT2G40280| Symboldelydration-responsive family protein | chr2: 1688216835378 REVERSE no
EV121562 1.822  weakly similar to ( 155)AT5G15470| Symbols: GAUTIBAUT14 (Galacturonosyltransferase 14); polygalamate 4-alpha-galactu  -1.675
EX069519 1.821  weakly similar to ( 191)AT3G13480| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT1G55475.1); similar to ut
JCVI_17559 1.820 moderately similar to ( 217)AT2G46650| Symbols:#5| B5 #1 (cytochrome b5 family protein #1); hesireling / transition metal io
EE526435 1.819 moderately similar to ( 268)AT3G52890| SymbolsPKI| KIPK (KCBP-INTERACTING PROTEIN KINASE); kinasechr3:1962012
JCVI_26255 1.819 highly similar to ( 647)AT4G02330| Symbols: ATPMERB | ATPMEPCRB; pectinesterase | chr4:1032479-24284ORWARDmoc  -2.725
JCVI_377 1.818 moderately similar to ( 403)AT5G06860| SymbolsiP| PGIP1 (POLYGALACTURONASE INHIBITING PROTEIN)1protein bir
JCVI_7437 1.818 moderately similar to ( 234)AT1G48320| Symbolthidesterase family protein | chr1:17858692-17859REVERSE no original des  -2.946
EX029032 1.817  weakly similar to ( 181)AT2G37678| Symbols: PAFRY1, FHY1 | FHY1 (FAR-RED ELONGATED HYPOCOTYL 1xhr2:15808
EE533233 1.817 moderately similar to (209)AT2G43820| Symbols;, GGT74F2 | GT/UGT74F2 (UDP-GLUCOSYLTRANSFERASE 23FUDP-gh  -2.082
EV176160 1.815  weakly similar to ( 114)AT5G06860| Symbols: PG|FPIGIP1 (POLYGALACTURONASE INHIBITING PROTEIN 1);rptein binding
JCVI_30299 1.815 moderately similar to ( 280)AT1G01120| Symbols:3J KCS1 (3-KETOACYL-COA SYNTHASE 1); acyltransése | chr1:57392-
EV105785 1.814 moderately similar to ( 274)AT5G04540| Symbolgokitol or phosphatidylinositol phosphatase/ pimsic monoester hydrolase/ pr
JCVI_35041 1.814 highly similar to ( 640)AT5G25880| Symbols: ATNABWE3 | ATNADP-ME3 (NADP-MALIC ENZYME 3); malate delrogenase |
JCVI_8424 1.812 moderately similar to ( 416)AT1G08940| Symbolphgsphoglycerate/bisphosphoglycerate mutase farokein | chrl:2877697-287
JCVI_18243 1.812 moderately similar to ( 286)AT1G50420| SymbolsiSCSCL3 | SCL3 (SCARECROW-LIKE 3); transcriptitactor | chr1:1868184 -1.525
JCVI_41655 1.809 moderately similar to ( 297)AT4G35160| Symbol®-thethyltransferase family 2 protein | chr4:1673996732813 REVERSE no ¢
EE544434 1.809 weakly similar to ( 194)AT1G75030| Symbols: ATLR-8TLP-3 (Arabidopsis thaumatin-like protein $hy1:28178079-28178916 F  -2.406
JCVI_35217 1.807 moderately similar to ( 358)AT3G16220| Symbolsinjilar to RNA binding / catalytic [Arabidopsisaiiana] (TAIR:AT3G16230.1); s -2.055
JCVI_34749 1.806 moderately similar to ( 233)AT5G11890| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G17620.1); similar t
EE449986 1.806 weakly similar to ( 129)AT2G29420| Symbols: GSTAFGSTU7 | ATGSTU7 (GLUTATHIONE S-TRANSFERASE 2%)lutathione  -2.153
JCVI_41002 1.804 moderately similar to ( 446)AT3G53810| Symbolkectin protein kinase, putative | chr3:199441394/@164 REVERSE no original |
JCVI_8040 1.804 weakly similar to ( 187)AT5G66040| Symbols: STRBIR16 (SULFURTRANSFERASE PROTEIN 16) | chr5:262823-26428365
JCVI_13125 1.803 no original description -2.061
JCVI_8286 1.803 highly similar to ( 569)AT5G09870| Symbols: CESIXSESA5 (CELLULOSE SYNTHASE 5); transferase, transhg glycosyl groug
JCVI_17890 1.802 moderately similar to ( 225)AT4G27830| Symbolgly¢osyl hydrolase family 1 protein | chr4:138608[B864495 REVERSE no ori
EX042007 1.802 moderately similar to ( 291)AT1G56670] Symbol&DSL-motif lipase/hydrolase family protein | cl#1245353-21247630 FORWA
JCVI_21613 1.800 moderately similar to ( 215)AT4G26690| Symbols: N8R SHV3 | MRH5/SHV3 (morphogenesis of root hairglycerophosphodiest  -1.934
EV125354 1.800 weakly similar to ( 188)AT2G43240| Symbols: |igamto ATUTR6/UTR6 (UDP-GALACTOSE TRANSPORTER 6)ucleotide-suge
EE548031 1.800 no similarity -1.607
EX040023 1.799 no similarity

DY000659 1.799 moderately similar to ( 240)AT3G16330| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G52140.1); similar t
JCVI_37161 1.799 moderately similar to ( 410)AT1G15520| SymbolsfAR, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG REBANCE 12) -2.696
JCVI_27846 1.794  weakly similar to ( 154)AT4G27870| Symbols: girial membrane family protein | chr4:13878989-18852FORWARD no original
JCVI_21437 1.794  weakly similar to ( 124)AT1G25220| Symbols: TRR&B1 | ASB1 (ANTHRANILATE SYNTHASE BETA SUBUNIT l)anthranilat
CD837078 1.794 no similarity

EE438909 1.794 no similarity

JCVI_15879 1.793 moderately similar to ( 281)AT2G39360| Symbolprotein kinase family protein | chr2:16444670-16447 REVERSEvery weakly ¢
JCVI_13873 1.793  highly similar to ( 675)AT1G10700| Symbols: |ade-phosphate pyrophosphokinase 3 / phosphoribggybsphate synthetase 3 (Pt
JCVI_10992 1.793 no original description

JCVI_7198 1.793 moderately similar to ( 357)AT3G16940| Symbolsalinodulin-binding protein | chr3:5781965-5785%TRWARD no original desc
EV117919 1.792  moderately similar to (317)AT4G19960| Symbolpptassium ion transmembrane transporter | chr438B7-10817007 FORWARL
JCVI_34836 1.791  highly similar to ( 838)AT2G24240| Symbols: |g&gium channel tetramerisation domain-containiogepr | chr2:10317918-103192
JCVI_4168 1.789  moderately similar to ( 290)AT3G12920| Symbolprdtein binding / zinc ion binding | chr3:412218%23330 REVERSE no origina  -2.100
JCVI_41757 1.789 moderately similar to ( 291)AT1G14010| Symbolemp24/gp25L/p24 family protein | chr1:4800382-4881 REVERSE no original  -2.633
JCVI_37890 1.789 highly similar to ( 610)AT5G64640| Symbols: | peesterase family protein | chr5:25854046-2585620R WARDmoderately simile
EV021806 1.788  weakly similar to ( 147)AT2G40095| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TRAAT3G55880.2); similar to ut
JCVI_25914 1.787 no original description

EE562954 1.787 moderately similar to ( 204)AT1G15520| SymbolsRaD, ATPDR12 | ATPDR12/PDR12 (PLEIOTROPIC DRUG REBANCE 12)
JCVI_2257 1.787  moderately similar to ( 239)AT1G09310| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G56580.1); similar t
EE561336 1.786 no similarity

EV010170 1.786 no similarity

EV030996 1.786 no similarity

JCVI_39513 1.785 weakly similar to ( 114)AT5G13320| Symbols: GD®IUN3, PBS3 | PBS3 (AVRPPHB SUSCEPTIBLE 3) | chrB8205-4270899 |  -2.280
JCVI_15377 1.785 highly similar to ( 547)AT2G33070| Symbols: [gée lectin family protein | chr2:14036427-14038EVERSE no original descrip
EE443421 1.785 weakly similar to ( 190)AT1G07570| Symbols: APKEK1A | APK1A (Arabidopsis protein kinase 1A); ks®| chr1:2331366-2333
JCVI_6901 1.784 moderately similar to (419)AT2G02950| Symbols 32 PKS1 (PHYTOCHROME KINASE SUBSTRATE 1) | chi25848-856467
EV091475 1.784 moderately similar to ( 329)AT2G42580| SymbolsLBT TTL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKB); protein
EX017039 1.783  weakly similar to ( 148)AT1G80790| Symbols: | Xi¥ domain-containing protein / XS zinc finger domaontaining protein | chrl:2
EX063822 1.782 no similarity

JCVI_5865 1.782 moderately similar to ( 396)AT5G17760] Symbol&AA-type ATPase family protein | chr5:5861278-5863 REVERSE no origina  -1.887




EX036279 1.780 no similarity -1.916
JCVI_15667 1.778 moderately similar to ( 256)AT1G07050| Symbol€ONSTANS-like protein-related | chr1:2164326-218B5REVERSE no original
CX191033 1.778  very weakly similar to (98.6)AT3G13910| Symbolsimilar to unknown protein [Arabidopsis thaliatf@AIR:AT2G19460.1); similar
DN961805 1.777  very weakly similar to (85.5)AT1G08450] SymbolRT3 | CRT3 (CALRETICULIN 3); calcium ion bindinghr1:2668005-2671797 -1.634
EV218670 1.773 moderately similar to ( 282)AT5G46330| SymbolsSBL FLS2 (FLAGELLIN-SENSITIVE 2); ATP binding /hase/ protein binding
JCVI_30864 1.773  weakly similar to ( 156)AT5G55890| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT5G55880.1); contains Ini  -1.858
JCVI_3139 1.772  moderately similar to ( 320)AT4G34131| Symbols:TIGB3 | UGT73B3 (UDP-GLUCOSYL TRANSFERASE 73B3); Biylycosylt
CX190718 1.772  weakly similar to ( 132)AT1G25370| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT1G68340.1); similar to ur  -1.778
JCVI_1766 1.772  weakly similar to ( 147)AT3G23820| Symbols: GAEBAE6 (UDP-D-GLUCURONATE 4-EPIMERASE 6); catalylichr3:8603652-
JCVI_4621 1.769  weakly similar to ( 153)AT4G39260| Symbols: GR-RBRTGRP8, CCR1 | ATGRP8/GR-RBP8 (COLD, CIRCADIANMRTHM, AN  -1.444
JCVI_40346 1.768  weakly similar to ( 101)AT5G39865| Symbols: |tghedoxin family protein | chr5:15982788-159839@MERSE no original descrig
JCVI_19587 1.768 moderately similar to ( 363)AT1G66620| Symbolseyen in absentia (SINA) protein, putative | 24856469-24857707 REVERSE  -1.856
EX127400 1.767 moderately similar to ( 367)AT1G11330| SymbolS-lpcus lectin protein kinase family protein |£B8810372-3813416 FORWARD  -1.870
EV159729 1.767 moderately similar to ( 280)AT2G44210| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G55360.1); similar t
JCVI_1817 1.763 moderately similar to ( 438)AT2G06050] SymbolsR3R OPR3 (OPDA-REDUCTASE 3) | chr2:2359237-2361868 ERSE no ori
EV105581 1.763 no similarity -1.920
EV006132 1.763 no similarity -2.969
JCVI_2291 1.762  very weakly similar to (94.4)AT1G28330| Symbol1 | DRM1 (DORMANCY-ASSOCIATED PROTEIN 1) | chrB84487-993%
JCVI_18578 1.761  highly similar to (602)AT5G18470| Symbols: |auiin-like (mannose-binding) lectin family protdiohr5:6127954-6129195 FORW  -2.152
DY023750 1.760 no similarity -1.297
JCVI_41019 1.760 no original description

JCVI_21249 1.760 highly similar to ( 666)AT2G38290| Symbols: ATAMTATAMT2 (AMMONIUM TRANSPORTER 2); ammonium trangmbrane t
JCVI_2487 1.759  moderately similar to ( 262)AT4G37180| Symbolsayp family transcription factor | chr4:17504642508101 FORWARD no origini
JCVI_9196 1.756  highly similar to ( 731)AT5G26600] Symbols: |atgtic/ pyridoxal phosphate binding | chr5:9377488-8885 FORWARD no origine  -1.493
JCVI_1514 1.755 moderately similar to (479)AT2G36880| Symbols: MY MAT3 (METHIONINE ADENOSYLTRANSFERASE 3) | chrB&5486800-
JCVI_21065 1.754  highly similar to ( 521)AT1G13080| Symbols: CYPZLBCYP71B2 (CYTOCHROME P450 71B2); oxygen bindjieyr1:4459491-4
JCVI_12003 1.753  weakly similar to ( 143)AT2G01670| Symbols: ATNUDT| ATNUDT17 (Arabidopsis thaliana Nudix hydroldsemolog 17); hydrol:
JCVI_7925 1.752  weakly similar to ( 166)AT1G03170| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TRAAT4G02810.1); similar to ut
EX032983 1.751 weakly similar to ( 160)AT1G69520iByls: | methyltransferase-related | chr1:26131881133265 FORWARD [21810] -2.722
EV126123 1.751  weakly similar to ( 138)AT1G77760| Symbols: GNRIR1, NIA1 | NIA1 (NITRATE REDUCTASE 1) | chr1:292809-29244261 RI
CX272527 1.749  weakly similar to (171)AT5G19960| Symbols: | Ri&ognition motif (RRM)-containing protein | ci$344031-6746135 FORWAF  -1.627
AM387983 1.749 no similarity -1.464
CX193178 1.749 moderately similar to ( 260)AT5G22740| Symbolsi 882, ATCSLA2, ATCSLA02 | ATCSLAO02 (Cellulose syritbe-like A2); transf
EH413958 1.749  weakly similar to ( 114)AT3G21760] Symbols: | UBIBcoronosyl/lUDP-glucosyl transferase family pmotechr3:7667106-7668563
ES265763 1.748 moderately similar to ( 301)AT1G80510| Symbolamjno acid transporter family protein | chr1:30292-30279461 FORWARD [21 -2.118
JCVI_34174 1.747  weakly similar to ( 187)AT4G37730| Symbols: ATBZIPATBZIP7 (ARABIDOPSIS THALIANA BASIC LEUCINE-ZIFPER 7); DN
JCVI_8973 1.746  moderately similar to (462)AT5G44070| Symbols:ARATPCS1, PCS1, CAD1 | CAD1 (CADMIUM SENSITIVE [l$hr5:177521  -2.110
EE569212 1.744  weakly similar to ( 157)AT5G27430| Symbols: jsibpeptidase subunit family protein | chr5:96878889188 FORWARDweakly si  -1.880
EE568131 1.744 no similarity

JCVI_16546 1.742 moderately similar to ( 398)AT1G69780| Symbols:HB13 | ATHB13; DNA binding / transcription factoclrl:26262829-2626412  -2.235
ES992845 1.741 moderately similar to ( 241)AT5G66840| SymbolSAP domain-containing protein | chr5:26710148-2622 REVERSE [21427] 1
EE416328 1.740 no similarity

JCVI_2854 1.739  moderately similar to ( 201)AT4G14420| Symbolesjon inducing protein-related | chr4:8302167-38% REVERSE no original dt
JCVI_20059 1.738 highly similar to ( 537)AT4G30080| Symbols: ARHIBRF16 (AUXIN RESPONSE FACTOR 16); miRNA bindingrénscription fac  -1.146
CD826017 1.737  moderately similar to ( 239)AT2G02080| SymbolsiBD4 | ATIDD4 (ARABIDOPSIS THALIANA INDETERMINATE(ID)-DOMAI  -1.884
EE449610 1.736  weakly similar to ( 176)AT2G23380| Symbols: ICWBDG1, SET1, CLF | CLF (CURLY LEAF); transcriptioactor | chr2:9962650-8
JCVI_10491 1.736 no original description

JCVI_22897 1.735 moderately similar to ( 377)AT5G57150| Symbolbagic helix-loop-helix (bHLH) family protein | h23169587-23170519 FORW;
EV064753 1.735 moderately similar to (297)AT5G1363¢mbols: | nodulin MtN21 family protein | chr86¥208-4408958 REVERSE [21443]

JCVI_5561 1.734 moderately similar to ( 259)AT2G28400| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G60680.1); similart  -2.069
RC_AM386974 1.733 no similarity

DY021602 1.733  weakly similar to ( 134)AT3G14350| Symbols: SRISRF7 (STRUBBELIG-RECEPTOR FAMILY 7); ATP bindingfotein serine/tt
JCVI_8371 1.732  moderately similar to ( 207)AT5G03040| SymbolsD&) 1QD2 (IQ-domain 2); calmodulin binding | ch#$0378-712405 REVERSE
EE448614 1.732 weakly similar to ( 152)AT2G28080h8yls: | glycosyltransferase family protein | chi®67851-11970304 REVERSE [20172]
EV166752 1.730  weakly similar to ( 199)AT5G02320| Symbols: ATMYRS, MYB3R-5 | MYB3R-5 (myb domain protein 3R-5); BMWinding / transc  -1.008
AM056965 1.730  weakly similar to ( 109)AT4G15990| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TART4G16024.1) | chr4:9061:
JCVI_30551 1.724  weakly similar to ( 166)AT4G37180| Symbols: | nfighily transcription factor | chr4:17504642-17506 FORWARD no original de
CX280967 1.724 no similarity

