JCVI_11085 6.816  highly similar to ( 613)AT2G15020| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (RYAT5G64190.1); similar to hyy  5.216
EV198679 6.596  weakly similar to ( 176)AT2G15020| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TAAT5G64190.1); similar to hy  5.412
EX041860 6.331 weakly similar to ( 138)AT1G02040pByls: | zinc finger (C2H2 type) family proteiohrl:358104-359078 REVERSE [21811] 3.43
ES967782 6.217 moderately similar to ( 249)AT5G38700| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G02170.1); similar tc ~ 4.874
EV103808 6.217 no similarity

JCVI_18444 5.864 no original description

JCVI_4881 5.609 very weakly similar to (87.0)AT5G15110| Symbo|pectate lyase family protein | chr5:4895969-485/60RWARD no original des  5.199
JCVI_20042 5.546 moderately similar to ( 349)AT5G45340| Symbols:R707A3 | CYP707A3 (cytochrome P450, family 707 fanotily A, polypeptide 3)  4.064
JCVI_22385 5.534 moderately similar to ( 303)AT2G41640| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G57380.1); similar tc  4.714
JCVI_20804 5.442  weakly similar to ( 113)AT3G19580| Symbols: AZF2ZF2 (ARABIDOPSIS ZINC-FINGER PROTEIN 2) | chr3®8299-6804120 R 3.844
JCVI_13878 5.419 moderately similar to (466)AT5G45340| Symbols:R07A3 | CYP707A3 (cytochrome P450, family 707 faodily A, polypeptide 3)  3.174
JCVI_36344 5.395 weakly similar to ( 121)AT4G14450| Symbols: |ritieal to Uncharacterized protein At4g14450, chidast precursor [Arabidopsis T 3.725
JCVI_10510 5.290 moderately similar to ( 305)AT1G64110| SymbolgAA-type ATPase family protein | chr1:23800550-28818 REVERSE no origin  3.744
AM395641 5.289  very weakly similar to (82.8)AT4G27657| Symbo]|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT4G27652.1) | chr4:1:  5.590
JCVI_12679 5.272 no original description 4.464
JCVI_143 5.238  moderately similar to (431)AT2G40000| SymbolsAR®?2, ATHSPRO?2 | similar to unknown protein [Araipdis thaliana] (TAIR:AT  2.782
JCVI_26301 5.208 moderately similar to ( 240)AT1G19210| SymbolgPP domain-containing transcription factor, puatj chr1:6626964-6627521 RE  5.982
JCVI_4569 5.183  weakly similar to ( 110)AT3G17520| Symbols: glambryogenesis abundant domain-containing proteiiA domain-containing prot ~ 3.196
JCVI_3404 5.155 moderately similar to ( 384)AT3G50060| Symbols: B7 | MYB77; DNA binding / transcription factor jr8:18569129-18570034 R 2.935
JCVI_25760 5.132 moderately similar to (475)AT4G24570| Symbolsnitbchondrial substrate carrier family protein{412686556-12687497 FORW/  2.684
JCVI_20638 5.118 weakly similar to ( 145)AT2G20835| Symbols: |i#mto unknown protein [Arabidopsis thaliana] (FXAT3G15534.1); similar to un  3.442
JCVI_669 5.114  moderately similar to ( 315)AT4G17490| SymbolsFER6, ATERF6 | ATERF6 (ETHYLENE RESPONSIVE ELEMENBINDING FA  3.990
EV158484 5.103 moderately similar to ( 292)AT5G5728@mbols: | oxysterol-binding family protein [5{23210675-23212529 FORWARD [21484] 3.11
JCVI_30169 5.089 very weakly similar to ( 100)AT2G40000| SymbolsSPRO2, ATHSPRO?2 | similar to unknown protein [Adaigisis thaliana] (TAIR:A
JCVI_20373 5.057 moderately similar to ( 255)AT1G80390| SymbolsAl&s | IAA15 (indoleacetic acid-induced protein 16gnscription factor | chrl:30.  2.348
JCVI_8461 5.048 moderately similar to ( 376)AT1G32450| Symbolgrdton-dependent oligopeptide transport (POT) fiamiiotein | chr1:11715317-11  2.603
EE422870 5.045 no similarity 3.710
AT000615 5.012 no similarity 2.612
DW998935 5.010 weakly similar to ( 165)AT1G21910| Symbols: | AlR#main-containing transcription factor family gt | chr1:7696644-7697336 F
EV227530 5.005 no similarity 4.019
EX138359 5.003 highly similar to ( 534)AT1G50090h#pls: | aminotransferase class IV family profeshrl:18558309-18560462 REVERSE [21833] 3.9
EX131720 4.993 no similarity 4.803
EV182486 4.962  very weakly similar to ( 100)AT5G57560| SymbolsEb22, TCH4 | TCH4 (TOUCH 4); hydrolase, acting dycgsyl bonds / xylogluc ~ 3.371
JCVI_17081 4.943  weakly similar to ( 108)AT5G17350| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT3G03280.1); similar toun  3.982
JCVI_30677 4.939 moderately similar to ( 417)AT1G64110] Symbol#AA-type ATPase family protein | chr1:23800550-23818 REVERSE no origin  3.455
EX126027 4.871 moderately similar to ( 478)AT1G68570| Symbolgrdton-dependent oligopeptide transport (POT) ffapriotein | chr1:25750474-25  2.996
EV096109 4.866  very weakly similar to (80.1)AT5G14740| Symbol#18, BETA CA2, CA2 | CA2 (BETA CARBONIC ANHYDRASE)Z chr5:47582  5.304
EV103471 4.838 no similarity 4.871
JCVI_23438 4.834 no original description 1.839
EV218551 4.824  moderately similar to ( 332)AT2G40140| SymbolsFIZZFAR1 | CZF1/ZFARL1 | chr2:16779615-16781408 ROWRD [21492] 53 7:
JCVI_9883 4.779  weakly similar to ( 193)AT5G66780| Symbols: | & mto unknown [Ammopiptanthus mongolicus] (GB:A/A88981.1) | chr5:266808! 3.058
JCVI_22325 4.777  weakly similar to ( 196)AT3G19680| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G50040.1); similar toun  3.553
JCVI_37336 4.761  weakly similar to ( 146)AT4G08950| Symbols: | pblsate-responsive protein, putative (EXO) | chr40875-5741319 FORWARD ni 4.147
ES985248 4.747  weakly similar to ( 157)AT3G51910| Symbols: HSFABN-HSFA7A | AT-HSFAT7A (Arabidopsis thaliana hesitock transcription fac ~ 3.870
ES271272 4.700 no similarity

EE476768 4.699 moderately similar to ( 254)AT5G17350] Symbolsinjilar to unknown protein [Arabidopsis thaliaif@AIR:AT3G03280.1); similar tc ~ 3.685
H07351 4.673  very weakly similar to (85.9)AT5G17350| Symbo|ssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G03280.1); similar 1 4.062
AM386021 4.669 no similarity 2.981
JCVI_21671 4.635 moderately similar to ( 271)AT3G18710| Symbol&i-fjox domain-containing protein | chr3:6434240%487 REVERSE no original  3.085
JCVI_20277 4.630 no original description 4.476
H74770 4.621  very weakly similar to (87.8)AT3G19680| Symbo|ssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G50040.1); similar 1 3.331
AM394357 4.615  weakly similar to ( 110)AT2G40000| Symbols: HSPRAZHSPRO?2 | similar to unknown protein [Arabidapthaliana] (TAIR:AT3G!  2.561
AM389155 4.608  moderately similar to ( 261)AT1G14540| Symbolsmnipnic peroxidase, putative | chr1:4974228-49838HVERSEweakly similar to  3.151
EE549718 4.589 no similarity 2.903
JCVI_3712 4.581  weakly similar to ( 141)AT1G75390| Symbols: ATBZP| ATBZIP44 (ARABIDOPSIS THALIANA BASIC LEUCINE-IPPER 44) | «
EE556375 4.581 no similarity 3.293
JCVI_27911 4.581 moderately similar to ( 416)AT2G36800| Symbols: TI3C5, DOGT1 | DOGT1 (DON-GLUCOSYLTRANSFERASE); UBBcosyltr  3.111
JCVI_31122 4.579 weakly similar to ( 144)AT3G24759mbols: | unknown protein | chr3:9036742-90376@RWARD no original description 4.071
JCVI_14769 4.579  weakly similar to (171)AT5G66650| Symbols: |ig&mto unknown protein [Arabidopsis thaliana] (FRSAT2G23790.1); similar to un
JCVI_24381 4.559 no original description 2.784
JCVI_5468 4.530 moderately similar to (296)AT5G67300| Symbols:MWBR1, ATMYB44, MYBR1 | ATMYB44/ATMYBR1/MYBR1 (MYB DOMAIN  2.184
ES988910 4.530 very weakly similar to (86.3)AT3G12880| Symbolsnvertase/pectin methylesterase inhibitor familgtein | chr3:4095570-4096109
JCVI_19002 4.527  weakly similar to ( 124)AT4G02075| Symbols: PITRIT1 (PITCHOUN 1); protein binding / zinc ion bind | chr4:913555-916414 R 3.138
JCVI_38038 4.507  weakly similar to ( 136)AT5G66650| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G23790.1); similar toun  2.925
JCVI_10857 4.500 moderately similar to ( 353)AT1G02700| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G02140.1); similar tc
EV108573 4.486 no similarity 3.612
JCVI_1699 4.484  weakly similar to ( 148)AT5G06760| Symbols: glambryogenesis abundant group 1 domain-contapnivtgin / LEA group 1 domait
EE477048 4.472  weakly similar to ( 139)AT3G18710| Symbols: | bixllomain-containing protein | chr3:6434240-6435REXVERSE [20157] 1 623 € 3.504
JCVI_1995 4.459  weakly similar to ( 136)AT1G67856| Symbols: |tein binding / zinc ion binding | chr1:25446149-26850 FORWARD no original ¢ 3.130
JCVI_12350 4.454 weakly similar to ( 106)AT1G52382mbols: | unknown protein | chr1:19496109-194268VERSE no original description 2.748
DT317662 4.453  very weakly similar to (80.1)AT3G19030| Symbo|ssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G49500.1) | chr3:65  4.774
EE481897 4.451 weakly similar to ( 154)AT4G2585018yls: | oxysterol-binding family protein | chrdi43868-13146663 FORWARD [20154] 2.804
RC_ES968676 4.448 no similarity 3.655
JCVI_26223 4.427  moderately similar to ( 300)AT5G51990| Symbols:FABDREB1D | CBF4/DREB1D (C- REPEAT-BINDING FACTQOR; DNA bindii  2.459
JCVI_28808 4.410  weakly similar to ( 106)AT3G19030| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRSAT1G49500.1) | chr3:65641  4.596
EV061913 4.406 no similarity

EX071969 4.334 moderately similar to (281)AT5G07475| Symbolgiastocyanin-like domain-containing protein | cBB54828-2365537 REVERSE\V
JCVI_38563 4.329  weakly similar to ( 138)AT3G19580| Symbols: AZF2ZF2 (ARABIDOPSIS ZINC-FINGER PROTEIN 2) | chr3®8299-6804120 R 2.852
EV108083 4.313  weakly similar to ( 154)AT2G36800| Symbols: UGTB3OOGT1 | DOGT1 (DON-GLUCOSYLTRANSFERASE); UDP-gbsyltrans  3.033
EX125037 4.297  weakly similar to ( 126)AT4G17615| Symbols: ATCBISCABP5 | CBL1 (CALCINEURIN B-LIKE PROTEIN 1); aglim ion binding  3.202
JCVI_1711 4.279  weakly similar to ( 185)AT3G55980| Symbols: |zfinger (CCCH-type) family protein | chr3:20787836789578 FORWARD no ori  2.607




JCVI_17114 4.279  moderately similar to ( 344)AT1G18300| Symbols:N\IDT4 | ATNUDT4 (Arabidopsis thaliana Nudix hydrethomolog 4); hydrole ~ 3.644
JCVI_11504 4.266 _moderately similar to ( 361)AT1G18300| Symbols:NUIDT4 | ATNUDT4 (Arabidopsis thaliana Nudix hydreishomolog 4); hydrole ~ 3.623
EX132042 4.252  weakly similar to ( 172)AT5G17350| Symbols: | & mto unknown protein [Arabidopsis thaliana] (FRSAT3G03280.1); similar toun  4.537
JCVI_8551 4.222  moderately similar to ( 225)AT5G42380| Symbols: 39, CML37 | CML37/CML39; calcium ion binding | &h16959986-16960543  4.057
JCVI_24649 4.215 moderately similar to ( 204)AT4G25490| Symbols:HEB, CBF1 | CBF1 (C-REPEAT/DRE BINDING FACTOR DNA binding / tr  4.664
JCVI_23374 4.206 no original description 3.015
JCVI_24275 4.203  highly similar to ( 581)AT5G42760| Symbols: | #anto unknown [Populus trichocarpa] (GB:ABK9508);.contains InterPro domait  3.310
JCVI_25058 4.181  weakly similar to (197)AT5G59820| Symbols: ZATRHL41 | RHL41 (RESPONSIVE TO HIGH LIGHT 41); nuidecid binding / tr  3.388
JCVI_25314 4.169 weakly similar to ( 160)AT4G15810| Symbols: |arbplast outer membrane protein, putative | chiB9895-8992604 REVERSE no «  2.692
EV189264 4.137 moderately similar to ( 215)AT4G15810| Symbolshlproplast outer membrane protein, putative 4:8889175-8992604 REVERSE  2.071
EX132070 4.124  moderately similar to ( 232)AT4G25810| Symbols:HB, XTR6 | XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE)6hydroli
ES903612 4.113 no similarity 3.433
EX042542 4.110 moderately similar to ( 256)AT1G020@¢@mbols: | zinc finger (C2H2 type) family protgichr1:358104-359078 REVERSE [21811]
JCVI_15634 4.109 moderately similar to (419)AT4G17615| Symbols:GBL1, SCABP5 | CBL1 (CALCINEURIN B-LIKE PROTEIN 1yalcium ion binc  2.218
JCVI_28290 4.104  weakly similar to ( 119)AT1G02820| Symbols: glambryogenesis abundant 3 family protein / LEASBiliaprotein | chr1:623933-62:  3.404
JCVI_27796 4.104  weakly similar to ( 107)AT4G27657| Symbols: |igamto unknown protein [Arabidopsis thaliana] (FAAT4G27652.1) | chr4:13813  4.153
JCVI_29276 4.097  weakly similar to ( 172)AT3G21890| Symbols: |zfinger (B-box type) family protein | chr3:770930309670 REVERSE no origine  3.349
JCVI_32745 4.083 moderately similar to ( 427)AT4G21200| Symbols:GA20X8 | ATGA20X8 (GIBBERELLIN 2-OXIDASE 8); gibbetlin 2-beta-diox  2.895
JCVI_29480 4.079 no original description

EE419156 4.052 moderately similar to ( 215)AT1G64 X yinbols: | AAA-type ATPase family protein | cf23800550-23804918 REVERSE [20146] 3.43
JCVI_40407 4.045  highly similar to ( 523)AT5G57560| Symbols: XTHZBRZH4 | TCH4 (TOUCH 4); hydrolase, acting on glyddsonds / xyloglucan:xyl
EV207068 4.036 no similarity 3.035
JCVI_26042 4.032  moderately similar to ( 338)AT5G66520| Symbolgettatricopeptide (PPR) repeat-containing prdtehr5:26569105-26570967 FOI
JCVI_21687 4.032 moderately similar to ( 311)AT4G01470| Symbols:MMA-TIP3, TIP1;3 | GAMMA-TIP3/TIP1;3 (tonoplast irihsic protein 1;3); wai  3.464
JCVI_13720 4.020 no original description 2.367
EV028754 4.013 no similarity

JCVI_7693 4.009  moderately similar to ( 225)AT5G54490| SymbolsP2H PBP1 (PINOID-BINDING PROTEIN 1); calcium ioinbing | chr5:221386€  3.374
CD830269 4.006 moderately similar to ( 323)AT4G17490| SymbolsF=R6, ATERF6 | ATERF6 (ETHYLENE RESPONSIVE ELEMENBINDING F/  3.408
JCVI_34980 3.999 no original description 3.387
JCVI_40963 3.991 weakly similar to ( 156)AT5G57240| Symbols: | sterol-binding family protein | chr5:23210675-23322 FORWARD no original d¢  2.974
JCVI_33365 3.991 no original description

JCVI_26705 3.989  highly similar to ( 633)AT2G38470| Symbols: ATWRRS, WRKY33 | WRKY33 (WRKY DNA-binding protein 33)ranscription fact  2.146
JCVI_14519 3.982  highly similar to ( 871)AT5G45340| Symbols: CYPAB7| CYP707A3 (cytochrome P450, family 707, subfgm, polypeptide 3); oxy  3.631
JCVI_38370 3.975 moderately similar to (416)AT4G29780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G12010.1); similar tc ~ 2.720
JCVI_20498 3.971 no original description

ES966758 3.953 no similarity 3.192
JCVI_15880 3.947 moderately similar to ( 234)AT3G56290| Symbolsinjilar to hypothetical protein [Vitis viniferal3B:CAN75527.1) | chr3:2088972z  2.979
JCVI_31716 3.941 weakly similar to ( 105)AT5G41189mbols: | catalytic | chr5:16476942-16480469 RRBE no original description

EV217148 3.936 no similarity

JCVI_15796 3.933  moderately similar to ( 311)AT1G65480| Symbols:|FFT (FLOWERING LOCUS T) | chr1:24335173-243373852RWARDweakly si  4.445
JCVI_33149 3.930 highly similar to ( 659)AT5G15500| Symbols: | grik repeat family protein | chr5:5031794-5033446MERSE no original descriptic
JCVI_30459 3.916 no original description 3.324
JCVI_4715 3.911 moderately similar to ( 329)AT5G64660| Symbol&i-fhox domain-containing protein | chr5:25859348&%07 REVERSE no origin =~ 3.394
EV177185 3.892 no similarity 1.662
ES979866 3.891 no similarity

EX130622 3.888 moderately similar to ( 210)AT2G01300| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G15010.1); similar tc  3.126
JCVI_7161 3.882 moderately similar to ( 337)AT3G50060| Symbols: B7 | MYB77; DNA binding / transcription factor jr8:18569129-18570034 R 3.255
EE409984 3.881 no similarity 3.202
EE440983 3.873 moderately similar to ( 239)AT1G02700| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G02140.1); similar tc
EL591180 3.872  moderately similar to ( 210)AT1G70780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G23150.1); similar tc
CX271990 3.869 moderately similar to ( 206)AT5G6468¢mbols: | U-box domain-containing protein [5cB8859345-25860607 REVERSE [16815] 3.42
ES902870 3.865 no similarity

JCVI_12059 3.850 moderately similar to ( 328)AT1G23710| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G70420.1); similar ¢~ 2.520
JCVI_12579 3.839  weakly similar to ( 182)AT4G27360| Symbols: | dynlight chain, putative | chr4:13694038-136946ZIRWARD no original descrif  3.362
JCVI_12357 3.835 no original description 2.786
JCVI_21944 3.821 no original description

DN961610 3.819 moderately similar to ( 278)AT3G55980| SymbolginE finger (CCCH-type) family protein | chr3:20886-20789578 FORWARD [1  1.987
CN727255 3.818 no similarity

JCVI_40666 3.816 moderately similar to ( 299)AT1G72200| Symbolgint finger (C3HC4-type RING finger) family protej chr1:27173597-27174811
JCVI_32644 3.812 moderately similar to ( 345)AT3G28340| Symbols:TEAO | GATL10 (Galacturonosyltransferase-like )lygalacturonate 4-alpha-  3.522
JCVI_32406 3.802 moderately similar to ( 274)AT3G24460| Symbol§:MS membrane family protein / tumour differentjadixpressed (TDE) family pro  2.499
EV165884 3.782  weakly similar to ( 126)AT4G38170| Symbols: FRFRIS9 (FAR1-related sequence 9); zinc ion bindittyr4:17904607-17906433 F
EV202611 3.781  moderately similar to ( 238)AT2G36750| Symbols: TIaC1 | UGT72C1 (UDP-GLUCOSYL TRANSFERASE 72C1); Rlycosyltre ~ 5.300
ES963726 3.773 no similarity 3.024
EE433603 3.758 weakly similar to ( 107)AT1G44830| Symbols: | AR#main-containing transcription factor TINY, puvat| chr1:16936232-1693686  4.143
JCVI_2735 3.753  weakly similar to ( 136)AT4G09600| Symbols: GASIBASA3 (GAST1 PROTEIN HOMOLOG 3) | chr4:607301178613 REVERS  3.113
JCVI_1908 3.742  moderately similar to ( 395)AT3G55980| SymbolginE finger (CCCH-type) family protein | chr3:20886-20789578 FORWARD n  2.591
JCVI_17029 3.741  weakly similar to ( 111)AT4G27350| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT5G54240.1); similar to un
JCVI_9598 3.736  highly similar to ( 962)AT3G15880| Symbols: WSIFBR4 | TPR4/WSIP2 (TOPLESS-RELATED 4) | chr3:538%#5371875 REVEF
JCVI_16210 3.736 moderately similar to ( 386)AT3G55010| Symbols:PAIRM, PURS5 | ATPURM/PURS; phosphoribosylformylglyamidine cyclo-liga:
JCVI_11822 3.733  weakly similar to ( 179)AT5G24260| Symbols: |lptoligopeptidase family protein | chr5:823486838813 REVERSE no original d
JCVI_15991 3.732  weakly similar to ( 172)AT1G28370| Symbols: ERFATERF11 | ATERF11/ERF11 (ERF domain protein 11)NAbinding / transcrif
AMO060617 3.730 moderately similar to ( 415)AT3G24020| Symbolstisase resistance-responsive family protein3:8678834-8679565 FORWARD  2.654
JCVI_3116 3.727 moderately similar to ( 321)AT5G01640| Symbolgrenylated rab acceptor (PRA1) family proteinrbc241439-242110 REVERSE | 2.369
EX122776 3.726 no similarity 3.104
DN237910 3.725 no similarity

JCVI_41332 3.722 no original description

JCVI_22598 3.713 moderately similar to ( 280)AT1G30860| Symbolgrdtein binding / zinc ion binding | chr1:10986617989227 REVERSE no origin
EV114051 3.704 no similarity

JCVI_36270 3.702  moderately similar to ( 300)AT2G38470| SymbolsVRKY33, WRKY33 | WRKY33 (WRKY DNA-binding protein®; transcriptior  2.147
JCVI_15747 3.696  weakly similar to ( 148)AT4G27280| Symbols: |odain-binding EF hand family protein | chr4:1366373664168 REVERSE no orit  3.053
EX125877 3.694  weakly similar to ( 130)AT5G21930| Symbols: PAARVIA8 | HMAB/PAA2 (P-TYPE ATPASE OF ARABIDOPSIS 2XTPase, coupl  2.808
JCVI_40327 3.679 moderately similar to ( 227)AT1G64340| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G41810.1); similar tc  2.725




JCVI_31757 3.677 no original description 2.764
JCVI_40353 3.676  weakly similar to ( 128)AT1G01060| Symbols: LHYHY | LHY (LATE ELONGATED HYPOCOTYL) | chr1:33992-861 REVERS  2.044
BQ704574 3.673 no similarity

JCVI_40374 3.671 no original description 2.492
EE471788 3.670 very weakly similar to (99.4)AT5G21930| Symbol&A2, HMA8 | HMA8/PAA2 (P-TYPE ATPASE OF ARABIDOPSIg); ATPase, «  3.055
JCVI_29031 3.667 weakly similar to ( 127)AT3G56290| Symbols: |iamto hypothetical protein [Vitis vinifera] (GBAN75527.1) | chr3:20889722-20:  2.655
JCVI_39808 3.662  highly similar to ( 623)AT1G24530| Symbols: |sducin family protein / WD-40 repeat family protgichr1:8693274-8694530 FOF  2.388
JCVI_37841 3.652 no original description 2.779
ES911751 3.648 weakly similar to ( 186)AT1G70230| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G01430.1); similar to O« 2.352
CX194101 3.638 no similarity

AM394346 3.630 moderately similar to ( 306)AT3G28340| Symbols:ThAO | GATL10 (Galacturonosyltransferase-like Iflygalacturonate 4-alpha-  3.352
JCVI_37625 3.618 moderately similar to ( 381)AT1G60470| Symbols:G0JLS4 | ATGOLS4 (ARABIDOPSIS THALIANA GALACTINOL SKTHASE 4
JCVI_37355 3.614 moderately similar to ( 313)AT1G64065| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G44000.1); similar tc
EE509254 3.598 moderately similar to ( 289)AT2G30900| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G42570.1); similar tc
JCVI_19043 3.591 moderately similar to (421)AT2G38470| SymbolsVRKY33, WRKY33 | WRKY33 (WRKY DNA-binding protein®; transcriptior  2.218
JCVI_32996 3.589 no original description 1.543
EV175794 3.571 very weakly similar to (83.6)AT1G55960| Symbo|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT3G13062.2); similari  2.603
JCVI_34901 3.569 no original description 1.943
RC_EE566317 3.568 no similarity

EV116513 3.564  weakly similar to ( 150)AT1G19770| Symbols: ATPYRIATPUP14 (Arabidopsis thaliana purine permeayedurine transmembran
EE417832 3.562 no similarity

JCVI_33185 3.560 weakly similar to ( 145)AT5G62520| Symbols: SRER|O5 (SIMILAR TO RCD ONE 5); NAD+ ADP-ribosyltrafesase | chr5:2511¢  2.781
JCVI_18362 3.559  weakly similar to ( 192)AT4G15550] Symbols: IAGIIUAGLU (INDOLE-3-ACETATE BETA-D-GLUCOSYLTRANSFERAS); UDP
JCVI_35037 3.555 no original description 2.291
JCVI_20824 3.551 weakly similar to ( 120)AT4G28489mbols: | unknown protein | chr4:14066090-1408680RWARD no original description 2.846
JCVI_28244 3.541 moderately similar to ( 244)AT5G37770| Symbols: ICM, TCH2 | TCH2 (TOUCH 2); calcium ion bindinghr6:15016305-1501679(  3.011
AT000719 3.540 no similarity 1.956
JCVI_6560 3.533 moderately similar to ( 316)AT3G21380| Symbolsinjilar to MBP1 (MYROSINASE-BINDING PROTEIN 1) [Abidopsis thaliana] ~ 4.678
EE413000 3.519 no similarity 1.796
ES929348 3.519  weakly similar to ( 170)AT2G36610| Symbols: ATHBPARTHB22 (ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 22 DNA bi
ES968676 3.518 no similarity 3.282
JCVI_16840 3.516 weakly similar to ( 163)AT1G27100| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G69900.1); similar to hy  2.060
EE559467 3.516 no similarity