JCVI_39056 1.723 moderately similar to ( 284)AT4G36010| Symbolpathogenesis-related thaumatin family proteirr4:dfy039475-17040979 REVEI
JCVI_15684 1.723 moderately similar to ( 306)AT4G34950| Symbolspdlulin family protein | chr4:16642549-16644764ARIRSE no original descripl
EX135068 1.723  moderately similar to ( 292)AT4G24340| Symbolphgsphorylase family protein | chr4:12607485-126FORWARDvery weakly
ES964329 1.722 no similarity

EV221410 1.722 no similarity

JCVI_2551 1.721 moderately similar to ( 434)AT4G32410| SymbolsS2&#, RSW1 | CESA1 (CELLULOSE SYNTHASE 1); transsgatransferring g
JCVI_26471 1.720 weakly similar to ( 133)AT1G209%9inbols: | adhesin-related | chr1:7314327-731FZ3BWARD no original description

JCVI_109 1.719  moderately similar to ( 493)AT4G31500| SymbolsRRAJRNT1, RED1, ATR4, CYP83B1 | CYP83B1 (CYTOCHROMES0 MONC  -2.171
EV183450 1.718 moderately similar to ( 246)AT4G34980| SymbolsP8L} SLP2 (subtilisin-like serine protease 2); tad# | chr4:16656934-166592z -4.696
JCVI_20187 1.717 moderately similar to ( 464)AT5G18760| Symbolging finger (C3HC4-type RING finger) family protej chr5:6258510-6260830 k -1.598
EV126740 1.717 no similarity

JCVI_14824 1.716 moderately similar to ( 395)AT3G11280| Symbolmyp family transcription factor | chr3:3533483-3899 REVERSE no original d  -2.307
DY014824 1.716  weakly similar to ( 123)AT3G61150] Symbols: HDG1DG1 (HOMEODOMAIN GLABROUS1); DNA binding / transption factor | -1.667
JCVI_9898 1.715 moderately similar to ( 279)AT1G70830| Symbols:R28 | MLP28 (MLP-LIKE PROTEIN 28) | chr1:26713866715057 REVERS|
JCVI_35822 1.715 weakly similar to (170)AT2G25180| Symbols: ARRIZRR12 (ARABIDOPSIS RESPONSE REGULATOR 12); traipseon factor/
JCVI_3764 1.715 no original description

JCVI_15353 1.714 moderately similar to ( 338)AT3G02230| Symbols:BGP1, ATRGP, RGP1 | RGP1 (REVERSIBLY GLYCOSYLATEDIPYPEPTI -2.025
JCVI_36329 1.714  weakly similar to ( 169)AT2G25930| Symbols: PYKHELF3 | ELF3 (EARLY FLOWERING 3) | chr2:11066537arD256 FORWAR
JCVI_41376 1.713 moderately similar to ( 366)AT1G07390| Symbolprotein binding | chr1:2269891-2274651 FORWARDwgakmilar to ( 109)PSKI
CD833051 1.712  weakly similar to (200)AT5G11790] Symbols: | Namily protein | chr5:3799683-3802497 FORWARDweadiilar to ( 130)SF21
JCVI_35461 1.712 moderately similar to ( 364)AT5G05870| Symbols:TI6C1 | UGT76C1 (UDP-GLUCOSYL TRANSFERASE 76C1); Rlycosylti
EV069575 1.710 no similarity -1.613




JCVI_15867 1.707  weakly similar to ( 130)AT2G38360| Symbols: |mpylated rab acceptor (PRA1) family protein | ch6016918-16077580 REVERSI
RC_ES968958 1.706 no similarity

EE556817 1.706 no similarity

JCVI_1450 1.706  highly similar to ( 770)AT3G14310| Symbols: ATPMEBTPMES3 (Arabidopsis thaliana pectin methylestera) | chr3:4772221-477
EE441797 1.704 moderately similar to (206)AT1G21740| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G77500.1); similart  -1.280
JCVI_7772 1.703  moderately similar to ( 294)AT5G64740| SymbolsS26, IXR2, E112, PRC1 | CESA6 (CELLULOSE SYNTHASE tansferase, t
JCVI_1834 1.702  very weakly similar to (98.2)AT2G46550| Symbolsimilar to unknown protein [Arabidopsis thaliatf@AIR:AT1G01240.3); similar  -1.447
ES906980 1.702 moderately similar to (481)AT1G31070| SymbolslDIP-N-acetylglucosamine pyrophosphorylase-relftéad1:11084932-1108834:
EV120117 1.702  weakly similar to ( 179)AT5G17330| Symbols: GAIHAD | GAD (Glutamate decarboxylase 1); calmodulimding | chr5:5711143-5 -1.989
EV165517 1.702 no similarity

ES968089 1.701 no similarity -1.471
JCVI_4446 1.701  very weakly similar to (96.7)AT4G36900] Symbol#ifR.10 | RAP2.10 (related to AP2 10); DNA bindirtgahscription factor | chr4.
EE567753 1.701 no similarity

EV165259 1.700 weakly similar to ( 143)AT4G36040| Symbols: | DINeat shock N-terminal domain-containing protéiij | chr4:17049711-1705(
EV185605 1.698 moderately similar to ( 270)AT5G0863¢mbols: | DDT domain-containing protein | cAr®8576-2802139 REVERSE [21488] -1.56
EV043098 1.697 no similarity -1.829
EV109814 1.696  weakly similar to ( 130)AT3G20770| Symbols: EINBIN3 (ETHYLENE-INSENSITIVE3); transcription fact¢ichr3:7260708-7262
JCVI_11224 1.696 highly similar to ( 653)AT1G74210| Symbols: |ggyophosphoryl diester phosphodiesterase famileprdchrl:27914057-2791644 -1.471
EV127372 1.695 no similarity

EX096865 1.694 weakly similar to ( 172)AT5G13460| Symbols: IQDIQD11 (IQ-domain 11); calmodulin binding | chr314326-4318250 FORWA
EV123291 1.693 moderately similar to ( 279)AT4G00440| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G45900.1); similar t
JCVI_28162 1.693 moderately similar to ( 261)AT1G53035| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G15358.1); similar t
JCVI_24157 1.692 no original description

EX023787 1.692 no similarity

JCVI_25544 1.689  highly similar to ( 574)AT4G00440| Symbols: | #anto unknown protein [Arabidopsis thaliana] (TRAT2G45900.1); similar to un
JCVI_29277 1.689 moderately similar to ( 246)AT5G58900| Symbolmyp family transcription factor | chr5:23800501823893 REVERSE no origina
EV184037 1.689 no similarity -1.959
JCVI_36721 1.687 moderately similar to ( 285)AT1G78090| SymbolsTAPB | ATTPPB (TREHALOSE-6-PHOSPHATE PHOSPHATASENH1:2937
BG544700 1.685 no similarity

EE563185 1.685 no similarity

JCVI_26632 1.685 moderately similar to ( 269)AT1G72470| SymbolsBXIO70D1 | ATEXO70D1 (exocyst subunit EXO70 famitpein D1); proteink  -1.409
JCVI_1652 1.684 no original description

ES267678 1.684 weakly similar to (121)AT3G27040| Symbols: | mepnd TRAF homology domain-containing protein AWH domain-containing p
EE545575 1.683 weakly similar to ( 123)AT5G65170| Symbols: | W@tif-containing protein | chr5:26058444-2605958RWARD [20124] 15 524
JCVI_23805 1.680 no original description

EE528866 1.679 no similarity

JCVI_24993 1.679  weakly similar to ( 154)AT3G21190| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT1G51630.1); similar to ut
JCVI_14315 1.678 moderately similar to ( 233)AT5G47920| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G13880.1); similar t
JCVI_16171 1.677 moderately similar to (408)AT4G14680| SymbolsS8H APS3 (ATP sulfurylase 2); sulfate adenylylsfarase (ATP) | chr4:841342
JCVI_25374 1.677  highly similar to ( 647)AT4G39090| Symbols: RD19RD19 | RD19 (RESPONSIVE TO DEHYDRATION 19); cysieitype peptida -1.702
JCVI_29371 1.677 very weakly similar to (97.8)AT5G15470| SymbolABT14 | GAUT14 (Galacturonosyltransferase 14); galgcturonate 4-alpha-ge  -1.649
RC_ES969151 1.676 no similarity

JCVI_28335 1.676  very weakly similar to (98.6)AT5G65660| Symboldiydroxyproline-rich glycoprotein family proteictr5:26262670-26263471 RE"
JCVI_27590 1.676  highly similar to ( 816)AT5G18500| Symbols: |t@io kinase family protein | chr5:6139265-614128RWARDmModerately similar t
JCVI_3416 1.676 moderately similar to ( 238)AT5G13880| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G47920.1); similar t
JCVI_4431 1.674 highly similar to ( 610)AT2G43020| Symbols: ATPAQATPAO2 (POLYAMINE OXIDASE 2); amine oxidase |réhl7899022-1791 -1.207
EE506233 1.674  weakly similar to ( 149)AT3G57980| Symbols: | Di¥ivding bromodomain-containing protein | chr3:271896-21480125 REVERS  -1.776
EX018778 1.673  weakly similar to ( 154)AT4G02390| Symbols: ARKPP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NADADP-ribos  -1.526
EV171717 1.673 no similarity

EV019887 1.672 moderately similar to ( 305)AT4G28890| Symbolprdtein binding / ubiquitin-protein ligase/ ziranibinding | chr4:14256443-1425  -2.165
JCVI_9231 1.672  weakly similar to ( 108)AT5G47550| Symbols: |tejise protease inhibitor, putative / cystatin, guéa| chr5:19303822-19304190 R
EG019871 1.672 weakly similar to ( 111)ATMGO00310frBpls: ORF154 | hypothetical protein | chrM:9088347 REVERSE [20440]

JCVI_14161 1.671 moderately similar to ( 308)AT4G24080| SymbolsiAl] ALL1 (ALDOLASE LIKE); carbon-carbon lyase/ edytic | chr4:12511394- -1.719
EX140431 1.671 no similarity

EH424303 1.671 moderately similar to ( 218)AT4G08500| Symbols:MHKK1, MAPKKK8, MEKK1 | MEKK1 (MYTOGEN ACTIVATED PROTEIN -2.085
RC_EE558426 1.671 no similarity -2.027
EV073144 1.670 moderately similar to ( 280)AT1G21010| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G76600.1); similar t
JCVI_11792 1.669 moderately similar to ( 261)AT5G24580| Symbolsogper-binding family protein | chr5:8410397-849QREVERSE no original de
JCVI_6790 1.669  highly similar to ( 685)AT3G59530| Symbols: |atsidine synthase family protein | chr3:22004@2006141 FORWARDweakly sil
DW999835 1.669 no similarity

JCVI_40903 1.668 weakly similar to ( 125)AT2G37678| Symbols: PAFRY1, FHY1 | FHY1 (FAR-RED ELONGATED HYPOCOTYL 1xhr2:15808
JCVI_39107 1.668 moderately similar to ( 480)AT3G03440| Symbolarnhadillo/beta-catenin repeat family protein BcBt5716-818575 FORWARD n -1.466
EE568504 1.667 no similarity

EV003770 1.667 no similarity

EV173169 1.666 moderately similar to ( 281)AT3G28740| Symbols:RBILD1 | cytochrome P450 family protein | chr3:1@X#610791789 REVERSI
JCVI_21189 1.666 very weakly similar to (82.8)AT3G02190| Symbo]J80S ribosomal protein L39 (RPL39B) | chr3:406@08349 REVERSE no origi  -2.240
ES947032 1.666 weakly similar to ( 144)AT1G21740| Symbols: |igamto unknown protein [Arabidopsis thaliana] (TRAAT1G77500.1); similar to hy  -1.520
JCVI_32209 1.666 highly similar to ( 810)AT1G19440| Symbols: |ydwng-chain fatty acid condensing enzyme, putdfticler1:6729110-6730660 FOR
JCVI_17171 1.665 no original description

CD826046 1.665 weakly similar to ( 131)AT3G06550|] Symbols: |iamto O-acetyltransferase family protein [Arabjidis thaliana] (TAIR:AT2G3441
EX096464 1.664 no similarity

JCVI_8556 1.660 weakly similar to ( 200)AT2G36400| Symbols: AtIGRFRGRF3 (GROWTH-REGULATING FACTOR 3) | chr2:15237R-1527969t
JCVI_4297 1.660 weakly similar to ( 135)AT2G21660| Symbols: GR-RBBRP7, CCR2, ATGRP7 | ATGRP7 (COLD, CIRCADIAN RHMM, AND F
ES267205 1.659 weakly similar to ( 190)AT3G04630hByls: WDL1 | WDL1 (WVD2-LIKE 1) | chr3:1259237-12658 FORWARD [21032]

JCVI_21963 1.658 highly similar to ( 585)AT3G62110] Symbols: |@igide hydrolase family 28 protein / polygalactarse (pectinase) family protein | |
EX025411 1.657  weakly similar to ( 190)AT1G59700| Symbols: ATGSIBJ ATGSTU16 (Arabidopsis thaliana Glutathiong@iferase (class tau) 1
JCVI_6494 1.657 moderately similar to ( 338)AT1G53500] Symbols:Nk&f MUM4 | MUM4 (MUCILAGE-MODIFIED 4); catalytic £hr1:19970825-1
JCVI_17728 1.656 moderately similar to ( 347)AT1G19940| Symbols:GH9B5 | ATGHIB5 (ARABIDOPSIS THALIANA GLYCOSYL HYD®LASE
EV060903 1.656 no similarity

AM394399 1.653 no similarity -1.566




ES950693 1.652 no similarity

JCVI_21496 1.651 highly similar to ( 862)AT4G34200| Symbols: EDABIDA9 (embryo sac development arrest 9); NAD bigdiamino acid binding / b
JCVI_818 1.651 moderately similar to ( 211)AT2G01570| Symbols:RBGA1 | RGA1 (REPRESSOR OF GA1-3 1); transcripfiactor | chr2:2555¢
EV072499 1.650 moderately similar to ( 399)AT1G19940| Symbols:G¥T9B5 | ATGHIB5 (ARABIDOPSIS THALIANA GLYCOSYL HYD®LASE
JCVI_27052 1.650 moderately similar to ( 495)AT2G26980| SymbolsR&B.17, CIPK3 | CIPK3 (CBL-INTERACTING PROTEIN KINBE 3); kinase |
JCVI_41510 1.650 moderately similar to ( 270)AT5G19980| Symbolstdgral membrane family protein | chr5:6749908@34 REVERSE no origina  -1.903
JCVI_22986 1.649 moderately similar to ( 339)AT3G02740| Symbolasgartyl protease family protein | chr3:590568@8BFORWARD no original de
JCVI_20813 1.649 moderately similar to ( 436)AT1G56130| Symbolkugine-rich repeat family protein / protein kiadamily protein | chr1:20998596-
JCVI_14667 1.649 moderately similar to ( 236)AT2G46370| SymbolsR)A&IN219, JAR1 | JAR1 (JASMONATE RESISTANT 1) [2119041652-1904
JCVI_39527 1.648 moderately similar to ( 222)AT1G13880| Symbol&LM2 domain-containing protein | chr1:4749600-4969 FORWARD no origine
EV178458 1.647  weakly similar to ( 159)AT4G36250| Symbols: ALDHBFALDH3F1 (ALDEHYDE DEHYDROGENASE 3F1); 3-chlorihd aldehydt
JCVI_31062 1.646 moderately similar to ( 461)AT3G58620| Symbolsi#T TTL4 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE); binding
JCVI_22962 1.644 no original description -2.431
EV092801 1.643 weakly similar to ( 108)AT1G66620| Symbols: |ein absentia (SINA) protein, putative | chr1:284889-24857707 REVERSE [21 -1.497
EV048763 1.640 moderately similar to ( 249)AT5G5819¢mbols: ECT10 | ECT10 | chr5:23563660-23566588R\WARD [21442] -1.517
EV147055 1.639 no similarity

JCVI_41433 1.639 moderately similar to (419)AT4G25110| Symbols:MJ2 | ATMC2 (METACASPASE 2); caspase | chr4:1288812889963 REVI -2.105
JCVI_40291 1.638 moderately similar to ( 252)AT5G11850| Symbolprajtein kinase family protein | chr5:3816633-3823 REVERSE no original des
EV133325 1.637 no similarity

JCVI_1922 1.636 moderately similar to ( 496)AT1G20270| Symbolsxifioreductase, 20G-Fe(ll) oxygenase family projeinrl:7021373-7022913 F  -1.475
JCVI_37852 1.636 no original description

ES992152 1.635 no similarity

JCVI_16239 1.635 no original description -2.351
JCVI_10883 1.634 moderately similar to ( 246)AT1G08510| SymbolsTBA FATB (FATTY ACYL-ACP THIOESTERASES B); acyl cder/ acyl-ACP !
EX130367 1.634 no similarity

JCVI_39148 1.633 moderately similar to ( 280)AT5G57070| Symbolbydroxyproline-rich glycoprotein family proteictr5:23113447-23115174 FOR
JCVI_15992 1.632 moderately similar to ( 370)AT1G08650| SymbolsCRR | PPCK1 (PHOSPHOENOLPYRUVATE CARBOXYLASE KINA$fkina:  -2.010
JCVI_11386 1.632 no original description

JCVI_5867 1.632 moderately similar to (487)AT1G04430| Symbolgehydration-responsive protein-related | chrl: 85981201300 FORWARD no ¢
JCVI_29957 1.630 highly similar to ( 777)AT1G66880| Symbols: |isefthreonine protein kinase family protein | cBA950591-24959101 FORWARD  -2.373
ES969277 1.628 no similarity -2.159
JCVI_21143 1.627 moderately similar to ( 385)AT2G45590| Symbolprajtein kinase family protein | chr2:18793799-18380 FORWARDweakly simil.
JCVI_22475 1.626 moderately similar to ( 203)AT5G59960| Symbolsinjilar to unnamed protein product [Vitis vinifg(&B:CA021698.1) | chr5:241¢ -1.613
JCVI_25357 1.624  very weakly similar to (97.8)AT4G27657| Symbo]similar to unknown protein [Arabidopsis thaliaf@AIR:AT4G27652.1) | chr4:1
JCVI_12810 1.624 moderately similar to ( 454)AT5G11960| Symbolsinjilar to hypothetical protein [Vitis viniferals3B:CAN81798.1); contains InterF  -1.099
JCVI_11133 1.624 moderately similar to ( 259)AT1G76980| Symbolsinjilar to EMB2170 (EMBRYO DEFECTIVE 2170) [Aralugsis thaliana] (TAIF  -2.094
JCVI_38316 1.623 very weakly similar to (93.2)AT1G12110| Symbol$ilc1-1, NRT1, B-1, ATNRT1, CHL1, NRT1.1 | NRT1.1 (RRATE TRANSPOF
JCVI_21679 1.621 very weakly similar to (92.8)AT2G30870| SymbolREL3, ATGSTF4, ATGSTF10 | ATGSTF10 (EARLY DEHYDRAODN-INDUCE  -1.914
JCVI_1447 1.620  highly similar to ( 533)AT3G08030| Symbols: | samto unknown protein [Arabidopsis thaliana] (TR{AT2G41800.1); similar to un
JCVI_28413 1.619 weakly similar to ( 115)AT3G24255| Symbols: |i@mto unknown protein [Arabidopsis thaliana] (TRRAT3G23910.1); similar to ur  -1.846
CD821313 1.616 weakly similar to ( 103)AT1G11270iByls: | F-box family protein | chr1:3785833-37BB®REVERSE [13979]

EV216595 1.616 moderately similar to ( 322)AT3G56060] Symbolgiupose-methanol-choline (GMC) oxidoreductase lapriotein | chr3:20814307-
EE519322 1.616 no similarity -1.933
EE489734 1.615 weakly similar to ( 172)AT5G55400h8yls: | fimbrin-like protein, putative | chr5:2Z2761-22476176 REVERSE [15724]

JCVI_40283 1.614 moderately similar to ( 424)AT1G14670| Symbolendomembrane protein 70, putative | chr1:503768¥0594 FORWARD no origi  -1.418
JCVI_5101 1.612  weakly similar to ( 116)AT1G17340| Symbols: | phiooinositide phosphatase family protein | chr14822-5938384 FORWARD nc  -1.874
EV087433 1.612 no similarity

JCVI_13481 1.612 moderately similar to ( 296)AT5G66280| Symbols: BM GMD1 (GDP-D-MANNOSE 4,6-DEHYDRATASE 1); GDP-mzose 4,6- -1.820
JCVI_35447 1.610 moderately similar to ( 364)AT5G25070| Symbolsinjilar to unnamed protein product [Vitis vinifg&B:CA066326.1) | chr5:864. -1.551
JCVI_32561 1.610 highly similar to ( 571)AT3G50340| Symbols: | 8&mto unknown protein [Arabidopsis thaliana] (TRRAT5G67020.1); similar to un
JCVI_19791 1.610 moderately similar to ( 484)AT1G29750| Symbols:/RH RKF1 (RECEPTOR-LIKE KINASE IN FLOWERS 1); ATinding / protei
DY024116 1.610  weakly similar to ( 102)AT4G37740| Symbols: AAGRFRGRF2 (GROWTHREGULATING FACTOR 2) | chr4:17725517727603
JCVI_2631 1.609  moderately similar to ( 202)AT5G54530| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G61667.1); similar t
JCVI_31887 1.608 moderately similar to ( 215)AT5G59220| Symbolpratein phosphatase 2C, putative / PP2C, puthtikie5:23911898-23913723 RE
JCVI_5433 1.608 moderately similar to ( 244)AT1G01140| SymbolsSBKSnRK3.12, CIPK9 | CIPK9 (CBL-INTERACTING PROTEKINASE 9); ki
EE555870 1.608 very weakly similar to (94.7)AT5G61190] Symbojzinc finger protein-related | chr5:24632706-24687 FORWARD [20184] 1 41.
DY006582 1.608  weakly similar to ( 123)AT2G34925| Symbols: CLH42LE42 (CLAVATA3/ESR-RELATED 42) | chr2:14741349141615 FORW. -2.670
EV086876 1.607 no similarity -1.627
JCVI_18366 1.607 moderately similar to ( 482)AT1G67850| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G13000.2); similart  -2.093
JCVI_4938 1.605 highly similar to ( 703)AT3G52850| Symbols: VSRE-80, ATELP, VSR-1, BP80, BP80B, ATELP1 | ATELP/BIOP1/BP-80/BP8C
JCVI_22121 1.605 weakly similar to ( 137)AT2G36880| Symbols: MATBIAT3 (METHIONINE ADENOSYLTRANSFERASE 3) | chr2:186800-154
JCVI_13436 1.604  weakly similar to ( 168)AT1G27360| Symbols: |amqosa promoter-binding protein-like 11 (SPL11)r[Lc#502126-9503702 FORW
JCVI_488 1.603 moderately similar to (426)AT3G17390| SymbolsM&Z8, MAT4, MTO3 | MTO3 (S-adenosylmethionine syrsad); methionine ac
ES903284 1.602 weakly similar to ( 114)AT3G57230| Symbols: AGLIAGL16 (AGAMOUS-LIKE 16) | chr3:21188689-21191660RWARDweakly  -1.456
JCVI_998 1.602 no original description

JCVI_19846 1.600 moderately similar to ( 395)AT3G01400| Symbolarnhadillo/beta-catenin repeat family protein Bch$1927-152994 FORWARDw
JCVI_16672 1.600 moderately similar to ( 441)AT5G10830| Symbolsmpryo-abundant protein-related | chr5:34237324882 FORWARD no origina
EE523769 1.599 moderately similar to ( 265)AT5G61780] Symbolgudior domain-containing protein / nuclease famiigtein | chr5:24839238-2484: -1.693
EE420526 1.597 moderately similar to ( 328)AT5G13750| SymbolsIZ1 | ZIFL1 (ZINC INDUCED FACILITATOR-LIKE 1); tetacycline:hydrogen ¢
JCVI_29163 1.595 moderately similar to ( 289)AT5G46760| Symbolbagic helix-loop-helix (bHLH) family protein | ghi8991458-18993236 FORW;
JCVI_12401 1.595 moderately similar to ( 372)AT2G01570| Symbols:REBGA1 | RGA1 (REPRESSOR OF GA1-3 1); transcripfiactor | chr2:2555¢
ES965817 1.593 very weakly similar to (84.0)AT3G06500| Symbojdeta-fructofuranosidase, putative / invertasegtiue / saccharase, putative / be
ES961043 1.589 weakly similar to ( 140)AT1G19440| Symbols: |y#mg-chain fatty acid condensing enzyme, putaitler1:6729110-6730660 FOF
EX110103 1.589  weakly similar to ( 198)AT5G22570| Symbols: ATWREBE, WRKY38 | WRKY38 (WRKY DNA-binding protein 38)anscription fac  -2.150
JCVI_28091 1.588 moderately similar to ( 275)AT3G15970| Symbol&ah-binding protein 1 domain-containing proteiRehBP1 domain-containing pr
AM386090 1.588 no similarity -1.512
JCVI_36726 1.587 moderately similar to ( 254)AT1G73740| Symbolgly¢osyl transferase family 28 protein | chr1:28782-27739669 FORWARD nc  -1.731
JCVI_28409 1.587 moderately similar to ( 218)AT1G01260| Symbolbagic helix-loop-helix (bHLH) family protein | chl09595-111367 FORWARD
DY027627 1.586 no similarity

JCVI_2809 1.586 moderately similar to ( 456)AT4G22530] Symbolsempryo-abundant protein-related | chr4:118592580140 REVERSE no origir




AM390427 1.586  moderately similar to ( 283)AT2G17120| SymbolsM¥ | LYM2 (LYSM DOMAIN GPI-ANCHORED PROTEIN 2 PRECRSOR) |  -1.721
JCVI_37967 1.584 no original description

EX057876 1.583 weakly similar to ( 124)AT1G29470iByls: | dehydration-responsive protein-relaiet]:10310410-10313355 REVERSE [21813]
JCVI_3901 1.582  highly similar to ( 650)AT4G32410| Symbols: CESRISW1 | CESAL (CELLULOSE SYNTHASE 1); transferasansferring glycos
EV111184 1.582 no similarity

JCVI_31441 1.580 moderately similar to ( 322)AT5G05090| Symbolmyp family transcription factor | chr5:1503394-2994 FORWARD no original ¢ -1.325
EG021105 1.580 no similarity

JCVI_10940 1.578 moderately similar to ( 354)AT5G26BSymbols: | binding | chr5:9445953-9450587 FQMRI no original description -1.591
EV124029 1.578 moderately similar to ( 369)AT4G21390| Symbols2B] B120; protein kinase/ sugar binding | chr424u%9-11397485 REVERSE
JCVI_39639 1.578 moderately similar to ( 408)AT5G04885| Symbolgly¢osyl hydrolase family 3 protein | chr5:14233426629 FORWARD no origi
JCVI_37777 1.577 moderately similar to ( 347)AT1G64200| Symbols:A/B3 | VHA-E3 (VACUOLAR H+-ATPASE SUBUNIT E ISOFORNM3); hydro¢
JCVI_17761 1.576 moderately similar to ( 273)AT2G46250| Symbolmypsin heavy chain-related | chr2:18998459-190802JRWARD no original de  -1.711
JCVI_29646 1.576  highly similar to ( 544)AT1G14040| Symbols: | ABRding / ATPase, coupled to transmembrane movenfeubstances | chr1:481
JCVI_10069 1.575 moderately similar to ( 315)AT5G19980| Symbolstdgral membrane family protein | chr5:6749908@34 REVERSE no origina  -1.797
EE448341 1.575 no similarity -1.355
JCVI_16812 1.574  very weakly similar to (85.1)AT1G51355| Symbojsimilar to hypothetical protein [Vitis viniferésB:CAN73276.1); similar to unnz
ES969151 1.574 no similarity

JCVI_28212 1.574  weakly similar to ( 140)AT2G37630| Symbols: ATPHANS1, ATMYB91, MYB91 | AS1/ATMYB91/ATPHAN/MYB91 (AYMME1
JCVI_9503 1.573  weakly similar to ( 105)AT1G74840| Symbols: | nfghnily transcription factor | chr1:28119862-281289REVERSE no original de:
JCVI_13386 1.572 moderately similar to ( 233)AT5G62360| Symbolsvgrtase/pectin methylesterase inhibitor famiigtpin | chr5:25057925-250585!
AM386107 1.572  moderately similar to ( 201)AT4G13420| Symbols:KE HAK5 (High affinity K+ transporter 5); potassn ion transmembrane tran
JCVI_4650 1.572 moderately similar to ( 459)AT4G31500| SymbolsRR2JRNT1, RED1, ATR4, CYP83B1 | CYP83B1 (CYTOCHROMES0 MONC -1.980
JCVI_5508 1.571 moderately similar to (411)AT4G18800| Symbolsh®GBP, AtRab11B, AtRABALd | AtRABA1d/AtRab11B/Ath8B (Arabidopsis  -1.438
JCVI_12677 1.571 moderately similar to ( 365)AT5G64700| Symbolapdlulin MtN21 family protein | chr5:25882416-25884 REVERSE no original
JCVI_18252 1.570 moderately similar to ( 260)AT5G07580| Symbol&NA binding / transcription factor | chr5:239952600350 FORWARDweakly s
AM231597 1.566  weakly similar to ( 185)AT1G73880| Symbols: | UBBcoronosyl/lUDP-glucosyl transferase family pnotechrl:27788804-277902
EV036657 1.566  weakly similar to ( 189)AT5G45750| Symbols: AtRAB&| AtRABA1c (Arabidopsis Rab GTPase homolog AGJP binding | chr5:
JCVI_28117 1.565 moderately similar to ( 258)AT1G60960| SymbolsT8R IRT3 (Iron regulated transporter 3); catiaansmembrane transporter/ met  -1.391
EX133984 1.565  very weakly similar to (89.0)AT2G21620| SymbolR| RD2 (RESPONSIVE TO DESSICATION 2) | chr2:928889257066 FOR' -1.626
EE444995 1.565 weakly similar to ( 104)AT4G35120| Symbols: |dketepeat-containing F-box family protein | chr416811-16718022 FORWARD  -1.461
JCVI_22346 1.564 moderately similar to ( 461)AT5G18520| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G09570.1); similart  -1.404
JCVI_798 1.564 moderately similar to ( 297)AT3G44840| SymbolS-gdenosyl-L-methionine:carboxyl methyltransferfaseily protein | chr3:163834
JCVI_8838 1.563 moderately similar to ( 448)AT5G24530| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family protehr5:8378967-8383157 F  -1.788
JCVI_23946 1.563  weakly similar to ( 105)AT3G05270] Symbols: |imto myosin heavy chain-related [Arabidopsiditrea] (TAIR:AT1G77580.2); si
JCVI_14322 1.563 moderately similar to ( 439)AT3G03990| Symbolsstkrase/lipase/thioesterase family protein |:£BB8795-1034598 FORWARD r
JCVI_37934 1.562 highly similar to ( 641)AT5G25100| Symbols: | entembrane protein 70, putative | chr5:8648377-868 REVERSE no original de
EE450290 1.561 weakly similar to ( 196)AT3G02340| Symbols: |czfiimger (C3HC4-type RING finger) family proteiohr3:477039-478268 FORWA
JCVI_22729 1.560 weakly similar to ( 139)AT3G03440| Symbols: | adiflo/beta-catenin repeat family protein | chr&816-818575 FORWARD no or
JCVI_7805 1.559 moderately similar to ( 331)AT5G53160| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G01360.1); similar t
AM386396 1.559 moderately similar to ( 350)AT5G16230| Symbolacyl-(acyl-carrier-protein) desaturase, putatisgeroyl-ACP desaturase, putativ  -1.643
JCVI_9082 1.559 moderately similar to ( 325)AT3G03870| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G18130.2) | chr3:9¢
AM395628 1.559 moderately similar to ( 242)AT1G66620| Symbolseyen in absentia (SINA) protein, putative | 24856469-24857707 REVERSE  -1.636
ES907461 1.559 moderately similar to ( 210)AT1G14710| Symbollydroxyproline-rich glycoprotein family proteichrl:5062163-5064692 REVEF
EX044124 1.559 moderately similar to ( 286)AT3G11040| Symbolgly¢osyl hydrolase family 85 protein | chr3:346043463318 FORWARD [2181. -2.199
JCVI_24035 1.558 moderately similar to ( 263)AT4G26690| Symbols: N8R SHV3 | MRH5/SHV3 (morphogenesis of root hairglycerophosphodiest -1.678
JCVI_18818 1.558 moderately similar to ( 330)AT4G37180| Symbolsmyp family transcription factor | chr4:17504642508101 FORWARD no origini
JCVI_35374 1.558 moderately similar to (477)AT2G31970| Symbols:RAD50, RAD50 | RAD50; ATP binding / nuclease/ zian binding | chr2:1360 -1.901
JCVI_6436 1.557 nearly identical (1053)AT1G77140| Symbols: ATVPSY¥BS45 | VPS45 (VACUOLAR PROTEIN SORTING 45); miottransporter  -1.179
JCVI_3250 1.557  highly similar to ( 682)AT2G16230| Symbols: |gigyl hydrolase family 17 protein | chr2:70431035408 REVERSEmoderately ¢  -1.388
JCVI_20281 1.556 moderately similar to ( 223)AT1G13880| Symbol&LM2 domain-containing protein | chr1:4749600-4969 FORWARD no origine
AM385662 1.556 no similarity

JCVI_24691 1.554 no original description

JCVI_4959 1.554  weakly similar to ( 123)AT4G33355| Symbols: [dipinding | chr4:16067101-16067454 FORWARDvery kigaimilar to (81.3)NLT
RC_EE550738 1.553 no similarity -1.542
JCVI_31730 1.553 moderately similar to ( 285)AT3G23670| SymbolsKRP1L, KINESIN-12B | KINESIN-12B/PAKRP1L; microtuleimotor | chr3:8&
JCVI_3230 1.552  weakly similar to ( 124)AT5G45500| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TAAT5G45520.1); similar to ur  -1.758
EE555957 1.551 no similarity -1.334
JCVI_39734 1.551 moderately similar to ( 282)AT1G22410| Symbol&:-dehydro-3-deoxyphosphoheptonate aldolase, pata8-deoxy-D-arabino-hept  -2.309
JCVI_7077 1.551 highly similar to ( 586)AT3G02570| Symbols: MEERWEE31 (maternal effect embryo arrest 31); mantophosphate isomerase |
JCVI_34862 1.551 very weakly similar to (90.5)AT3G19680| Symbojsimilar to unknown protein [Arabidopsis thalia@AIR:AT1G50040.1); similar
JCVI_41982 1.550 weakly similar to ( 139)AT1G75540| Symbols: STHRZIH2 (SALT TOLERANCE HOMOLOG?2); transcription fact zinc ion bindin
AM061937 1.550 no similarity -1.683
JCVI_2802 1.549 moderately similar to (469)AT3G15450| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G27450.1); similar t
JCVI_38803 1.548 moderately similar to ( 265)AT3G58620| Symbolsi#FT TTL4 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKE); binding
JCVI_5585 1.548 moderately similar to (423)AT2G40280| Symboldelydration-responsive family protein | chr2:16B82-16835378 REVERSE no
RC_H74760 1.546 no similarity