JCVI_20274 3.501 weakly similar to ( 182)AT2G30020| Symbols: |tein phosphatase 2C, putative / PP2C, putative?t tP821514-12822981 FORW/  3.466
ES907288 3.493 moderately similar to ( 262)AT2G39180| Symbolgrdtein kinase family protein | chr2:16351356-188%6 REVERSEweakly similar  3.666
JCVI_32474 3.488 moderately similar to ( 221)AT3G19595| Symbolghdsphoprotein phosphatase | chr3:6808591-680REERSE no original descr  3.843
EE481297 3.486 very weakly similar to (86.7)AT4G2848ymbols: | unknown protein | chr4:14066090-5808 FORWARD [20154] 1 595 631 2.81
JCVI_14554 3.483 moderately similar to ( 319)AT1G19770| Symbols:PAIP14 | ATPUP14 (Arabidopsis thaliana purine pesadal); purine transmem
JCVI_16974 3.483  very weakly similar to (84.7)AT3G19680| Symbolssimilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G50040.1); similar i 3.490
JCVI_4245 3.479  moderately similar to ( 369)AT5G13170| Symbolsiodlulin MtN3 family protein | chr5:4181334-41831REVERSE no original desc  2.792
DY003886 3.479  weakly similar to ( 140)AT3G63350| Symbols: HSFAPE-HSFA7B | AT-HSFA7B (Arabidopsis thaliana hestibck transcription fac ~ 3.126
JCVI_25396 3.477  weakly similar to ( 113)AT4G23870| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT4G11020.1) | chr4:12414  3.862
JCVI_734 3.472  highly similar to ( 652)AT1G67830| Symbols: ATFXGATFXG1 (ALPHA-FUCOSIDASE 1); alpha-L-fucosidaserboxylesterase |
JCVI_21093 3.471 moderately similar to ( 204)AT3G27540| Symbolglyfosy! transferase family 17 protein | chr3:168286-10208125 FORWARD no  1.996
EV066486 3.466 moderately similar to ( 407)AT3G50%¢mbols: | AAA-type ATPase family protein | cif3945067-18946509 FORWARD [21443]
BG543167 3.460 no similarity

EE450166 3.458 moderately similar to ( 283)AT1G04350| Symbol&-dxoglutarate-dependent dioxygenase, putatitiel; £165295-1166537 FORWA  2.324
JCVI_34258 3.458  weakly similar to ( 117)AT1G73965| Symbols: CLHIBLE13 (CLAVATA3/ESR-RELATED 13); receptor bindighr1:27819483-2  2.032
JCVI_38371 3.457 moderately similar to ( 228)AT1G74930| Symbols:A2R | ORA47; DNA binding / transcription factortjr@:28147900-28148487 FC  4.050
JCVI_36119 3.455 weakly similar to ( 115)AT3G13062| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G55960.1); similar toun  2.214
EV058378 3.454 moderately similar to ( 322)AT4G26200| Symbols:3¥J ACS7 (1-Amino-cyclopropane-1-carboxylate sgsth7); 1-aminocycloprop  2.538
JCVI_41856 3.454 moderately similar to ( 224)AT1G74930| Symbols:A3R | ORA47; DNA binding / transcription factortjr@:28147900-28148487 FC  4.314
EV015453 3.450  very weakly similar to (92.4)AT4G28pSymbols: CIL | CIL | chr4:13191946-13193552 RIRAE [21440]

EV118150 3.450 moderately similar to ( 274)AT2G40000| SymbolsAR®?2, ATHSPRO2 | similar to unknown protein [Araipdis thaliana] (TAIR:AT  3.009
JCVI_19330 3.446  weakly similar to ( 107)AT1G32920| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT1G32928.1) | chr1:11928  3.865
JCVI_13423 3.445  highly similar to ( 545)AT4G21320| Symbols: HSABASA32 (HEAT-STRESS-ASSOCIATED 32); catalytic [4111340502-113417
EV130725 3.444 no similarity 2.937
JCVI_32123 3.438  weakly similar to ( 103)AT2G23810| Symbols: TETBHT8 (TETRASPANINS) | chr2:10142939-10144432 RE\AHRN0 original des
EL590902 3.437  weakly similar to (146)AT3G61110| Symbols: ARS27/ARS27A (ARABIDOPSIS RIBOSOMAL PROTEIN S27); sttural constitue
JCVI_1343 3.436 moderately similar to ( 468)AT5G22250| Symbol€JR4-NOT transcription complex protein, putatied5:7365608-7366444 REV ~ 2.381
JCVI_22268 3.435 moderately similar to ( 213)AT3G19580| Symbols:F22 AZF2 (ARABIDOPSIS ZINC-FINGER PROTEIN 2) | 826803299-68041:2
JCVI_26936 3.431 moderately similar to ( 243)AT3G21150| Symbolging finger (B-box type) family protein | chr3:72719-7413396 REVERSE no or ~ 2.350
JCVI_1210 3.428 moderately similar to ( 295)AT2G47770| Symbol&emzodiazepine receptor-related | chr2:195757 6743861 FORWARD no origin:
JCVI_1953 3.425 moderately similar to ( 234)AT4G25200| Symbols:H8P23.6-MITO | ATHSP23.6-MITO (MITOCHONDRION-LOCAFED SMALL  3.536
EV209060 3.418 weakly similar to ( 151)AT4G15810| Symbols: |arbplast outer membrane protein, putative | chi88895-8992604 REVERSE [21.  1.901
AMO058651 3.417  moderately similar to ( 301)AT4G30810| SymbolsPE29 | SCPL29 (serine carboxypeptidase-like 23)nsearboxypeptidase | chrs
EX121530 3.416 no similarity

JCVI_21020 3.413  weakly similar to ( 141)AT2G40000| Symbols: HSPRAZHSPRO?2 | similar to unknown protein [Arabidapgialiana] (TAIR:AT3G!  3.003
EX015383 3.413 no similarity 1.808
JCVI_20770 3.399  weakly similar to ( 145)AT2G20835| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT3G15534.1); similar toun  3.082
JCVI_1347 3.399  moderately similar to ( 346)AT3G52400| Symbols:S¥P122, SYP122 | SYP122 (syntaxin 122); SNAP rexdnthr3:19436813-194
JCVI_34633 3.391  weakly similar to ( 122)AT3G05936| Symbols: |ikmto unnamed protein product [Vitis vinifera] BBCA017316.1) | chr3:1774068
JCVI_18790 3.390 moderately similar to ( 342)AT3G14680| Symbols:R72A14 | CYP72A14 (cytochrome P450, family 72, antfify A, polypeptide 14,
JCVI_36253 3.388  moderately similar to ( 437)AT4G11280| Symbol#CiS6 (1-AMINOCYCLOPROPANE-1-CARBOXYLIC ACID (ACCBYNTHASE ~ 2.579
JCVI_16841 3.387  weakly similar to ( 181)AT4G14805| Symbols: |tease inhibitor/seed storage/lipid transfer profeifP)-related | chr4:8502369-85C
JCVI_28384 3.382 moderately similar to ( 336)AT4G11660| SymbolsAB3B, AT-HSFB2B | AT-HSFB2B (Arabidopsis thalianeat shock transcriptior  2.027
EE549228 3.377  very weakly similar to (91.3)AT3G50060| SymbolsYBI77 | MYB77; DNA binding / transcription factochr3:18569129-18570034 |
EE567489 3.373 no similarity

JCVI_40345 3.369 moderately similar to ( 259)AT5G47230| Symbols:ERF-5, ATERF5, ERF5 | ERF5 (ETHYLENE RESPONSIVE BENT BINDIN ~ 1.837
EE439539 3.366  weakly similar to ( 109)AT4G01960| Symbols: |igamto unknown protein [Arabidopsis thaliana] (TAAT1G02380.1); similar toun  2.107
EV213527 3.365 very weakly similar to (86.7)AT5G50360| Symbo|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT5G63350.1); similar 1
EX042807 3.365 no similarity 2.909
EX108444 3.362  weakly similar to ( 169)AT3G56290| Symbols: |iamto hypothetical protein [Vitis vinifera] (GBAN75527.1) | chr3:20889722-20:  2.446




EX036618 3.359  weakly similar to ( 112)AT4G30830| Symbols: |iamto unknown protein [Arabidopsis thaliana] (TRAAT2G24140.1); similar to un
JCVI_36421 3.359 no original description 2.642
EV160261 3.354  weakly similar to ( 107)AT1G32920| Symbols: |iamto unknown protein [Arabidopsis thaliana] (TAAT1G32928.1) | chr1:11928 3.694
EV142990 3.346  weakly similar to ( 119)AT2G40000| Symbols: HSPRAPHSPRO?2 | similar to unknown protein [Arabidaptialiana] (TAIR:AT3G!  3.002
JCVI_15939 3.344  highly similar to ( 608)AT5G14700| Symbols: |mamoyl-CoA reductase-related | chr5:4740505-474F3BUERSEvery weakly simi  2.563
EV120770 3.341  weakly similar to ( 195)AT3G44260| Symbols: | GEROT transcription complex protein, putative |3156963200-15964042 REVE  2.206
JCVI_11759 3.339  weakly similar to ( 125)AT4G21020| Symbols: glambryogenesis abundant domain-containing préteiA domain-containing prot
JCVI_231 3.337  highly similar to ( 515)AT4G25810| Symbols: XTH28TR6 | XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 6);yudrolase,
JCVI_3132 3.337 moderately similar to ( 321)AT2G27080| Symbol$afpin-induced protein-related / HIN1-related vdia-responsive protein-related | 2.473
ES938263 3.335 no similarity

EV227409 3.331 moderately similar to ( 385)AT1G32450| Symbolgrdton-dependent oligopeptide transport (POT) fiamuiotein | chr1:11715317-11  2.820
EV115961 3.329  weakly similar to ( 164)AT5G13490| Symbols: AACRAC2 (ADP/ATP CARRIER 2); binding | chr5:433603337382 FORWARDwW
JCVI_32987 3.329 moderately similar to ( 204)AT5G62520| SymbolsC5R SROS5 (SIMILAR TO RCD ONE 5); NAD+ ADP-riboskdinsferase | chr5:2
JCVI_28478 3.329  weakly similar to ( 135)AT3G19680| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G50040.1); similar toun  2.581
JCVI_31731 3.321  weakly similar to ( 196)AT4G02920| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G03340.1); similar to hy
EE524509 3.320 moderately similar to ( 215)AT2G19710| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G29440.1); similar tc
JCVI_42207 3.317 no original description 3.087
JCVI_35716 3.316 moderately similar to (408)AT4G36030| Symbolsirnhadillo/beta-catenin repeat family protein 4chv¥045087-17047099 REVERS  2.075
JCVI_35706 3.316 moderately similar to ( 309)AT5G15100| Symbold\®| PIN8 (PIN-FORMED 8); auxin:hydrogen symporteahsporter | chr5:48921 1.770
JCVI_21991 3.311 no original description

CD825949 3.310  weakly similar to ( 172)AT3G28030| Symbols: UVRIVH3 | UVH3 (ULTRAVIOLET HYPERSENSITIVE 3); nucleas| chr3:10425!  3.080
EX102092 3.306 moderately similar to ( 314)AT4G29780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G12010.1); similar tc  2.567
JCVI_9483 3.305 moderately similar to ( 338)AT3G20810| Symbolgr:apscription factor jumoniji (jmjC) domain-contaig protein | chr3:7275820-727
EV109707 3.304 no similarity

EX040796 3.303  weakly similar to ( 198)AT3G22050| Symbols: |epir-like protein kinase-related | chr3:77641385150 FORWARD [21811] 20 5
ES902008 3.302  weakly similar to ( 144)AT2G40080| Symbols: ELFELF4 (EARLY FLOWERING 4) | chr2:16741623-1674198BVERSE [21428]  2.464
EV137114 3.296 no similarity

EV173184 3.292  weakly similar to ( 135)AT3G14680| Symbols: CYP72A CYP72A14 (cytochrome P450, family 72, subfgmi] polypeptide 14); ox  2.231
EE508763 3.292 moderately similar to ( 229)AT4G29890| Symbolshgline monooxygenase, putative (CMO-like) | ch4608874-14610911 FORW/
EX113607 3.288  weakly similar to (177)AT2G40080| Symbols: ELAALF4 (EARLY FLOWERING 4) | chr2:16741623-1674198BVERSE [21827]  2.615
ES969123 3.288 no similarity 3.043
EV190074 3.280 moderately similar to ( 249)AT2G41640| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G57380.1); similar t¢  3.628
CV433416 3.259  very weakly similar to (97.8)AT3G02410| Symbo|ssimilar to ATPCME (PRENYLCYSTEINE METHYLESTERASE)renylcysteine  2.947
EV147360 3.254 no similarity

JCVI_20339 3.249  very weakly similar to (89.4)AT1G65510| Symbolssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G65490.1) | chrl:2¢
JCVI_35682 3.248 no original description

EV100456 3.243 no similarity

JCVI_36013 3.243  very weakly similar to (88.6)AT1G51990| Symbol|€D-methyltransferase family 2 protein | chrl:19838t19336336 FORWARDven
JCVI_5107 3.243 weakly similar to ( 141)AT3G4743¢hBols: PEX11B | PEX11B | chr3:17491783-1749267RWARD no original description 3.514
CV432238 3.241  weakly similar to ( 109)AT3G46620| Symbols: |=zfinger (C3HC4-type RING finger) family proteictr3:17189822-17191009 RE'  2.684
EV191785 3.240 weakly similar to ( 131)AT4G01090iBypls: | extra-large G-protein-related | chr4:4823873248 REVERSE [21489]

JCVI_40884 3.239  weakly similar to ( 146)AT4G29780| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G12010.1); similar toun  3.113
JCVI_3719 3.237  weakly similar to ( 164)AT3G29000| Symbols: |cdan-binding EF hand family protein | chr3:1100742807612 FORWARD no or  3.731
ES965872 3.235 no similarity

JCVI_20887 3.235 no original description 2.828
EV109361 3.230 no similarity

JCVI_40125 3.229  weakly similar to ( 156)AT2G11810| Symbols: MGMGD3, MGDC | MGDC (monogalactosyldiacylglycergirghase type C) | ¢
JCVI_39508 3.223 no original description

EE408753 3.219 weakly similar to (179)AT3G03620h8wls: | MATE efflux family protein | chr3:8739BI%6259 REVERSE [16817] 1 642 671 2.834
L46575 3.215 no similarity

JCVI_37858 3.215 no original description

JCVI_6313 3.205 very weakly similar to (97.4)AT3G23170| Symbo|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT4G14450.1) | chr3:82  1.780
EV102814 3.199  weakly similar to ( 196)AT3G12320| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAXAT5G06980.1); similar to hy ~ 1.962
JCVI_15314 3.198 moderately similar to ( 387)AT2G31380| SymbolsHJTSTH (salt tolerance homologue); transcriptiactér/ zinc ion binding | chr2:1  2.666
EV128635 3.196 no similarity 2.637
JCVI_4571 3.195 moderately similar to ( 266)AT5G59820| SymbolsT2&, RHL41 | RHL41 (RESPONSIVE TO HIGH LIGHT 41)jcleic acid binding
JCVI_28902 3.194 moderately similar to ( 271)AT2G40140| SymbolsFIZZFARL | CZF1/ZFAR1 | chr2:16779615-16781408 ROMRD no original de
JCVI_925 3.194  weakly similar to ( 140)AT3G15670| Symbols: glambryogenesis abundant protein, putative / LEAgim, putative | chr3:5310148-
JCVI_39089 3.193 moderately similar to ( 216)AT2G01300| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G15010.1); similar tc ~ 2.522
DY011298 3.190 no similarity

JCVI_22191 3.189 weakly similar to ( 194)AT4G01089mbols: | extra-large G-protein-related | chr@884-473248 REVERSE no original description
EX136337 3.189  weakly similar to ( 145)AT5G18580| Symbols: TONEMB40, FS1, GDO, FASS | FASS (FASS 1) | chr5:61858578216 FORWARI
AM393934 3.180 no similarity 3.187
JCVI_15179 3.178  highly similar to ( 517)AT1G01540| Symbols: |gia kinase family protein | chr1:195980-198383 MDMRDmoderately similar to ( 2.029
JCVI_14336 3.175 weakly similar to ( 125)AT2G42560| Symbols: glambryogenesis abundant domain-containing préteiA domain-containing prot  3.980
JCVI_22226 3.175 moderately similar to ( 303)AT4G35240| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G17110.1); similar tc ~ 1.773
EV224869 3.171  very weakly similar to (96.3)AT1G74930| SymbolfM7 | ORA47; DNA binding / transcription factorir1:28147900-28148487 F  5.241
JCVI_25673 3.169 moderately similar to ( 376)AT3G60420| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G60450.1); similar tc
DW997843 3.167 no similarity

AT000502 3.161 no similarity

JCVI_14546 3.158 moderately similar to ( 310)AT3G46620| Symbolging finger (C3HC4-type RING finger) family protej chr3:17189822-17191009  2.150
JCVI_151 3.157  moderately similar to ( 259)AT5G04340| SymbolsF2ZZAT6, C2H2 | C2H2 (ZINC FINGER OF ARABIDOPSI$IALIANA 6); nuc  2.878
JCVI_2085 3.152  moderately similar to ( 258)AT3G22840| SymbolsifELELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN)¢chlorophyll bindin
EE568085 3.151 no similarity

JCVI_14921 3.149 moderately similar to ( 303)AT5G64430| Symbolsictjcosapeptide/Phox/Beml1p (PB1) domain-contaipimgein | chr5:25779766-2!  2.067
ES993537 3.147 moderately similar to ( 306)AT1G01540| Symbolgrdtein kinase family protein | chr1:195980-198B&3RWARDweakly similar to ( 1.749
JCVI_38161 3.146 no original description

JCVI_26910 3.141 no original description

JCVI_16211 3.141 moderately similar to ( 250)AT1G12020| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G62422.1); similar tc
EE559860 3.138 no similarity

EX109901 3.137 moderately similar to ( 231)AT1G06160| Symbolgethlylene-responsive factor, putative | chr1:18830883779 FORWARDvery we:
EV197730 3.133 no similarity 2.750
EE507700 3.130 no similarity




JCVI_11394 3.129 moderately similar to (421)AT1G70170| Symbols: RMMMP (MATRIX METALLOPROTEINASE); metalloendopegase | chrl:2¢
JCVI_36976 3.127 moderately similar to ( 362)AT3G55840| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G40000.1); similar ¢~ 1.964
EX134698 3.126  weakly similar to ( 179)AT4G30830| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G24140.1); similar to un
EV140755 3.119  moderately similar to ( 203)AT3G14950| SymbolsL2T TTL2 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKR); binding | 3.229
DN965490 3.116 no similarity

JCVI_4934 3.114 no original description

EE406707 3.112 no similarity 2.152
JCVI_3622 3.110 moderately similar to ( 306)AT3G19380| Symbol&i-fhox domain-containing protein | chr3:6714608%343 REVERSEweakly simil  2.699
EE559806 3.098 no similarity 1.604
JCVI_29566 3.097  weakly similar to ( 174)AT1G18265| Symbols: |tins InterPro domain Protein of unknown functiod593 (InterPro:IPR007656)  3.135
EV125502 3.096 moderately similar to ( 298)AT4G33920| Symbolgrdtein phosphatase 2C family protein / PP2C famibtein | chr4:16260881-162 2.125
JCVI_15246 3.094  moderately similar to ( 300)AT3G57530| Symbols:GPK32, CDPK32, CPK32 | CPK32 (CALCIUM-DEPENDENT PREIN KINAS
JCVI_33840 3.092 no original description

JCVI_40911 3.091 moderately similar to (446)AT1G13110| Symbols:R7B7 | CYP71B7 (cytochrome P450, family 71, sulifaBy polypeptide 7); ox
JCVI_23644 3.089  weakly similar to ( 120)AT4G29780| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT5G12010.1); similar toun  2.928
RC_EE564068 3.083 no similarity

EV103862 3.081 moderately similar to ( 310)AT1G70170| Symbols: FMMMP (MATRIX METALLOPROTEINASE); metalloendopégase | chrl:2¢
JCVI_9015 3.079  weakly similar to ( 174)AT5G47320| Symbols: RP$EPS19 (40S ribosomal protein S19); RNA bindiolgrp:19221028-19222178 | 2.229
JCVI_5733 3.078 moderately similar to ( 204)AT1G21910| SymbolgiPR domain-containing transcription factor fanplgotein | chr1:7696644-76973:
JCVI_9589 3.076  moderately similar to (421)AT1G27100| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G69900.1); similar tc  1.967
CN728830 3.074 no similarity

DY010300 3.071  weakly similar to ( 131)AT5G10695| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G57123.1); similar to un
JCVI_8881 3.070 no original description

EX084336 3.070 moderately similar to ( 343)AT2G42900| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA070018.1); contains In
DW997751 3.069  very weakly similar to (98.6)AT3G61640| SymbolSEAGP20, AGP20 | AGP20 (ARABINOGALACTAN PROTEIN 20phr3:228212  1.787
JCVI_34219 3.068 no original description 2.340
JCVI_16259 3.068 moderately similar to (491)AT4G02300| Symbolgegtinesterase family protein | chr4:1009366-1823REVERSEmoderately simil
JCVI_6893 3.067  weakly similar to ( 151)AT3G50800| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT5G66580.1); similar to un
JCVI_28622 3.062  highly similar to ( 546)AT3G28340| Symbols: GATLLGBATL10 (Galacturonosyltransferase-like 10); pallacturonate 4-alpha-gala  3.103
JCVI_4850 3.062  weakly similar to ( 197)AT3G12320| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT5G06980.1); similar to hy
EE539186 3.061 moderately similar to ( 211)AT1G71000| Symbol®NAJ heat shock N-terminal domain-containing pirofechrl:26772998-26773771  1.740
JCVI_8403 3.060 moderately similar to ( 268)AT5G05410| Symbols:HB2, DREB2A | DREB2A (DRE-BINDING PROTEIN 2A); DNAinding / trans
JCVI_16557 3.059 moderately similar to ( 273)AT3G50060| Symbols: B | MYB77; DNA binding / transcription factor hi8:18569129-18570034 R
EV107830 3.057 no similarity

JCVI_11277 3.057  moderately similar to ( 379)AT3G23250| Symbols: BIb, AtY19, AtMYB15 | AtMYB15/AtY19/MYB15 (myb domia protein 15); D
JCVI_9832 3.056  highly similar to ( 582)AT1G64500| Symbols: |tgikedoxin family protein | chr1:23956933-23958088RWARD no original descripi  2.103
JCVI_26540 3.054 moderately similar to ( 490)AT5G52300| Symbols: 2B, LTI65 | LTI65/RD29B (RESPONSIVE TO DESSICATIORB) | chr5:212  3.339
AMO058038 3.053  weakly similar to ( 106)AT3G30580| Symbols: |iamto unknown protein [Arabidopsis thaliana] (F8XAT5G38790.1) | chr3:12170  2.671
EV175274 3.050 no similarity

EV175339 3.046 no similarity 2.469
JCVI_9836 3.046  highly similar to ( 828)AT3G01120| Symbols: CGF,@YS1, CGS1, MTO1 | MTO1 (METHIONINE OVERACCUMULADN 1) | ch
BQ704951 3.046 no similarity 1.831
JCVI_34138 3.045 moderately similar to ( 311)AT3G07250| Symbolswug¢lear transport factor 2 (NTF2) family proteiRMA recognition motif (RRM)-c
ES966108 3.044 no similarity

ES968570 3.041 no similarity

EV111322 3.040 no similarity

EV111066 3.038 no similarity

EV153307 3.036  weakly similar to ( 101)AT3G26100| Symbols: |utegor of chromosome condensation (RCC1) familytgiro| chr3:9539695-954138
JCVI_22827 3.035 highly similar to ( 518)AT1G21790| Symbols: | 8anto unnamed protein product [Vitis vinifera] BBCA061872.1); contains InterP
AM394323 3.035 no similarity 3.039
EE545244 3.030 no similarity

JCVI_8272 3.030 moderately similar to ( 256)AT1G05560| Symbols: TI&B1, UGT1 | UGT1 (UDP-glucosy! transferase 75RIpP-glycosyltransfera  2.528
BQ790750 3.029  weakly similar to ( 181)AT4G10250| Symbols: ATHER2| ATHSP22.0 (Arabidopsis thaliana heat shookgim 22.0) | chr4:637053%
EX122617 3.028 moderately similar to ( 347)AT5G22380| Symbols:AB090 | ANAC090 (Arabidopsis NAC domain containipigtein 90); transcripti
ES969090 3.028 no similarity

CX278676 3.026 no similarity

JCVI_894 3.024  moderately similar to (423)AT3G21380| Symbolsinjilar to MBP1 (MYROSINASE-BINDING PROTEIN 1) [Abidopsis thaliana]  3.447
JCVI_28463 3.021 moderately similar to ( 257)AT3G09020| Symbolsipha 1,4-glycosyltransferase family protein /oglgyltransferase sugar-binding [
JCVI_41678 3.020  highly similar to ( 507)AT3G09450| Symbols: | #anto unknown protein [Arabidopsis thaliana] (FAAT2G28780.1); similar to unt  3.940
JCVI_14049 3.019  moderately similar to ( 226)AT3G26980| Symbols: B4 MUB4 (MEMBRANE-ANCHORED UBIQUITIN-FOLD PROTEINI PRE(
JCVI_4734 3.014 moderately similar to ( 397)AT1G06260| Symbolsydteine proteinase, putative | chr1:1916448-184 FSORWARDweakly similar tc  2.013
JCVI_42470 3.010 weakly similar to ( 171)AT3G28289mbols: | peroxidase, putative | chr3:1051931%220069 FORWARD no original description
JCVI_2152 3.008  very weakly similar to ( 100)AT5G22650| Symbol$9FD2, HDT2, ATHD2B, HDA4, HD2, HD2B | HD2B (HISTONBEACETYLAS  1.877
JCVI_2702 3.006 no original description

JCVI_4875 3.004  highly similar to ( 576)AT5G04950| Symbols: |atianamine synthase, putative | chr5:1457877-14%883VERSEmoderately simila
JCVI_4490 2.999  moderately similar to ( 320)AT4G40010| SymbolsR¥-7, SNRK2.7, SRK2F | SNRK2-7/SNRK2.7/SRK2F (SNRELATED PRO1
EE524030 2.997 very weakly similar to (82.0)AT3G46620| Symbo|zinc finger (C3HC4-type RING finger) family prate chr3:17189822-1719100¢  2.810
JCVI_14678 2.990 moderately similar to ( 346)AT4G24660| SymbolsHB22, MEE68 | ATHB22/MEE68 (ARABIDOPSIS THALIANA HMEOBOX Pl 2.963
JCVI_7022 2.988 moderately similar to (243)AT5G12020| Symbolsf3.6l1 | HSP17.6l1 (17.6 KDA CLASS Il HEAT SHOCKR®TEIN) | chr5:3882
JCVI_13680 2.988 moderately similar to ( 207)AT1G09520| Symbolsinjilar to PHD finger family protein [Arabidopsisaliana] (TAIR:AT3G17460.1);
JCVI_38283 2.986 moderately similar to ( 231)AT4G01090| Symbolextfa-large G-protein-related | chr4:470834-473REYERSE no original descrip
JCVI_15052 2.983 moderately similar to ( 230)AT3G21300| Symbol®NA methyltransferase family protein | chr3:749368196263 REVERSE no ori¢  1.927
JCVI_36240 2.982 moderately similar to ( 355)AT3G60420| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G60450.1); similar tc
JCVI_16530 2.978  highly similar to ( 636)AT5G14700| Symbols: |mamoyl-CoA reductase-related | chr5:4740505-474F3BUERSEvery weakly simi  3.718
JCVI_3413 2.975 moderately similar to ( 290)AT3G22840| SymbolsifELELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN)¢chlorophyll bindin
JCVI_2015 2.972 moderately similar to ( 300)AT3G204[73ymbols: | unknown protein | chr3:7648387-788950RWARD no original description
JCVI_11681 2.968 weakly similar to ( 182)AT5G237389mbols: | nucleotide binding | chr5:8005289-8@BBORWARD no original description 2.70
JCVI_16668 2.965 weakly similar to ( 111)AT3G153Symbols: | unknown protein | chr3:5187171-518 l6ORWARD no original description