JCVI_33936 1.546  highly similar to ( 511)AT2G28890| Symbols: PLLRI|L4 (POLTERGEIST LIKE 4); protein serine/threomiphosphatase | chr2:12.  -1.890
EE412700 1.545 weakly similar to ( 165)AT1G04350| Symbols: |@glutarate-dependent dioxygenase, putative | th65295-1166537 FORWARL
JCVI_29816 1.545 moderately similar to (470)AT5G10610| Symbols:RBIK1 | CYP81K1 (cytochrome P450, family 81, subifiai, polypeptide 1); o:
JCVI_12890 1.544 no original description

JCVI_14458 1.544 moderately similar to (477)AT1G71880| Symbols:SAIC1, SUCL1 | SUC1 (SUCROSE-PROTON SYMPORTER 1patadrate tra  -2.422
JCVI_21140 1.543 moderately similar to ( 207)AT5G18310| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G48500.1); similar t
EE560243 1.543 no similarity

JCVI_35358 1.542 no original description

JCVI_25339 1.542 moderately similar to ( 266)AT3G52890| SymbolsPKI| KIPK (KCBP-INTERACTING PROTEIN KINASE); kinasechr3:1962012
JCVI_13273 1.540 moderately similar to ( 218)AT2G02860| Symbols:SAIT3, SUC3, SUT2 | SUT2 (sucrose transporter 3poteydrate transmembra  -1.582
EV085687 1.538 no similarity -1.422
JCVI_3471 1.538 moderately similar to ( 417)AT2G47140] Symbolshgrt-chain dehydrogenase/reductase (SDR) famokeim | chr2:19358040-193¢
JCVI_18389 1.537  weakly similar to ( 124)AT3G29785| Symbols: |iamto hypothetical protein [Vitis vinifera] (GBAN67882.1) | chr3:11614836-11
EE564149 1.537 no similarity




EE554421 1.535 no similarity

JCVI_4880 1.533 moderately similar to ( 320)AT4G40060| SymbolsH816, ATHB-16 | ATHB-16/ATHB16 (ARABIDOPSIS THALIAM HOMEOB
EE563660 1.532 no similarity -1.586
EX036771 1.532 moderately similar to ( 425)AT1G56130|] Symbolkutine-rich repeat family protein / protein kiedamily protein | chr1:20998596-
JCVI_4963 1.531 moderately similar to ( 347)AT2G27920| SymbolsPE61 | SCPL51; serine carboxypeptidase | chr2:188821895809 REVERSE
JCVI_14530 1.531 weakly similar to ( 193)AT5G45500] Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT5G45520.1); similar to ur  -1.642
JCVI_5626 1.530 highly similar to ( 668)AT4G36920| Symbols: FLG2,1, AP2 | AP2 (APETALA 2); transcription factochr4:17400995-17403137 |
CD813940 1.529 moderately similar to ( 216)AT5G11250| Symboldisgase resistance protein (TIR-NBS-LRR classptme | chr5:3587979-35919¢
EX130657 1.529 moderately similar to ( 300)AT4G37730| Symbols:BXTP7 | ATBZIP7 (ARABIDOPSIS THALIANA BASIC LEUCINEZIPPER 7);
EV008883 1.528 very weakly similar to (86.3)AT3G07810] Symbojdieterogeneous nuclear ribonucleoprotein, putativeRNP, putative | chr3:2492
JCVI_31035 1.527 weakly similar to ( 101)AT1G10950| Symbols: | emdmbrane protein 70, putative | chr1:3659322-388380RWARD no original ¢
JCVI_33685 1.526 moderately similar to ( 372)AT5G62680| Symbolproton-dependent oligopeptide transport (POT) ligprotein | chr5:25182656-2!
EV155694 1.524 moderately similar to (461)AT5G05170| SymbolsS28, IXR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULOSEYNTHASE 3);
EV176066 1.523  very weakly similar to (99.4)AT1G02500] SymbolgiNe-1, MAT1, SAM1 | SAM1 (S-adenosylmethionine syethse 1); methionine  -2.142
JCVI_7698 1.521 moderately similar to ( 208)AT4G31170| Symbolprdtein kinase family protein | chr4:15153505-143%2 REVERSE no original d
JCVI_36594 1.519 moderately similar to ( 496)AT1G48280| Symbolbydroxyproline-rich glycoprotein family proteictrl:17838864-17841221 FOR  -1.487
JCVI_18354 1.519 moderately similar to ( 254)AT2G38940| SymbolsTRHl, ATPT2 | ATPT2 (PHOSPHATE TRANSPORTER 2); adnjdrate transr  -2.399
JCVI_27112 1.519 weakly similar to ( 112)AT1G21740] Symbols: |imto unknown protein [Arabidopsis thaliana] (TRSAT1G77500.1); similar to hy  -1.507
JCVI_12983 1.518 weakly similar to ( 107)AT1G45145| Symbols: ATHSY1, ATTRX5 | ATTRXS5 (thioredoxin H-type 5); thieflisulfide exchange inte  -1.778
CX194992 1.518 moderately similar to ( 254)AT3G50340| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G67020.1); similar t
JCVI_31019 1.518 moderately similar to ( 261)AT5G25610| Symbols: R0 RD22 (RESPONSIVE TO DESSICATION 22) | chr5:8501-8916687 Rl
JCVI_13219 1.517 moderately similar to ( 334)AT4G35830| Symbolacgnitate hydratase, cytoplasmic / citrate hygtesé / aconitase (ACO) | chr4:1€  -3.024
JCVI_38713 1.515 highly similar to ( 504)AT3G62590| Symbols: Hge class 3 family protein | chr3:23158949-2316 IREYERSE no original descrip
JCVI_6454 1.515 very weakly similar to (85.5)AT5G83BSymbols: | unknown protein | chr5:126736607684.8 REVERSE no original description
EX019210 1.515 weakly similar to ( 184)AT2G44420| Symbols: |tein N-terminal asparagine amidohydrolase famiyt@in | chr2:18337644-18339  -1.374
DW999055 1.514 weakly similar to ( 182)AT1G11260| Symbols: STEIP1 (SUGAR TRANSPORTER 1); carbohydrate transmanbtransporter/
JCVI_25550 1.514 moderately similar to ( 427)AT4G28150| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G03420.1); similart  -2.084
JCVI_32904 1.513 no original description -1.896
JCVI_16363 1.513 moderately similar to ( 236)AT1G12200| Symbolfavin-containing monooxygenase family proteifM® family protein | chr1:4137 -2.516
JCVI_3151 1.512 moderately similar to ( 402)AT3G08030| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G41800.1); similar t
JCVI_700 1.510 moderately similar to ( 222)AT3G16420| SymbolsPRB PBP1 (PYK10-BINDING PROTEIN 1) | chr3:55795880680 FORWAR
ES966125 1.509 no similarity

JCVI_5747 1.509  weakly similar to ( 110)AT4G35500| Symbols: |teip kinase family protein | chr4:16857480-16859#0RWARD no original desc
JCVI_27137 1.508 moderately similar to ( 330)AT5G18520| Symbolsinfjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G09570.1); similart  -1.302
JCVI_17810 1.507 moderately similar to ( 216)AT2G35290| Symbolsinjilar to unnamed protein product [Vitis vinifg&B:CA063442.1) | chr2:148¢
JCVI_26344 1.506 moderately similar to ( 341)AT2G28470| Symbols:AG | BGAL8 (BETA-GALACTOSIDASE 8); beta-galactoside | chr2:121761
JCVI_41853 1.505 no original description

EE544205 1.505 weakly similar to ( 142)AT5G65810| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TRART3G49720.1); similar to ut
JCVI_37263 1.504 highly similar to ( 675)AT5G57580| Symbols: |maHulin-binding protein | chr5:23332220-2333490ERSE no original descript
JCVI_31800 1.503 weakly similar to ( 127)AT1G73250| Symbols: ATRXER1 | ATFX/GER1 (GDP-4-KETO-6-DEOXYMANNOSE-3,5-BRERASE-«  -1.938
ES903000 1.502 moderately similar to ( 471)AT4G30080| Symbols:FAR | ARF16 (AUXIN RESPONSE FACTOR 16); miRNA bindi/ transcriptio
JCVI_13260 1.501 moderately similar to (459)AT2G45790| Symbols:PMM | ATPMM; phosphomannomutase | chr2:1886295064827 FORWARLC  -1.579
JCVI_30075 1.498 very weakly similar to (92.4)AT1G01260| Symbo]dasic helix-loop-helix (bHLH) family protein | h109595-111367 FORWARD
JCVI_1768 1.498 moderately similar to ( 280)AT3G17390| SymbolsM#8, MAT4, MTO3 | MTO3 (S-adenosylmethionine symst8); methionine ac
JCVI_23881 1.498 highly similar to ( 504)AT5G39380| Symbols: |maHulin-binding protein-related | chr5:15776391-18914 REVERSE no original
RC_ES899586 1.498 no similarity

JCVI_3321 1.498 moderately similar to ( 234)AT3G04670| Symbols\MRKY39, WRKY39 | WRKY39 (WRKY DNA-binding protein®); transcriptio  -1.474
JCVI_3199 1.496 highly similar to ( 557)AT5G25980| Symbols: TGGR3G2 (GLUCOSIDE GLUCOHYDROLASE 2); hydrolase, hgtyzing O-glyco
JCVI_19205 1.496 weakly similar to ( 164)AT1G49710| Symbols: ATFRTFUCTB, FUCT2, FUT12 | FUT12 (fucosyltransferagg; fucosyltransferas  -2.390
JCVI_16410 1.494 moderately similar to ( 256)AT3G06590| Symbolsinfilar to transcription factor [Arabidopsis traia] (TAIR:AT3G17100.2); simile
JCVI_40372 1.494 moderately similar to ( 214)AT3G54750| Symbolsinjilar to unnamed protein product [Vitis vinifg&B:CA048944.1); contains ¢ -1.519
JCVI_22188 1.493  very weakly similar to (82.8)AT3G17820| SymbolT:@SKB6 | ATGSKB6 (Arabidopsis thaliana glutaminathase clone KB6); glut  -1.619
JCVI_16310 1.492 no original description

EX097213 1.491 moderately similar to ( 305)AT4G23470| Symbolbydroxyproline-rich glycoprotein family proteichr4:12249299-12251089 FOR  -2.154
EE557837 1.491 no similarity

JCVI_11618 1.491 highly similar to ( 591)AT1G60890| Symbols: | phbatidylinositol-4-phosphate 5-kinase family pio{echrl:22416117-22420003 | -1.399
EE559078 1.491 no similarity -1.503
Al352900 1.491  weakly similar to ( 193)AT4G27870| Symbols: gmtal membrane family protein | chr4:13878989-18852FORWARD [1285] 18 i
EX040816 1.490 very weakly similar to (85.1)AT5G2858ymbols: | copper-binding family protein | cBBL0397-8412090 REVERSE [21811]

JCVI_257 1.490 moderately similar to ( 341)AT4G01026| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G01360.1); similar t
CX272464 1.489  very weakly similar to (95.1)AT4G27500| Symbol®IP | PPI1 (PROTON PUMP INTERACTOR 1) | chr4:137236.3745906 FOR
JCVI_10746 1.489 weakly similar to ( 126)AT4G16500] Symbols: |teyse protease inhibitor family protein / cyste@amily protein | chr4:9301553-930
JCVI_23915 1.488 weakly similar to ( 176)AT2G37630| Symbols: ATPHAAS1, ATMYB91, MYB91 | AS1/ATMYB91/ATPHAN/MYB91 (AYMME1
ES931524 1.488 no similarity

JCVI_3084 1.487 moderately similar to ( 352)AT5G11670| SymbolsN¥DP-ME2 | ATNADP-ME2 (NADP-MALIC ENZYME 2); malatelehydroger
EE567964 1.487 no similarity

JCVI_5796 1.485 moderately similar to ( 362)AT2G28830| Symbolarnhadillo/beta-catenin repeat family protein / dklslomain-containing protein | ¢ -1.469
EH428695 1.482 moderately similar to ( 278)AT1G56130| Symbolkugine-rich repeat family protein / protein kiadamily protein | chr1:20998596-
JCVI_33355 1.482 moderately similar to ( 397)AT1G22410| Symbol&:dehydro-3-deoxyphosphoheptonate aldolase, peta8-deoxy-D-arabino-hept
JCVI_18718 1.481 moderately similar to (416)AT2G43080| Symbols-RFH-1 | AT-P4H-1 (A. THALIANA P4H ISOFORM 1); oxateductase, actinc  -1.346
JCVI_20898 1.481 very weakly similar to (95.5)AT3G53800| Symbo]sarmadillo/beta-catenin repeat family proteinrBch9941920-19943697 FORW/
EE436640 1.481 no similarity

JCVI_21131 1.480 highly similar to ( 593)AT3G55640| Symbols: |eghondrial substrate carrier family protein | cBE851027-20653390 FORWARD  -1.236
EV160117 1.479 moderately similar to ( 218)AT3G6259¢mbols: | lipase class 3 family protein | cB8358949-23161145 REVERSE [21484]
JCVI_31672 1.475 no original description

ES910271 1.474 moderately similar to ( 377)AT3G02570| Symbols: B8 | MEE31 (maternal effect embryo arrest 31);maer-6-phosphate isomel
EV027964 1.474  weakly similar to ( 200)AT5G45750| Symbols: AtRAB#| AtRABA1c (Arabidopsis Rab GTPase homolog AGJP binding | chr5:
EV115177 1.474 moderately similar to ( 213)AT3G11570] Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G06230.1); similar t
JCVI_24065 1.474 moderately similar to ( 447)AT5G03330| Symbol©TU-like cysteine protease family protein | chf%827-809607 FORWARD no  -1.252
DY029033 1.474 weakly similar to ( 129)AT2G34670pypls: | proline-rich family protein | chr2:1462@314622310 REVERSE [18978]




EE476722 1.473 no similarity

CV547080 1.473 weakly similar to ( 178)AT5G67360frBpls: ARA12 | ARA12; subtilase | chr5:26889418- 26891 REVERSE [16551] -2.130
EV226569 1.472 no similarity

JCVI_24505 1.471 moderately similar to ( 355)AT5G26667| Symbolsridylate kinase / uridine monophosphate kind$®IP kinase (PYR6) | chr5:927
JCVI_7544 1.471 moderately similar to ( 397)AT5G10840| Symbolendomembrane protein 70, putative | chr5:34249P1-398 REVERSE no origir
JCVI_36974 1.469 moderately similar to ( 271)AT4G02370| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G02816.1); similar t
EV058678 1.467 no similarity -1.475
JCVI_40539 1.467 moderately similar to (400)AT5G16300| Symbolsinfilar to hypothetical protein Osl_003871 [Orgadiva (indica cultivar-group)] |
EV024340 1.467  weakly similar to ( 157)AT4G16790| Symbols: | iyd/proline-rich glycoprotein family protein | ch@451766-9453187 REVERSE
JCVI_5654 1.467  highly similar to ( 632)AT5G03610| Symbols: | GD®otif lipase/hydrolase family protein | chr5:9486918325 FORWARDweakly
JCVI_14195 1.467 moderately similar to ( 235)AT4G26690| Symbols: N8R SHV3 | MRH5/SHV3 (morphogenesis of root hairglycerophosphodiest -1.516
JCVI_4499 1.466 moderately similar to ( 369)AT4G35630| SymbolsAP$ PSAT (phosphoserine aminotransferase); phasgive transaminase | chr  -1.539
EE561850 1.462 no similarity

JCVI_40636 1.462 moderately similar to ( 285)AT4G18170| SymbolsMARKY28, WRKY28 | WRKY28 (WRKY DNA-binding protein&); transcriptio  -1.416
EV112173 1.462  very weakly similar to (98.6)AT1G13260| Symbol#i\RL | RAV1 (Related to ABI3/VP1 1); DNA binding fanscription factor | chrl
JCVI_9741 1.461  highly similar to ( 714)AT2G43790| Symbols: MPKBAPKG, ATMPK6 | ATMPK6 (MAP KINASE 6); MAP kinasefinase | chr2:1¢
JCVI_1371 1.461  weakly similar to ( 150)AT1G11210| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAT1G11220.1); similar to cc
DY026020 1.459 very weakly similar to (94.7)AT3G6096ymbols: | protein kinase family protein | cBE®52941-22955971 REVERSE [18978]
JCVI_36650 1.459 highly similar to ( 695)AT1G07720| Symbols: |d&é&etoacyl-CoA synthase family protein | chr1:239D2392403 REVERSE no ori -1.514
JCVI_7919 1.458 moderately similar to ( 236)AT3G05120| SymbolsGAD1A, GID1A | ATGID1A/GID1A (GA INSENSITIVE DWARFR); hydrolast
EX113549 1.458 moderately similar to ( 226)AT2G35910| Symbolging finger (C3HC4-type RING finger) family protej chr2:15080304-15080957 -1.525
EV112621 1.457  very weakly similar to (98.6)AT1G13260] Symbol#i\RL | RAV1 (Related to ABI3/VP1 1); DNA binding vanscription factor | chrl
JCVI_38509 1.456 moderately similar to ( 328)AT3G14590| SymbolsNNI2TYPE6.2, NTMC2T6.2 | NTMC2T6.2/NTMC2TYPES6.2 |r8904455-4!
JCVI_7251 1.455  highly similar to ( 523)AT2G46370| Symbols: JARNE19, JAR1 | JAR1 (JASMONATE RESISTANT 1) | chr20¥1652-19043442
AM390711 1.454  moderately similar to (260)AT1G09970| Symbolteutine-rich repeat transmembrane protein kinasgtive | chr1:3252410-32554
EV145507 1.452 no similarity

JCVI_6551 1.452  moderately similar to ( 399)AT5G05870| Symbols:TIGC1 | UGT76C1 (UDP-GLUCOSYL TRANSFERASE 76C1); RDlycosylt
JCVI_32523 1.451  highly similar to (507)AT3G51160] Symbols: MUR @MD2, MUR1 | MUR1 (MURUS 1) | chr3:19018211-19032REVERSE nc
JCVI_24890 1.449 moderately similar to ( 226)AT4G36990| SymbolsfAB3%, AT-HSFB1, ATHSF4, HSF4 | HSF4 (HEAT SHOCK FAGR 4); DNAbi  -1.659
EV136303 1.449 moderately similar to ( 234)AT1G69780| SymbolsHB13 | ATHB13; DNA binding / transcription factochrl:26262829-2626412  -2.100
EE474190 1.448 weakly similar to (197)AT5G16280h8yls: | binding | chr5:5323380-5331348 REVERSELRY] 1 314 356 -1.304
JCVI_28274 1.448  weakly similar to ( 179)AT1G10040] Symbols: |i@mto unknown protein [Arabidopsis thaliana] (TRAAT4G25770.1); similar to ut
JCVI_1421 1.445 moderately similar to (412)AT3G23820| Symbols:EBA GAE6 (UDP-D-GLUCURONATE 4-EPIMERASE 6); catdy] chr3:8603t
JCVI_24862 1.444  highly similar to ( 583)AT5G48930| Symbols: HCiFgnsferase family protein | chr5:19853880-19855RE8ERSEmoderately simil
JCVI_1137 1.443 moderately similar to (452)AT1G08450| Symbols:TGR CRT3 (CALRETICULIN 3); calcium ion binding hrl:2668005-2671797
EE568976 1.442 no similarity

JCVI_11966 1.442  highly similar to ( 664)AT3G18830| Symbols: ATPLTBTPLT5 (POLYOL TRANSPORTER 5); D-ribose transnigane transporte  -2.013
JCVI_14306 1.442 moderately similar to ( 276)AT5G63490| Symbol€BJS domain-containing protein / octicosapeptide#?Bempl (PB1) domain-cor
JCVI_6082 1.441 moderately similar to (278)AT1G01470| SymbolsRB3SLEA14 | LEA14 (LATE EMBRYOGENESIS ABUNDANT 14)chr1:1722¢
JCVI_4155 1.439 moderately similar to ( 249)AT4G34950| Symbolapdulin family protein | chr4:16642549-16644764RRSE no original descript
JCVI_36674 1.439 no original description

JCVI_42161 1.438 highly similar to ( 751)AT3G61580| Symbols: |tdeB sphingolipid desaturase (SLD1) | chr3:2279722898577 FORWARD no ori
EG020785 1.438 weakly similar to ( 152)AT3G13130| Symbols: |ifmto hypothetical protein [Vitis vinifera] (GBAN76025.1) | chr3:4223015-42Z -1.006
CN729991 1.438  weakly similar to ( 199)AT5G25070] Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA066326.1) | chr5:864126¢
EE567941 1.437 no similarity -1.356
EE535335 1.436 no similarity -1.616
JCVI_37503 1.435 moderately similar to ( 384)AT3G53800| Symbolarnhadillo/beta-catenin repeat family protein Bch9941920-19943697 FORWA
JCVI_11734 1.433  highly similar to (602)AT5G60360| Symbols: AALRALP (ARABIDOPSIS ALEURAIN-LIKE PROTEASE) | chr54297270-2429 -2.365
AM395087 1.432 no similarity

EE474678 1.430 weakly similar to ( 195)AT2G40650| Symbols: |-piBNA splicing factor PRP38 family protein | chr@d70666-16972674 REVER:  -1.267
JCVI_34635 1.429 highly similar to ( 597)AT3G22400| Symbols: LOXBQX5; lipoxygenase | chr3:7927018-7931174 FORWARMDeTately similar to
EE563777 1.429  weakly similar to ( 194)AT1G14360| Symbols: ATUTRBIR3 | ATUTR3/UTR3 (UDP-GALACTOSE TRANSPORTER Ryrimidin  -1.680
EV110650 1.428 no similarity -2.005
JCVI_2074 1.427 moderately similar to ( 320)AT1G62740] Symbolstré¢ss-inducible protein, putative | chr1:2323489237045 FORWARDweakly ¢
AM395366 1.426 no similarity -1.416
JCVI_26121 1.426 moderately similar to ( 361)AT4G02030| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G21170.1); similar t
JCVI_11676 1.426 moderately similar to ( 298)AT5G56030| SymbolsTIBRHSP81-2 | HSP81-2 (EARLY-RESPONSIVE TO DEHYDRAN 8); ATP
JCVI_1867 1.425 moderately similar to ( 429)AT1G22410| Symbol&:-dehydro-3-deoxyphosphoheptonate aldolase, peta8-deoxy-D-arabino-hept
EV165827 1.425 no similarity

JCVI_29886 1.424  weakly similar to ( 172)AT1G15880| Symbols: ATGASGOS11 | GOS11 (GOLGI SNARE 11); SNARE bindiobr{l:5458712-54¢
JCVI_2510 1.424  moderately similar to ( 376)AT5G45370| Symbolspdulin-related / integral membrane family protieahr5:18405638-18407509 F
JCVI_30714 1.423 no original description

JCVI_25413 1.422  weakly similar to ( 199)AT2G43020| Symbols: ATPAQRTPAO2 (POLYAMINE OXIDASE 2); amine oxidase |r@hl7899022-17¢
CD827824 1.422  weakly similar to ( 121)AT2G22720| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT4G37860.1); similar to ut
JCVI_1866 1.421  weakly similar to ( 169)AT5G09870| Symbols: CEJABESAS (CELLULOSE SYNTHASE 5); transferase, transhg glycosyl grou
JCVI_23064 1.421 no original description

EV002627 1.419 moderately similar to ( 282)AT4G27760| SymbolsYBEFEY | FEY (FOREVER YOUNG); oxidoreductase |41B8844157-138465 -1.830
JCVI_35577 1.419 no original description -1.746
JCVI_10589 1.418 moderately similar to ( 301)AT1G19310| Symbolsing finger (C3HC4-type RING finger) family protej chr1:6676415-6677095 F  -1.310
JCVI_12952 1.417 moderately similar to ( 258)AT2G36490| Symbols: DIMROS1 | DML1/ROS1 (REPRESSOR OF SILENCING1); DNAjlycosylas
EX021109 1.415 weakly similar to ( 196)AT2G35620| Symbols: |diee-rich repeat transmembrane protein kinasetipethchr2:14968266-1497171'
EV151519 1.413 moderately similar to ( 327)AT2G1668¢mbols: | nodulin family protein | chr2:722601228674 REVERSE [21483]

JCVI_5437 1.413 moderately similar to ( 337)AT5G27430| Symbolsighal peptidase subunit family protein | chr5B683-9689188 FORWARDweal -1.408
EV221239 1.411 no similarity

JCVI_37516 1.410  highly similar to ( 613)AT5G55400| Symbols: | firm-like protein, putative | chr5:22472761-22476 REVERSE no original descri
JCVI_29562 1.410 highly similar to ( 763)AT4G02390| Symbols: APRAP (ARABIDOPSIS POLY(ADP-RIBOSE) POLYMERASE); NADADP-ribos
ES991052 1.408 weakly similar to ( 120)AT5G54440hByls: | binding | chr5:22120813-22124921 FORWARDA25] -1.421
JCVI_31676 1.408  weakly similar to ( 114)AT1G68500] Symbols: |i@mto hypothetical protein [Vitis vinifera] (GBAN66643.1) | chr1:25705704-2&
JCVI_9424 1.403  moderately similar to (421)AT3G25140| Symbols:\@E8, QUAL | GAUT8/QUAL (GALACTURONOSYLTRANSFERASE ®UAS
CD818482 1.403  weakly similar to ( 108)AT2G30360| Symbols: SIBNRK3.22, PKS5, CIPK11 | CIPK11 (SOS3-INTERACTINB®TEIN 4); kinas  -1.245




EV218513 1.402 moderately similar to (394)AT1G76850| SymbolsCSB | SEC5A (EXOCYST COMPLEX COMPONENT SEC5) | c8852907-;  -1.602
JCVI_32965 1.402 moderately similar to ( 394)AT5G3%0Symbols: | kinase | chr5:23097969-23101045WARD no original description

JCVI_27754 1.400 no original description

JCVI_17820 1.400 moderately similar to ( 500)AT4G00350| SymbolMATE efflux family protein | chr4:151978-153988 RWARD no original descri  -1.406
EV012438 1.399 no similarity -1.544
EV123231 1.398  weakly similar to ( 120)AT5G11790| Symbols: | Naimily protein | chr5:3799683-3802497 FORWARDvesakly similar to (80.5)¢
EV075965 1.397  weakly similar to ( 140)AT3G13910| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAT2G19460.1); similar to ur -1.431
JCVI_15728 1.396  weakly similar to ( 150)AT5G40170] Symbols: fedise resistance family protein | chr5:16082407-4888 REVERSE no original d
EX089495 1.396 moderately similar to ( 257)AT4G08500| SymbolsMEKK1, MAPKKK8, MEKK1 | MEKK1 (MYTOGEN ACTIVATED PROTEIN
AM392180 1.395 moderately similar to ( 249)AT3G26670| Symbolsiniilar to permease-related [Arabidopsis thaligi@IR:AT3G23870.1); similar t
JCVI_31982 1.395 moderately similar to ( 367)AT5G19960| Symbol®NA recognition motif (RRM)-containing proteinir$:6744031-6746135 FOR'
DW997567 1.395  weakly similar to ( 126)AT3G25140| Symbols: GAUTBJAL | GAUT8/QUAL (GALACTURONOSYLTRANSFERASE 8, QASIMC
JCVI_16159 1.394  highly similar to ( 513)AT5G52060| Symbols: ATBAGATBAG1 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATED AHANOGE
JCVI_9278 1.394 moderately similar to ( 209)AT3G54620| Symbols:BXTP25, BZO2H4 | ATBZIP25/BZ0O2H4 (ARABIDOPSIS THARNA BASIC L
JCVI_21350 1.394 moderately similar to ( 276)AT3G56590| Symbolkydroxyproline-rich glycoprotein family proteictir3:20976084-20978763 FOR
JCVI_13309 1.393  highly similar to ( 836)AT5G27380| Symbols: GSKESHB | GSH2/GSHB (GLUTATHIONE SYNTHETASE 2); glutétne synthas
JCVI_19485 1.392  highly similar to ( 687)AT3G20770| Symbols: EINBIN3 (ETHYLENE-INSENSITIVE3); transcription factgrchr3:7260708-7262¢
EE424791 1.391 moderately similar to ( 271)AT3G0g48Anbols: | anion exchange family protein | ci®36091-1979309 REVERSE [20158] -1.68]
JCVI_26445 1.388 moderately similar to ( 366)AT1G62740| Symbolstrgss-inducible protein, putative | chr1:2323489237045 FORWARDmoderal
JCVI_41490 1.388 highly similar to ( 671)AT1G78280| Symbols: |saription factor jumonji (jmjC) domain-containipgotein | chr1:29457716-29462
JCVI_31108 1.388  highly similar to ( 603)AT5G13710| Symbols: CPH/EL | SMT1 (STEROL METHYLTRANSFERASE 1) | chr5:44251-4426869
JCVI_36484 1.387  weakly similar to ( 179)AT1G35720] Symbols: OXYS[OXY5, ANNAT1 | ANNAT1 (ANNEXIN ARABIDOPSIS 1); cé&ium ion bir
EV213570 1.385 weakly similar to ( 104)AT1G04430| Symbols: | gifation-responsive protein-related | chr1:11988201300 FORWARD [21491]
ES998935 1.385 moderately similar to ( 232)AT1G61210| Symbol8vD)-40 repeat family protein / katanin p80 subupittative | chr1:22568450-225
JCVI_12446 1.383 moderately similar to ( 269)AT2G31230| Symbols:BRF15 | ATERF15 (ETHYLENE-RESPONSIVE ELEMENT BINDBNFACTC  -1.418
JCVI_2650 1.382  weakly similar to ( 194)AT4G11820| Symbols: HM&B2778, MVAL | MVAL1 (HYDROXYMETHYLGLUTARYL-COA SYNTH/
JCVI_1756 1.379  highly similar to ( 531)AT2G36880| Symbols: MATBIAT3 (METHIONINE ADENOSYLTRANSFERASE 3) | chr2:184800-154¢
JCVI_22767 1.379 moderately similar to ( 370)AT1G05810| Symbols:ARra-1, AtRab11D, AtRABASe | ARA/Ara-1/AtRABASe/Rab11D (Arabido
JCVI_585 1.378 moderately similar to ( 298)AT2G15970| Symbols: @RA13, WCOR413-LIKE, ATCOR413-PM1, FL3-5A3, COR4RBIL | COR4:  -1.441
EE464302 1.378 moderately similar to ( 215)AT4G38940| Symbolkelth repeat-containing F-box family protein |£18152842-18153954 FORW/ -1.811
JCVI_4854 1.377  highly similar to ( 694)AT5G05170| Symbols: CESA8R1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULOSE SYNASE 3); cell
EV195324 1.377 moderately similar to ( 228)AT1G73%2¢mbols: | lipase family protein | chrl:2779522398359 FORWARD [21489]

JCVI_5952 1.377 moderately similar to ( 251)AT1G35720] Symbols:YBXATOXY5, ANNAT1 | ANNAT1 (ANNEXIN ARABIDOPSIS 1) calcium io
JCVI_15700 1.376 moderately similar to ( 385)AT4G26070| Symbols: AIRKK, ATMEK1, MKK1, MEK1 | MEK1 (mitogen-activategrotein kinase kir  -1.272
JCVI_16959 1.375  highly similar to ( 529)AT5G64700| Symbols: | néid MtN21 family protein | chr5:25882416-258840REVERSE no original desc
JCVI_27012 1.374 moderately similar to ( 217)AT2G01450| Symbols:MHK17 | ATMPK17 (Arabidopsis thaliana MAP kinase);IMAP kinase | chr2::
EV112896 1.374 moderately similar to ( 296)AT3G11570| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G06230.1); similar t
JCVI_23007 1.373 moderately similar to ( 471)AT2G25180| Symbols:RR | ARR12 (ARABIDOPSIS RESPONSE REGULATOR 12jnscription fa
JCVI_30128 1.373 moderately similar to ( 446)AT2G32440| Symbols:RB8A4, KAO2 | KAO2 (ENT-KAURENOIC ACID HYDROXYLASR?); oxyge!
JCVI_12068 1.373 moderately similar to ( 374)AT4G01850| SymbolsMsA, MAT2 | MAT2/SAM-2 (S-adenosylmethionine syntase 2) | chr4:79629¢
JCVI_21472 1.372  moderately similar to ( 213)AT3G53380| Symbolkectin protein kinase family protein | chr3:1986@119802329 REVERSE no ori
EV219697 1.372  moderately similar to ( 405)AT5G64740| SymbolsS26, IXR2, E112, PRC1 | CESA6 (CELLULOSE SYNTHASE tansferase, t
EV156807 1.372  moderately similar to ( 220)AT4G17890| Symbols:&5 AGD8 (ARF-GAP DOMAIN 8); DNA binding | chr4:39134-9939001 F(
ES967879 1.371 no similarity

ES939368 1.370  weakly similar to ( 116)AT1G52260| Symbols: ATPDIE | ATPDIL1-5 (PDI-LIKE 1-5); thiol-disulfide ex@nge intermediate | chrl
JCVI_9360 1.368 moderately similar to ( 231)AT2G40890| Symbols:R98A3 | CYP98A3 (CYTOCHROME P450, FAMILY 98, SUBFAM A, POL'
EV148147 1.367 no similarity

BG544859 1.367 no similarity

JCVI_1044 1.366  highly similar to ( 857)AT5G02500| Symbols: HSPF,0AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shwgnate 70 kDa prott
ES999057 1.366 no similarity -1.694
EV000942 1.366 no similarity -1.569
EE408187 1.366 moderately similar to ( 206)AT1G27290| Symbolsinjilar to unknown [Populus trichocarpa] (GB:ABKEES.1) | chr1:9481775-94¢
JCVI_32576 1.365 moderately similar to ( 451)AT4G01700| Symbolshitinase, putative | chr4:732413-733487 REVERS#arately similar to (313)C  -1.647
JCVI_12962 1.365 moderately similar to ( 374)AT1G15130| Symbolbydroxyproline-rich glycoprotein family proteirctrl:5206212-5209843 REVEF
JCVI_12021 1.364 moderately similar to ( 294)AT1G01640| Symbolspdckle-type POZ protein-related | chr1:2311649231REVERSE no original d¢
EV179644 1.364 moderately similar to ( 369)AT4G3558¢mbols: | protein kinase family protein | ch6857480-16859412 FORWARD [21487]
EX042042 1.363 moderately similar to ( 243)AT4G22R¢mbols: | signal transducer | chr4:12012754t5804 FORWARD [21811] 1 638 656