JCVI_31954 2.964  weakly similar to ( 124)AT1G26320| Symbols: | NRfependent oxidoreductase, putative | chr1:91052R7016 FORWARD no or
JCVI_25854 2.964 no original description

JCVI_16510 2.964 weakly similar to ( 180)AT5G04340| Symbols: CZEAT6, C2H2 | C2H2 (ZINC FINGER OF ARABIDOPSIS THAANA 6); nucleic  2.840
CD831059 2.964 no similarity 1.480
RC_EV111589 2.963 no similarity 2.477




JCVI_23775 2.963  highly similar to ( 641)AT3G24460| Symbols: | TM&mbrane family protein / tumour differentiallypegssed (TDE) family protein |
EV151697 2.961 very weakly similar to (93.2)AT5G22p3ymbols: | strictosidine synthase family profeshr5:7287881-7289360 REVERSE [21483]
EV177509 2.961 weakly similar to ( 185)AT1G23130fBypls: | Bet v | allergen family protein | chrl08223-8200986 FORWARD [21487]

JCVI_35980 2.960 moderately similar to (489)AT1G28230| Symbols:PAJP1, PUP1 | PUP1 (PURINE PERMEASE 1); purine tramsbrane transport
EX120951 2.958 weakly similar to ( 113)AT1G43910| Symbols: | AAype ATPase family protein | chr1:16658490-166@0B&EVERSE [21829] 49 4
JCVI_40355 2.956 moderately similar to ( 250)AT5G46830| Symbol&agic helix-loop-helix (bHLH) family protein | ci19019946-19021481 FORWA  2.014
JCVI_32708 2.948 no original description

JCVI_32703 2.948 moderately similar to ( 350)AT1G29340| Symbols:H2@ | PUB17 (PLANT U-BOX17); ubiquitin-protein liga | chr1:10264398-102  1.987
JCVI_1521 2.947  moderately similar to ( 246)AT3G17520| Symbol$at¢ embryogenesis abundant domain-containingjorét_LEA domain-containing
EX083488 2.945 no similarity

JCVI_19446 2.943  weakly similar to ( 161)AT1G69890| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G27100.1); similar toun  1.721
JCVI_24715 2.942 weakly similar to ( 189)AT2G39989mbols: | transferase family protein | chr2: 1689516696963 REVERSE no original description 2.8
JCVI_29935 2.941 moderately similar to ( 314)AT4G38960| Symbolginf finger (B-box type) family protein | chr4:181294-18163039 FORWARD nc  1.957
JCVI_34936 2.940 moderately similar to ( 360)AT1G78160| SymbolsiMAP7 | APUM7 (ARABIDOPSIS PUMILIO 7); RNA bindingdhr1:29412793-29
EE566364 2.939 no similarity

RC_EE557564 2.938 no similarity

EV108354 2.931  weakly similar to ( 141)AT2G36780| Symbols: | UBBcoronosyl/UDP-glucosyl transferase family piotechr2:15424697-154261€
EV078290 2.928 no similarity 1.275
DY009544 2.923  weakly similar to ( 105)AT1G30860| Symbols: |tein binding / zinc ion binding | chr1:10986677-80927 REVERSE [18969] 153  1.882
JCVI_40879 2.923  very weakly similar to (83.6)AT5G46910| Symboldranscription factor jumoniji (jmj) family proteinchr5:19065007-19068107 FOF
RC_EE567343 2.916 no similarity

JCVI_21121 2.914 no original description 4.155
EV136565 2.912 no similarity 2.792
ES966278 2911 no similarity 2.952
ES902248 2.909 moderately similar to ( 286)AT1G28230| Symbols:PAJP1, PUP1 | PUP1 (PURINE PERMEASE 1); purine tramsbrane transport¢
EE505148 2.908 no similarity

JCVI_4252 2.906 moderately similar to ( 446)AT3G11320| Symbolsrdanic anion transmembrane transporter | chr3®533548545 REVERSE no 1
CB686059 2.906 no similarity 2.080
JCVI_10884 2.902 moderately similar to (467)AT1G07040| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G27030.1); similar tc
EX092288 2.900  weakly similar to ( 179)AT1G69840hfByls: | band 7 family protein | chr1:262975959813 REVERSE [21823] 2.726
DW999620 2.896  weakly similar to ( 113)AT3G22840| Symbols: ELE,IP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN); chimphyll binding | ¢
EX041857 2.896  weakly similar to (193)AT3G11510| Symbols: | 40®somal protein S14 (RPS14B) | chr3:3623763-8824REVERSEweakly simil
JCVI_32755 2.894 moderately similar to ( 259)AT4G01360| Symbolsinjilar to BPS1 (BYPASS 1) [Arabidopsis thalia@AIR:AT1G01550.2); similar  2.619
EV126970 2.892 no similarity

JCVI_12599 2.888 moderately similar to ( 252)AT5G13170| Symbolsiodiulin MtN3 family protein | chr5:4181334-41831REVERSE no original desc  2.880
JCVI_31606 2.887 weakly similar to (151)AT2G26739mbols: | plectin-related | chr2:11411335-11414REVERSE no original description 2.27
EV149994 2.887 no similarity

ES957422 2.886 no similarity

JCVI_8830 2.883 moderately similar to ( 352)AT4G33920| Symbolgrdtein phosphatase 2C family protein / PP2C famibtein | chr4:16260881-162
JCVI_37351 2.881 moderately similar to ( 229)AT2G19710| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G29440.1); similar tc
JCVI_13330 2.880 highly similar to ( 693)AT1G69790| Symbols: |gio kinase, putative | chr1:26270501-26272481 F@RWMmoderately similar to (.
JCVI_24437 2.878 moderately similar to ( 296)AT4G33920| Symbolgrdtein phosphatase 2C family protein / PP2C famibtein | chr4:16260881-162  2.305
EX064199 2.875 no similarity 2.075
EV130300 2.874 no similarity

JCVI_4685 2.872  moderately similar to (277)AT5G11160| SymbolsTAR APT5 (ADENINE PHOSPHORIBOSYLTRANSFERASE 5);emihe phospt  2.652
EG020213 2.867 no similarity

EX065455 2.866 no similarity

CD811973 2.860 no similarity

JCVI_6977 2.858 moderately similar to ( 333)AT5G43700| SymbolsA#A ATAUX2-11 | ATAUX2-11 (indoleacetic acid-indudeprotein 4); transcriptic ~ 2.621
CD828717 2.857 no similarity

EE563641 2.851 no similarity

RC_JCVI_37047 2.849 no original description

JCVI_39461 2.847 moderately similar to ( 230)AT4G29890| Symbolshdline monooxygenase, putative (CMO-like) | ch4608874-14610911 FORW/
EV120033 2.847  moderately similar to (287)AT1G65310| SymbolsX¥AH17 | ATXTH17 (XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HDROL  3.176
JCVI_13959 2.842  weakly similar to ( 113)AT5G39670| Symbols: |odain-binding EF hand family protein | chr5:1590049901112 FORWARD no or  1.870
EV096758 2.839  weakly similar to ( 181)AT1G69523| Symbols: | BM£OQ5 methyltransferase family protein | chrl:2819%)-26134820 FORWARD
JCVI_10583 2.838 moderately similar to ( 278)AT3G50770| Symbolsalodulin-related protein, putative | chr3:188&348885585 FORWARDvery v

H74834 2.833 no similarity 2.780
CD835542 2.831 weakly similar to ( 180)AT3G62720| Symbols: ATXTATXT1, transferase/ transferase, transferringggy! groups | chr3:2321230z  1.756
ES965824 2.827 no similarity

JCVI_33886 2.819  weakly similar to ( 147)AT3G05490| Symbols: RALFLPRALFL22 (RALF-LIKE 22) | chr3:1591387-159174®RWARD no origina  3.350
EV111641 2.817 no similarity

JCVI_30402 2.817  highly similar to ( 629)AT3G19270| Symbols: CYP2@7| CYP707A4 (cytochrome P450, family 707, subfgm, polypeptide 4); oxy  2.564
EV175334 2.816 no similarity 2.899
JCVI_14789 2.816 moderately similar to ( 326)AT2G40140| SymbolsFIZZFARL | CZF1/ZFAR1 | chr2:16779615-16781408 ROMRD no original de
EE531628 2.813 no similarity 2.455
JCVI_25976 2.813  moderately similar to ( 271)AT4G33720| Symbolgathogenesis-related protein, putative | chr4:2818-16183307 FORWARDmMoc
JCVI_37942 2.813  highly similar to ( 725)AT4G24550| Symbols: |tbkan adaptor complexes medium subunit family protehr4:12675883-12678913
JCVI_11454 2.810 moderately similar to ( 247)AT2G11810| Symbols: P& ATMGD3, MGDC | MGDC (monogalactosyldiacylglyeésynthase type C
RC_ES929155 2.806 no similarity

JCVI_38257 2.806 no original description

JCVI_20204 2.803  weakly similar to ( 163)AT1G13710| Symbols: CYPBBACYP78A5 (cytochrome P450, family 78, subfamilypolypeptide 5); oxyge  1.712
RC_EH424674 2.802 no similarity

RC_EE556375 2.801 no similarity 2.866
EV103993 2.801 moderately similar to ( 333)AT1G70170| Symbols: RMMMP (MATRIX METALLOPROTEINASE); metalloendopégase | chrl:2¢
JCVI_36313 2.800 moderately similar to ( 228)AT3G02840| Symbolénrhediate-early fungal elicitor family proteinHr8:618487-619626 FORWARD
EV217098 2.799  very weakly similar to ( 100)AT1G50910| Symbojssimilar to unnamed protein product [Vitis vindég(GB:CA068056.1) | chr1:188
EX076183 2.799 no similarity 2.021
JCVI_40617 2.797  very weakly similar to (94.4)AT1G70170| SymbolsM®R | MMP (MATRIX METALLOPROTEINASE); metalloendopégase | chrl:2
RC_EE560638 2.796 no similarity

EV112555 2.794  very weakly similar to (98.6)AT2G46790| Symbol&R®, TL1, APRRI | APRR9 (PSEUDO-RESPONSE REGULAT®)Rranscriptic
JCVI_2166 2.793 moderately similar to ( 375)AT2G40000| Symbols AR®2, ATHSPRO?2 | similar to unknown protein [Araipdis thaliana] (TAIR:AT  2.136
EV205882 2.791 no similarity




JCVI_27852 2.790 no original description

EX097178 2.789  moderately similar to ( 236)AT2G40000| SymbolsAR®?2, ATHSPRO2 | similar to unknown protein [Araipdis thaliana] (TAIR:AT  2.170
AM386327 2.788  moderately similar to ( 224)AT4G37320| Symbols:RBLD5 | CYP81D5 (cytochrome P450, family 81, sulifa®, polypeptide 5); o>
JCVI_7932 2.783  very weakly similar to (87.0)AT5G64310| SymbolSEAGP1, AGP1 | AGP1 (ARABINOGALACTAN-PROTEIN 1) | th125739244-2  2.884
EV128384 2.783 no similarity 2.259
JCVI_7475 2.782  moderately similar to (453)AT5G23660| Symbols: N8| MTN3 (ARABIDOPSIS HOMOLOG OF MEDICAGO TRUNCATIA MTN
JCVI_7746 2.782 moderately similar to ( 205)AT5G13{18ymbols: | oxidoreductase | chr5:4156792-418%X3RWARD no original description 2.240
EV218325 2.781 weakly similar to ( 142)AT2G40140iBypls: CZF1, ZFARL | CZF1/ZFAR1 | chr2:1677961585408 FORWARD [21492]

JCVI_30149 2.779 no original description 3.540
JCVI_17491 2.779  highly similar to ( 581)AT1G30370| Symbols: |dge class 3 family protein | chr1:10719151-10720RBVERSE no original descript
EE558512 2.777 no similarity

JCVI_21233 2.776 no original description

JCVI_32502 2.774 moderately similar to ( 386)AT5G56080| Symbolsicptianamine synthase, putative | chr5:2272862822590 REVERSEweakly sir  2.380
EX039472 2.773 weakly similar to (147)AT5G05490iBypls: SYN1, DIF1 | DIF1/SYN1 | chr5:1624713-1629 HFORWARD [21811] 20 300 300

EV112617 2.772 no similarity

CV546572 2.770 no similarity

JCVI_6116 2.769 moderately similar to ( 271)AT1G76600| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G21010.1); similar tc  1.973
EV193118 2.768  weakly similar to ( 147)AT4G18210| Symbols: ATPWRIATPUP10 (Arabidopsis thaliana purine perme&yedurine transmembran
JCVI_30704 2.764 very weakly similar to (83.6)AT3G8R| Symbols: | epimerase-related | chr3:23012369-7333 FORWARD no original description
JCVI_4382 2.764  moderately similar to ( 220)AT1G54050| Symbol4:7 4 kDa class Ill heat shock protein (HSP17.4)Chr1:20183226-20183790 F  1.949
AMO060704 2.763 no similarity

EX028970 2.763  weakly similar to ( 108)AT3G21400| Symbols: |iamto unknown [Populus trichocarpa] (GB:ABK93428| chr3:7534830-753629¢
JCVI_22427 2.762 moderately similar to ( 257)AT1G89ESymbols: ZCF37 | ZCF37 | chrl:21891525-2189FBBWARD no original description

JCVI_7689 2.762  moderately similar to ( 400)AT3G24550| Symbols:PERK1 | ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KM$E 1); ATF  1.558
JCVI_13339 2.761 moderately similar to (437)AT2G29090| Symbols:R707A2 | CYP707A2 (cytochrome P450, family 707 fanotily A, polypeptide 2)  1.876
JCVI_18124 2.761 no original description 1.874
JCVI_1097 2.761 moderately similar to ( 439)AT3G46600| Symbolscgrecrow transcription factor family protein {3h17169037-17170784 FORWA  1.632
JCVI_18406 2.759 moderately similar to ( 444)AT3G49810| Symbols&i-thox domain-containing protein | chr3:1848592 #8867 REVERSE no origin
JCVI_32775 2.757 moderately similar to ( 377)AT4G36670| Symbolsnahnitol transporter, putative | chr4:1728768488287 REVERSEweakly simila
EV093388 2.749 no similarity

JCVI_30401 2.746 no original description

JCVI_28693 2.746  moderately similar to ( 318)AT3G27250| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G40800.1); similar tc
EX131452 2.742  weakly similar to ( 181)AT5G59870| Symbols: HTABTA6; DNA binding | chr5:24132831-24133370 REVER®&&Kly similarto (1 2.256
EV131203 2.738 no similarity 3.184
JCVI_32596 2.733  moderately similar to ( 316)AT5G46910| Symbolstahscription factor jumoniji (jmj) family proteinchr5:19065007-19068107 FOR!
EX140135 2.732  weakly similar to ( 102)AT1G19770| Symbols: ATPYRIATPUP14 (Arabidopsis thaliana purine permeayedurine transmembran
JCVI_32120 2.732 very weakly similar to (86.7)AT5G68| Symbols: | unknown protein | chr5:2622165288® REVERSE no original description

EV156297 2.731 moderately similar to ( 229)AT3G19380| Symbol&i-fhox domain-containing protein | chr3:6714608%343 REVERSE [21484] 70  2.334
EV128921 2.729 moderately similar to ( 221)AT1G77380| Symbols:P8\ AAP3 (amino acid permease 3); amino acid tmansbrane transporter [ch  1.843
CX281139 2.728 no similarity 2.322
JCVI_38799 2.727 moderately similar to ( 219)AT5G01880| Symbolginf finger (C3HC4-type RING finger) family protej chr5:339014-339493 FOR
EE559501 2.727 no similarity

JCVI_26071 2.726 moderately similar to ( 273)AT2G40140| SymbolsFIZZFARL | CZF1/ZFAR1 | chr2:16779615-16781408 ROMRD no original de
JCVI_30046 2.726  moderately similar to ( 322)AT1G70170| Symbols: RMMMP (MATRIX METALLOPROTEINASE); metalloendopegase | chrl:2¢
JCVI_34039 2.724  weakly similar to ( 138)AT2G46790| Symbols: PRRR], APRR9 | APRR9 (PSEUDO-RESPONSE REGULATOR @nscription re  1.432
JCVI_21646 2.723  weakly similar to ( 115)AT3G22880| Symbols: DM@RLIM15, ATDMC1 | ATDMC1 (RECA-LIKE GENE); ATP binihg / DNA-dej
JCVI_40704 2.722 very weakly similar to ( 100)AT5@86| Symbols: | unknown protein | chr5:187971319¥846 REVERSE no original description 2.58
JCVI_20968 2.719 moderately similar to ( 235)AT3G49810| Symbol&i-tpox domain-containing protein | chr3:184859248867 REVERSEvery weal
JCVI_26106 2.716 moderately similar to ( 366)AT1G29340| Symbols:H20 | PUB17 (PLANT U-BOX17); ubiquitin-protein liga | chr1:10264398-102  1.661
JCVI_8440 2.715 no original description 2.640
JCVI_31045 2.715 moderately similar to ( 260)AT5G11090| Symbolseijne-rich protein-related | chr5:3524797-352586RWARD no original descri}
JCVI_20 2.714  moderately similar to ( 293)AT1G27730| SymbolsT2A, STZ | STZ (SALT TOLERANCE ZINC FINGER); nuateacid binding / tra  2.788
JCVI_21446 2.713 no original description

JCVI_21265 2.710 moderately similar to ( 251)AT1G21550| Symbolsalfium-binding protein, putative | chr1:75533@53773 REVERSEvery weakly
EE448760 2.706 no similarity 2.618
EV107639 2.705 no similarity

JCVI_31237 2.698  weakly similar to ( 172)AT2G40080| Symbols: ELFELF4 (EARLY FLOWERING 4) | chr2:16741623-1674198BVERSE no origir
EV199204 2.695 very weakly similar to (85.9)AT2G34720| Symbo|SCCAAT-binding transcription factor (CBF-B/NF-YAxmily protein | chr2:14657
AT000768 2.695 no similarity

EX137378 2.691 moderately similar to ( 466)AT1G61360| SymbolS-lpcus lectin protein kinase family protein |tB2641532-22644639 REVERSE
JCVI_14397 2.690 moderately similar to (237)AT1G01250| SymbolgPP domain-containing transcription factor, putatj chr1:104731-105309 REVE  2.247
AM393924 2.689 no similarity 3.027
EX105137 2.688 weakly similar to (128)AT1G75770ifBpls: | unknown protein | chr1:28453683-284546@RWARD [21826]

JCVI_802 2.687  moderately similar to ( 272)AT3G24500| Symbols: ME, ATMBF1C | ATMBF1C/MBF1C (MULTIPROTEIN BRIDGINGACTOR ~ 1.699
EE425481 2.686 moderately similar to ( 298)AT3G06145| Symbolsinjilar to unnamed protein product [Vitis vinif¢@&B:CAO71096.1) | chr3:1860 3.572
ES957953 2.685 no similarity 2.594
ES945101 2.685 weakly similar to ( 114)AT1G09840| Symbols: |giparelated protein kinase kappa / ASK-kappa (ASK1hr1:3196116-3199526 F  2.892
EX095727 2.684  weakly similar to ( 111)AT2G40000| Symbols: HSPRBZHSPRO?2 | similar to unknown protein [Arabidap#ialiana] (TAIR:AT3G!  2.357
ES911468 2.683 moderately similar to (454)AT3G15354| SymbolsASP SPA3 (SPA1-RELATED 3); signal transducer [3chi69334-5172487 REV  1.843
JCVI_4818 2.683 moderately similar to ( 238)AT3G16720| Symbols:LA&T ATL2 (Arabidopsis T?xicos en Levadura 2); pintbinding / zinc ion bindin
EX130490 2.682 no similarity 2.328
EV191125 2.680 weakly similar to ( 186)AT4G08450| Symbols: |edise resistance protein (TIR-NBS-LRR class), predtchr4:5365607-5371098 F(
JCVI_11330 2.680 weakly similar to ( 135)AT4G18880| Symbols: HSFAAT-HSFA4A | AT-HSFA4A (Arabidopsis thaliana hesitock transcription fac  1.746
JCVI_21968 2.677 no original description

EX028275 2.675 moderately similar to (429)AT5G01550| Symbol¢ectin protein kinase, putative | chr5:214516-BBREVERSEweakly similar to (
EE447525 2.674 no similarity

JCVI_9907 2.674 moderately similar to ( 286)AT1G76650| Symbols: I3 | CML38 | chr1:28771803-28772336 REVERSEverghkliesimilar to (82.4.  3.144
JCVI_13591 2.671 weakly similar to ( 184)AT2G30020| Symbols: |tein phosphatase 2C, putative / PP2C, putative?t tP821514-12822981 FORW/  2.145
JCVI_39390 2.671 moderately similar to ( 315)AT3G12700| Symbolsispartyl protease family protein | chr3:40371439050 FORWARD no original ¢
EV090704 2.670  weakly similar to ( 147)AT1G72890| Symbols: |edise resistance protein (TIR-NBS class), putative]:27433608-27435378 FOR'
EES551050 2.666  weakly similar to (112)AT5G18370| Symbols: |edise resistance protein (TIR-NBS-LRR class), ptggtchr5:6085038-6088928 RI
EV160381 2.665 moderately similar to ( 228)AT2G39980| Symbolsrapsferase family protein | chr2:16695515-16636R26VERSE [21484] 64 800 ¢  2.967
EE424279 2.664 moderately similar to ( 339)AT1G11050| Symbolgrdtein kinase family protein | chr1:3681892-36B3FORWARDweakly similar t




CD828081 2.662 no similarity

EE550074 2.657 no similarity

JCVI_10466 2.653  weakly similar to ( 142)AT1G76900| Symbols: AtTLPAtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diestRydrolase/ transcript
JCVI_18326 2.652 moderately similar to ( 384)AT4G01360| Symbolsinjilar to BPS1 (BYPASS 1) [Arabidopsis thaliaf@hIR:AT1G01550.2); similar
JCVI_4558 2.646  moderately similar to ( 209)AT1G71000| Symbol®NAJ heat shock N-terminal domain-containing pirofechrl:26772998-2677377
EV226676 2.646  very weakly similar to (91.3)AT3G16510| Symbo|s€£2 domain-containing protein | chr3:5617118-56MBREVERSE [21493] 1 637
JCVI_22143 2.646 no original description

EE474581 2.645 weakly similar to ( 118)AT3G12320| Symbols: |ig&mto unknown protein [Arabidopsis thaliana] (FXAT5G06980.1); similar to hy  1.447
JCVI_35317 2.644 no original description

JCVI_37131 2.644 moderately similar to ( 236)AT3G46900| Symbols:FOQ | COPT2 (Copper transporter 2); copper iorstrembrane transporter | ck
EE546160 2.643 moderately similar to ( 286)AT2G40000| SymbolsAR®?2, ATHSPRO2 | similar to unknown protein [Araipdis thaliana] (TAIR:AT  1.857
JCVI_12489 2.642  weakly similar to ( 154)AT3G23930| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT4G13540.1); similar to hy
JCVI_24827 2.641  highly similar to ( 686)AT4G12010| Symbols: |efise resistance protein (TIR-NBS-LRR class), prgdtchr4:7197319-7201387 RE
ES962263 2.639 no similarity

JCVI_40401 2.638 no original description

JCVI_10133 2.637  weakly similar to ( 167)AT5G57180| Symbols: CIARIA2 (CHLOROPLAST IMPORT APPARATUS 2) | chr5:2318E-23186749 F  2.034
EX132818 2.637 moderately similar to ( 221)AT5G66070| Symbolgink finger (C3HC4-type RING finger) family protef chr5:26439149-26440259
JCVI_29717 2.633 moderately similar to ( 305)AT4G00050| Symbols:EI0 | UNE10 (unfertilized embryo sac 10); DNA bimgli transcription factor [ ¢ 2.463
RC_EX130490 2.632 no similarity 2.512
JCVI_35 2.632  moderately similar to ( 318)AT1G27730| SymbolsT2A, STZ | STZ (SALT TOLERANCE ZINC FINGER); nuateacid binding / tra  2.825
JCVI_14587 2.631  highly similar to ( 590)AT3G22880| Symbols: DMGYRLIM15, ATDMC1 | ATDMC1 (RECA-LIKE GENE); ATP binihg / DNA-dep
ES987173 2.631 no similarity

CV546797 2.629 no similarity

CD842657 2.629  very weakly similar to (80.1)AT2G22470| SymbolsEAGP2, AGP2 | AGP2 (ARABINOGALACTAN-PROTEIN 2) | chi9545480-95
CX192125 2.623  weakly similar to (179)AT2G39800| Symbols: ATP5®SCSL1 | P5CS1 (DELTA1-PYRROLINE-5-CARBOXYLATE SYNASE 1) |
JCVI_7050 2.620 moderately similar to (467)AT5G44730| Symbol$alpacid dehalogenase-like hydrolase family propeihr5:18062815-18063746 F  2.380
EV133520 2.620 moderately similar to ( 308)AT3G54800| Symbolglefkstrin homology (PH) domain-containing protélipid-binding START domai
JCVI_34508 2.619 moderately similar to ( 221)AT4GA0USymbols: | nodulin-related | chr4:1060654908229 FORWARD no original description 2.16
EV129366 2.615 weakly similar to ( 119)AT4G12970| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCAO17947.1) | chr4:7586241  1.752
EX037889 2.614 moderately similar to ( 289)AT4G15320| Symbolsi 886, ATCSLB6, ATCSLB06 | ATCSLBO6 (Cellulose syase-like B6); transfe
AM387181 2.613 no similarity

JCVI_4467 2.613  very weakly similar to (82.0)AT5G14970| Symbo|samine oxidase/ copper ion binding / quinone igdichr5:4847371-4848763 F(
JCVI_32381 2.610 moderately similar to ( 229)AT3G08040| Symbols: NtA FRD3 | FRD3 (FERRIC REDUCTASE DEFECTIVE 3);ipntter | chr3:25
JCVI_13251 2.609  weakly similar to ( 134)AT5G53590| Symbols: |iasesponsive family protein | chr5:21789333-21BFORWARD no original de
JCVI_22207 2.604 no original description