JCVI_7604 1.362  weakly similar to ( 155)AT5G25540| Symbols: CIDBIP6 (CTC-Interacting Domain 6); protein bindinghr5:8891773-8892365 RE  -1.617
EV125716 1.360 no similarity

ES969275 1.360 no similarity

EE562704 1.360 no similarity

EE439049 1.359 no similarity -1.437
EE423832 1.358 moderately similar to ( 225)AT5G32470| Symbolsinjilar to unnamed protein product [Vitis vinifgf&B:CA022231.1); similar to 1
JCVI_9192 1.358 weakly similar to ( 164)AT5G08130| Symbols: BIMBIM1 (BES1-interacting Myc-like protein 1) | chB®06656-2609572 REVER!
CX194769 1.357 no similarity

JCVI_31980 1.356  weakly similar to ( 142)AT5G04560| Symbols: DMEIVIE | DME (DEMETER) | chr5:1309787-1318092 FORWAR®original de¢
ES978320 1.355 no similarity

EV217231 1.354 moderately similar to ( 243)AT5G65500] Symbolprdtein kinase family protein | chr5:26198319-26228 REVERSE [21492] 54 © -1.582
JCVI_14238 1.354 moderately similar to ( 273)AT5G19980| Symbolsitdgral membrane family protein | chr5:6749909®¥34 REVERSE no origina  -2.005
JCVI_4038 1.354 moderately similar to ( 220)AT5G19250| Symbol&dentical to Uncharacterized GPl-anchored profefy19250 precursor [Arabidc  -1.330
DY001166 1.353 weakly similar to ( 155)AT5G67360fBpls: ARA12 | ARAL2; subtilase | chr5:26889418-26891 REVERSE [18967] -1.181
JCVI_34579 1.353  highly similar to ( 711)AT1G30620] Symbols: HSR8JR4, UXE1 | HSR8/MUR4/UXE1 (MURUS 4) | chr1:10858410857952 FC
JCVI_30132 1.351 moderately similar to ( 364)AT4G00970| Symbolprotein kinase family protein | chr4:418437-4216®@RWARD no original descr
JCVI_12285 1.351  weakly similar to ( 126)AT2G30360| Symbols: SIBNRK3.22, PKS5, CIPK11 | CIPK11 (SOS3-INTERACTINR®TEIN 4); kinas  -1.292
JCVI_17549 1.351  highly similar to ( 508)AT5G05170| Symbols: CESA8R1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULOSE SYNASE 3); celll
ES963657 1.350 no similarity -2.367
JCVI_9882 1.349  weakly similar to ( 121)AT4G35890| Symbols: |d@main-containing protein | chr4:16997436-17000BORWARD no original des  -1.321
EE566920 1.349 no similarity -1.498
JCVI_16439 1.349 moderately similar to ( 461)AT1G80840| SymbolsMRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein@); transcriptio
JCVI_24918 1.349 moderately similar to ( 282)AT2G18790| Symbols:3{0OP1, PHYB | PHYB (PHYTOCHROME B); G-protein gted photorecep




JCVI_20841 1.348 highly similar to ( 758)AT5G54860| Symbols: |ggtal membrane transporter family protein | chr8@347-22304251 FORWARD  -1.757
JCVI_33208 1.348  weakly similar to ( 120)AT2G35430| Symbols: |zfimger (CCCH-type) family protein | chr2:14908688909336 REVERSE no ori
EV050684 1.348  weakly similar to ( 144)AT4G18800| Symbols: AthSGB\tRab11B, AtRABALd | AtRABA1d/AtRab11B/AthSGBRmabidopsis Rat  -1.721
RC_CX192824 1.347 no similarity

JCVI_27918 1.347 moderately similar to (451)AT5G18520| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G09570.1); similar t
JCVI_9978 1.345 moderately similar to ( 226)AT3G18030| Symbols:U3A, HAL3, ATHAL3, ATHAL3A | ATHAL3A (Arabidopsis haliana Hal3-like
JCVI_20355 1.344 no original description -1.930
JCVI_37648 1.344 moderately similar to ( 340)AT2G45590| Symbolprajtein kinase family protein | chr2:18793799-183%0 FORWARDweakly simil.
AMO057911 1.343  weakly similar to ( 151)AT5G16820| Symbols: HSFAMEHSFA1B, HSF3 | HSF3 (HEAT SHOCK FACTOR 3); DNvinding / tran
EX095267 1.339 moderately similar to ( 303)AT5G64360] Symbol®NAJ heat shock N-terminal domain-containing pirofehr5:25754434-257558
JCVI_22297 1.339 moderately similar to ( 486)AT5G07350| Symboltudor domain-containing protein / nuclease farpiigtein | chr5:2320345-23248¢
EX071143 1.338 no similarity

JCVI_11858 1.338 moderately similar to ( 471)AT2G44450| Symbolgly¢osyl hydrolase family 1 protein | chr2:18348a48350820 FORWARDmMode
DY023408 1.337 no similarity

EV064976 1.337 no similarity -1.250
ES901208 1.337 no similarity

JCVI_18640 1.335  very weakly similar to (91.3)AT1G08910| Symbol$1E3001 | EMB3001 (EMBRYO DEFECTIVE 3001); zinc ibinding | chr1:28¢
CV432194 1.335 weakly similar to (127)AT4G21910ibByls: | MATE efflux family protein | chr4:11625831630976 REVERSE [16490] -1.514
EV034881 1.335  weakly similar to ( 150)AT1G78110| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAT1G22230.1); similar to ut
JCVI_21772 1.334 moderately similar to ( 242)AT5G15770| Symbols:GNA1 | ATGNA1 (ARABIDOPSIS THALIANA GLUCOSE-6-PHOSRATE AC
JCVI_29084 1.332 moderately similar to ( 236)AT5G16300| Symbolsinfilar to hypothetical protein Osl_003871 [Ongadiva (indica cultivar-group)] 1 -1.353
JCVI_33550 1.331 no original description -1.450
JCVI_37751 1.331 moderately similar to ( 215)AT4G12090| Symbolsorhichon family protein | chr4:7242159-7242918ERSE no original descript
EE447474 1.329 no similarity

JCVI_11377 1.329 no original description -2.033
RC_EE558293 1.326 no similarity

EE569403 1.324 no similarity

JCVI_973 1.323  highly similar to ( 505)AT4G21570| Symbols: | 8&mto unknown protein [Arabidopsis thaliana] (TRSAT1G11200.1); similar to hy
EV214277 1.322  weakly similar to ( 198)AT2G01670| Symbols: ATNUDT| ATNUDT17 (Arabidopsis thaliana Nudix hydroldsemolog 17); hydrole
JCVI_39140 1.321  weakly similar to ( 163)AT5G59960| Symbols: |imto unnamed protein product [Vitis vinifera] BBCA021698.1) | chr5:241595°
JCVI_6035 1.320  weakly similar to ( 175)AT5G53560| Symbols: B5 #ZB5-A | ATB5-A (Cytochrome b5 A) | chr5:21776824777579 FORWARD
JCVI_16610 1.319 no original description

EX104820 1.318 very weakly similar to (89.4)AT5G62090| Symbojsimilar to SLK1 (SEUSS-LIKE 1), transcription régtor [Arabidopsis thaliana]
JCVI_17944 1.318 moderately similar to ( 278)AT3G13650| Symboldisgase resistance response | chr3:4463063-4468BRB/ARD no original desc
JCVI_33755 1.318 moderately similar to ( 457)AT5GA@RSymbols: | transporter-related | chr5:17892B87893672 REVERSE no original description -1.34
DY012174 1.317 no similarity

JCVI_19944 1.317 moderately similar to ( 226)AT2G18700| SymbolsSIR, ATTPSB, ATTPS11 | ATTPS11 (Arabidopsis thalitznehalose phosphatt
JCVI_26254 1.314 moderately similar to ( 239)AT1G28510| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G58150.1); similar t
JCVI_750 1.314  weakly similar to ( 196)AT2G45820| Symbols: | Diiding protein, putative | chr2:18870221-1887168/ERSEweakly similar t
ES968542 1.313 no similarity -1.099
EE561370 1.313  moderately similar to ( 256)AT3G51160| Symbols: RIU, GMD2, MUR1 | MUR1 (MURUS 1) | chr3:19018211019332 REVER¢  -1.402
JCVI_8580 1.313 no original description -1.821
ES938497 1.312 moderately similar to ( 243)AT5G6130nbols: | exonuclease family protein | chr596028-24698083 REVERSE [21390]

CX269309 1.309 very weakly similar to (81.3)GRP2_SIN16816]

JCVI_3465 1.308 moderately similar to (437)AT5G22250] Symbol€CR4-NOT transcription complex protein, putatieti5:7365608-7366444 RE'
CX190307 1.308 moderately similar to ( 462)AT3G5318¢gmbols: | glutamate-ammonia ligase | chr3:10468.9722166 FORWARD [16807] -1.490
JCVI_16123 1.308 moderately similar to ( 316)AT4G36920| SymbolsOR, FL1, AP2 | AP2 (APETALA 2); transcription factochr4:17400995-17403
JCVI_22631 1.307  weakly similar to ( 104)AT1G74950| Symbols: JAZPFY10B | JAZ2/TIFY10B (JASMONATE-ZIM-DOMAIN PROTEN 2) | chrl:2
JCVI_29757 1.307 no original description

JCVI_31644 1.307  highly similar to ( 568)AT5G61780| Symbols: |éndiomain-containing protein / nuclease family piof chr5:24839238-24843867
DY014723 1.306 moderately similar to ( 320)AT2G41790| Symbolpeptidase M16 family protein / insulinase famitpiein | chr2:17436531-174431 -1.333
JCVI_38583 1.304 moderately similar to ( 431)AT3G21230| SymbolsLBC4CL5 (4-COUMARATE:COA LIGASE 5); 4-coumaratesg ligase | chr3:7
JCVI_32787 1.304 moderately similar to ( 323)AT5G13460| SymbolsbI] | IQD11 (IQ-domain 11); calmodulin binding ['54316326-4318250 FOF
JCVI_28827 1.302  weakly similar to ( 101)AT1G16510| Symbols: |iaesponsive family protein | chr1:5644777-5645REVERSE no original desci  -2.826
JCVI_33686 1.301 moderately similar to ( 215)AT5G59670| Symbolkugine-rich repeat protein kinase, putative $c#058764-24062704 FORWAF  -1.470
JCVI_34578 1.301 weakly similar to ( 114)AT1G15415| Symbols: | Tetein encoded by this gene was identified partof pollen proteome by mass
JCVI_37998 1.300 highly similar to ( 518)AT1G08800| Symbols: | #&amto unknown protein [Arabidopsis thaliana] (TRS#AT2G30690.1); similar to un
JCVI_38497 1.300 no original description

JCVI_4012 1.298 moderately similar to ( 204)AT4G35840| Symbolging finger (C3HC4-type RING finger) family protej chr4:16981087-1698226¢
JCVI_35904 1.298 moderately similar to ( 261)AT1G60960| SymbolsT8 IRT3 (Iron regulated transporter 3); caticansmembrane transporter/ met  -1.675
JCVI_24898 1.297 moderately similar to ( 468)AT5GAd[7/Symbols: | binding | chr5:4784061-4785511 FQRW no original description

ES992852 1.296 no similarity

EV118219 1.295 moderately similar to ( 405)AT5G06400| Symbolpeitatricopeptide (PPR) repeat-containing prdtein5:1955960-1959052 FOR'  -1.394
JCVI_30493 1.294  very weakly similar to (81.3)AT5G12170| Symbojsimilar to unknown protein [Arabidopsis thalia@AIR:AT5G19380.1); similar
JCVI_25092 1.294 moderately similar to ( 402)AT5G51180| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G25770.1); similart  -1.283
EV019393 1.292 moderately similar to ( 232)AT3G13780| Symbolsinjilar to SMAD/FHA [Medicago truncatula] (GB:ABNB26.1); contains InterF
EV156277 1.290  weakly similar to ( 186)AT2G21390| Symbols: |twwaer protein complex, subunit alpha, putativer?8159508-9163657 FORWAF  -1.351
JCVI_21127 1.289 moderately similar to ( 447)AT3G01220| Symbols:HB20 | ATHB20 (ARABIDOPSIS THALIANA HOMEOBOX PROTH 20); D
JCVI_35562 1.288 weakly similar to ( 124)AT2G20370| Symbols: KAMIUR3 | KAM1/MUR3 (MURUS 3); catalytic/ transferageansferring glycosy!
JCVI_16292 1.288 no original description

JCVI_1386 1.287 moderately similar to ( 342)AT2G39900| Symbol&iM domain-containing protein | chr2:16666214-18885 FORWARDmoderate
JCVI_7798 1.287 moderately similar to ( 251)AT3G03160| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G17190.1); similart  -1.208
JCVI_18102 1.286 moderately similar to ( 497)AT1G07040| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G27030.1); similart  -1.482
JCVI_12120 1.285 weakly similar to ( 177)AT3G18610] Symbols: ATRANB1 | ATRANGAP1 (RAN GTPASE-ACTIVATING PROTEIN 1jucleic ac  -1.662
JCVI_29598 1.285  highly similar to ( 895)AT1G74030| Symbols: | krse, putative | chr1:27843126-27845562 REVERSHhgjilar to (580)ENO2_ -1.533
138152 1.285  weakly similar to ( 102)AT1G63000| Symbols: UERIRS/ER | NRS/ER (NUCLEOTIDE-RHAMNOSE SYNTHASE/EPINRBSE-F
DN964507 1.285  weakly similar to ( 129)AT5G27380| Symbols: GSKBEHB | GSH2/GSHB (GLUTATHIONE SYNTHETASE 2); glutétne synthas
EX119284 1.284 no similarity -1.310
EV039252 1.284 weakly similar to ( 165)AT5G60820| Symbols: |fimger (C3HC4-type RING finger) family proteiohr5:24486862-24488121 FC
JCVI_41218 1.281  highly similar to ( 573)AT5G05460| Symbols: | hyidse, acting on glycosyl bonds | chr5:16156168¥62 FORWARD no original ¢ -1.576




JCVI_41530 1.281 moderately similar to ( 233)AT4G33220| Symbolpedtinesterase family protein | chr4:16024449-8632 FORWARDweakly simil;
JCVI_36191 1.280 weakly similar to ( 175)AT3G12560| Symbols: ATTBARFLY | TRFL9 (TRF-LIKE 9); DNA binding | chr3:82279-3984855 REV  -1.472
JCVI_8000 1.280 moderately similar to ( 308)AT3G14830| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G53450.2); similar t
EE527348 1.279 no similarity

JCVI_28265 1.279  moderately similar to ( 243)AT3G60800| Symbolsing finger (DHHC type) family protein | chr3:228W61-22480248 REVERSE n
EV119008 1.279 moderately similar to ( 438)AT4G10590| Symbolsbifuitin carboxyl-terminal hydrolase family proté chr4:6538915-6543268 RE
EE551077 1.277 no similarity

EV138431 1.276  weakly similar to ( 185)AT5G11790| Symbols: | Naimily protein | chr5:3799683-3802497 FORWARDwgadiimilar to ( 117)SF21
ES901120 1.276  weakly similar to ( 122)AT2G33170| Symbols: |dime-rich repeat transmembrane protein kinasefipatpchr2:14063448-1406690  -1.851
EV072419 1.274 weakly similar to ( 196)AT3G08530Byls: | clathrin heavy chain, putative | chr32bB7-2595417 REVERSE [21443]

JCVI_41949 1.274 no original description

ES980563 1.272 moderately similar to ( 351)AT1G12600| Symbolsinjilar to ATUTR2/UTR2 (UDP-GALACTOSE TRANSPORTER [Arabidopsis
JCVI_22668 1.272 weakly similar to ( 169)AT2G0178@inbols: | ribophorin | family protein | chr2:382:320015 REVERSE no original description
JCVI_32343 1.271 moderately similar to ( 374)AT5G19000| SymbolsBFM1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); proteitbinding | chr5:
JCVI_11485 1.270 moderately similar to ( 351)AT5G05460| Symbollydrolase, acting on glycosyl bonds | chr5:16156868772 FORWARD no orig  -1.590
AM390423 1.270 moderately similar to ( 254)AT2G45910| Symbolpratein kinase family protein / U-box domain-caniag protein | chr2:18901593-
JCVI_1934 1.268 moderately similar to ( 226)AT2G36320| Symbolgin¢ finger (AN1-like) family protein | chr2:152867-15236952 FORWARDwez  -1.776
JCVI_34718 1.267  weakly similar to ( 187)AT5G11060| Symbols: KNATKNAT4 (KNOTTED1-LIKE HOMEOBOX GENE 4); transcrifun factor [ ch  -2.093
EV058221 1.267 moderately similar to ( 250)AT5G50020| Symbolgin¢ finger (DHHC type) family protein | chr5:208817-20371350 FORWARD |
EE559503 1.266 weakly similar to ( 132)AT2G3926018yls: | RNA binding | chr2:16399366-16406666 RRAE [20153] 21 630 630