JCVI_1821 2.602 very weakly similar to (98.2)AT1G88]1 Symbols: | unknown protein | chr1:4847972-8848-ORWARD no original description 1.72
JCVI_31508 2.601 moderately similar to ( 235)AT5G43400| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G13210.1); similar tc
JCVI_16182 2.600 moderately similar to ( 300)AT1G67590| Symbolsenorin family protein | chr1:25336918-25338135ERSE no original descripti
JCVI_20074 2.600 weakly similar to ( 171)AT1G72430| Symbols: |iasesponsive protein-related | chr1:27268812-272Z89REVERSE no original de
JCVI_6244 2.598 highly similar to ( 742)AT2G35710| Symbols: |ghgenin glucosyltransferase (glycogenin)-relateitt?:15018004-15019330 REVE
EV066504 2.597  weakly similar to ( 101)AT5G15950| Symbols: |raigylmethionine decarboxylase family protein | cb286709-5207797 FORWAR
CV544507 2.596  weakly similar to ( 114)AT2G40000| Symbols: HSPRAPHSPRO?2 | similar to unknown protein [Arabidaptialiana] (TAIR:AT3G!  1.848
JCVI_10442 2.596 moderately similar to (486)AT5G62520| SymbolsCBR SRO5 (SIMILAR TO RCD ONE 5); NAD+ ADP-ribossdinsferase | chr5:2  2.103
JCVI_21126 2.594 moderately similar to ( 216)AT1G04040| Symbolsicii phosphatase class B family protein | chri2563-1043818 REVERSE no ol 3.431
AT000526 2.592 no similarity

EV124143 2.588  very weakly similar to (89.4)AT3G16720| SymbolsEI& | ATL2 (Arabidopsis T?xicos en Levadura 2);tein binding / zinc ion bindi
JCVI_616 2.582  moderately similar to (429)AT5G59550| Symbolginf finger (C3HC4-type RING finger) family protej chr5:24015648-24016871  2.271
JCVI_33076 2.578 weakly similar to ( 117)AT1G05690| Symbols: BTBT|3 (BTB and TAZ domain protein 3); protein bindihgganscription regulator | ¢
JCVI_30803 2.577 moderately similar to ( 318)AT3G52060| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G22070.1); similar ¢~ 2.017
EE460220 2.574  weakly similar to ( 125)AT5G10930| Symbols: SnREB.CIPK5 | CIPK5 (CBL-INTERACTING PROTEIN KINASE)5kinase | chr5:
JCVI_30647 2.573 no original description 2.365
JCVI_12701 2.573 moderately similar to ( 268)AT2G21320| Symbolginf finger (B-box type) family protein | chr2:583-9134733 FORWARD no o
BG543660 2.572  weakly similar to ( 122)AT2G01190| Symbols: |icasapeptide/Phox/Bemlp (PB1) domain-containinggind chr2:115022-117295
ES897719 2.571 no similarity

JCVI_5043 2.570 moderately similar to (261)AT2G41010| Symbols:GAMBP25 | ATCAMBP25 (ARABIDOPSIS THALIANA CALMODULN (CAM)
EV224419 2.570 no similarity

JCVI_41139 2.567 no original description 1.472
JCVI_4958 2.567 no original description 1.365
JCVI_30564 2.565 no original description

JCVI_1306 2.565 highly similar to ( 546)AT1G09130| Symbols: | A@Ependent Clp protease proteolytic subunit, prgdtchr1:2940065-2942219 RE
EX016630 2.565 weakly similar to ( 131)AT1G06170| Symbols: |ibd=lix-loop-helix (bHLH) family protein | chr1:B5145-1886563 REVERSE [21  2.722
RC_AMO056987 2.564 no similarity

EE562117 2.562 no similarity

EV150359 2.561 no similarity

JCVI_39405 2.559  moderately similar to ( 236)AT3G62090| SymbolE®IPIL2 | PIL2 (PHYTOCHROME INTERACTING FACTOR 3iKE 2) | chr3:2:
JCVI_35156 2.558 moderately similar to ( 327)AT5G22250| Symbol€JR4-NOT transcription complex protein, putatiwé5:7365608-7366444 REV  1.716
JCVI_16109 2.558 weakly similar to ( 113)AT1G76900| Symbols: AtTLPAtTLP1 (TUBBY LIKE PROTEIN 1); phosphoric diestRydrolase/ transcript
JCVI_16715 2.558 moderately similar to ( 205)AT5G15110| Symbolgegtate lyase family protein | chr5:4895969-48%7/B® RWARDvery weakly simil
EH430231 2.558 no similarity 1.697
AM390828 2.557 no similarity 2.294
JCVI_27435 2.555 no original description

JCVI_42224 2.555 no original description 2.595
JCVI_22974 2.554  weakly similar to ( 118)AT3G02840| Symbols: | iediate-early fungal elicitor family protein | ch838487-619626 FORWARD no ¢ 2.423
JCVI_14413 2.550 no original description 4.969
JCVI_41635 2.549 no original description

EV121602 2.548 weakly similar to (102)AT1G67590iByls: | remorin family protein | chr1:2533691828135 REVERSE [21479] 1.685
JCVI_24850 2.546 no original description

JCVI_28178 2.546  very weakly similar to (99.0)AT5G26760| Symbolssimilar to hypothetical protein Osl_017683 [Oryadiva (indica cultivar-group)]
JCVI_29711 2.545 weakly similar to ( 155)AT1G757%9mbols: | unknown protein | chr1:28453683-284246@RWARD no original description

EE441912 2.545 no similarity

EE538236 2.545 moderately similar to ( 214)AT5G47590| Symbol$eqt shock protein-related | chr5:19315171-1933632VERSE [20161] 14 665 |
JCVI_9144 2.544  very weakly similar to ( 100)AT3G23170| Symbo]|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT4G14450.1) | chr3:8:
DY004157 2.543 no similarity 2.964




JCVI_12056 2.542 weakly similar to ( 107)AT5G6698gmbols: | unknown protein | chr5:26760638-26760B8RWARD no original description

JCVI_34623 2.541 no original description

EE450348 2.539 weakly similar to ( 105)AT5G173008gls: | myb family transcription factor | chr588@37-5692437 REVERSE [20170] 1 428 455 2.2
ES908712 2.537 moderately similar to ( 269)AT1G21&6nbols: | VQ motif-containing protein | chri68990-7469709 REVERSE [21430]

EE502099 2.533 no similarity

EX096129 2.532 no similarity 1.972
JCVI_30427 2.530 moderately similar to ( 234)AT1G18740| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G74450.1); similar tc
EE445350 2.530 no similarity 2.993
JCVI_16916 2.529 moderately similar to (270)AT1G73540| Symbols:NUIDT21 | ATNUDT21 (Arabidopsis thaliana Nudix hyéiise homolog 21); hyc
JCVI_26735 2.529 moderately similar to ( 358)AT1G05560| Symbols: TI6B1, UGT1 | UGT1 (UDP-glucosyl! transferase 75B1P-glycosyltransfera  1.870
ES912597 2.527 no similarity

JCVI_38066 2.527 moderately similar to ( 232)AT5G59550| Symbolging finger (C3HCA4-type RING finger) family protej chr5:24015648-24016871  2.329
JCVI_468 2.524  highly similar to ( 721)AT1G70740| Symbols: |&ia kinase family protein | chr1:26677509-26679B8/ERSEmoderately similar  1.668
JCVI_31741 2.523 moderately similar to ( 249)AT3G24520| SymbolsH€3, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana hefatck transcription fact  2.365
EE423578 2.522 moderately similar to ( 201)AT5G38150| Symbols:IP5/| PMI15 (plastid movement impaired 15) | ch8240346-15242165 REVEF  2.036
RC_CV433289 2.520 no similarity 1.211
JCVI_14130 2.518 moderately similar to ( 359)AT5G49330| SymbolsvAiB111 | AtMYB111 (myb domain protein 111); DNA hiimg / transcription fac
EE559412 2.517 moderately similar to ( 296)AT5G10930| SymbolsR&8.24, CIPK5 | CIPK5 (CBL-INTERACTING PROTEIN KINSE 5); kinase | ¢
ES961878 2.516  weakly similar to ( 147)AT4G26430| Symbols: CSNEBSN6EB (COP9 SIGNALOSOME SUBUNIT 6B) | chr4:13383213357334 F(
JCVI_9781 2.516  weakly similar to ( 154)AT1G29640| Symbols: |iamto unknown protein [Arabidopsis thaliana] (TRAAT2G34340.1); similar to un
JCVI_3294 2.513 moderately similar to ( 209)AT3G21300| Symbol®NA methyltransferase family protein | chr3:749868196263 REVERSE no ori¢  1.679
ES905653 2.513 very weakly similar to (82.0)AT5G6333ymbols: | protein kinase family protein | cAB802180-25403616 REVERSE [21429]
JCVI_31056 2.511 weakly similar to ( 126)AT4G050%9mbols: | F-box family protein | chr4:2567472-2660 FORWARD no original description 2.74
JCVI_6659 2.510 moderately similar to ( 444)AT2G23810| SymbolsT8H TET8 (TETRASPANINS) | chr2:10142939-101444FERSE no original
JCVI_23576 2.509 moderately similar to ( 232)AT3G16720| Symbols:LAT ATL2 (Arabidopsis T?xicos en Levadura 2); piotbinding / zinc ion bindin  1.344
JCVI_12897 2.508 no original description 2.415
EV213568 2.506 moderately similar to ( 248)AT2G15300| Symbol¢eugine-rich repeat transmembrane protein kinastive | chr2:6656712-66590¢  1.914
JCVI_16980 2.506 moderately similar to ( 376)AT1G12500| Symbolghdsphate translocator-related | chr1:426354098%5KREVERSE no original des
JCVI_29716 2.504  weakly similar to ( 105)AT5G17230| Symbols: PSYJY (PHYTOENE SYNTHASE) | chr5:5659841-5662089 RIRAEvery weakly — 1.447
JCVI_34766 2.502 moderately similar to ( 288)AT4G37260| Symbols: B3, AIMYB73 | AtMYB73/MYB73 (myb domain protein J3DNA binding / tré
CD821801 2.501 weakly similar to ( 101)AT4G34600| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT2G16385.1) | chr4:16529
JCVI_23539 2.501 moderately similar to ( 291)AT1G66840| Symbolsdehtical to Protein PLASTID MOVEMENT IMPAIRED PMI2) [Arabidopsis Tt 2.029
JCVI_34618 2.501 moderately similar to ( 371)AT5G66210| Symbolsk@B | CPK28 (calcium-dependent protein kinase 28)%$:26474371-26476660  1.782
EX039879 2.500 moderately similar to ( 310)AT1G0152¢mbols: | myb family transcription factor | £11190596-192139 FORWARD [21811]

JCVI_30847 2.499 weakly similar to ( 109)AT2G2578gmbols: | unknown protein | chr2:10982423-10982RBVERSE no original description

JCVI_42505 2.498 moderately similar to ( 300)AT1G25400| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G68440.1); similar tc
EV132889 2.497 no similarity 1.853
EE557380 2.496 no similarity 2.008
EV082737 2.496 no similarity 2.548
RC_H74690 2.495 no similarity 2.567
JCVI_3653 2.492  moderately similar to (473)AT1G26480| Symbols1@FOTA, GRF12 | GRF12 (GENERAL REGULATORY FACTOR)iprotein pI  3.259
EV066279 2.491 no similarity

JCVI_5377 2.488 moderately similar to ( 240)AT2G04680| Symbol®2d1 domain-containing protein | chr2:1640185-1&82EORWARD no original d
DY029300 2.488 no similarity

JCVI_22830 2.487 weakly similar to ( 168)AT2G34340| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G29640.1); similar to un
EV124854 2.485 moderately similar to (414)AT4G23190| Symbols:-RIK3, CRK11 | CRK11 (CYSTEINE-RICH RLK11); kinagehr4:12141208-1.
JCVI_40185 2.485 weakly similar to ( 194)AT1G74890| Symbols: ARR1ARR15 (RESPONSE REGULATOR 15); transcription fagpr | chrl:281352!
JCVI_36250 2.483  very weakly similar to (92.8)AT3G61640| SymbolsEAGP20, AGP20 | AGP20 (ARABINOGALACTAN PROTEIN 2pphr3:228212
JCVI_21619 2.478 no original description 2.283
EV132187 2.478 no similarity

EE462195 2.478 very weakly similar to ( 100)AT3G24255| Symbojssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G23910.1); similar 1
EE543569 2.475  weakly similar to ( 191)AT1G73066| Symbols: [tein binding | chr1:27485446-27487242 FORWARDweaiktyilar to ( 120)RPK1_
JCVI_21877 2.475 weakly similar to ( 102)AT1G32928| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G32920.1) | chr1:11931  2.337
JCVI_5269 2.474  weakly similar to ( 168)AT1G14200| Symbols: |zfinger (C3HC4-type RING finger) family proteichrl:4854527-4855066 REVE ~ 2.142
EE554654 2.471 weakly similar to ( 185)AT3G11020| Symbols: DREBREB2B | DREB2B (DRE-binding protein 2B); DNA bingd / transcription ac
EV198526 2.467 no similarity

JCVI_23772 2.466  weakly similar to ( 141)AT5G42660| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT2G02910.1); similar to un
EV214080 2.463 moderately similar to ( 237)AT3G15115| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G53180.1) | chr3:50¢
JCVI_37519 2.463  weakly similar to ( 129)AT1G26590| Symbols: |zfinger (C2H2 type) family protein | chr1:918969190696 FORWARD no origin
JCVI_19864 2.462  moderately similar to ( 402)AT1G24140| Symbolsnarixin family protein | chr1:8536120-8537274 REVSEweakly similar to ( 18¢
JCVI_19926 2.457 no original description

JCVI_23713 2.455  highly similar to ( 593)AT1G13710| Symbols: CYPBACYP78A5 (cytochrome P450, family 78, subfardilypolypeptide 5); oxyget
EV137277 2.454 no similarity 1.457
JCVI_37887 2.452  weakly similar to ( 188)AT4G21895| Symbols: |iamto AT hook motif-containing protein [Arabidoisghaliana] (TAIR:AT5G52890
EV103398 2.451 no similarity

H74690 2.449 no similarity 2.436
JCVI_4015 2.448  weakly similar to ( 159)AT4G02740| Symbols: |rtleal to F-box protein At4g02740 [Arabidopsis Tirah] (GB:QOWRC9;GB:Q683
JCVI_11272 2.447  highly similar to ( 514)AT2G46070| Symbols: ATMPKLATMPK12 (Arabidopsis thaliana MAP kinase 12)AMkinase/ kinase | chi 1.769
ES900133 2.443 weakly similar to ( 167)AT5G45960| Symbols: | GB8otif lipase/hydrolase family protein | chr5:186801-18657546 REVERSEve  2.195
JCVI_12498 2.443  very weakly similar to (94.7)AT2G16005| Symbo|dvD-2-related lipid recognition domain-containipgptein / ML domain-containin
RC_EE566066 2.437 no similarity 3.353
DN961108 2.437 moderately similar to ( 265)AT3G26220| Symbols:R7{B3 | CYP71B3 (cytochrome P450, family 71, suliifaB, polypeptide 3); ox
CD837899 2.436 no similarity

EV170912 2.436  weakly similar to ( 191)AT5G25900| Symbols: CYPAB1GA3 | GA3 (GA REQUIRING 3); oxygen binding |r&9036076-9038281
JCVI_20622 2.436 no original description 2.048
EV091268 2.435 moderately similar to ( 214)AT5G39530| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G39520.1); similar tc
JCVI_19317 2.434  weakly similar to ( 189)AT4G30880| Symbols: |tease inhibitor/seed storage/lipid transfer profeifP) family protein | chr4:15035
EE547032 2.434  weakly similar to ( 107)AT5G55620| Symbols: |ig&mto unknown protein [Arabidopsis thaliana] (FXAT3G09950.1); similar toun  1.583
EX089219 2.433 weakly similar to ( 110)AT5G40230fBypls: | nodulin-related | chr5:16097042-160988EYERSE [21823]

ES969208 2.433  weakly similar to ( 140)AT1G15890| Symbols: [edise resistance protein (CC-NBS-LRR class), petaiinrl:5461400-5463955 FC
JCVI_35549 2.431 no original description

JCVI_28155 2.431 weakly similar to ( 177)AT4G24789mbols: | unknown protein | chr4:12744817-12785REVERSE no original description 1.491
JCVI_37808 2.431  weakly similar to ( 111)AT1G33990| Symbols: | toldse, alpha/beta fold family protein | chrl:1288%-12357874 FORWARD noc  3.250




JCVI_28194 2.430 highly similar to ( 590)AT5G39080| Symbols: |séerase family protein | chr5:15658909-1566030RR@RD no original descriptic  2.848
EV095717 2.429 no similarity

EV120020 2.429 no similarity

EX135350 2.427  weakly similar to ( 146)AT3G61850| Symbols: DAGDAG1 (DOF AFFECTING GERMINATION 1) | chr3:22906422908125 FOF  2.109
EV150514 2.423 moderately similar to ( 269)AT4G14080| Symbols: B4B | MEE48 (maternal effect embryo arrest 48)rblabe, hydrolyzing O-glycc
EV167695 2.423  weakly similar to ( 181)AT5G05190| Symbols: |rtleal to Uncharacterized protein At5g05190 (Y-Ajgbidopsis Thaliana] (GB:Q9
CX268655 2.420  weakly similar to ( 102)AT5G17790| Symbols: VARBAR3 (VARIEGATED 3); binding | chr5:5869812-5872Z5REVERSE [16816]
JCVI_12229 2.419 moderately similar to ( 328)AT3G21870| Symbols:@P2;1 | CYCP2;1 (cyclin p2;1); cyclin-dependentteimkinase | chr3:7703934  2.436
EV132939 2.418 no similarity

EV165235 2.418 weakly similar to ( 155)AT1G24530| Symbols: hsducin family protein / WD-40 repeat family protgichr1:8693274-8694530 FOI  2.110
EX123750 2.415 very weakly similar to (99.4)AT5G54300| Symbo|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT1G61260.1); similar 1
EE564839 2.415 very weakly similar to (81.3)AT1G07010| Symbojscalcineurin-like phosphoesterase family proteihr|l:2152948-2154967 FORW,
EV116241 2.414  moderately similar to ( 283)AT5G39670| Symbolsalfium-binding EF hand family protein | chr5:16808-15901112 FORWARD [
DY026840 2414 no similarity 1.784
JCVI_22811 2.413  moderately similar to ( 202)AT4G14690| SymbolsifE2 | ELIP2 (EARLY LIGHT-INDUCIBLE PROTEIN 2); chimphyll binding | ch  2.354
EE561389 2.413 moderately similar to ( 299)AT2G27210| Symbol&elth repeat-containing serine/threonine phosphkeoese family protein | chr2:11¢
JCVI_13374 2.413 moderately similar to ( 303)AT1G70260| Symbolsiodiulin MtN21 family protein | chr1:26460730-26463 REVERSE no original ¢ 2.750
EV090686 2.413  weakly similar to ( 176)AT3G24420| Symbols: | inldse, alpha/beta fold family protein | chr3:88683B864890 REVERSE [21476]  2.488
EX042931 2.413 moderately similar to ( 333)AT4G38960| SymbolginE finger (B-box type) family protein | chr4:181294-18163039 FORWARD [2
JCVI_4284 2411 no original description

EV130781 2.409 no similarity

JCVI_7784 2.409 moderately similar to ( 235)AT4G37260| Symbols: B3, AtMYB73 | AtMYB73/MYB73 (myb domain protein J3DNA binding / tre
CD825311 2.405 weakly similar to ( 145)AT3G24255| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT3G23910.1); similar to un
JCVI_24635 2.403 moderately similar to ( 280)AT2G38160| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G40070.1); similar tc  2.245
JCVI_18765 2.401 moderately similar to ( 290)AT1G056Symbols: | GTP binding | chr1:2342274-2344RBYERSE no original description

CX194043 2.399 moderately similar to ( 337)AT3G55060| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G39300.1); similar tc
JCVI_32817 2.393  moderately similar to ( 396)AT4G01950| Symbols:GHAT3, GPAT3 | ATGPAT3/GPAT3 (GLYCEROL-3-PHOSPHAREYLTRAN
JCVI_3997 2.393  highly similar to ( 504)AT5G15900| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FAAT5G15890.1); similar to uni
EE450982 2.391 moderately similar to ( 317)AT1G75100| SymbolsClA JAC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLR3CCUMUI
JCVI_17257 2.390 moderately similar to ( 318)AT5G15300| Symbolgeitatricopeptide (PPR) repeat-containing prdtehr5:4968387-4970033 REVE
JCVI_33958 2.388 moderately similar to ( 317)AT4G32860| Symbolsinjilar to unknown [Populus trichocarpa x Popudetoides] (GB:ABK96753.1) |
EV177936 2.387 weakly similar to ( 161)AT4G16550iBypls: | heat shock protein-related | chr4:9318@24276 REVERSE [21487] 142 919 919
EE423815 2.386 weakly similar to ( 140)AT4G19400h8wls: | actin binding | chr4:10581048-10581920/RRSE [20158] 2.031
JCVI_31295 2.385 weakly similar to ( 136)AT5G4408gmbols: | unknown protein | chr5:17722436-17722REVERSE no original description

JCVI_38427 2.383 no original description

EE404663 2.382 no similarity 1.340
JCVI_29410 2.379 moderately similar to ( 338)AT2G26190| Symbolsalodulin-binding family protein | chr2:11154979157160 REVERSE no origi
JCVI_28898 2.378 no original description

JCVI_13323 2.378 moderately similar to ( 271)AT5G06690| Symbol$THIOREDOXIN-LIKE 5); thiol-disulfide exchange iatmediate | chr5:2060853-  2.279
JCVI_2658 2.378  weakly similar to ( 134)AT3G56880| Symbols: | W@tif-containing protein | chr3:21071023-210717&RWARD no original descr
JCVI_514 2.376  moderately similar to ( 383)AT3G15354| SymbolsASP SPA3 (SPA1-RELATED 3); signal transducer [3cht69334-5172487 REV  1.740
RC_AM387464 2.375 no similarity

JCVI_39744 2.375 weakly similar to ( 199)AT1G31740| Symbols: BGALIBGAL15 (beta-galactosidase 15); beta-galactssid@&hrl:11365266-11369
EX135021 2.372  weakly similar to ( 109)AT2G46400| Symbols: ATWRK&, WRKY46 | WRKY46 (WRKY DNA-binding protein 46);anscription fac
JCVI_34717 2.370 moderately similar to ( 459)AT4G31020| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G24320.1); similar tc
JCVI_28085 2.364 moderately similar to (207)AT4G21200| Symbols:@A20X8 | ATGA20X8 (GIBBERELLIN 2-OXIDASE 8); gibbetlin 2-beta-diox  2.360
EV145867 2.364 no similarity

JCVI_36064 2.363 moderately similar to ( 320)AT2G17040| Symbols: 40036 | ANAC036 (Arabidopsis NAC domain containjoptein 36); transcripti
EX119365 2.363 moderately similar to ( 361)AT3G55580| Symbolsegdulator of chromosome condensation (RCC1) fapribtein | chr3:20623745-2C
EV173310 2.363 no similarity 1.440
EE513584 2.362 no similarity 2.422
EX125631 2.359 no similarity

JCVI_24165 2.356 moderately similar to ( 305)AT1G07010| Symbolsalfineurin-like phosphoesterase family proteihr|l:2152948-2154967 FORWA  1.403
JCVI_41748 2.354 no original description

AMO057705 2.354  weakly similar to ( 119)AT2G43470| Symbols: |igamto unknown protein [Arabidopsis thaliana] (TRAAT3G03320.1); similar to un
EV124770 2.354  weakly similar to ( 169)AT4G23190| Symbols: AT-RBKCRK11 | CRK11 (CYSTEINE-RICH RLK11); kinase 4t2141208-1214%
JCVI_34254 2.352 very weakly similar to (84.3)AT3@53| Symbols: | unknown protein | chr3:51871717602 FORWARD no original description
JCVI_22252 2.350 moderately similar to (406)AT3G19970| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G18245.1); similar tc
EE404244 2.349 moderately similar to ( 236)AT3G22410| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G05370.1); similar tc
EV225869 2.348  very weakly similar to (86.3)AT1G47128| Symbol®R.A, RD21 | RD21 (RESPONSIVE TO DEHYDRATION 21ysteine-type pe|
JCVI_22813 2.348 no original description

JCVI_15274 2.348  weakly similar to ( 145)AT1G72390| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBZAO45587.1) | chr1:2724911
JCVI_18512 2.347  weakly similar to ( 187)AT1G52250| Symbols: | diynlight chain type 1 family protein | chr1:19483519462904 REVERSE no ori¢
EL589385 2.347 moderately similar to ( 346)AT5G46910| Symbolsrahscription factor jumoniji (jmj) family protejnchr5:19065007-19068107 FOR)
EE555489 2.346 no similarity

EX062936 2.343  weakly similar to ( 121)AT4G23160| Symbols: |teio kinase family protein | chr4:12129496-121346@RWARD [21814] 15 594 ¢
JCVI_35452 2.342 no original description 3.296
JCVI_27061 2.341  very weakly similar to (86.3)AT4G34150] Symbo|s€2 domain-containing protein | chr4:16355039-B8%% FORWARD no original
EV098668 2.341 no similarity

EG019920 2.339  very weakly similar to (82.8)AT2G34720| Symbo|SCCAAT-binding transcription factor (CBF-B/NF-Y/Aamily protein | chr2:14657 1.953
DY001046 2.337  moderately similar to ( 269)AT3G06145| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CAO71096.1) | chr3:1860 3.615
JCVI_10088 2.337 no original description

ES952471 2.336 no similarity 2.133
RC_JCVI_20887 2.335 no original description

JCVI_27603 2.333  moderately similar to ( 309)AT4G38960| Symbolginf finger (B-box type) family protein | chr4:11294-18163039 FORWARD nc  1.394
EE568852 2.331  very weakly similar to (83.6)AT1G44160| Symbo|DNAJ chaperone C-terminal domain-containing profehr1:16797472-167987
JCVI_17306 2.331 moderately similar to ( 250)AT5G13770| Symbolgettatricopeptide (PPR) repeat-containing prdtehr5:4445464-4447293 FORV ~ 1.737
ES902908 2.330 moderately similar to ( 244)AT2G35380| Symbolgefoxidase 20 (PER20) (P20) | chr2:14900188-143DEDRWARDweakly simil
JCVI_39496 2.330 weakly similar to ( 127)AT3G56290| Symbols: |iamto hypothetical protein [Vitis vinifera] (GBAN75527.1) | chr3:20889722-20!  3.442
JCVI_19361 2.325 moderately similar to ( 399)AT3G28910| Symbols:MWB30, MYB30 | MYB30 (myb domain protein 30); DNArling / transcriptior
EE568032 2.324  weakly similar to ( 112)AT5G42240| Symbols: SCPIECPLA2 (serine carboxypeptidase-like 42); sezarboxypeptidase | chr5:16
AT001877 2.324 no similarity 1.805
CD817870 2.324  moderately similar to ( 248)AT5G42630| Symbols:N& ATS | ATS/KAN4 (ABERRANT TESTA SHAPE) | chr5:091808-1709297




JCVI_6789 2.324 no original description

JCVI_34189 2.322  moderately similar to ( 246)AT5G50530| Symbol€£B|S domain-containing protein / octicosapeptide#Bempl (PB1) domain-con
JCVI_27468 2.322 moderately similar to ( 324)AT5G15890| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G15900.1); similar tc
DY015590 2.322  very weakly similar to (87.8)AT5G59350| Symbolssimilar to unnamed protein product [Vitis vindg(GB:CA021684.1) | chr5:239
JCVI_12037 2.322  moderately similar to ( 353)AT3G16510| Symbol€£2|domain-containing protein | chr3:5617118-56 IBREVERSE no original des
EV197575 2.319 moderately similar to ( 285)AT3G13030| Symbol&AT dimerisation domain-containing protein | cAi39682-4171424 REVERSE ~ 1.704
EV110835 2.317 no similarity