JCVI_24203 1.266 moderately similar to ( 350)AT4G39550| Symbolkelgh repeat-containing F-box family protein |4£08380675-18381853 REVER  -1.109
ES264889 1.266  weakly similar to ( 135)AT5G63260| Symbols: |cziimger (CCCH-type) family protein | chr5:25379126381679 FORWARD [157. -1.299
JCVI_9352 1.265 no original description -1.517
JCVI_25355 1.265 no original description

RC_EV173417 1.262 no similarity

CB686302 1.262  weakly similar to ( 167)AT5G22070| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT3G52060.2); similar to ur  -1.285
JCVI_25178 1.261  highly similar to ( 554)AT3G17860| Symbols: JAZR\3, TIFY6B | JAI3/JAZ3/TIFY6B (JASMONATE-ZIM-DOMAN PROTEIN 3)
EX098535 1.261 moderately similar to ( 393)AT3G28740| Symbols:RBLD1 | cytochrome P450 family protein | chr3:1@X010791789 REVERSI
EE550466 1.261 no similarity -1.205
JCVI_26431 1.260 weakly similar to ( 163)AT5G08130| Symbols: BIMBIM1 (BES1-interacting Myc-like protein 1) | chE506656-2609572 REVER:
CB617683 1.258 no similarity

BQ791460 1.258 weakly similar to ( 131)AT3G13330fByls: | binding | chr3:4319811-4330068 REVERSBI[] -1.379
DY001867 1.258 weakly similar to ( 197)AT5G57580wls: | calmodulin-binding protein | chr5:2333223334909 REVERSE [18968] 1 585 621
JCVI_17831 1.256  weakly similar to ( 144)AT5G56170] Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT4G26466.1); similar to ur  -1.898
EX126541 1.255  highly similar to ( 520)AT1G66830| Symbols: |d&e-rich repeat transmembrane protein kinasetipetpchr1:24934363-24936497 -1.801
ES908955 1.254 moderately similar to ( 398)AT3G20170| Symbolarnhadillo/beta-catenin repeat family protein Bch®941786-7043213 FORWARL  -1.307
JCVI_6367 1.252  weakly similar to ( 182)AT1G76490| Symbols: HMGRIMG1 | HMG1 (3-HYDROXY-3-METHYLGLUTARYL COA REDUCRASE
JCVI_9802 1.251 moderately similar to ( 211)AT1G08450| SymbolsTGR CRT3 (CALRETICULIN 3); calcium ion binding hcl:2668005-2671797
AMO062056 1.249  weakly similar to ( 166)AT2G37710| Symbols: RLRIUK (RECEPTOR LECTIN KINASE); kinase | chr2:15822015824039 REVE
EV178105 1.249  weakly similar to ( 118)AT3G14230| Symbols: RAPPRAP2.2; DNA binding / transcription factor | 81737623-4739007 REVEF
ES947935 1.249 very weakly similar to (81.6)AT2G16[23ymbols: | glycosyl hydrolase family 17 proteafir2:7043103-7045408 REVERSE [21393]
JCVI_29047 1.249 no original description -1.401
JCVI_37690 1.247 moderately similar to ( 208)AT5G17910| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G29620.1); similart  -1.468
AM386037 1.247  moderately similar to ( 210)AT3G09910| SymbolsRab18C, AIRABC2b | AtRABC2b/AtRab18C (ArabidopsstRGTPase homolo
JCVI_36464 1.246  highly similar to ( 568)AT1G78570] Symbols: RHMROL1 | RHM1/ROL1 (RHAMNOSE BIOSYNTHESIS1); UDP-Lamnose syr
DY023978 1.246  moderately similar to ( 220)AT3G27010| SymbolsFRCAT-TCP20 | AT-TCP20 (ARABIDOPSIS THALIANA TEOSITE BRANCF -1.196
EX023486 1.245 moderately similar to ( 351)AT3G0645¢mbols: | anion exchange family protein | ct836091-1979309 REVERSE [21809] -1.29
EX093322 1.244 no similarity

JCVI_12964 1.244  weakly similar to ( 191)AT1G30360| Symbols: ERIERD4 (EARLY-RESPONSIVE TO DEHYDRATION 4) | chr1:105874-1071
JCVI_17105 1.244  very weakly similar to (97.1)AT5G52300| Symbol®#0B, LTI65 | LTI65/RD29B (RESPONSIVE TO DESSICATN®9B) | chr5:2
EE557314 1.244 no similarity -1.071
JCVI_35990 1.241 moderately similar to ( 397)AT4G16480| Symbolsi1®T4 | ATINT4 (INOSITOL TRANSPORTER 4); carbohydeatransmembrane
EX129699 1.240 moderately similar to ( 299)AT1G12620| Symbolpetitatricopeptide (PPR) repeat-containing prdteiir1:4294881-4296746 REVI
EE405085 1.240 moderately similar to (297)AT5G57110| Symbols:-ATA8 | ACA8 (AUTOINHIBITED CA2+ -ATPASE, ISOFORM B calmodulin
JCVI_9146 1.237  weakly similar to ( 127)AT5G64740| Symbols: CESRGR2, E112, PRC1 | CESA6 (CELLULOSE SYNTHASE 6grtsferase, tran:
JCVI_35894 1.236  weakly similar to ( 186)AT2G44940| Symbols: | AlRZnain-containing transcription factor TINY, puvat| chr2:18544369-185452!
EX087317 1.235 moderately similar to (204)AT2G38290| Symbols T2 | ATAMT2 (AMMONIUM TRANSPORTER 2); ammonium &nsmembr

138201 1.235  weakly similar to ( 135)AT1G10040| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TART4G25770.1); similar to ut
JCVI_34343 1.235 weakly similar to ( 140)AT4G09890| Symbols: |i@mto unknown protein [Arabidopsis thaliana] (TAAT2G47480.1); similar to ut
JCVI_18766 1.235 moderately similar to ( 245)AT3G54630| Symbolsinfilar to kinetochore protein [Capsella rube(l@B:BAF63163.1); similar to kine  -1.290
JCVI_14327 1.234  highly similar to ( 511)AT5G14950| Symbols: GMATGMII | ATGMII/GMII (GOLGI ALPHA-MANNOSIDASE |l); alpha-mannosi
CD840195 1.233 no similarity -1.656
JCVI_25000 1.232  weakly similar to ( 188)AT3G19130| Symbols: ATRB®BA| ATRBP47B (RNA-BINDING PROTEIN 47B); RNA bindin| chr3:6611¢
EV030709 1.232 no similarity -1.727
JCVI_11916 1.231 moderately similar to ( 269)AT4G38940| Symbolkelth repeat-containing F-box family protein |4t8152842-18153954 FORW/ -1.612
EV182815 1.230 weakly similar to ( 155)AT5G63980| Symbols: ATSAIHOS2, FRY1, SALL | SAL1 (FIERY1); 3'(2),5-bispphate nucleotidase/i -1.289
EV179488 1.228  very weakly similar to (99.0)AT4G17890| Symbol$GB8 | AGD8 (ARF-GAP DOMAIN 8); DNA binding | chr4937134-9939001 F
EV058877 1.228 no similarity

EX060560 1.226  weakly similar to ( 135)AT5G23450| Symbols: ATLCBKATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); diac
JCVI_17945 1.225 moderately similar to ( 221)AT2G30250| Symbols MARKY25, WRKY25 | WRKY25 (WRKY DNA-binding protein%); transcriptio  -1.584
EE473009 1.224 weakly similar to ( 126)AT4G13020h8yls: MHK | MHK | chr4:7603944-7606729 FORWARD [B3] -1.289
JCVI_33851 1.223 moderately similar to ( 265)AT1G77680| Symbolsbgnuclease Il family protein | chr1:29197082-@9857 REVERSE no original «
JCVI_30684 1.221 moderately similar to ( 268)AT3G15820| Symbolph¢sphatidic acid phosphatase-related / PAP2egklathr3:5351224-5353580 F
EE531941 1.221 moderately similar to ( 387)AT5G63770| Symbols:DXdK2 | ATDGK2 (DIACYLGLYCEROL KINASE 2) | chr5:255881-255396:
JCVI_36735 1.221 no original description

JCVI_33095 1.219 moderately similar to ( 301)AT1G01240| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G46550.1); similart  -1.709
ES992760 1.218 weakly similar to ( 149)AT4G18150| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TRAAT1G29350.1); similar to ut
RC_EE560578 1.217 no similarity

JCVI_10727 1.216 moderately similar to ( 327)AT3G269Symbols: | binding | chr3:9942439-9944648 RESE no original description

JCVI_42409 1.215 no original description




EE442388 1.214  weakly similar to ( 107)AT5G06110| Symbols: | DINReat shock N-terminal domain-containing proteiall division protein-related  -1.161
JCVI_235 1.214 moderately similar to ( 403)AT5G17920| SymbolsMHTS, ATMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDENTMETHIC
JCVI_24369 1.213  very weakly similar to (84.0)AT4G33690| Symbo]similar to hypothetical protein [Vitis viniferésB:CAN61243.1) | chr4:161752(
JCVI_7062 1.213 moderately similar to ( 415)AT3G16500| SymbolsARs, PAP1 | PAP1 (PHYTOCHROME-ASSOCIATED PROTEIN ttanscriptic
JCVI_24537 1.212  weakly similar to ( 158)AT3G51090| Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAT2G16460.1); similar to ut
JCVI_36606 1.211 very weakly similar to (80.9)AT2@89| Symbols: | RNA binding | chr2:16399366-16488BREVERSE no original description

EH420964 1.211 no similarity -1.318
JCVI_28969 1.210 highly similar to ( 740)AT3G26890| Symbols: | 8&mto unknown protein [Arabidopsis thaliana] (TRAT5G41110.1); similar to un
EX056479 1.210 moderately similar to ( 303)AT1G75140| Symbolfdehtical to Uncharacterized membrane protein A8Igl0 [Arabidopsis Thaliana -1.662
AT000535 1.209 no similarity -1.886
ES987983 1.209 moderately similar to ( 318)AT5G19000| SymbolsB®¥M1 | ATBPM1 (BTB-POZ AND MATH DOMAIN 1); proteiminding | chr5:
EE541543 1.208 moderately similar to ( 372)AT3G53&AAnbols: | calmodulin-binding family proteirhy8:19604343-19606664 REVERSE [20124]
JCVI_3734 1.207  moderately similar to (404)AT5G27380| SymbolsHZSGSHB | GSH2/GSHB (GLUTATHIONE SYNTHETASE 2)ugithione syr
DY025083 1.206  very weakly similar to (80.9)AT1G63000| Symbol€£RIL, NRS/ER | NRS/ER (NUCLEOTIDE-RHAMNOSE SYNTHASRIMERA
JCVI_8231 1.205 moderately similar to ( 219)AT5G46760| Symbolbagic helix-loop-helix (bHLH) family protein | &118991458-18993236 FORW,
CX265776 1.204 moderately similar to ( 278)AT1G79990| Symbolsodtomer protein complex, subunit beta 2 (betagy; putative | chr1:30090803-
EV111198 1.199 no similarity

JCVI_28138 1.199 weakly similar to ( 172)AT1G08180| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRRAT5G02420.1) | chr1:25647 -1.839
ES269450 1.197 no similarity -1.251
EV207932 1.197 moderately similar to ( 317)AT3G63070] Symbol®WWP domain-containing protein | chr3:2331364222550 FORWARD [2149
JCVI_3075 1.194 moderately similar to ( 292)AT1G52140| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G16330.1); similar t
EX135587 1.194 moderately similar to ( 233)AT5G13860| SymbolsCHLIKE | ATELC-LIKE/ELC-LIKE; small conjugating prein ligase | chr5:447%  -1.626
EE422801 1.194 moderately similar to ( 245)AT5G46760| Symbolbagic helix-loop-helix (bHLH) family protein | $118991458-18993236 FORW,
EE477773 1.193 moderately similar to ( 221)AT1G13¥BAnbols: | MATE efflux family protein | chr1:48847-4422460 FORWARD [20157]

JCVI_25334 1.193 moderately similar to ( 256)AT1G80510| Symbolamjno acid transporter family protein | chr1:30292-30279461 FORWARD no  -1.340
EV182507 1.193  weakly similar to ( 110)AT3G57480| Symbols: |ziimger (C2H2 type, AN1-like) family protein | $121289060-21290096 REVEF  -1.443
JCVI_16533 1.191 moderately similar to ( 338)AT1G80630| Symbolkeutine-rich repeat family protein | chr1:30313B0B15507 REVERSE no origi  -1.439
EV120366 1.191 no similarity

JCVI_22799 1.190 weakly similar to ( 119)AT5G18680| Symbols: AtTLIPPAtTLP11 (TUBBY LIKE PROTEIN 11); phosphoric dier hydrolase/ tran:
JCVI_13158 1.190 moderately similar to ( 296)AT1G67310| Symbolsalinodulin binding / transcription regulator | t{25201845-25206789 REVERS
EV143691 1.190 no similarity -1.191
JCVI_42055 1.189 moderately similar to ( 342)AT1G05540| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G30160.2); contains  -1.530
EX127270 1.189 moderately similar to ( 206)AT5G22860| Symbolserine carboxypeptidase S28 family protein | &t§39910-7642948 REVERSE
JCVI_32496 1.189 moderately similar to ( 364)AT1G80510| Symbolamjno acid transporter family protein | chr1:30292-30279461 FORWARD no  -1.385
JCVI_8607 1.188 weakly similar to ( 184)AT5G61260| Symbols: |ahosome scaffold protein-related | chr5:2465433568825 FORWARD no origi
JCVI_16828 1.188 weakly similar to ( 176)AT2G26980| Symbols: SnRKB.CIPK3 | CIPK3 (CBL-INTERACTING PROTEIN KINASE)3kinase | chrz  -1.026
CX266927 1.188 moderately similar to ( 357)AT2G28520| Symbols:A/A1 | VHA-AL1 (VACUOLAR PROTON ATPASE A 1); ATPaskchr2:122171
JCVI_37957 1.187 moderately similar to ( 326)AT5G11850| Symbolprajtein kinase family protein | chr5:3816633-3823 REVERSE no original des  -1.380
JCVI_23563 1.186 very weakly similar to ( 100)AT5G58090| Symbo]glycosyl hydrolase family 17 protein | chr5:23882-23524419 REVERSE no
EE560299 1.186 no similarity

BQ791279 1.186  weakly similar to ( 114)AT5G06700| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TRAAT3G12060.1); similar to ut
JCVI_4797 1.185 moderately similar to ( 290)AT5G62360] Symbolgvgrtase/pectin methylesterase inhibitor famiigtgin | chr5:25057925-250585!  1.583
H74706 1.183 no similarity

JCVI_32989 1.181 moderately similar to ( 251)AT1G14870| Symbol&dehtical to Uncharacterized protein At1g14870gWidopsis Thaliana] (GB:Q9L
CD816471 1.179 moderately similar to ( 211)AT1G16710| Symbols:Gi& | HAC12 (HISTONE ACETYLTRANSFERASE OF THE CBRMILY 12)
EE556982 1.179 no similarity

CNB829977 1.178  weakly similar to ( 193)AT1G74030| Symbols: |lese, putative | chr1:27843126-27845562 REVERSElweikilar to ( 159)ENO_
JCVI_19351 1.178 moderately similar to ( 201)AT1G27170| Symbol&TP binding / protein binding / transmembrane ptoe| chr1:9434705-943920¢ -1.645
JCVI_34006 1.177  weakly similar to ( 102)AT3G13222| Symbols: GIRAIP1 (GBF-INTERACTING PROTEIN 1) | chr3:425129454213 REVERSE
EV126591 1.177  weakly similar to ( 191)AT4G11840| Symbols: PLDGAM3 | PLDGAMMAS (phospholipase D gamma 3); phosptede D | chr4:7
CD819066 1.177 weakly similar to ( 140)AT5G195301Byls: ACL5 | ACL5 (ACAULIS 5) | chr5:6589178-659DREVERSE [13978]

JCVI_41350 1.176 no original description

ES996625 1.176 weakly similar to ( 131)AT5G20030hBgls: | agenet domain-containing protein | cht64973-6766038 REVERSE [21427]

EV085251 1.175 weakly similar to ( 111)AT1G01240| Symbols: |ig&mto unknown protein [Arabidopsis thaliana] (TART2G46550.1); similar to ur  -1.726
EV216944 1.174 moderately similar to ( 250)AT2G39435| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G53540.1); similar t
EX118978 1.173 no similarity

JCVI_37548 1.172 no original description -2.137
EE557757 1.171 no similarity

JCVI_39954 1.171 no original description -1.149
EE477104 1.171  weakly similar to ( 112)AT1G48770| Symbols: |igmto unknown protein [Arabidopsis thaliana] (TART3G18295.1); similar to ut
DY009607 1.171  weakly similar to ( 194)AT1G60780| Symbols: |ietin adaptor complexes medium subunit family profehr1:22372954-2237555(  -1.202
ES917232 1.170 weakly similar to ( 163)AT1G109501Bgls: | endomembrane protein 70, putative | 8689322-3663622 FORWARD [15718] -1.16
EE409212 1.170  weakly similar to ( 185)AT2G15560| Symbols: |ifmto unknown protein [Arabidopsis thaliana] (TRAT3G62200.1); similar to E
ES911692 1.169 moderately similar to ( 226)AT4G3]1B30nbols: | endonuclease V family protein | ct$443913-15145475 REVERSE [21431]
JCVI_6058 1.165 moderately similar to ( 353)AT4G17720| Symbol&NA recognition motif (RRM)-containing proteinijré:9862673-9864511 REVI -1.367
JCVI_10766 1.164 no original description