DY008941 2.317 no similarity

JCVI_38912 2.316 moderately similar to (422)AT3G15354| SymbolsASP SPA3 (SPA1-RELATED 3); signal transducer [3cht69334-5172487 REV  1.814
EE455707 2.315 weakly similar to ( 139)AT5G55890| Symbols: |is&mto unknown protein [Arabidopsis thaliana] (TAAT5G55880.1); contains Intt
JCVI_11064 2.314  very weakly similar to (89.4)AT5G22460| Symbo|ssterase/lipase/thioesterase family proteing:2i13662-7445272 REVERSE n
EV137742 2.314 no similarity 1.888
JCVI_29720 2.313 moderately similar to ( 249)AT5G17780| Symbol$ydrolase, alpha/beta fold family protein | chB88431-5868978 REVERSE no «  1.349
JCVI_1823 2.312 moderately similar to ( 269)AT3G14200| Symbol®NAJ heat shock N-terminal domain-containing pirofechr3:4712888-4714368  1.874
JCVI_15084 2.310 moderately similar to ( 212)AT3G16720| Symbols:LAT ATL2 (Arabidopsis T?xicos en Levadura 2); pintbinding / zinc ion bindin
EV182475 2.310 weakly similar to (176)AT2G18240iBypls: | RER1 protein, putative | chr2:79425483B6 FORWARD [21487]

EE475842 2.309  weakly similar to (157)AT1G75100| Symbols: JACIALC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST AUMULAT  1.556
EX115234 2.309 moderately similar to ( 251)AT3G60420| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G60450.1); similar tc
JCVI_26208 2.307 moderately similar to ( 322)AT5G61380| SymbolsR#1, PRR1, TOC1 | TOC1 (TIMING OF CAB EXPRESSIONttnscription re  2.179
EV182967 2.305 no similarity

JCVI_16649 2.305 weakly similar to ( 113)AT5G40810| Symbols: |anftrome c1, putative | chr5:16357428-16359555 FORMAeakly similar to (11!
DY025805 2.304  moderately similar to ( 333)AT3G48270| Symbols:R7LA26 | CYP71A26 (cytochrome P450, family 71, antify A, polypeptide 26,
JCVI_18755 2.304 weakly similar to ( 113)AT3G14595| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT1G17080.1); similar to un
JCVI_39284 2.304  weakly similar to ( 125)AT5G15430| Symbols: |nsatiulin-binding protein-related | chr5:5010183-5619 FORWARD no original d¢
JCVI_7087 2.302 moderately similar to ( 210)AT5G48220| Symbolindple-3-glycerol phosphate synthase, putative:49567665-19569272 FORW  1.450
ES999466 2.302 moderately similar to ( 225)AT3G14080| Symbolsmgll nuclear ribonucleoprotein, putative / snRN&ative / Sm protein, putative ~ 1.552
EV226406 2.301 no similarity

JCVI_29048 2.301 no original description

JCVI_42194 2.300 no original description

EV020693 2.298  weakly similar to ( 109)AT2G45760| Symbols: BALAB2 | BAP2 (BON ASSOCIATION PROTEIN 2) | chr2:18899-18854822 RE
JCVI_26518 2.297  moderately similar to ( 340)AT2G47650| Symbols: $4 UXS4 (UDP-XYLOSE SYNTHASE 4); catalytic | cht9545821-19548434
EV108938 2.297 very weakly similar to (88.6)CYSA_C8KC[21478]

JCVI_34125 2.297 moderately similar to (499)AT2G30020| Symbolgrdtein phosphatase 2C, putative / PP2C, puthtite2:12821514-12822981 FOI
DW999792 2.296 no similarity 1.934
EV091965 2.296 weakly similar to (167)AT3G59400iBpls: GUN4 | GUN4 (Genomes uncoupled 4) | chr32898-21960655 REVERSE [21476] 2.43
ES957665 2.294 no similarity

DY020656 2.293 moderately similar to ( 214)AT3G24520| SymbolsH€3, AT-HSFC1 | AT-HSFC1 (Arabidopsis thaliana hefadck transcription fact
JCVI_10560 2.293 moderately similar to ( 210)AT5G06530| Symbol#B(C transporter family protein | chr5:1990335-1608 REVERSE no original de  1.761
JCVI_1578 2.292  very weakly similar to (87.4)AT3G59940| Symbo|kelch repeat-containing F-box family protein [3B2153986-22155242 FORW/
JCVI_33192 2.291  weakly similar to ( 132)AT1G28370| Symbols: ERFATERF11 | ATERF11/ERF11 (ERF domain protein 11)NAbinding / transcrif
JCVI_21367 2.289 moderately similar to ( 299)AT2G32030| Symbol€JN5-related N-acetyltransferase (GNAT) familyteip | chr2:13639752-13640
JCVI_4747 2.289 moderately similar to ( 298)AT3G14[18ymbols: | DNA binding | chr3:6637561-663900IRWARD no original description

JCVI_17360 2.289 moderately similar to ( 459)AT3G51860| Symbols:HOX1, CAX1-LIKE, ATCAX3, CAX3 | CAX3 (cation exchager 3); cation:catio
CV433836 2.289 no similarity

EV142995 2.288 no similarity

JCVI_16772 2.287 moderately similar to ( 254)AT1G70420| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G23710.1); similar t¢  2.136
EE482280 2.285 no similarity

JCVI_12276 2.284 moderately similar to ( 325)AT2G37970| Symbolsi&€l | SOUL-1; binding | chr2:15898105-15898782 FARD no original desc
CB686367 2.283 no similarity

ES967756 2.282 very weakly similar to (87.4)AT5G5853ymbols: | unknown protein | chr5:23690096-2368% REVERSE [20153] 1 505 518

EV135776 2.279 no similarity

JCVI_25479 2.278  highly similar to ( 582)AT4G22100| Symbols: |ghgyl hydrolase family 1 protein | chr4:1170738209944 REVERSEmoderately
EV057520 2.273 no similarity

JCVI_36889 2.273 moderately similar to ( 282)AT4G36550| Symbol&infding / ubiquitin-protein ligase | chr4:1724540847721 REVERSEvery weal
JCVI_875 2.273  weakly similar to ( 166)AT1G28370| Symbols: ERFATERF11 | ATERF11/ERF11 (ERF domain protein 11NAbinding / transcrif
ES271655 2.272  moderately similar to ( 328)AT1G31740| Symbols:Ba&5 | BGAL15 (beta-galactosidase 15); beta-gakidase | chr1:11365266-11
JCVI_9499 2.272  weakly similar to ( 139)AT5G27770| Symbols: | 6@®somal protein L22 (RPL22C) | chr5:9836170-9887 FORWARD no original
JCVI_18505 2.271 moderately similar to ( 487)AT4G33050| Symbols:ASD | EDA39 (embryo sac development arrest 39)4:£6945238-15946739 RI
JCVI_37060 2.270  highly similar to ( 558)AT1G42550| Symbols: PMIBMI1 (PLASTID MOVEMENT IMPAIRED1) | chr1:159799765982174 FORW
JCVI_32916 2.270 moderately similar to ( 263)AT5G27420| Symbolginf finger (C3HC4-type RING finger) family protej chr5:9684122-9685228 F(  1.732
JCVI_31517 2.266  highly similar to ( 706)AT1G28130| Symbols: GH3J1GH3.17 | chr1:9826366-9827870 FORWARDmoderatityjlar to (439)GH31  2.565
JCVI_41437 2.264 moderately similar to ( 203)AT5G27420| Symbolginf finger (C3HCA4-type RING finger) family protej chr5:9684122-9685228 F(  1.540
EV202472 2.263  moderately similar to ( 322)AT3G14920| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G05480.1); similar tc
JCVI_23112 2.262  weakly similar to ( 113)AT3G24600| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT4G35170.1); similar to un
JCVI_487 2.262  highly similar to ( 586)AT1G18740| Symbols: | #anto unknown protein [Arabidopsis thaliana] (FAAT1G74450.1); similar tount  1.651
JCVI_35336 2.259 weakly similar to ( 151)AT5G4865¥mbols: | defense protein-related | chr5:19751®®52742 REVERSE no original description
ES919907 2.252 moderately similar to ( 280)AT1G17Bi8nbols: | protein binding / zinc ion bindinth1:5860344-5862234 REVERSE [15718] 1.45
JCVI_35793 2.252  highly similar to ( 829)AT2G36190| Symbols: ATCWIN | ATCWINV4 (ARABIDOPSIS THALIANA CELL WALL INVERTASE 4);
EX056114 2.251  weakly similar to ( 192)AT3G02380| Symbols: COL2QL2 (CONSTANS-LIKE 2); transcription factor/ zimen binding | chr3:48744  2.443
JCVI_42329 2.251 weakly similar to ( 138)AT1G80760| Symbols: NIPENLM7, NIP6 | NIP6;1 (NOD26-like intrinsic proteBi1); water channel | chrl:
JCVI_10712 2.250 moderately similar to ( 315)AT5G24120| Symbols$35| SIGE | SIGE (RNA polymerase sigma subunit ByAlbinding / DNA-directe:
JCVI_13791 2.249 moderately similar to ( 358)AT5G62140| Symbolsinjilar to unknown [Populus trichocarpa] (GB:ABKEBY.1) | chr5:24971789-24¢  2.108
JCVI_21574 2.249 weakly similar to ( 139)AT1G58589mbols: RXW8 | RXW8 | chr1:21737208-21741830 FORRMAN0 original description

ES953055 2.246 no similarity

ES949089 2.244  weakly similar to ( 152)AT3G13020| Symbols: | hdimerisation domain-containing protein | chr3:4067-4168924 REVERSE [21: 1.796
EV141934 2.244 no similarity

JCVI_42114 2.242 no original description 2.305
EV226520 2.242  weakly similar to ( 143)AT5G54600| Symbols: | 5@#®somal protein L24, chloroplast (CL24) | ci2%200272-22201629 FORWAR
JCVI_8092 2.241  weakly similar to ( 173)AT5G55620| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAXAT3G09950.1); similar toun  1.452
ES906146 2.240 moderately similar to ( 362)AT2G17080| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G17070.1); similar ¢~ 2.608
JCVI_37786 2.239 no original description

JCVI_26525 2.239 moderately similar to ( 339)AT1G07010| Symbolsalfineurin-like phosphoesterase family proteihr|l:2152948-2154967 FORWA
JCVI_16615 2.238 moderately similar to (454)AT4G12400| Symbolstré¢ss-inducible protein, putative | chr4:733888381236 REVERSEmoderately ¢ 2.201




ES966375 2.238 no similarity

JCVI_5109 2.237 moderately similar to ( 385)AT5G15850| Symbols:LAQ COL1 (CONSTANS-LIKE 1); transcription factarihc ion binding | chr5:51
AM391388 2.237  moderately similar to ( 312)AT3G50560| Symbolshgrt-chain dehydrogenase/reductase (SDR) famitieim | chr3:18772228-1877:  2.082
EE556723 2.237 no similarity

JCVI_6722 2.235 weakly similar to ( 135)AT5G6530@fBols: | unknown protein | chr5:26112492-26112R&4/ERSE no original description 1.914
EX027155 2.234 moderately similar to ( 293)AT1G1448¢mbols: | protein binding | chr1:4956399-49%7/BORWARD [21810]

JCVI_20559 2.234 no original description

JCVI_18985 2.232  moderately similar to ( 330)AT1G77380| Symbols:P3\ AAP3 (amino acid permease 3); amino acid tnensbrane transporter | ch
JCVI_8434 2.231 moderately similar to ( 236)AT5G61490| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G25170.1); similar tc ~ 1.238
JCVI_16435 2.230 moderately similar to ( 354)AT1G70090| Symbols:TE8, LGT8 | GATLI/LGT8 (Galacturonosyltransferagieel9) | chr1:26404590-:  1.963
JCVI_30712 2.229 weakly similar to ( 167)AT4G15248| Symbols: | Diding / zinc ion binding | chr4:8708881-8709F33RWARD no original desc  1.808
JCVI_2425 2.227 moderately similar to ( 339)AT2G41860| SymbolsK@R | CPK14 (calcium-dependent protein kinase ¢d)nodulin-dependent prot:
JCVI_9329 2.226 moderately similar to ( 317)AT1G70090| Symbols:ThA, LGT8 | GATLY/LGT8 (Galacturonosyltransferasie!9) | chrl1:26404590-
JCVI_35269 2.226 no original description

JCVI_11814 2.226 no original description

JCVI_20419 2.225 very weakly similar to (84.0)AT3G17609| SymbolsYHi | HYH (HY5-HOMOLOG) | chr3:6023977-6024591 FORWWA no original ¢ 1.625
RC_ES957953 2.225 no similarity 2.906
CN727151 2.224 no similarity 1.222
RC_EE557217 2.223 no similarity

JCVI_38669 2.222  moderately similar to ( 302)AT1G32640| Symbols:R2BP1, JAI1, JIN1, MYC2, ZBF1, ATMYC2 | ATMYC2 (JABONATE INSENS
ES956130 2.222 no similarity

ES266382 2.221 moderately similar to ( 255)AT3G60680| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G45260.1); similar tc
EX095680 2.219 moderately similar to ( 275)AT3G02840| Symbolémrediate-early fungal elicitor family proteinir8:618487-619626 FORWARD
JCVI_35880 2.219  highly similar to ( 697)AT1G23030| Symbols: | adillo/beta-catenin repeat family protein / U-b@nthin-containing protein | chrl:¢
JCVI_10244 2.219 very weakly similar to (90.1)AT1®G83%| Symbols: | Expressed protein | chr1:247550%239 FORWARD no original description
ES936687 2.218 no similarity

JCVI_22426 2.217  very weakly similar to (96.7)AT4G29280| Symbol€£R22 | LCR22 (Low-molecular-weight cysteine-rich P2hr4:14427907-14428z  2.528
EE459037 2.217  very weakly similar to (88.2)AT1G12800| Symbo|sS1 RNA-binding domain-containing protein | chBB4776-4365187 REVERSE
JCVI_14465 2.216 moderately similar to ( 207)AT5G23280| Symbol3:CP family transcription factor, putative | chi84B020-7843772 FORWARD no
JCVI_8027 2.215 moderately similar to ( 449)AT1G05690| Symbols3§BT3 (BTB and TAZ domain protein 3); protein diiing / transcription regulat
JCVI_10630 2.213  weakly similar to ( 111)AT5G23130| Symbols: | fepglycan-binding LysM domain-containing proteichr5:7781478-7783336 FOF
JCVI_31620 2.213  weakly similar to ( 119)AT1G28640| Symbols: | GB8otif lipase, putative | chr1:10067549-100690FMERSE no original descrip  2.389
EV054282 2.212 weakly similar to ( 101)AT2G45740iBypls: PEX11D | PEX11D | chr2:18846939-18848176 WARD [21442]

JCVI_4831 2.212  weakly similar to (179)AT3G46600| Symbols: |recaow transcription factor family protein | chr3i59037-17170784 FORWARD
JCVI_10851 2.212  moderately similar to ( 315)AT4G18010| SymbolSRR | IP5PII (INOSITOL POLYPHOSPHATE 5-PHOSPHATASIE inositol-poly|
EX085956 2.211  very weakly similar to (92.8)AT2G04790| Symbo|ssimilar to unnamed protein product [Vitis vinég(GB:CA023994.1) | chr2:167  1.933
JCVI_15429 2.211  weakly similar to ( 113)AT5G19875| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G31940.1); similar to hy
JCVI_34442 2.211  weakly similar to ( 176)AT4G36500| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT2G18210.1); similar to hy  1.891
AMO060665 2.210 no similarity

EV211246 2.210 moderately similar to ( 276)AT4G37340| Symbols:RB{D3 | CYP81D3 (cytochrome P450, family 81, sulifai, polypeptide 3); 0>  1.896
DN964921 2.209  weakly similar to ( 136)AT3G12320| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT5G06980.1); similar to hy
JCVI_14581 2.208 no original description

JCVI_40058 2.208  weakly similar to ( 192)AT5G20710| Symbols: BGALBGAL7 (beta-galactosidase 7); beta-galactosiflabe5:7010538-7013996 F(
JCVI_20780 2.206  weakly similar to ( 169)AT2G31990| Symbols: | stesin family protein | chr2:13618577-13620628 RR&Every weakly similar to |
EE533169 2.206 no similarity

EX039688 2.206  very weakly similar to (95.9)AT4G38960| Symbo|zinc finger (B-box type) family protein | chr4162294-18163039 FORWARD [  1.538
JCVI_24307 2.203 moderately similar to ( 256)AT5G60530| Symbol$at¢ embryogenesis abundant protein-related / pein-related | chr5:2435142
JCVI_5154 2.203  very weakly similar to (82.8)AT5G64310| SymbolSEAGP1, AGP1 | AGP1 (ARABINOGALACTAN-PROTEIN 1) | thi25739244-2  2.287
JCVI_20847 2.202  moderately similar to ( 215)AT3G12560| SymbolsT8P2, TRFL9 | TRFL9 (TRF-LIKE 9); DNA binding | Bu8982279-3984855 R
BG543935 2.202  weakly similar to ( 144)AT1G61340inByls: | F-box family protein | chrl:22632191-22686 FORWARD [8791] 2.245
CD835918 2.201  weakly similar to ( 196)AT3G08040| Symbols: MANGRD3 | FRD3 (FERRIC REDUCTASE DEFECTIVE 3); antiteor| chr3:25665
RC_ES960556 2.198 no similarity

JCVI_40054 2.197 no original description

EX086329 2.196 very weakly similar to (82.8)AT2G46p8ymbols: | unknown protein | chr2:16743612-8974 REVERSE [21823] 1 611 623

JCVI_20213 2.195 no original description

JCVI_20305 2.194 moderately similar to ( 305)AT3G23210| Symbol&agic helix-loop-helix (bHLH) family protein | 318283262-8284922 REVERSE
EE455190 2.194  weakly similar to ( 118)AT4G15430| Symbols: |isamto early-responsive to dehydration proteiratetl / ERD protein-related [Arabi
AM391952 2.194 moderately similar to ( 333)AT1G07520| Symbolscdrecrow transcription factor family protein {t@309715-2311802 REVERSE'
EE504270 2.192 no similarity

JCVI_41123 2.192  moderately similar to ( 445)AT1G55920] SymbolsTSASAT1, AtSerat2;1 | AtSerat2;1 (SERINE ACETYLTRBFERASE 1) | chrl:
EE549186 2.191 no similarity

JCVI_19123 2.191 weakly similar to ( 113)AT3G10930| Symbols: |imto unknown protein [Arabidopsis thaliana] (FAAT5G05300.1) | chr3:34204  2.140
EE560233 2.190 no similarity

JCVI_26483 2.189 weakly similar to ( 172)AT1G78600| Symbols: |zfinger (B-box type) family protein | chr1:295722289573555 FORWARD no orit  1.580
H74879 2.188 no similarity

RC_EX015383 2.187 no similarity

ES906388 2.186 moderately similar to ( 336)AT5G66210| SymbolskK2B | CPK28 (calcium-dependent protein kinase 28)%:26474371-26476660
EV048397 2.185 weakly similar to (127)AT4G20880| Symbols: |yd¢ine-responsive nuclear protein / ethylene-regdlatclear protein (ERT2) | chrs
JCVI_16093 2.185 moderately similar to (450)AT1G30370| Symbol$ipgse class 3 family protein | chr1:10719151- 10720 REVERSE no original de:
JCVI_37273 2.184 moderately similar to ( 273)AT1G70740| Symbolgrdtein kinase family protein | chr1:26677509-268%9 REVERSE no original de
JCVI_19289 2.184  weakly similar to ( 181)AT1G44414| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA061874.1) | chr1:1685022
AM385180 2.184 no similarity

JCVI_20441 2.182  highly similar to ( 737)AT3G28740| Symbols: CYP8&8Pcytochrome P450 family protein | chr3:1079000791789 REVERSEmode  2.224
EV027089 2.179  weakly similar to ( 187)AT4G09820| Symbols: TTBI8 (TRANSPARENT TESTA 8); DNA binding / transcriph factor | chr4:6182
JCVI_30628 2.178  weakly similar to ( 194)AT1G42550| Symbols: PMBNII1 (PLASTID MOVEMENT IMPAIREDL1) | chr1:159799765982174 FORW  1.304
JCVI_370 2.178 no original description 2.261
EX064352 2.176 no similarity

EV033740 2.174 no similarity

EX094943 2.173  very weakly similar to (81.6)AT1G19770| SymbolSFRPUP14 | ATPUP14 (Arabidopsis thaliana purine peseel4); purine transmer
EX077836 2.172 moderately similar to ( 401)AT2G380¢mbols: | ceramidase family protein | chr2: Bs8ID-15916945 FORWARD [21818]

EE443822 2.171  weakly similar to ( 129)AT1G61960| Symbols: |aohondrial transcription termination factor-relatedTERF-related | chr1:229059(
DY022380 2.170 no similarity

JCVI_6399 2.169 moderately similar to ( 269)AT1G19770| Symbols:PAJP14 | ATPUP14 (Arabidopsis thaliana purine pesmdal); purine transmem




JCVI_18534 2.168 weakly similar to ( 178)AT2G32530| Symbols: CSLBBICSLB3, ATCSLB03 | ATCSLB03 (Cellulose synthdie: B3); transferase  1.973
JCVI_17506 2.168  highly similar to ( 699)AT4G18010| Symbols: IP5PIP5PII (INOSITOL POLYPHOSPHATE 5-PHOSPHATASE; lifpositol-polyphos
JCVI_784 2.168  highly similar to ( 506)AT1G13470| Symbols: | #anto unknown protein [Arabidopsis thaliana] (FAAT1G13520.1); similar to unt
EV192533 2.168 weakly similar to ( 123)AT3G06670iBypls: | binding | chr3:2105914-2113142 REVERSEE®] 1 742 757

EX068443 2.167  weakly similar to ( 160)AT1G22630| Symbols: |th&@ock protein binding / unfolded protein bindjnghr1:8003476-8004156 FORW
JCVI_6434 2.167  weakly similar to ( 187)AT2G20825| Symbols: ULTALT2 (ULTRAPETALA 2); DNA binding | chr2:8972926983876 REVERSE r
ES986055 2.166 no similarity 2.674
RC_EE557313 2.165 no similarity

JCVI_31600 2.164 moderately similar to ( 213)AT2G41290| Symbolstrictosidine synthase family protein | chr2:17@7-17219982 REVERSE no ori  2.180
H07702 2.164 no similarity

EX027590 2.163 no similarity 1.513
EX125453 2.162  weakly similar to ( 187)AT3G61190| Symbols: BAFBAP1 (BON ASSOCIATION PROTEIN 1) | chr3:22661812652390 REVERS
JCVI_22687 2.161 no original description

ES901454 2.159 no similarity

EV123347 2.159  weakly similar to ( 120)AT4G30780| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G24100.1); similar to un
ES944059 2.158 no similarity

JCVI_19049 2.158 no original description 2.441
JCVI_26486 2.157 moderately similar to ( 313)AT1G26800| Symbolginf finger (C3HC4-type RING finger) family protej chr1:9285563-9286177 RI
JCVI_33539 2.156  weakly similar to ( 119)AT4G10300| Symbols: |iéamto unknown protein [Arabidopsis thaliana] (FAAT3G04300.1); similar toun  2.178
JCVI_22350 2.155 moderately similar to ( 327)AT5G12900| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G12330.1); similar tc
JCVI_5957 2.154  weakly similar to ( 101)AT3G59400| Symbols: GUN3UWN4 (Genomes uncoupled 4) | chr3:21959858-219%BEVERSE no origini  2.197
JCVI_26589 2.152  moderately similar to ( 295)AT5G58660| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family profaihr5:23718735-23721028
EV148639 2.150 no similarity

JCVI_8766 2.150 no original description

JCVI_23299 2.150 moderately similar to ( 364)AT1G69540| Symbols:1238 | AGL94; DNA binding / transcription factor hid:26148969-26150822 RE  1.666
EV136519 2.148 no similarity

JCVI_22381 2.144  very weakly similar to (95.1)AT1G71000] Symbo]€DNAJ heat shock N-terminal domain-containing eiof chr1:26772998-267731
JCVI_1991 2.142  moderately similar to ( 416)AT2G39650| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G14620.1); similar tc
JCVI_5473 2.139 moderately similar to ( 231)AT5G51460| SymbolsT&#PA | ATTPPA (Arabidopsis thaliana trehalose-6gifmte phosphatase); tre  2.227
EV218294 2.138 moderately similar to ( 322)AT4G37610| Symbols58BT5 (BTB and TAZ domain protein 5); protein diiing / transcription regulatc ~ 3.609
ES981144 2.138 weakly similar to ( 125)AT3G52820| Symbols: ATPRPPAP22 | ATPAP22/PAP22 (purple acid phosphataea2id phosphatase/ |
EE466210 2.137  weakly similar to ( 181)AT4G25480| Symbols: CBE®RREB1, DREB1A | DREB1A (DEHYDRATION RESPONSE ELEMENB1A); [ 2.463
EV142318 2.137 no similarity

CV544654 2.135 no similarity

JCVI_14524 2.135 moderately similar to ( 243)AT3G11410| Symbols:PPRCA, AHG3 | AHG3/ATPP2CA (ARABIDOPSIS THALIANA RRTEIN PHO
EE475848 2.133  very weakly similar to (91.7)AT2G22440| Symbo]ssimilar to reverse transcriptase, putative / Ri{&pendent DNA polymerase, put
CD837184 2.131  weakly similar to ( 186)AT1G21150| Symbols: |entiondrial transcription termination factor familyotein / mTERF family protein |
JCVI_15245 2.130 moderately similar to ( 244)AT1G26800| Symbolginf finger (C3HC4-type RING finger) family protej chr1:9285563-9286177 RI
EE419793 2.129 weakly similar to ( 110)AT3G586908wls: | protein kinase family protein | chr3:20326-21722223 FORWARD [20149]

JCVI_38510 2.129  very weakly similar to (83.2)AT1G59910| Symboldormin homology 2 domain-containing protein / Fét@main-containing protein |
AMO061459 2.126 no similarity 2.153
JCVI_39207 2.125 moderately similar to ( 210)AT3G29130| Symbolsinjilar to unknown [Populus trichocarpa] (GB:ABKEEB.1); contains domain P1
EV091988 2.124 moderately similar to ( 360)AT2G32530| Symbolsi 883, ATCSLB3, ATCSLB03 | ATCSLBO03 (Cellulose syase-like B3); transfe
JCVI_10987 2.122  weakly similar to ( 173)AT4G21870| Symbols: |®2BDa class P-related heat shock protein (HSP2p|%i4:11603768-11604297 F  1.933
ES930133 2.121 very weakly similar to ( 100)AT4G20880| Symbolsethylene-responsive nuclear protein / ethylegede¢ed nuclear protein (ERT2)
CV432094 2.118 no similarity

EV110864 2.117 no similarity

EE565545 2.116  very weakly similar to (84.7)AT5G44720| Symbo|snolybdenum cofactor sulfurase family proteinfsch8060313-18062502 FORV
JCVI_27077 2.114 no original description

CV546383 2.111  very weakly similar to (88.6)AT1G27730| Symbol#T70, STZ | STZ (SALT TOLERANCE ZINC FINGER); nudteacid binding / tri  2.495
JCVI_13044 2.110 moderately similar to ( 288)AT2G28200| Symbolsw¢leic acid binding / transcription factor/ ziea binding | chr2:12031398-1203:
JCVI_17264 2.110 moderately similar to ( 345)AT1G10010| Symbols:P8\ AAP8 (amino acid permease 8); amino acid tn@nsbrane transporter | ch
EV049297 2.110 moderately similar to ( 320)AT3G55450| Symbolgrdtein kinase, putative | chr3:20569106-2057P@RWARDweakly similar to ( 1.498
JCVI_36422 2.109 no original description

JCVI_18855 2.109 moderately similar to ( 383)AT3G21670| Symbolsitrate transporter (NTP3) | chr3:7626949-762886VERSE no original descrip  1.331
JCVI_20774 2.109  highly similar to ( 560)AT3G53230| Symbols: |ladilision cycle protein 48, putative / CDC48, plitte. | chr3:19734394-19737467 F
EE469173 2.107 weakly similar to ( 188)AT2G01870| Symbols: |ig&mto unnamed protein product [Vitis vinifera] B8CA021902.1) | chr2:389845-.  2.059
JCVI_26083 2.107  very weakly similar to (94.7)AT4G27310| Symbol=inc finger (B-box type) family protein | chr48859-13676622 FORWARD r  2.570
JCVI_41701 2.106 no original description

JCVI_10924 2.105  highly similar to ( 522)AT1G56600] Symbols: ATGARSATGOLS2 (ARABIDOPSIS THALIANA GALACTINOL SYNTHASE 2); tr:
EV008996 2.105 no similarity

JCVI_7992 2.104  very weakly similar to (87.8)AT4G19390| Symbo]|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT5G13720.1); similar 1
JCVI_34217 2.104 weakly similar to ( 150)AT5G05900| Symbols: | UBlRcoronosyl/UDP-glucosyl transferase family piotechr5:1774514-1776382 |
EV215868 2.104 no similarity

EV076981 2.103 no similarity 1.335
RC_JCVI_40485 2.102 no original description

JCVI_38611 2.100 no original description 1.555
JCVI_8271 2.099 no original description

JCVI_26710 2.097 moderately similar to ( 281)AT5G39670| Symbolsaltium-binding EF hand family protein | chr5:16808-15901112 FORWARD n
JCVI_32367 2.097 no original description

EE450080 2.097 weakly similar to ( 156)AT1G44100| Symbols: AAPSAP5 (amino acid permease 5); amino acid transmangbtransporter | chrl:1¢
RC_EE522201 2.095 no similarity

JCVI_11679 2.095 moderately similar to ( 352)AT1G73480| Symbol$ydrolase, alpha/beta fold family protein | ch7822927-27636147 FORWARD
JCVI_14292 2.093  weakly similar to ( 117)AT4G11660| Symbols: HSFB2H-HSFB2B | AT-HSFB2B (Arabidopsis thaliana hehbck transcription fac
EX120516 2.093 no similarity

EH429196 2.093 moderately similar to ( 226)AT2G2188¢mbols: | violaxanthin de-epoxidase-relatdut2:©325413-9327070 REVERSE [20767]
JCVI_16378 2.093 moderately similar to ( 248)AT1Gad@4Symbols: | protein binding | chr1:4956399-88%FORWARD no original description

EV136896 2.093 no similarity

JCVI_34264 2.092 no original description

JCVI_25211 2.092  weakly similar to ( 125)AT5G62770| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT3G27880.1); similar to hy
JCVI_40260 2.091 weakly similar to ( 151)AT4G12970| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCAO17947.1) | chr4:7586241
JCVI_14484 2.090 moderately similar to ( 266)AT4G30280| Symbols:XAH18, XTH18 | ATXTH18/XTH18 (XYLOGLUCAN ENDOTRANSGUCOSY  3.028
RC_EH424469 2.089 no similarity




EE417055 2.086 no similarity

EV143922 2.085 no similarity

EE479654 2.085 no similarity

JCVI_13766 2.085 moderately similar to ( 261)AT5G67300| Symbols:MWBR1, ATMYB44, MYBR1 | ATMYB44/ATMYBR1/MYBR1 (MYB DOMAIN  1.687
JCVI_30808 2.085 moderately similar to ( 324)AT2G16430| SymbolsfRA, ATPAP10 | ATPAP10/PAP10; acid phosphataseéjmrserine/threonine pl  2.019
DY027899 2.083 no similarity

JCVI_38636 2.083 no original description 1.497
ES907374 2.082 moderately similar to ( 375)AT4G031480nbols: | nodulin MtN21 family protein | chrd8586-610127 FORWARD [21429]

JCVI_39109 2.081 moderately similar to ( 201)AT5G23130| Symbolgeptidoglycan-binding LysM domain-containing piotpchr5:7781478-7783336  1.452
ES906142 2.081 moderately similar to ( 228)AT5G06790| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G57950.1); similar tc
EX133779 2.081  weakly similar to ( 196)AT1G49405| Symbols: kigtal membrane protein, putative | chr1:18288088615 REVERSE [21833] 1!
EV054296 2.080  weakly similar to ( 103)AT3G09740| Symbols: ATSMPBYP71 | SYP71 (SYNTAXIN OF PLANTS 71) | chr3:2620-2991359 FOI
JCVI_10530 2.080 moderately similar to ( 308)AT1G21670| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G21680.1); similar t¢ ~ 2.177
JCVI_26872 2.078 moderately similar to ( 241)AT1G66160| Symbol&i-tpox domain-containing protein | chr1:246408864£2176 FORWARD no origil  2.128
JCVI_29680 2.078 moderately similar to ( 222)AT2G32530| Symbolsi 883, ATCSLB3, ATCSLB03 | ATCSLB03 (Cellulose syase-like B3); transfe  1.320
ES945473 2.078 very weakly similar to (85.9)AT4G29900| SymbolSEACA10, ACA10 | ACA10 (autoinhibited Ca2+ -ATPad®)1calcium-transportin
JCVI_20208 2.077 moderately similar to (211)AT1G15260| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G16070.1) | chrl:52:  1.275
JCVI_28406 2.076  weakly similar to ( 186)AT5G05220| Symbols: |iamto hypothetical protein [Vitis vinifera] (GBAN82940.1) | chr5:1550274-155!
JCVI_12923 2.076  very weakly similar to (80.9)AT3G23170| Symbolssimilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G14450.1) | chr3:8:
JCVI_19551 2.076  weakly similar to ( 191)AT1G44414| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA061874.1) | chr1:1685022
JCVI_10486 2.074  weakly similar to ( 169)AT4G10300| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT3G04300.1); similar toun  2.230
JCVI_19373 2.074 no original description 3.150
JCVI_37800 2.073 no original description

ES919101 2.070 no similarity

JCVI_11538 2.068  moderately similar to ( 224)AT4G20380| SymbolsDi] LSD1 (LESION SIMULATING DISEASE) | chr4:110088-11006449 FOR'
EV180758 2.067 weakly similar to ( 144)AT1G21890iBypls: | nodulin MtN21 family protein | chr1:768277685570 REVERSE [21487] 16 547 739
EX100333 2.066 moderately similar to ( 360)AT1G07520| Symbolscdrecrow transcription factor family protein {2309715-2311802 REVERSE!
JCVI_40192 2.066  weakly similar to ( 140)AT5G48990| Symbols: |dketepeat-containing F-box family protein | chr819566-19880684 FORWARD  1.388
EV124296 2.065 no similarity

JCVI_8448 2.065 moderately similar to ( 300)AT5G52420| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G23920.1); similar tc
JCVI_19719 2.063 moderately similar to ( 299)AT3G28740| Symbols:RBID1 | cytochrome P450 family protein | chr3:1@080610791789 REVERSE'  2.183
EV165943 2.062  weakly similar to ( 146)AT2G32020| Symbols: | G&Ei¢lated N-acetyltransferase (GNAT) family protpzhr2:13638270-13638821
EE501966 2.061 weakly similar to (117)AT5G56670| Symbols: | 40®somal protein S30 (RPS30C) | chr5:2295263%3207 REVERSE [20193] {
JCVI_19433 2.060 no original description

EH429199 2.059 moderately similar to ( 304)AT2G2188¢mbols: | violaxanthin de-epoxidase-relatdut2:©325413-9327070 REVERSE [20767] 1.356
AM388297 2.058 weakly similar to ( 181)AT1G66500nh®pls: | zinc finger (C2H2-type) family proteiohrl:24814925-24816175 REVERSE [20118]
EE490643 2.057 moderately similar to ( 225)AT5G05580| Symbols1SHADS | FAD8 (FATTY ACID DESATURASE 8); omega-atfy acid desatura  2.461
JCVI_16910 2.055 no original description

EV197013 2.055 moderately similar to ( 204)AT4G1945¢mbols: | nodulin-related | chr4:10606549-1@299FORWARD [21490] 1.634
EV055334 2.054 no similarity

BQ792023 2.053 moderately similar to ( 214)AT3G28340| Symbols:TEAO | GATL10 (Galacturonosyltransferase-like 1)lygalacturonate 4-alpha-  2.534
EX064182 2.053  very weakly similar to (83.2)AT4G13670| SymbolFATS5 | PTAC5 (PLASTID TRANSCRIPTIONALLY ACTIVES); @at shock prott  1.754
JCVI_33411 2.052  moderately similar to ( 379)AT2G03550| Symbolsydrolase | chr2:1077077-1078015 FORWARDweaklyilainto ( 115)GID1_ORY
JCVI_23724 2.052  moderately similar to (402)AT1G30860| Symbolgrdtein binding / zinc ion binding | chr1:10986617989227 REVERSE no origin
JCVI_40415 2.052  moderately similar to ( 496)AT4G36870| SymbolsV&A BLH2 | BLH2 (BEL1-LIKE HOMEODOMAIN 2, SAWTOOTHL); DNA bin
JCVI_18054 2.052  weakly similar to ( 190)AT4G23570| Symbols: SGTIBGT1A (Suppressor of G2 (Two) 1A) | chr4:1230602802503 FORWARD
JCVI_14672 2.049 no original description

ES994226 2.049  weakly similar to ( 131)AT2G01180| Symbols: PAPRP1, ATLPP1, ATPAP1 | ATPAP1 (PHOSPHATIDIC ACID PISPHATASE 1 1.520
EE409683 2.048 no similarity

JCVI_29302 2.048 moderately similar to ( 219)AT1G04380| Symbol2-dxoglutarate-dependent dioxygenase, putatitel£177141-1178383 REVER
EV036222 2.047  weakly similar to ( 145)AT4G37480| Symbols: | DINKeat shock N-terminal domain-containing proteir§l:17619255-17621396 F
JCVI_15889 2.047 moderately similar to ( 306)AT1G65690| Symbol$aipin-induced protein-related / HIN1-related via-responsive protein-related |
EV115465 2.046 moderately similar to ( 233)AT1G3033¢mbols: | lipase class 3 family protein | ch®¥19151-10720740 REVERSE [21479]

JCVI_26544 2.045 moderately similar to ( 343)AT1G74650| Symbolsy 28, AtMYB31 | AtMYB31/AtY13 (myb domain protein 31DNA binding / trans
EX078964 2.045 no similarity

DY019163 2.043 moderately similar to (270)AT1G1448¢mbols: | protein binding | chr1:4956399-495/BORWARD [18966]

JCVI_36695 2.041 moderately similar to ( 234)AT5G66310| Symbol&ingsin motor family protein | chr5:26503012-26580 REVERSE no original de
DN962793 2.040  weakly similar to ( 128)AT2G40000| Symbols: HSPRAPHSPRO?2 | similar to unknown protein [Arabidaptialiana] (TAIR:AT3G!
JCVI_20460 2.040 very weakly similar to (96.3)AT3G57450| Symbolssimilar to unnamed protein product [Vitis vindg(GB:CA040798.1) | chr3:212
EE457288 2.039 no similarity 1.669
EX036296 2.039  very weakly similar to (95.5)AT4G13690| Symboj|ssimilar to hypothetical protein MtrDRAFT_AC1618f4lv2 [Medicago truncatul
EV135969 2.038  weakly similar to (191)AT1G18330| Symbols: EPEEPR1 (EARLY-PHYTOCHROME-RESPONSIVE1) | chr1:630848307711 RE  1.832
JCVI_41843 2.036 no original description

EE540603 2.036  weakly similar to ( 137)AT4G37320| Symbols: CYP&LPCYP81D5 (cytochrome P450, family 81, subfarfilypolypeptide 5); oxyge
JCVI_27566 2.035 moderately similar to ( 390)AT3G28960| Symbolsmjno acid transporter family protein | chr3:1088%10987004 REVERSE no o
JCVI_30619 2.035 no original description

JCVI_4805 2.035 moderately similar to ( 216)AT1G71000] Symbol®NAJ heat shock N-terminal domain-containing pirofechrl:26772998-2677377
JCVI_32919 2.035 no original description

ES962556 2.033 weakly similar to ( 104)AT2G20562| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT2G31090.1); similar to un
AM394555 2.031 weakly similar to ( 143)AT2G31800h®pls: | ankyrin protein kinase, putative | chg347682-13530723 REVERSE [20346]

JCVI_36638 2.030 no original description

JCVI_7390 2.029  weakly similar to ( 194)AT5G24120| Symbols: SIGHGE | SIGE (RNA polymerase sigma subunit E); DNi#ding / DNA-directed RI
RC_ES948251 2.028 no similarity

JCVI_34303 2.027  weakly similar to ( 103)AT5G48820| Symbols: KRR3K6 | ICK6/KRP3 (KIP-RELATED PROTEIN 3); cyclin biding / cyclin-depen
JCVI_14969 2.027  highly similar to ( 853)AT3G61880| Symbols: CYPTBACYP78A9 (CYTOCHROME P450 78A9); oxygen bind|rehr3:22917089-2  1.584
RC_EV010845 2.026 no similarity

JCVI_11608 2.026 moderately similar to ( 347)AT5G43730| Symbolstispase resistance protein (CC-NBS-LRR cl wet| chr5:17577494-17580C
JCVI_3621 2.025  highly similar to ( 593)AT4G26530| Symbols: |dtase-bisphosphate aldolase, putative | chr4:138818392944 FORWARDhighly
JCVI_28980 2.025 weakly similar to ( 168)AT2G40080| Symbols: ELFELF4 (EARLY FLOWERING 4) | chr2:16741623-1674198BVERSE no origir
ES938920 2.023 no similarity

EV041837 2.022  weakly similar to ( 144)AT5G17400| Symbols: ER-AN[TADP, ATP carrier protein, mitochondrial, putati ADP/ATP translocase, |
EV194156 2.022  very weakly similar to ( 100)AT2G46830| Symbol€£Al | CCA1 (CIRCADIAN CLOCK ASSOCIATED 1); transgtion factor | chr2
EV068998 2.022 very weakly similar to (92.4)AT1G70F8ymbols: | protein kinase family protein | cB6577509-26679349 REVERSE [21443]




EV088843 2.021  weakly similar to ( 124)AT1G70780| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G23150.1); similar to un
EV107694 2.021 no similarity 1.890
JCVI_27977 2.019 moderately similar to ( 384)AT5G23130| Symbolgeptidoglycan-binding LysM domain-containing pintpchr5:7781478-7783336  1.466
JCVI_18453 2.019 moderately similar to ( 258)AT1G17620| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G11890.1); similar t¢ 2,112
AT002133 2.019 no similarity 1.654
JCVI_21467 2.018 weakly similar to ( 190)AT3G1403gmbols: | lipase class 3 family protein | chrB3#26-4666345 REVERSE no original description  1.56
EL588022 2.016 no similarity 2.173
JCVI_41245 2.016 no original description

EV123214 2.016 no similarity

EV226929 2.015 no similarity

JCVI_16337 2.013  weakly similar to ( 136)AT1G74370| Symbols: |zfinger (C3HC4-type RING finger) family proteichrl:27961861-27962646 RE
EE567498 2.013 no similarity 1.305
EX062935 2.012 no similarity 1.732
EV100364 2.010 moderately similar to ( 285)AT3G15354| SymbolsASP SPA3 (SPA1-RELATED 3); signal transducer [3c8169334-5172487 REV
JCVI_18772 2.010 moderately similar to (499)AT5G11650| Symbol$ydrolase, alpha/beta fold family protein | ch?t3070-3746817 FORWARD no
JCVI_1443 2.009 moderately similar to ( 351)AT1G72030| Symbol€dN5-related N-acetyltransferase (GNAT) familytgio | chr1:27114549-27115
EE508362 2.009  weakly similar to ( 102)AT2G39940| Symbols: COQQI1 (CORONATINE INSENSITIVE 1); ubiquitin-proteiigase | chr2:166799:
CV544883 2.009  very weakly similar to (90.1)AT2G15480| Symbol$5U73B5 | UGT73B5 (UDP-GLUCOSYL TRANSFERASE 73B5)DB-glycosyltt
JCVI_804 2.007  weakly similar to ( 135)AT1G28370| Symbols: ERFATERF11 | ATERF11/ERF11 (ERF domain protein 11)\Abinding / transcrif
EE546123 2.005 very weakly similar to (93.2)AT3G45640| SymbolsPKB, ATMPK3 | ATMPK3 (MITOGEN-ACTIVATED PROTEIN KIMSE 3); M#
AM391473 2.003  weakly similar to ( 103)AT1G25400| Symbols: |igamto unknown protein [Arabidopsis thaliana] (FAAT1G68440.1); similar to un
EV205399 2.003 no similarity

JCVI_28482 2.002 moderately similar to ( 433)AT1G49780| Symbols&i-thox domain-containing protein | chr1:184326923%57 REVERSE no origin
EV121574 2.001 very weakly similar to ( 100)AT2G2653ymbols: AR781 | AR781 | chr2:11290114-1129IREVERSE [21479] 1.847
JCVI_25449 2.000 moderately similar to ( 374)AT2G39920| Symbolsicii phosphatase class B family protein | chrZ0889-16671383 REVERSE nc
JCVI_23523 2.000 moderately similar to ( 229)AT3G2d[1Symbols: | ABC1 family protein | chr3:8743387710 FORWARD no original description
EE472897 1.998 weakly similar to ( 102)AT2G374608gls: | nodulin MtN21 family protein | chr2:1573%-15736088 REVERSE [20163]

JCVI_27098 1.996 no original description

JCVI_14196 1.995 weakly similar to ( 112)AT2G17300| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT4G35320.1) | chr2:75295 2.112
ES931762 1.993 moderately similar to ( 283)AT3G04890| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G46100.1); similar tc ~ 1.829
EV177438 1.991  weakly similar to ( 132)AT4G15800| Symbols: RALFRLBRALFL33 (RALF-LIKE 33) | chr4:8984923-898527®RWARD [21487]1  1.978
AT000573 1.991  very weakly similar to (91.3)AT1G62300| SymbolsRRY6 | WRKY6 (WRKY DNA-binding protein 6); transgiion factor | chr1:23(
JCVI_35371 1.989 moderately similar to ( 274)AT1G69900| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G27100.1); similar tc
JCVI_2940 1.989 moderately similar to ( 251)AT1G01250| SymbolgPp domain-containing transcription factor, putatj chr1:104731-105309 REVE
JCVI_25076 1.988  weakly similar to ( 105)AT1G69490| Symbols: ANAGDZATNAP, NAP | NAP (NAC-LIKE, ACTIVATED BY AP3/PI)transcription 1
ES945435 1.987 weakly similar to ( 160)AT1G44100| Symbols: AAPSAPS (amino acid permease 5); amino acid transmanebtransporter | chrl:1¢
EV163061 1.987  weakly similar to ( 118)AT5G15770| Symbols: ATGNAATGNAL (ARABIDOPSIS THALIANA GLUCOSE-6-PHOSPHATBCETY
JCVI_2292 1.987 no original description

AM388881 1.987  moderately similar to ( 246)AT1G14780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G24290.2); similar tc
JCVI_34173 1.986 moderately similar to ( 278)AT1G73480| Symboléydrolase, alpha/beta fold family protein | ch?B22927-27636147 FORWARD
JCVI_1247 1.986  weakly similar to ( 126)AT4G10340| Symbols: LHCBEHCB5 (LIGHT HARVESTING COMPLEX OF PHOTOSYSTEM §); chlorc  2.003
JCVI_13314 1.986 highly similar to ( 554)AT4G37610| Symbols: BTBT5 (BTB and TAZ domain protein 5); protein bindihganscription regulator ¢ 3.479
AMO056987 1.984 no similarity

JCVI_6146 1.983 moderately similar to ( 319)AT4G23990| SymbolsLGS, ATCSLG3 | ATCSLG3 (Cellulose synthase-like (3Bansferase/ transfera  2.153
JCVI_30499 1.983 moderately similar to ( 366)AT2G17040] Symbols:AB036 | ANAC036 (Arabidopsis NAC domain containimgptein 36); transcripti
DY026607 1.981  weakly similar to ( 190)AT3G08760Bpls: ATSIK | ATSIK; kinase | chr3:2658135-26599RBVERSE [18978]

JCVI_38471 1.981 moderately similar to ( 263)AT3G05410| Symbolsinjilar to hypothetical protein Osl_004967 [Ongasiva (indica cultivar-group)] ( 1.611
EX105012 1.981 moderately similar to ( 297)AT3G05410| Symbolsinjilar to hypothetical protein Osl_004967 [Onygadiva (indica cultivar-group)] ( 1.662
JCVI_11039 1.980 moderately similar to ( 263)AT5G17230| SymbolsYR®SY (PHYTOENE SYNTHASE) | chr5:5659841-5662089VERSEweakly s 1.361
JCVI_28230 1.979  weakly similar to ( 134)AT2G47440| Symbols: | DINBeat shock N-terminal domain-containing proteinrp:19476982-19478730 F
JCVI_20526 1.979 weakly similar to ( 149)AT5G62200| Symbols: | eyabspecific protein-related | chr5:25001689-25@PREVERSE no original des  2.173
JCVI_22168 1.977 weakly similar to ( 101)AT1G6718§mbols: MIR414 | MIR414 | chr1:25141041-251413@VERSE no original description 1.836
JCVI_19667 1.976 very weakly similar to (88.2)AT2@88| Symbols: | unknown protein | chr2:11712232144 FORWARD no original description 1.91
JCVI_8338 1.976 no original description 1.583
JCVI_4089 1.976  weakly similar to ( 120)AT3G27210| Symbols: |rtleal to Uncharacterized protein At3g27210 (Y-Rjgbidopsis Thaliana] (GB:Q9l
EX114202 1.976  moderately similar to ( 342)AT5G01540| Symboléectin protein kinase, putative | chr5:211284-ZBREVERSEweakly similar to (
JCVI_22128 1.975 moderately similar to ( 383)AT4G35190| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G37210.1); similar tc
EV191421 1.974  weakly similar to ( 129)AT1G51480| Symbols: |edise resistance protein (CC-NBS-LRR class), pet#tivir1:19094515-19097974
ES969031 1.973 no similarity

EV076037 1.973 no similarity

EV105899 1.973 no similarity

JCVI_39178 1.970 moderately similar to ( 330)AT1G10460| Symbols:FGL GLP7 (GERMIN-LIKE PROTEIN 7); manganese ionding / metal ion bin
ES957548 1.969 no similarity 1.231
CD831313 1.969 weakly similar to ( 175)AT3G52740| Symbols: | mto unknown protein [Arabidopsis thaliana] (FRAAT3G44450.1); similar toun  2.105
EV108697 1.968 no similarity

JCVI_18991 1.968 weakly similar to ( 101)AT1G6718§mbols: MIR414 | MIR414 | chr1:25141041-251413@VERSE no original description 1.936
JCVI_2215 1.968  highly similar to ( 663)AT2G39800| Symbols: ATP5GSCS1 | P5CS1 (DELTA1-PYRROLINE-5-CARBOXYLATE SYNASE 1) | 1.485
EV153292 1.968 moderately similar to ( 271)AT2G4283¢mbols: AML2 | AML2 | chr2:17857709-17861282 RGRRD [21484] 61 1033 1033

JCVI_20788 1.967 no original description

JCVI_20267 1.967 weakly similar to ( 114)AT3G1438gmbols: | unknown protein | chr3:4811051-4811RORWARD no original description

EV185924 1.967 moderately similar to ( 343)AT1G27480| Symbol¢ecithin:cholesterol acyltransferase family proteLACT family protein | chr1:95¢  1.426
EE567412 1.967 no similarity

EE561149 1.967 no similarity

JCVI_36644 1.967  highly similar to ( 538)AT3G14850| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (TRXAT1G29050.1); similar to uni
JCVI_33485 1.967 moderately similar to ( 258)AT1G26750| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CAO68449.1); similar to h
EV141196 1.966  moderately similar to ( 271)AT3G14950| SymbolsLPT TTL2 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIKR); binding |
JCVI_17343 1.966 moderately similar to ( 275)AT1G60190| Symbolsrnadillo/beta-catenin repeat family protein / dkllomain-containing protein | c
ES979962 1.965 no similarity

JCVI_16357 1.964 no original description

JCVI_40181 1.963  weakly similar to ( 171)AT5G42610| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRAAT2G23790.1); similar to hy
EV199111 1.961 moderately similar to ( 329)AT5G59580| Symbol&iDP-glucoronosyl/UDP-glucosyl transferase famitptpin | chr5:24023465-240:  1.682
EE531069 1.961 weakly similar to ( 163)AT2G18460h8yls: LCV3 | LCV3 (LIKE COV 3) | chr2:8008720-8086 FORWARD [20175]

ES949482 1.960 no similarity




JCVI_21975 1.960 no original description 2.114
JCVI_33709 1.959 moderately similar to ( 229)AT2G29750| Symbol&iDP-glucoronosyl/UDP-glucosyl transferase famitptgin | chr2:12716979-1271  1.856
EE496340 1.959 no similarity

JCVI_10897 1.959  highly similar to ( 539)AT5G46800| Symbols: BOBQU (A BOUT DE SOUFFLE); binding | chr5:19006006009037 REVERSEve
JCVI_5926 1.958 moderately similar to (426)AT2G41290| Symbolstrictosidine synthase family protein | chr2:17@27-17219982 REVERSEweaklh  2.276
EE405584 1.957 weakly similar to ( 115)AT5G44310| Symbols: glambryogenesis abundant domain-containing préteitA domain-containing prot
ES955034 1.955 weakly similar to ( 187)AT4G28703| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRAAT3G04300.1); similar toun  1.415
EX133918 1.954 no similarity

JCVI_263 1.954 moderately similar to ( 460)AT5G58770| Symbolstelhydrodolichyl diphosphate synthase, putativE DDL-PP synthase, putative |  2.416
JCVI_3676 1.953 moderately similar to (274)AT3G22840| SymbolsiFELELIP1 | ELIP1 (EARLY LIGHT-INDUCABLE PROTEIN)¢chlorophyll bindin
RC_ES968318 1.953 no similarity

JCVI_18986 1.952  weakly similar to ( 192)AT3G16570| Symbols: RALF_PRALFL23 (RALF-LIKE 23) | chr3:5644754-564517@RWARD no origina
EV189797 1.951 moderately similar to ( 219)AT5G37260| Symbols:Ey CIR1 | CIR1/RVE2 (CIRCADIAN 1); DNA binding fanscription factor | ck  2.320
EL587715 1.951 moderately similar to ( 384)AT2G26150| SymbolsHA3, ATHSFA2 | ATHSFA2 (Arabidopsis thaliana hehosk transcription factol
JCVI_37195 1.948  weakly similar to ( 131)AT5G18370| Symbols: |edise resistance protein (TIR-NBS-LRR class), predtchr5:6085038-6088928 RI
EV189169 1.947 no similarity