ES932050 1.164 weakly similar to ( 163)AT5G41950hBgls: | binding | chr5:16803053-16806588 FORWARML43] -1.533
EV016096 1.163 moderately similar to ( 330)AT2G28520| Symbols:A/A1 | VHA-AL (VACUOLAR PROTON ATPASE A 1); ATPaskechr2:12217!
JCVI_14585 1.163  moderately similar to ( 449)AT2G41740| SymbolsNA| VLN2 (VILLIN 2); actin binding | chr2:174180407423956 REVERSE n¢
JCVI_40920 1.162 highly similar to ( 681)AT3G0178@mbols: TPLATE | TPLATE; binding | chr3:279178-2886 FORWARD no original description
JCVI_20764 1.161  weakly similar to ( 103)AT2G22720| Symbols: |igamto unknown protein [Arabidopsis thaliana] (TRAT4G37860.1); similar to ut
EE566139 1.154 very weakly similar to (84.7)AT3G63400| Symbojgeptidyl-prolyl cis-trans isomerase cyclophilypé family protein | chr3:234234; -1.428
JCVI_13887 1.154 moderately similar to ( 226)AT2G01190| Symbolsctjcosapeptide/Phox/Bemlp (PB1) domain-contaipingein | chr2:115022-117%
EV090632 1.153 weakly similar to ( 136)AT1G07310ibByls: | C2 domain-containing protein | chrl:2224-2248832 REVERSE [21444]

EE482913 1.153 weakly similar to ( 139)AT4G22760| Symbols: |fagrnicopeptide (PPR) repeat-containing proteim4di958488-11962881 FORW  -1.291
EV143107 1.152 moderately similar to ( 214)AT5G63640| Symbol¥H|S domain-containing protein / GAT domain-conagnprotein | chr5:2549616
JCVI_22892 1.149  weakly similar to ( 198)AT3G05280| Symbols: girial membrane Yipl family protein | chr3:15039%88560 REVERSE no origin
JCVI_2353 1.148 moderately similar to ( 214)AT1G04340| Symbolkesjon inducing protein-related | chr1:11633444735 REVERSE no original d¢
JCVI_16490 1.147 moderately similar to ( 202)AT4G24990| Symbols:GF4 | ATGP4 (Arabidopsis thaliana geranylgerangliai®tein) | chr4:1284998:
JCVI_9459 1.147  very weakly similar to (99.8)AT4G30660] Symbojsiydrophobic protein, putative / low temperatund aalt responsive protein, put:




JCVI_31185 1.146  moderately similar to ( 228)AT3G13870| Symbols:@{ RHD3 (ROOT HAIR DEFECTIVE 3) | chr3:4565769743.16 REVERSE
ES898531 1.145 moderately similar to ( 309)AT4G34430| Symbols:SAVI3D, CHB3 | CHB3 (Arabidopsis thaliana switch 3DNA binding / transcri
JCVI_37230 1.142 no original description

JCVI_32624 1.141  highly similar to ( 561)AT1G49750] Symbols: |d&e-rich repeat family protein | chr1:18414845-18447 REVERSEweakly simila  -1.414
JCVI_23180 1.139 moderately similar to ( 232)AT3G14830| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G53450.2); similar t
JCVI_26795 1.137  weakly similar to ( 198)AT1G49720| Symbols: ABFAHF1 (ABSCISIC ACID RESPONSIVE ELEMENT-BINDING FATOR 1); D
JCVI_22858 1.136 no original description

EV134888 1.134 no similarity

EV195457 1.130 no similarity

ES999886 1.130 moderately similar to ( 208)AT3G05170| Symbolphgsphoglycerate/bisphosphoglycerate mutase famolein | chr3:1466744-146
CD819009 1.129 no similarity

JCVI_35057 1.127  highly similar to ( 568)AT1G22650| Symbols: |d&étuctofuranosidase, putative / invertase, putatisaccharase, putative / beta-fru
EX127869 1.127  weakly similar to ( 154)AT1G48960| Symbols: |uamsal stress protein (USP) family protein | ch8116220-18117218 FORWARD  -1.472
JCVI_30494 1.125 no original description -1.577
EE530664 1.123 moderately similar to ( 201)AT1G17500| Symbol&TPase, coupled to transmembrane movement of ghosphorylative mechanis  -1.814
JCVI_32563 1.123 no original description

JCVI_11382 1.123 moderately similar to ( 226)AT2G41475| Symbolsinjilar to embryo-specific protein-related [Arabjabis thaliana] (TAIR:AT5G622
JCVI_35949 1.121 no original description

EV182586 1.120 moderately similar to ( 239)AT3G57480| Symbolgin{ finger (C2H2 type, AN1-like) family proteirchr3:21289060-21290096 RE  -1.462
EX015789 1.119 no similarity -1.227
JCVI_994 1.119  moderately similar to ( 439)AT5G63770| Symbols:DXGK2 | ATDGK2 (DIACYLGLYCEROL KINASE 2) | chr5:2553081-255396%
JCVI_42337 1.117 no original description

EV012934 1.116 no similarity

JCVI_9429 1.116 moderately similar to ( 354)AT1G71940| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G09580.1); similart  -1.501
JCVI_19356 1.115 moderately similar to ( 298)AT4G30996| Symbolsinijilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G24290.1); similar t
JCVI_39128 1.115 moderately similar to ( 324)AT1G61820| Symbols:LB@6 | BGLU46; hydrolase, hydrolyzing O-glycosylnspounds | chr1:228403"
ES944527 1.114 weakly similar to (178)AT5G22770| Symbols: ALPH¥BR | ALPHA-ADR (ALPHA-ADAPTIN); binding / proteirbinding / protein t
JCVI_3682 1.114 moderately similar to ( 295)AT1G05720] Symbolselgnoprotein family protein | chr1:1717676-17 IB8EVERSE no original desc  -1.199
EV212519 1.114 moderately similar to ( 383)AT5G54670| Symbols: K& ATK3 | ATK3 (ARABIDOPSIS THALIANA KINESIN 3); nicrotubule mot  -1.252
EE469538 1.113 no similarity

JCVI_1008 1.110 weakly similar to ( 133)AT5G05060| Symbols: |i&mto cysteine protease inhibitor [Arabidopsialiiina] (TAIR:AT5G05040.1); co
JCVI_19869 1.109 very weakly similar to (82.4)AT1G15970| Symbojsnethyladenine glycosylase family protein | ch¥B66538-5488488 REVERSE n
JCVI_10993 1.108 moderately similar to ( 212)AT1G21370| Symbolsinjilar to unnamed protein product [Vitis vinifg(&B:CAO60871.1) | chr1:748: -1.158
EE548698 1.106 no similarity

EE517454 1.101  weakly similar to ( 157)AT1G76850| Symbols: SEQSREC5A (EXOCYST COMPLEX COMPONENT SECS5) | chr1:38807-288¢ -1.351
JCVI_28779 1.101 no original description

JCVI_20123 1.101  highly similar to ( 666)AT2G46260| Symbols: | BP®Z domain-containing protein | chr2:19003184-BE3B FORWARD no origir
JCVI_7667 1.100 weakly similar to ( 147)AT4G32039Bols: | unknown protein | chr4:15490909-15493BORWARD no original description

JCVI_23139 1.100 moderately similar to ( 273)AT4G26400| Symbolsging finger (C3HC4-type RING finger) family protej chr4:13344962-1334603:
JCVI_7262 1.100 moderately similar to ( 278)AT3G50910| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G66480.1); similart  -1.176
JCVI_13781 1.097 moderately similar to ( 389)AT2G29890| SymbolsMN1, VLN1 | VLN1 (VILLIN 1); actin binding | chr2t2751674-12756551 FC
JCVI_24820 1.097 moderately similar to ( 315)AT3G55020| Symbol®apGAP/TBC domain-containing protein | chr3:204820405690 REVERSE
JCVI_28421 1.094 weakly similar to ( 199)AT2G24220| Symbols: ATPURSTPUPS5 (Arabidopsis thaliana purine permeas@@jne transmembrane ti
CD828258 1.094  weakly similar to ( 160)AT3G22520] Symbols: |imto unknown protein [Arabidopsis thaliana] (TRAAT4G14840.1); similar to ut
JCVI_18474 1.091 moderately similar to ( 430)AT5G3d{7/Symbols: | binding | chr5:4784061-4785511 FQRW no original description

JCVI_8668 1.091 highly similar to ( 787)AT2G0172@h®ols: | ribophorin | family protein | chr2:3172820015 REVERSE no original description
EE424994 1.084 weakly similar to ( 144)AT3G57330| Symbols: ACAIACA11 (AUTOINHIBITED CA2+-ATPASE 11); calcium-tresporting ATPas  -1.221
JCVI_28702 1.083 moderately similar to ( 384)AT1G07310| Symbol€2|domain-containing protein | chrl:2247774-2248BEVERSE no original de
JCVI_30407 1.081 no original description -1.566
JCVI_25436 1.081 weakly similar to ( 106)AT2G31305| Symbols: |i@mto Protein phosphatase inhibitor [Medicagmtatula] (GB:ABN09808.1); col
CD820097 1.080 no similarity

JCVI_1143 1.080 highly similar to ( 503)AT5G02500| Symbols: HSPZ,0AT-HSC70-1, HSC70, HSC70-1 | HSC70-1 (heat shoghate 70 kDa prott
JCVI_20520 1.080 highly similar to ( 506)AT5G18280| Symbols: APYRTAPY2 | ATAPY2 (APYRASE 2) | chr5:6050801-60540REVERSEmodera
JCVI_35507 1.080 no original description -1.199
JCVI_22642 1.074 moderately similar to ( 466)AT1G52360| Symbolsodtomer protein complex, subunit beta 2 (betagyi putative | chr1:19502951-
CN727625 1.073  weakly similar to ( 181)AT3G52240| Symbols: |imto unnamed protein product [Vitis vinifera] BBCA046543.1) | chr3:193838¢ -1.327
JCVI_19130 1.072  highly similar to ( 701)AT2G38000| Symbols: | peeone protein dnaJ-related | chr2:15910393-15ARIBVERSE no original dest
JCVI_17785 1.071 moderately similar to ( 294)AT4G80PSymbols: | unknown protein | chr4:9593740-8524REVERSE no original description

EX037128 1.065 weakly similar to ( 172)AT2G03480iByls: | dehydration-responsive protein-relaiet2:1051506-1054087 FORWARD [21811]
JCVI_2718 1.065 highly similar to ( 614)AT1G30900] Symbols: | walar sorting receptor, putative | chr1:10997256a0624 FORWARDmoderately
EV088313 1.063 moderately similar to ( 215)AT5G44240| Symbolbalpacid dehalogenase-like hydrolase family projtehr5:17834846-17840825 |
EV043421 1.057 moderately similar to ( 240)AT4G17483| Symbolpalmitoyl protein thioesterase family protein 14£8747387-9748904 REVERSE
ES907481 1.057 weakly similar to ( 153)AT5G64440| Symbols: ATFAAATFAAH (ARABIDOPSIS THALIANA FATTY ACID AMIDE HY DROLA
EV100393 1.057 no similarity

JCVI_28120 1.056 moderately similar to ( 244)AT5G56230| Symbolprenylated rab acceptor (PRA1) family proteinrpc22775994-22776554 REVE  -1.656
JCVI_24114 1.055 no original description -1.570
BG543778 1.053 weakly similar to ( 140)NIA1_BRANA7S1]

EX108549 1.052  weakly similar to ( 123)AT4G33690| Symbols: |igamto hypothetical protein [Vitis vinifera] (GBAN61243.1) | chr4:16175201-1¢
JCVI_38513 1.052 no original description -1.397
JCVI_21706 1.051 weakly similar to ( 147)AT2G37035] Symbols: |i@mto unnamed protein product [Vitis vinifera] BBCA018172.1) | chr2:155624!
EX100581 1.050 moderately similar to ( 321)AT1G60890| Symbolphgsphatidylinositol-4-phosphate 5-kinase familytgin | chr1:22416117-22420 -1.063
EE533363 1.048 moderately similar to ( 298)AT4G3]1%Anbols: | endonuclease V family protein | ct$2443913-15145475 REVERSE [20175]
EE472468 1.048 weakly similar to ( 140)AT4G13700| Symbols: ATPARPAP23 | ATPAP23/PAP23 (purple acid phosphata8$ea2id phosphatase/
CD825020 1.047  very weakly similar to (95.1)AT1G24764| SymbolS:MAP70-2 | ATMAP70-2 (microtubule-associated proger0-2); microtubule b
JCVI_6591 1.046  highly similar to ( 652)AT2G01970| Symbols: | eneembrane protein 70, putative | chr2:452196-4548#8ERSE no original desc
JCVI_16049 1.042 moderately similar to ( 442)AT1G49710| SymbolsFAIT12, FUCTB, FUCT2, FUT12 | FUT12 (fucosyltransfee 12); fucosyltrans  -1.167
JCVI_17675 1.040 moderately similar to (416)AT1G73250| Symbols:XT GER1 | ATFX/GER1 (GDP-4-KETO-6-DEOXYMANNOSE-3FPIMERA!  -1.279
JCVI_18062 1.036 highly similar to ( 589)AT5G65959mbols: | binding | chr5:26397516-26402186 FORWAM® original description -1.128
JCVI_31425 1.036 no original description

JCVI_33008 1.034 moderately similar to ( 202)AT5G10[7/Symbols: | (EPSIN1); binding | chr5:3772982&%17 FORWARD no original description




JCVI_7141 1.032  very weakly similar to (89.0)AT3G27100| Symbolsimilar to unknown [Picea sitchensis] (GB:ABK2331) | chr3:9995969-999711 -1.499
JCVI_39658 1.032  weakly similar to ( 126)AT5G22770] Symbols: ALPHYBR | ALPHA-ADR (ALPHA-ADAPTIN); binding / proteirbinding / protein t
JCVI_3778 1.029  very weakly similar to (87.0)AT2G37980| Symbolsimilar to unknown protein [Arabidopsis thaliatf@AIR:AT5G01100.1); similar
EE548097 1.029 weakly similar to ( 143)AT5G64880h8yls: | unknown protein | chr5:25949579-25951#0RWARD [20128] 45 770 770

JCVI_41652 1.028 weakly similar to ( 104)AT5G63990| Symbols: P3,6-bisphosphate nucleotidase, putative / inbpitlyphosphate 1-phosphatase, -1.201
JCVI_12190 1.027 moderately similar to ( 275)AT5G28[7/Symbols: | transcription factor | chr5:89778369184 REVERSE no original description
JCVI_25085 1.026  highly similar to ( 729)AT5G05170| Symbols: CESASR1, ATCESA3, ATH-B, CEV1 | CESA3 (CELLULOSE SYNASE 3); celll
EX111290 1.022 moderately similar to ( 325)AT5G55990| Symbols:GBL2, CBL2 | CBL2 (calcineurin B-like protein 2)alcium ion binding | chr5:2:
JCVI_18190 1.021 moderately similar to ( 238)AT5G11950| Symbol&n¢odes a protein of unknown function. It hasbeagstallized and shown to be  -1.142
JCVI_9090 1.009 moderately similar to ( 213)AT3G60E8ymbols: | zinc ion binding | chr3:22372726-22842 REVERSE no original description -1.02]
JCVI_20486 1.007 moderately similar to ( 474)AT4G18030| Symboldetydration-responsive family protein | chr4:10882-10015279 REVERSE no
EV069203 1.007 moderately similar to ( 260)AT3G6346¢mbols: | WD-40 repeat family protein | chr3i2B984-23448216 REVERSE [21443]

DY014787 1.004  weakly similar to ( 170)AT1G68720] Symbols: |idiyte/deoxycytidylate deaminase family proteinjlcR5808210-25812483 FORW
JCVI_16871 1.004 moderately similar to (403)AT5G11890| Symbolsinfilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G17620.1); similart  -1.658
EV134955 1.001 no similarity

EE440296 1.000 moderately similar to ( 340)AT1G60780] Symbolslathrin adaptor complexes medium subunit famibtg@in | chr1:22372954-2237 -1.067
JCVI_42211 0.996 moderately similar to ( 340)AT1G02970| Symbols: ®1§ WEE1 (ARABIDOPSIS WEE1 KINASE HOMOLOG); kindg®otein kine  -1.226
EE496526 0.964 no similarity -0.678
JCVI_24744 0.963  highly similar to ( 810)AT4G13460| Symbols: SUVHEDG22, SET22 | SUVH9 (SU(VAR)3-9 HOMOLOG 9); hisgslysine N-meth  -1.054
ES997552 0.959  weakly similar to ( 155)AT1G49340| Symbols: ATPIAKPHA | ATPI4K ALPHA (Arabidopsis thaliana phospfulylinositol 4-kinase  -1.163
EV206682 0.948 moderately similar to ( 209)AT2G41900| Symbolging finger (CCCH-type) family protein | chr2:18%#80-17500580 FORWARD | -1.079
ES959683 0.938 no similarity

JCVI_4034 0.938 moderately similar to ( 424)AT1G20780| Symbolarnhadillo/beta-catenin repeat protein-relatedb/dd-domain-containing protein |
JCVI_15705 0.930 moderately similar to ( 405)AT3G11130] Symbolslathrin heavy chain, putative | chr3:3482581-B/BLREVERSE no original des
EL591273 0.878  weakly similar to ( 122)AT2G27880| Symbols: |argute protein, putative / AGO, putative | chr228865-11883789 FORWARD [
JCVI_30185 0.809 no original description

CX191119 0.772 no similarity -0.992
JCVI_25041 0.524 no original description -1.622