EV098127 1.946 no similarity

JCVI_31983 1.946 no original description 1.483
JCVI_10332 1.945 weakly similar to ( 162)AT4G11390| Symbols: | D@imain-containing protein | chr4:6927887-693030RMARD no original desci
EV201538 1.945  weakly similar to ( 186)AT1G01060| Symbols: LHYHY | LHY (LATE ELONGATED HYPOCOTYL) | chr1:33992-8061 REVERS
DY026197 1.944 no similarity

JCVI_8096 1.944  moderately similar to ( 488)AT1G48260| SymbolsR&8.21, CIPK17 | CIPK17 (SNF1-RELATED PROTEIN KINAS3.21); kinase |
EE473052 1.944 no similarity

EV225634 1.943  weakly similar to ( 104)AT2G23810| Symbols: TETEHT8 (TETRASPANINS) | chr2:10142939-10144432 RE\BER[21493] 69 74C  1.454
ES907954 1.942 no similarity

CV545835 1.942 no similarity

JCVI_38191 1.942 no original description

JCVI_30458 1.942 no original description 2.163
EV135810 1.940 weakly similar to ( 130)AT1G46768| Symbols: RAPPHAP2.1 (related to AP2 1); DNA binding / traription factor | chr1:1726848t
CV544813 1.940 no similarity

JCVI_8749 1.939 no original description

EV038543 1.939 no similarity

EX107105 1.939 very weakly similar to (98.2)ATAG00PSymbols: | extra-large G-protein-related | #i#8834-473248 REVERSE [21827]

JCVI_26904 1.938 moderately similar to ( 301)AT3G61320| Symbolédentical to UPF0187 protein At3g61320, chloroplagcursor [Arabidopsis Thali  1.528
EX096733 1.937 no similarity

EV050576 1.936 weakly similar to ( 140)AT3G13340iBypls: | WD-40 repeat family protein | chr3:43323B34610 FORWARD [21442] 1.863
RC_EX042891 1.936 no similarity

EV107773 1.936 no similarity 1.601
JCVI_9043 1.935 moderately similar to ( 314)AT3G27540| Symbolglyfosyl transferase family 17 protein | chr3:18296-10208125 FORWARD no
EV112327 1.934 no similarity 1.782
JCVI_27151 1.934  weakly similar to ( 187)AT5G59350] Symbols: | mto unnamed protein product [Vitis vinifera] BBCA021684.1) | chr5:2395835  1.902
EE412990 1.933  weakly similar to ( 175)AT4G21060| Symbols: [agabsyltransferase family protein | chr4:1124074244871 FORWARD [20145] 1
JCVI_16826 1.933 moderately similar to ( 256)AT5G52870| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G64080.1); similar tc
EX051964 1.929 no similarity

JCVI_41544 1.928 moderately similar to ( 452)AT5G61900] SymbolsNIPBON, BON1 | BON1 (BONZAI1); calcium-dependeifiospholipid binding |
JCVI_23547 1.928 highly similar to ( 525)AT5G43630| Symbols: |zknuckle (CCHC-type) family protein | chr5:175484B7547434 FORWARD no o
JCVI_28502 1.928 weakly similar to ( 125)AT1G80610| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G15800.1); similar to hy
AMO058972 1.927 weakly similar to (111)AT5G66630h#pls: | LIM domain-containing protein | chr5:260@6-26612917 FORWARD [17712]

EX043867 1.927 moderately similar to ( 316)AT5G62430| Symbols:F10 CDF1 (CYCLING DOF FACTOR 1); DNA binding / gein binding / transc  1.507
JCVI_39669 1.925 weakly similar to ( 112)AT1G22470| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G72240.1) | chr1:79328
EX050276 1.925 moderately similar to ( 341)AT5G41890| Symbol€&0SL-motif lipase/hydrolase family protein | cit6781520-16784128 REVERS
EV218517 1.925 moderately similar to ( 248)AT4G37610| Symbols58BT5 (BTB and TAZ domain protein 5); protein diiing / transcription regulatc  3.308
JCVI_14498 1.925 moderately similar to ( 498)AT4G28740| Symbolsinjilar to LPA1 (LOW PSII ACCUMULATION1), bindin§Arabidopsis thaliana]
RC_EV086676 1.925 no similarity

EE555777 1.924  weakly similar to ( 177)AT3G15990| Symbols: SULTRBSULTR3;4; sulfate transmembrane transpoxtbr3:5427087-5430685 FO  2.073
JCVI_36110 1.924  highly similar to ( 587)AT2G15880| Symbols: |dee-rich repeat family protein / extensin famikofein | chr2:6925121-6927401 Rl
JCVI_19785 1.922 moderately similar to ( 276)AT5G43630| Symbolginf knuckle (CCHC-type) family protein | chr5: 42888-17547434 FORWARD
EE462190 1.919  weakly similar to (176)AT1G75100| Symbols: JACIALC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST AUMULAT
JCVI_17512 1.918 moderately similar to ( 328)AT3G20050| SymbolsTAP-1 | ATTCP-1 (Arabidopsis thaliana T-complextpio 1 alpha subunit); ATI
JCVI_22790 1.918 very weakly similar to (88.2)AT1G60060| Symbo|ssimilar to unknown protein [Arabidopsis thaliatf@AIR:AT5G53900.2); similar 1
EV199230 1.918 moderately similar to ( 248)AT4G18880| SymbolsHA8A, AT-HSFA4A | AT-HSFA4A (Arabidopsis thalianaht shock transcriptio
AM389200 1.918  very weakly similar to (85.5)AT3G50810| Symbo|dntegral membrane protein, putative | chr3:1888858900849 REVERSE [2011
JCVI_18514 1.916  weakly similar to ( 131)AT3G57450] Symbols: | & mto unnamed protein product [Vitis vinifera] BBCA040798.1) | chr3:2127300 1.762
JCVI_38889 1.916 moderately similar to ( 264)AT1G17620| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G11890.1); similar tc  2.118
JCVI_24738 1.916 highly similar to ( 965)AT5G08570| Symbols: | pyate kinase, putative | chr5:2778434-2780301 FORM®ighly similar to ( 887)KI
EX110829 1.915 weakly similar to ( 180)AT4G04830| Symbols: | hiehine sulfoxide reductase domain-containing pnot&SelR domain-containing p
JCVI_15186 1.915 no original description

CD833252 1.914  weakly similar to ( 115)AT4G30830] Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAAT2G24140.1); similar to un
EX016523 1.913 no similarity

JCVI_35079 1.913 moderately similar to ( 278)AT3G8@8Symbols: | transcription factor | chr3:2014829149841 REVERSE no original description
JCVI_30317 1.912  very weakly similar to (94.0)AT1G57820| SymboldMZ, ORTH2 | ORTH2/VIM1 (VARIANT IN METHYLATION 1); DNA binding |
EV194015 1.910 very weakly similar to (88.6)AT1G69PSymbols: | beta-1,3-glucanase-related | ch05£855-26055506 REVERSE [21489] 1.87
JCVI_7521 1.910 moderately similar to ( 261)AT4G00j0Bymbols: | ubiquitin family protein | chr4:4861433727 REVERSE no original description
JCVI_34187 1.910 moderately similar to ( 357)AT2G34650] Symbols:BBID | PID (PINOID); kinase | chr2:14597013-14638 REVERSEweakly sin
JCVI_207 1.909  moderately similar to ( 464)AT1G69490| Symbols: #0029, ATNAP, NAP | NAP (NAC-LIKE, ACTIVATED BY AP#I); transcript
JCVI_23006 1.908 moderately similar to ( 271)AT5G19330| Symbolsrnadillo/beta-catenin repeat family protein / BPBZ domain-containing proteil
JCVI_27007 1.907 moderately similar to ( 283)AT4G24660| Symbols:HB22, MEE68 | ATHB22/MEE68 (ARABIDOPSIS THALIANA HRIEOBOX P!
ES966044 1.907 no similarity

EE446682 1.907 no similarity

EV085501 1.907 no similarity

EV157418 1.906  moderately similar to ( 208)AT4G26850| Symbols:G2T| VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268%01151 REVERSE
JCVI_1705 1.904 moderately similar to (418)AT2G41250| Symbol$alpacid dehalogenase-like hydrolase family propehr2:17207940-17209629 F 1.371
JCVI_33161 1.903  weakly similar to ( 187)AT4G23530] Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRAAT4G11300.1); similar to hy




ES961855 1.903 no similarity

JCVI_21019 1.902  weakly similar to ( 159)AT1G11650| Symbols: ATRBB4| ATRBP45B; RNA binding | chr1:3914895-39173@AWARD no origine
JCVI_36439 1.900 no original description

EE456342 1.900 no similarity

AM391559 1.898 no similarity 1.699
JCVI_33439 1.898 no original description 1.765
JCVI_15615 1.897  highly similar to ( 546)AT4G15430| Symbols: | 8anto early-responsive to dehydration proteiratetl / ERD protein-related [Arabic  1.694
JCVI_38650 1.897  very weakly similar to (84.7)AT5G62200| Symbo|eembryo-specific protein-related | chr5:25001680¢2900 REVERSE no origine ~ 1.962
JCVI_34540 1.896 moderately similar to ( 244)AT4G28270| Symbolgin finger (C3HC4-type RING finger) family protej chr4:14007620-14008201
JCVI_12100 1.896 no original description

AM388362 1.896  moderately similar to ( 263)AT1G13520| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G13480.1); similar tc
JCVI_24968 1.895 no original description

ES950203 1.893 no similarity 1.851
JCVI_37535 1.892  weakly similar to ( 171)AT4G40020| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G16730.1); similar to hy
JCVI_11196 1.891 weakly similar to ( 189)AT5G56710| Symbols: | 6lfdsomal protein L31 (RPL31C) | chr5:22961229@0%03 REVERSEweakly si  2.449
EV168475 1.891  weakly similar to ( 120)AT2G46810| Symbols: |ibdelix-loop-helix (bHLH) family protein | chr2: P46763-19249442 FORWARD  1.886
JCVI_28339 1.890 weakly similar to ( 154)AT4G28025| Symbols: | & mto unnamed protein product [Vitis vinifera] BBCAO66511.1); contains domes  2.040
EE514308 1.889 weakly similar to ( 194)AT5G09820| Symbols: |gtid-lipid associated protein PAP / fibrillin farpiprotein | chr5:3056091-3057381
EV031987 1.888 moderately similar to ( 216)AT5G05190| Symbolédeptical to Uncharacterized protein At5g051901(MArabidopsis Thaliana] (GB
JCVI_20591 1.888 weakly similar to ( 133)AT5G57340| Symbols: |i&mto hypothetical protein MtrDRAFT_AC155282g59Medicago truncatula] (G
JCVI_24343 1.887 moderately similar to ( 375)AT2G41835| Symbolging finger (C2H2 type, AN1-like) family proteirchr2:17465098-17466492 RE\
EV019429 1.884 no similarity

JCVI_15416 1.883  very weakly similar to (92.0)AT4G16141| Symbo|ssimilar to zinc finger (GATA type) family protefdrabidopsis thaliana] (TAIR:A
JCVI_33509 1.882 moderately similar to ( 322)AT1G48600] Symbolgh¢sphoethanolamine N-methyltransferase 2, pet§dWT2) | chr1:17970116-1° 2.229
EX126783 1.880 highly similar to ( 503)AT1G63440| Symbols: HMABIMAS (HEAVY METAL ATPASE 5); ATPase, coupled toansmembrane mo\
JCVI_42293 1.880 no original description

JCVI_8143 1.878 moderately similar to ( 209)AT1G7@68ymbols: | binding / catalytic | chr1:27350@7B51809 REVERSE no original description
ES968415 1.878 no similarity

JCVI_22085 1.877 weakly similar to ( 162)AT1G62250] Symbols: |i&mto unnamed protein product [Vitis vinifera] B8CA021221.1) | chr1:2299928
EV170934 1.877 no similarity

JCVI_654 1.877 moderately similar to ( 357)AT5G64840| Symbols:3ON5 | ATGCNS5 (Arabidopsis thaliana general contrah-repressible 5) | chrs
JCVI_3170 1.876 no original description

JCVI_27216 1.874 moderately similar to ( 309)AT2G26150| SymbolsHA3, ATHSFA2 | ATHSFA2 (Arabidopsis thaliana hehosk transcription factol
JCVI_23230 1.873 moderately similar to ( 253)AT1G50USymbols: | binding / catalytic | chr1:1869138694016 REVERSE no original description 1.96/
JCVI_38623 1.873  highly similar to ( 556)AT3G55840| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FAAT2G40000.1); similar to unt  2.674
JCVI_33804 1.873  weakly similar to ( 129)AT3G61890| Symbols: ATHB¥THB-12 | ATHB-12 (ARABIDOPSIS THALIANA HOMEOBOXPROTEIN
AM387827 1.872  weakly similar to ( 198)AT1G07520| Symbols: |recaow transcription factor family protein | chr3@®715-2311802 REVERSE [20:
JCVI_3138 1.872  moderately similar to ( 391)AT4G26850| Symbols:G2T| VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268%01151 REVERSE
EE564016 1.871 no similarity

EX121234 1.870 very weakly similar to (94.7)AT5G05190| Symbolddentical to Uncharacterized protein At5g0519610Arabidopsis Thaliana] (GE
JCVI_29126 1.870 highly similar to (521)AT1G78510| Symbols: SPEPS1 (SOLANESYL DIPHOSPHATE SYNTHASE 1) | chr1:20803-29541935
JCVI_33053 1.870 no original description 1.518
JCVI_28035 1.868 weakly similar to ( 103)AT1G64490| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G42060.1); contains dol
JCVI_34203 1.868 moderately similar to ( 208)AT4G28025| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA066511.1); contains di  1.956
JCVI_41016 1.868 moderately similar to ( 241)AT1G63440| Symbols: A HMAS (HEAVY METAL ATPASE 5); ATPase, coupled transmembrane
JCVI_22361 1.868 highly similar to ( 727)AT3G43600| Symbols: AAORAO2 (ALDEHYDE OXIDASE 2) | chr3:15523766-1552836EVERSEhighly
DY028827 1.867 no similarity

DN961498 1.866  weakly similar to ( 122)AT2G38170| Symbols: ATCAXRCI4, CAX1 | CAX1 (CATION EXCHANGER 1); calciumyldrogen antiport
JCVI_16081 1.865 moderately similar to ( 207)AT1G77920] Symbol&Z|P family transcription factor | chr1:29303853325501 FORWARD no origin:
EX093366 1.865 weakly similar to ( 149)AT1G07050iBypls: | CONSTANS-like protein-related | chr1:2388-2165132 REVERSE [21823] 2.502
EV064718 1.865 no similarity

EV199927 1.863  weakly similar to ( 189)AT3G02380| Symbols: COL2QL2 (CONSTANS-LIKE 2); transcription factor/ zifen binding | chr3:48744  2.496
JCVI_18620 1.862 no original description 1.654
EV140039 1.862 no similarity

EE514837 1.862 no similarity 1.644
DY025326 1.861 moderately similar to ( 221)AT1G23030| Symbolsrnhadillo/beta-catenin repeat family protein / dkllomain-containing protein | ¢
JCVI_2320 1.860 moderately similar to ( 370)AT1G07450| Symbolsropinone reductase, putative / tropine dehydragenputative | chrl:2288035-22
JCVI_17705 1.859 moderately similar to ( 474)AT4G12300| Symbols:R706A4 | CYP706A4 (cytochrome P450, family 706 faoiily A, polypeptide 4)
ES942971 1.858 moderately similar to ( 213)AT5G52@0nbols: | MATE efflux protein-related | chr5136159-21157676 FORWARD [21392] 2.03
EV117032 1.858 no similarity 1.238
JCVI_443 1.857 no original description

JCVI_20777 1.857  weakly similar to ( 180)AT3G28940| Symbols: |ralénce-responsive protein, putative / avirulemzkiced gene (AIG) protein, putat  1.576
JCVI_30270 1.857 moderately similar to ( 365)AT3G52380| SymbolsH322, CP33 | CP33 (PIGMENT DEFECTIVE 322); RNA himg] chr3:1943259
EV203422 1.857  very weakly similar to (91.3)AT2G40400| Symbolssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G56140.1); similar{  2.125
EE483891 1.856 no similarity 1.478
JCVI_9783 1.855  highly similar to ( 633)AT5G04360| Symbols: ATPWATLDA | ATLDA/ATPU1 (PULLULANASE 1); alpha-amylagdimit dextrinase
EE409598 1.855 no similarity

JCVI_33907 1.854 moderately similar to (417)AT5G65090| Symbols: N8R BST1, DER4 | BST1/DER4/MRH3 (BRISTLED1) | cl#6022063-260238¢
RC_AM394013 1.853 no similarity

JCVI_23811 1.853 no original description

JCVI_7188 1.853  weakly similar to ( 164)AT2G46830| Symbols: CCATGA1 (CIRCADIAN CLOCK ASSOCIATED 1); transcriptiofactor | chr2:192¢
JCVI_37905 1.853 no original description

JCVI_29069 1.852 no original description

DY023666 1.852 moderately similar to ( 207)AT1G61250| Symbols33GC3 (SECRETORY CARRIER 3); transmembrane trantep| chr1:2258970(
EV027589 1.852  weakly similar to ( 157)AT5G62140| Symbols: |iamto unknown [Populus trichocarpa] (GB:ABK948B)| chr5:24971789-24972¢
JCVI_5451 1.851 moderately similar to ( 455)AT3G52060| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G22070.1); similar tc
JCVI_22078 1.850 weakly similar to ( 126)AT5G232%9mbols: SCPL34 | SCPL34 | chr5:7811628-7814611W@RD no original description 2.571
JCVI_41488 1.850 no original description

EV128075 1.850 no similarity

EV122995 1.849 no similarity

JCVI_27857 1.849  weakly similar to ( 162)AT1G33475| Symbols: |rtieal to Probable VAMP-like protein At1g33475 [Aidopsis Thaliana] (GB:Q84
JCVI_16414 1.849 moderately similar to ( 437)AT1G80840| Symbols:VMRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein@); transcriptior
DY011268 1.848 weakly similar to ( 152)AT5G58320Bpls: | kinase interacting protein-related | @8595320-23596757 FORWARD [18980]




JCVI_2663 1.848 moderately similar to ( 339)AT2G23580| Symbolsydrolase, alpha/beta fold family protein | ch@®40440-10041390 REVERSEw  1.575
EV092858 1.847  weakly similar to ( 175)AT2G15580| Symbols: |finger (C3HC4-type RING finger) family proteictr2:6804769-6805897 FORW  1.581
ES937867 1.847 no similarity

EH427320 1.845 moderately similar to ( 362)AT3G61320| Symbolédentical to UPF0187 protein At3g61320, chloroplacursor [Arabidopsis Thali
CB686392 1.845 no similarity

JCVI_30176 1.844 moderately similar to ( 246)AT5G17400| Symbols:-ART1 | ADP, ATP carrier protein, mitochondrial, tative / ADP/ATP transloca:  1.566
JCVI_38419 1.843 moderately similar to ( 469)AT2G03550| Symbol$ydrolase | chr2:1077077-1078015 FORWARDweaklyilaino ( 125)GID1_ORY
JCVI_5431 1.842 moderately similar to ( 449)AT4G37610| Symbols5HBT5 (BTB and TAZ domain protein 5); protein diiing / transcription regulatc  3.306
ES930275 1.842  weakly similar to ( 139)AT2G47300hBgls: | ribonuclease P | chr2:19426403-19429TARWARD [20185]

H07560 1.842 no similarity

DY008536 1.842 weakly similar to ( 114)AT4G25980h®wpls: | cationic peroxidase, putative | chr4: B8I0R-13191516 FORWARD [18972]

AM386883 1.841  weakly similar to ( 191)AT1G76600| Symbols: |igamto unknown protein [Arabidopsis thaliana] (FAAT1G21010.1); similar to hy  2.212
EV187751 1.840 no similarity

DY005554 1.840 weakly similar to ( 118)AT3G17600| Symbols: IAABIAA31 (indoleacetic acid-induced protein 31);nsaription factor | chr3:60202:
EE412814 1.840 no similarity

EV108800 1.840 no similarity

JCVI_26215 1.839 moderately similar to (408)AT2G47180| Symbols:@dLS1 | ATGOLS1 (ARABIDOPSIS THALIANA GALACTINOL SXTHASE 1
JCVI_35331 1.839 no original description

JCVI_16334 1.838 no original description

ES904772 1.838 moderately similar to ( 408)AT4G37260| Symbols: B3, AtMYB73 | AtMYB73/MYB73 (myb domain protein J3DNA binding / tre
EE568029 1.837 no similarity

JCVI_32436 1.837 moderately similar to ( 400)AT5G62430| Symbols:F10) CDF1 (CYCLING DOF FACTOR 1); DNA binding / geon binding / transc
EX043963 1.836 moderately similar to ( 341)AT4G04320| Symbolsnajonyl-CoA decarboxylase family protein | chr4:3%63-2116523 FORWARD |
CN829082 1.836  weakly similar to ( 102)AT2G41835| Symbols: |finger (C2H2 type, AN1-like) family protein | ¢ 7465098-17466492 REVER
JCVI_36159 1.835 moderately similar to ( 250)AT5G39420| Symbols:@ITAT | CDC2CAT (ARABIDOPSIS THALIANA CDC2C); kinas| chr5:1578¢
EV221069 1.835  weakly similar to ( 195)AT3G05200| Symbols: ATLATLE (Arabidopsis T?xicos en Levadura 6); proteinding / zinc ion binding | ¢
JCVI_20797 1.834 moderately similar to ( 310)AT5G06320| Symbols:18H NHL3 (NDR1/HIN1-like 3) | chr5:1931017-19317REVERSE no original
EV128361 1.834 no similarity

JCVI_4708 1.832  moderately similar to ( 335)AT3G51430| Symbols:S2| YLS2 (yellow-leaf-specific gene 2); strictasiel synthase | chr3:19097527-
EX063012 1.832 no similarity

JCVI_330 1.831  highly similar to ( 524)AT1G59725| Symbols: | DBlAeat shock protein, putative | chr1:21954403-2885 FORWARDweakly simil ~ 1.802
ES922465 1.829 no similarity

EV012124 1.829 no similarity

EV102958 1.828 no similarity

EV106031 1.827 weakly similar to ( 124)AT5G65300fBypls: | unknown protein | chr5:26112492-26112REVERSE [21478] 39 606 735

EX119983 1.827 no similarity

EV164211 1.827 no similarity

JCVI_37850 1.826 moderately similar to ( 429)AT4G25160| Symbolgrdtein kinase family protein | chr4:12903370-1&819 REVERSEweakly similat
EV191999 1.826  moderately similar to ( 344)AT1G53090| SymbolsA8RP SPA4 (SPA1-RELATED 4); signal transducer [1Ich9787416-19790358 F(  1.244
JCVI_13799 1.825 moderately similar to ( 243)AT5G05280| Symbolging finger (C3HC4-type RING finger) family protej chr5:1565510-1566040 RI
CD812196 1.824 no similarity

JCVI_18896 1.824 moderately similar to ( 242)AT3G12860| Symbolswu¢leolar protein Nop56, putative | chr3:40916893028 FORWARD no origina
JCVI_28223 1.824 no original description

EV161880 1.824  weakly similar to ( 138)AT2G40010| Symbols: | &@sdic ribosomal protein PO (RPPOA) | chr2:167 8666717526 REVERSEweak
JCVI_17687 1.823 moderately similar to ( 227)AT3G62410| Symbols12PCP12-2 | CP12-2 | chr3:23101982-23102377 FORD/AR original descripti
JCVI_3095 1.822  weakly similar to ( 186)AT3G54810| Symbols: BMEB; BME3 | BME3/BME3-ZF (BLUE MICROPYLAR END3); tracription factc  2.170
JCVI_12784 1.822  weakly similar to ( 117)AT1G29690| Symbols: CADIZAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1) | cht:10379296-1
ES912977 1.820 moderately similar to ( 358)AT1G71530nbols: | protein kinase family protein | cR6R43428-26945241 FORWARD [21430]

JCVI_7443 1.819 moderately similar to ( 223)AT4G30270| Symbols: RH#5, SEN4, MERI5B | MERI5SB (MERISTEM-5); hydrolasacting on glycosyl
EV191697 1.819 weakly similar to ( 141)AT5G41100fBypls: | DNA binding | chr5:16464657-16467914 FORRD [21489]

CN731264 1.815 moderately similar to ( 261)AT2G26150] SymbolsHA8, ATHSFA2 | ATHSFA2 (Arabidopsis thaliana hehosk transcription factol
JCVI_4553 1.814 moderately similar to ( 319)AT4G15550| SymbolsGIAU | IAGLU (INDOLE-3-ACETATE BETA-D-GLUCOSYLTRANSERASE); L
DY015383 1.814 no similarity 1.475
JCVI_29181 1.813 weakly similar to ( 120)AT4G21789mbols: | unknown protein | chr4:11545938-1158680RWARD no original description

JCVI_20427 1.813 very weakly similar to (87.4)AT1®33| Symbols: | unknown protein | chr1:1197231872516 REVERSE no original description
EL591285 1.811  moderately similar to ( 368)AT1G07540| SymbolsFIR | TRFL2 (TRF-LIKE 2); DNA binding | chr1:231882321045 REVERSE |
EV218940 1.810 no similarity

JCVI_41262 1.809 no original description

JCVI_16958 1.809 weakly similar to ( 195)AT1G61667| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G54530.1); similar to un
EV106465 1.809 no similarity

JCVI_22326 1.809 moderately similar to ( 347)AT1G44100] Symbols:P% AAP5 (amino acid permease 5); amino acid inensbrane transporter | ch
JCVI_39829 1.808 weakly similar to ( 140)AT3G15115| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G53180.1) | chr3:50862
JCVI_28144 1.808 weakly similar to ( 185)AT1G52000] Symbols: |ge lectin family protein | chr1:19337021-193393BVERSE no original descrip
JCVI_5485 1.807  weakly similar to (172)AT3G16870| Symbols: |zfinger (GATA type) family protein | chr3:576375864582 REVERSE no origin
EE524164 1.807 weakly similar to ( 104)AT4G18880| Symbols: HSFAAT-HSFA4A | AT-HSFA4A (Arabidopsis thaliana hestock transcription fac
JCVI_30304 1.807 moderately similar to ( 350)AT5G06530| Symbol&BIC transporter family protein | chr5:1990335-1698 REVERSE no original de  1.273
JCVI_41730 1.805  weakly similar to ( 130)AT5G48820| Symbols: KRRBK6 | ICK6/KRP3 (KIP-RELATED PROTEIN 3); cyclin biling / cyclin-depen  1.230
JCVI_9800 1.802 moderately similar to ( 216)AT5G48655| SymbolginE finger (C3HC4-type RING finger) family protef chr5:19748801-19749712
JCVI_3082 1.801 no original description

RC_JCVI_10503 1.801 no original description

JCVI_18360 1.801 no original description

JCVI_481 1.800 moderately similar to ( 250)AT4G32389mbols: | binding | chr4:15612747-15614225 RESBE no original description

JCVI_3716 1.800 moderately similar to ( 259)AT2G27100| Symbols:|SE (SERRATE); transcription factor | chr2:1156%46.1583435 FORWARD nc
ES941361 1.800 very weakly similar to (89.0)AT3G22970| Symbo|ssimilar to unknown protein [Arabidopsis thaliatf@AIR:AT4G14620.1); similar 1
BQ791333 1.798 no similarity 2.173
JCVI_28525 1.796 moderately similar to ( 302)AT3G22850| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G43830.1); similar tc
EV089082 1.795 moderately similar to ( 334)AT4AG2278¢mbols: | MATE efflux family protein | chr4:1219164-11976639 REVERSE [21444]

EV027628 1.795 moderately similar to ( 325)AT5G24430| Symbolsalfium-dependent protein kinase, putative / CDpUative | chr5:8339393-834z  1.476
JCVI_39382 1.791 no original description

JCVI_13401 1.790 moderately similar to ( 296)AT5G37740] Symbol€2|domain-containing protein | chr5:15009378-186I0FORWARD no original «
JCVI_39801 1.789 no original description

JCVI_4356 1.788 moderately similar to ( 467)AT3G23{1Symbols: | ABC1 family protein | chr3:874332648710 FORWARD no original description
EV194073 1.787  weakly similar to ( 150)AT2G46830| Symbols: CCATGAL (CIRCADIAN CLOCK ASSOCIATED 1); transcriptiofactor | chr2:192¢  1.332




L

EV123018 1.786 weakly similar to ( 132)AT2G03120fBypls: | signal peptide peptidase family proteihrp:937551-940080 FORWARD [21479]

EV192295 1.785 no similarity

RC_ES216592 1.784 no similarity

CN725800 1.784  weakly similar to ( 126)AT1G16770] Symbols: |i&mto unnamed protein product [Vitis vinifera] B8CA041707.1) | chr1:5738128
EE417839 1.783  weakly similar to ( 104)AT1G28360| Symbols: ERFATERF12 | ATERF12/ERF12 (ERF domain protein 120Abinding / transcrif
AM392202 1.783  weakly similar to ( 105)AT1G25275| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCAO43403.1) | chr1:8860706
EV121615 1.782 no similarity 1.917
JCVI_161 1.781  very weakly similar to (93.2)AT3G12630| Symbo|zinc finger (AN1-like) family protein | chr3:40124-4013196 FORWARD no or  1.321
EE552556 1.781 no similarity

JCVI_28271 1.780 weakly similar to ( 172)AT3G50800] Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G66580.1); similar to un
EL590833 1.780 moderately similar to ( 224)AT1G0423¢mbols: | thioesterase family protein | chra7I720-1148351 REVERSE [20863]

EX123200 1.780 moderately similar to (477)AT5G04360| Symbols:PATL, ATLDA | ATLDA/ATPUL (PULLULANASE 1); alpha-anigse/ limit dextri
EV216677 1.780  weakly similar to (172)AT1G22770| Symbols: FB,|@I (GIGANTEA); binding | chr1:8062387-8067436 R&WARDweakly similar t
CD817929 1.778  very weakly similar to (98.2)AT1G63[LlSymbols: MIR414 | MIR414 | chr1:25141041-25141BEVERSE [13978]

JCVI_30050 1.778 moderately similar to ( 408)AT3G46130| SymbolsVIAiB48, MYB111 | MYB111 (myb domain protein 111)Hr8:16956450-169573
EV009199 1.778  very weakly similar to (99.8)AT5G60580| Symbolxinc finger (C3HC4-type RING finger) family prate chr5:24371524-2437393:
EV205511 1.777 moderately similar to ( 286)AT3G27170| Symbols:AT-B, CLC-B | CLC-B (chloride channel protein Bjjion channel/ voltage-ge ~ 1.612
JCVI_40243 1.777 moderately similar to ( 340)AT2G18940| Symbolgentatricopeptide (PPR) repeat-containing prdtehw2:8210955-8213423 REVE
CD813571 1.777 moderately similar to ( 274)AT3G62260| Symbolgrdtein phosphatase 2C, putative / PP2C, puthtie3:23049491-23051366 RE'
JCVI_24149 1.777 moderately similar to ( 310)AT3G24120| Symbolsayp family transcription factor | chr3:8705932-8165 REVERSE no original de  1.501
JCVI_39719 1.777 _moderately similar to ( 369)AT1G17690| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CAO64063.1); contains In
EX116646 1.775 moderately similar to ( 255)AT1G51940| Symbolgrdtein kinase family protein / peptidoglycan-himglLysM domain-containing prc
EV148845 1.775 weakly similar to (177)AT4G27595iBypls: | protein transport protein-related | ch8Z72825-13776524 REVERSE [21483]

JCVI_25290 1.775 weakly similar to ( 169)AT1G77090| Symbols: |l#kpid lumenal 29.8 kDa protein | chr1:28965470&8%9 REVERSE no original
JCVI_28307 1.775  weakly similar to ( 190)AT1G46768| Symbols: RAPPHAP2.1 (related to AP2 1); DNA binding / traription factor | chrl:1726848!
EX124723 1.774  moderately similar to ( 270)AT1G14780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G24290.2); similar tc
JCVI_29738 1.774  weakly similar to ( 182)AT4G16141| Symbols: |i&mto zinc finger (GATA type) family protein [Akidopsis thaliana] (TAIR:AT3G:!
JCVI_41470 1.774 moderately similar to ( 254)AT4G12680| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G40640.1); similar tc
JCVI_9412 1.773  highly similar to ( 551)AT4G14130| Symbols: XTRXTR7 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 7); hydrolas acting or
JCVI_5794 1.773  moderately similar to ( 230)AT2G34720| Symbol€JAAT-binding transcription factor (CBF-B/NF-YAgpmily protein | chr2:14657(
JCVI_36434 1.773  weakly similar to ( 119)AT5G50920| Symbols: ATHSP®, HSP93-V, CLPC, DCA1, CLPC1 | CLPC (HEAT SHO®ROTEIN 93-V  1.449
JCVI_13951 1.772 moderately similar to ( 306)AT5G44120| Symbols:GRA1, CRU1, CRA1 | CRA1 (CRUCIFERINA); nutrient egsoir | chr5:177736
JCVI_42056 1.770  weakly similar to ( 173)AT5G14880| Symbols: |gsium transporter, putative | chr5:4814247-481 FBIBWARDweakly similar to | 1.831
AT000965 1.769 no similarity

EV096676 1.768  weakly similar to ( 104)AT1G69526| Symbols: | BiEOQ5 methyltransferase family protein | chrl:Z8156-26136597 FORWARD
EV015756 1.768 no similarity

JCVI_20312 1.768 no original description 1.285
EV200593 1.768  weakly similar to ( 160)AT4G04850| Symbols: ATKEASEA3 | KEA3 (K+ efflux antiporter 3); potassiunydirogen antiporter | chr4:
AM394479 1.765 no similarity 1.571
EE554939 1.765 weakly similar to ( 165)AT3G04600| Symbols: | tRBynthetase class | (W and Y) family protein [Xh243158-1245964 FORWAR
JCVI_27935 1.764 moderately similar to ( 500)AT1G21450] Symbolst $¢SCL1 (SCARECROW-LIKE 1); transcription factochrl:7509710-751149:
CD816426 1.764 moderately similar to ( 236)AT3G1405mbols: | lipase class 3 family protein | ch883826-4666345 REVERSE [13977]

CX193407 1.763 no similarity

JCVI_32636 1.761  highly similar to ( 589)AT5G62570| Symbols: |mabulin-binding protein | chr5:25132214-2513419FRWARD no original descript
JCVI_15575 1.760 moderately similar to ( 369)AT1G22770| Symbols; BB | Gl (GIGANTEA); binding | chr1:8062387-806 ®BORWARDmoderately
JCVI_19462 1.760 weakly similar to ( 186)AT2G42539mbols: COR15B | COR15B | chr2:17716269-177169BYERSE no original description

JCVI_35610 1.760 no original description 1.695
JCVI_36574 1.760 weakly similar to ( 177)AT1G504S59mbols: | binding / catalytic | chr1:18691570-44616 REVERSE no original description 1.72
JCVI_21676 1.759 highly similar to ( 676)AT5G19160| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FXAT3G06080.2); similar to uni
AMO059307 1.759 no similarity

EE462092 1.759 no similarity

C0O750244 1.758 no similarity

ES993037 1.756 very weakly similar to (94.7)AT1G33475| Symbo|ddentical to Probable VAMP-like protein Atlg334[/abidopsis Thaliana] (GB:
JCVI_24713 1.756  weakly similar to ( 155)AT5G61380| Symbols: APRRRR1, TOC1 | TOC1 (TIMING OF CAB EXPRESSION 1grscription regule ~ 1.827
EV084988 1.754 no similarity

EE403215 1.754  very weakly similar to (84.7)AT1G74370| Symbolxinc finger (C3HC4-type RING finger) family pratg chr1:27961861-2796264¢
JCVI_29471 1.752 no original description

JCVI_209 1.751  moderately similar to ( 366)AT3G56090| Symbols:#&R3 | ATFER3 (FERRITIN 3); ferric iron bindinghr8:20825329-20826963 F
C0O750168 1.751 no similarity

JCVI_26327 1.751 no original description

RC_ES966207 1.750 no similarity 1.573
DY021448 1.750  moderately similar to ( 416)AT5G14580| Symbolgolyribonucleotide nucleotidyltransferase, putatichr5:4697615-4703016 REV
ES969134 1.750 very weakly similar to (84.7)AT1G34010| Symbo|ssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G22790.2); similari  1.855
JCVI_18933 1.749  weakly similar to ( 112)AT4G36550] Symbols: |diirg / ubiquitin-protein ligase | chr4:17245403-47221 REVERSE no original de
EV011579 1.749 no similarity

ES955408 1.749 no similarity

EE470530 1.749 moderately similar to ( 326)AT1G32640| Symbols:R2BP1, JAI1, JIN1, MYC2, ZBF1, ATMYC2 | ATMYC2 (JABONATE INSENS
JCVI_37180 1.748 moderately similar to ( 224)AT1G75700| Symbols:AP2G | HVA22G (HVA22-LIKE PROTEIN G) | chr1:28427728428592 FOR)
JCVI_21279 1.748 weakly similar to ( 128)AT1G73390| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G17940.1); similar to un
EV176836 1.748 no similarity

JCVI_27161 1.746  moderately similar to ( 209)AT4G27660| Symbolsinjilar to RIN13 (RPM1 INTERACTING PROTEIN 13) [Abidopsis thaliana] (T

JCVI_9 1.746  moderately similar to ( 411)AT2G31380| SymbolsHJTSTH (salt tolerance homologue); transcriptiactdr/ zinc ion binding | chr2:1
JCVI_34904 1.746  weakly similar to ( 153)AT2G32620| Symbols: CSLBATCSLB2, ATCSLB02 | ATCSLBO02 (Cellulose synthdée B2); transferase  1.576
JCVI_18352 1.746  moderately similar to ( 422)AT5G66675| Symbolédentical to UPF0496 protein At5g66675 [Arabidagp§haliana] (GB:Q8GW16); «
JCVI_27874 1.744 moderately similar to ( 204)AT1G76070| Symbolédetical to Uncharacterized protein At1g76070gBidopsis Thaliana] (GB:Q9S(  1.487
EV031999 1.741  moderately similar to ( 354)AT5G01110| Symbolgettatricopeptide (PPR) repeat-containing prdtehr5:42113-44302 REVERSE'
JCVI_16079 1.740 highly similar to ( 651)AT5G64570| Symbols: ATBXIXYL4 | XYL4 (beta-xylosidase 4); hydrolase, hyjming O-glycosyl compou  1.621
EX022680 1.740  weakly similar to ( 157)AT5G46510| Symbols: |edise resistance protein (TIR-NBS-LRR class), ptegtchr5:18877678-18882437
JCVI_31680 1.740 no original description

JCVI_36229 1.740 highly similar to ( 524)AT4G313%9jmbols: | ABC1 family protein | chr4:15233132-36270 FORWARD no original description
JCVI_29537 1.740  very weakly similar to (87.0)AT4G35090| SymbolAT2 | CAT2 (CATALASE 2); catalase | chr4:16701116703220 REVERSEven
EE441525 1.740  weakly similar to ( 142)AT1G18570| Symbols: AIMYBSBW51A, BW51B, MYB51 | MYB51 (MYB DOMAIN PROTEING1); DNA k
EE479477 1.739 no similarity 2.103




JCVI_38469 1.739 no original description

EV132933 1.736 no similarity 1.596
EV004763 1.736 no similarity 1.169
JCVI_24769 1.735  highly similar to ( 640)AT5G15950| Symbols: | adsylmethionine decarboxylase family protein | b286709-5207797 FORWARL
EV196161 1.734 moderately similar to ( 255)AT5G03555| Symbolgejmease, cytosine/purines, uracil, thiaminentdia family protein | chr5:89835:
JCVI_37170 1.734 moderately similar to ( 333)AT3G52080| Symbols:X28 | CHX28 (cation/hydrogen exchanger 28); monewatation:proton antipor
JCVI_42417 1.734 no original description

JCVI_41570 1.733 moderately similar to ( 233)AT1G79040| SymbolsBRY PSBR (photosystem Il subunit R) | chr1:29748399741674 FORWARDmMc
JCVI_980 1.732  moderately similar to ( 273)AT4G26850| Symbols:G2T| VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268301151 REVERSE  1.374
JCVI_15122 1.732 moderately similar to ( 212)AT3G12345| Symbolsinjilar to Os069g0484500 [Oryza sativa (japonicivar-group)] (GB:NP_001057  1.804
JCVI_1201 1.731 moderately similar to ( 312)AT1G55210| Symbolstispase resistance response | chr1:20601724-28BGEVERSE no original des:  2.099
EV094783 1.730 moderately similar to ( 317)AT5G59750| Symbolsib¢flavin biosynthesis protein, putative | ch#20623-24092637 FORWARD [ 2.056
JCVI_30695 1.729 no original description

CD835898 1.729 no similarity

JCVI_7717 1.728 moderately similar to ( 206)AT1G78995| Symbolsinjilar to unnamed protein product [Vitis vinifg(&B:CA041778.1) | chr1:2972  1.842
JCVI_26720 1.728 moderately similar to ( 281)AT2G37970] Symbolsif@l | SOUL-1; binding | chr2:15898105-15898782 MOARD no original desc
EV213654 1.727 no similarity

JCVI_2083 1.726 moderately similar to ( 352)AT1G21460| Symbolsiodlulin MtN3 family protein | chr1:7512019-75132RBVERSE no original desc  2.354
EE553984 1.724 no similarity 2.437
JCVI_21128 1.724 no original description 3.025
JCVI_14346 1.723 moderately similar to ( 444)AT2G29630| Symbol¢hidmine biosynthesis family protein / thiC famflyotein | chr2:12674472-12676
JCVI_26965 1.722  highly similar to ( 851)AT2G41190| Symbols: | amicid transporter family protein | chr2:17174839-77223 REVERSE no originz
EV109508 1.722 moderately similar to ( 306)AT2G37%B¥mbols: SOUL-1 | SOUL-1; binding | chr2:1589816898782 FORWARD [21478]

AM395389 1.721 no similarity

EV091804 1.721 no similarity

JCVI_29075 1.721  moderately similar to ( 268)AT5G08740| Symbols:@®ID] NDC1 (NAD(P)H DEHYDROGENASE C1); NADH dehydempse | chr5::
JCVI_29628 1.721 moderately similar to ( 477)AT2Ga563Symbols: | F-box family protein | chr2:708202B6263 FORWARD no original description 2.62
JCVI_17269 1.720 moderately similar to ( 380)AT3G50240| SymbolsCR}F02 | KICP-02; microtubule motor | chr3:186343®&539766 REVERSE no o
DT317711 1.720  moderately similar to ( 219)AT4G28270| Symbolging finger (C3HC4-type RING finger) family protej chr4:14007620-14008201
JCVI_26583 1.720 moderately similar to ( 210)AT5G62200| Symbolempryo-specific protein-related | chr5:25001689@2900 REVERSE no original  1.819
JCVI_31554 1.720  very weakly similar to (92.4)AT3G27350| Symbo|ssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G40700.1); similari  1.921
EV193817 1.720  weakly similar to ( 101)AT5G12440| Symbols: |zfinger (CCCH-type) family protein | chr5:403588@38311 REVERSE [21489] !
EV130420 1.719 no similarity

JCVI_32590 1.718 moderately similar to ( 300)AT4G04450| SymbolsVMRKY42, WRKY42 | WRKY42 (WRKY DNA-binding protein2); transcriptior
EH419222 1.717  very weakly similar to (87.4)AT4G12300| Symbol&R706A4 | CYP706A4 (cytochrome P450, family 706 family A, polypeptide <
EV076440 1.716 moderately similar to ( 289)AT2G41835| SymbolginE finger (C2H2 type, AN1-like) family proteirchr2:17465098-17466492 RE\
EE564109 1.715 no similarity 1.452
AM394473 1.715 no similarity

ES897894 1.714  weakly similar to ( 133)AT1G67370| Symbols: ASYASY1 (ASYNAPTIC 1); DNA binding | chr1:25243010-257376 REVERSE [2
ES935840 1.713 no similarity

JCVI_35591 1.713 no original description

EX134882 1.712  moderately similar to ( 266)AT1G27100| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G69900.1); similar tc
JCVI_25817 1.711 no original description

EX039908 1.711  moderately similar to ( 267)AT1G22770| Symbols; BB | Gl (GIGANTEA); binding | chr1:8062387-806 ®BORWARDweakly simi
JCVI_37289 1.710 no original description

JCVI_36476 1.710  highly similar to ( 525)AT1G78070| Symbols: | WAD-repeat family protein | chr1:29360113-2936326RP/ARD no original descri
JCVI_7459 1.708  weakly similar to ( 190)AT3G47650| Symbols: | blensheath defective protein 2 family / bsd2 fanhithr3:17580561-17581247 FO
JCVI_16417 1.708 moderately similar to ( 272)AT1G76500] Symbol&NA-binding family protein | chr1:28710426-287143B80RWARD no original de
EE477064 1.707 no similarity

EE553905 1.707 moderately similar to ( 222)AT5G53080| Symbol&ingsin light chain-related | chr5:21537850-21BWBORWARD [20184] 16 488
EV216760 1.707 no similarity 2.097
ES911257 1.705  weakly similar to ( 112)AT4G35090| Symbols: CATRAT2 (CATALASE 2); catalase | chr4:16701110-167883REVERSEweakly s
RC_ES965974 1.704 no similarity

JCVI_927 1.704 moderately similar to ( 352)AT1G68410| Symbolgrdtein phosphatase 2C-related / PP2C-related j23653925-25655918 REVEF
EX062158 1.704  weakly similar to ( 164)AT5G49220| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G01260.1); similar to un
JCVI_2263 1.704  weakly similar to ( 195)AT5G23750| Symbols: | cein family protein | chr5:8010007-8011456 REVERS&kly similar to ( 141)REI
EV152128 1.703 weakly similar to ( 184)AT5G22020iBypls: | strictosidine synthase family proteihi5c7287881-7289360 REVERSE [21483]

CN727916 1.703  weakly similar to ( 167)AT5G62680| Symbols: |tpredependent oligopeptide transport (POT) familytgin | chr5:25182656-25185
EX017231 1.703 weakly similar to (174)AT1G62720i®ypls: | binding | chr1:23231239-23232696 FORWARIB09]

EE566457 1.702 no similarity

EV139849 1.702  moderately similar to ( 273)AT5G59750| Symbolsibéflavin biosynthesis protein, putative | ch#20623-24092637 FORWARD [ 1.700
EE569137 1.700 no similarity

JCVI_7479 1.700  moderately similar to ( 261)AT1G21010| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G76600.1); similar tc
EV197639 1.697 moderately similar to ( 289)AT4G30780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G24100.1); similar tc  1.324
JCVI_41409 1.697 weakly similar to ( 166)AT1G68570] Symbols: |tpredependent oligopeptide transport (POT) familytgin | chr1:25750474-25753
ES947980 1.697 no similarity 2.184
JCVI_2748 1.697 moderately similar to ( 364)AT4G35090| Symbols:T2A CAT2 (CATALASE 2); catalase | chr4:1670111008220 REVERSEmod:
ES923548 1.696 weakly similar to ( 130)AT1G34010| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G22790.2); similar to un
JCVI_38973 1.696 weakly similar to ( 147)AT1G31460| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRAAT1G23270.1); similar to hy
EX052463 1.696 very weakly similar to (84.7)AT4G19645| Symbo|ssimilar to unknown protein [Arabidopsis thaliaif@AIR:AT1G31300.2); similar 1
ES966048 1.695 no similarity

JCVI_4522 1.694 moderately similar to (202)AT3G51780| Symbols:BAG4 | ATBAG4 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATE ATHANO
EX093176 1.693  weakly similar to ( 166)AT1G34010| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G22790.2); similar to un
ES953802 1.692 no similarity 1.792
EV198684 1.691 very weakly similar to (89.7)AT2G46830| Symbol£Al | CCAL (CIRCADIAN CLOCK ASSOCIATED 1); transgtion factor | chr2
JCVI_38759 1.691 weakly similar to ( 124)AT1G18570| Symbols: AtMYBSBW51A, BW51B, MYB51 | MYB51 (MYB DOMAIN PROTEINS1); DNA k
EE448817 1.690 very weakly similar to (94.4)AT5G66675| Symbolddentical to UPF0496 protein At5g66675 [ArabidepBhaliana] (GB:Q8GW16);  1.048
EX099101 1.690 no similarity

JCVI_27010 1.689 moderately similar to ( 201)AT3G02850] SymbolsBX| SKOR (stelar K+ outward rectifier); cyclic ewmtide binding / outward rec  2.375
AMO059909 1.688  weakly similar to ( 135)AT4G14560| Symbols: AXRBAL | IAA1 (INDOLE-3-ACETIC ACID INDUCIBLE); trangription factor | ch  2.260
JCVI_25793 1.687 no original description

EV165005 1.687 no similarity

JCVI_36555 1.685  weakly similar to ( 181)AT1G12220| Symbols: RP&P[S5 (RESISTANT TO P. SYRINGAE 5) | chr1:4145009+2678 FORWARD




JCVI_23095 1.685 highly similar to ( 505)AT4G04020| Symbols: FIBIB (FIBRILLIN); structural molecule | chr4:193218933544 FORWARDmoder:
EV167312 1.684 moderately similar to ( 288)AT5G27410| Symbolsmijnotransferase class IV family protein | chr3@#24-9682471 FORWARD [21
JCVI_14455 1.683  weakly similar to ( 181)AT4G37590| Symbols: | mhmpic-responsive NPH3 family protein | chr4:13684-17665293 REVERSEve
CX280442 1.683  weakly similar to ( 122)AT3G04080| Symbols: ATAPYATAPY1 (APYRASE 1); calmodulin binding | chr3@®075-1070924 REVE  1.440
JCVI_24093 1.682 very weakly similar to (81.3)AT2G88| Symbols: | hydrolase | chr2:10034893-1003F8#VERSE no original description

EE535642 1.682 weakly similar to ( 124)AT5G04360| Symbols: ATPWTLDA | ATLDA/ATPUL (PULLULANASE 1); alpha-amyladdimit dextrinase
EV041581 1.680  weakly similar to ( 108)AT1G22050| Symbols: MUBBIYB6 (MEMBRANE-ANCHORED UBIQUITIN-FOLD PROTEIN 6 RECUR
JCVI_21086 1.680 no original description

EV206346 1.680 very weakly similar to (86.3)AT5G08720| Symbo|ssimilar to unknown protein [Arabidopsis thalialf@AIR:AT4G01650.2); similar 1
JCVI_18429 1.679 moderately similar to ( 452)AT4G22980| Symbolsinjilar to catalytic/ pyridoxal phosphate bindi#gabidopsis thaliana] (TAIR:ATE
EX027736 1.678 moderately similar to ( 314)AT2G33060| Symbol¢eugine-rich repeat family protein | chr2:14032:23®35164 FORWARDweakly ¢
JCVI_12242 1.678 nearly identical (1075)AT4G34860| Symbols: | Hetatofuranosidase, putative / invertase, putativaccharase, putative / beta-fruc
JCVI_40140 1.677 weakly similar to ( 137)AT5G4408gmbols: | unknown protein | chr5:17722436-17722REVERSE no original description 1.81
JCVI_12819 1.676 moderately similar to (477)AT2G38170] Symbols:G¥X1, RCI4, CAX1 | CAX1 (CATION EXCHANGER 1); calem:hydrogen ant
ES965932 1.674 no similarity

JCVI_35746 1.674 nearly identical (1019)AT1G73680| Symbols: | pgn-responsive alpha-dioxygenase, putative | 2AirD7882-27711078 REVERS
EE414947 1.673 very weakly similar to (89.0)AT2G1868ymbols: | cupin family protein | chr2:804948552090 REVERSE [20141]

EE482292 1.672 very weakly similar to (80.9)AT1G03[18ymbols: | glycine-rich protein | chr1:21901860623 REVERSE [20154] 1.850
JCVI_18868 1.672  weakly similar to ( 150)AT4G22780| Symbols: ACRY¥GR7 (ACT Domain Repeat 7) | chr4:11968707-11970R6VERSE no origin
EV052565 1.671 moderately similar to ( 279)AT3G48510| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G63350.1); similar tc
EX030491 1.671 moderately similar to ( 206)AT1G29690| Symbols:0A CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1) [chr1:103792'
EE414354 1.670 moderately similar to ( 345)AT1G74650| Symbolsy 28, AtMYB31 | AtMYB31/AtY13 (myb domain protein 31DNA binding / trans
EX108966 1.670 moderately similar to ( 320)AT3G04890| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G46100.1); similar tc  1.689
EV108070 1.670 no similarity

EE551684 1.668 no similarity

EX111629 1.667 weakly similar to ( 115)AT5G08330| Symbols: | Tfamily transcription factor, putative | chr5:262982681548 FORWARD [21827
JCVI_30477 1.667 moderately similar to ( 284)AT5G62070| SymbolsDE3 | IQD23 (IQ-domain 23); calmodulin binding 5{24947283-24949677 RE
EV045136 1.667 no similarity

JCVI_13341 1.667 moderately similar to (408)AT1G01050| Symbols:PPRAL | ATPPAL (ARABIDOPSIS THALIANA PYROPHOSPHORYISE 1); inc
JCVI_24119 1.667  very weakly similar to (86.3)AT3G62260| Symbo|grotein phosphatase 2C, putative / PP2C, puthtike3:23049491-23051366 RE
EV177748 1.666 moderately similar to ( 399)AT1G44100| Symbols:P%A| AAP5 (amino acid permease 5); amino acid tnensbrane transporter | ch
EV209272 1.666 no similarity 1.864
JCVI_19681 1.665 moderately similar to ( 314)AT1G08630| Symbols:AlH THA1 (THREONINE ALDOLASE 1) | chr1:2743951-25@88 REVERSE n
EE535792 1.664 weakly similar to ( 144)AT3G52040| Symbols: |ismto unnamed protein product [Vitis vinifera] BBZA040759.1) | chr3:1931534
RC_C0O749971 1.664 no similarity

JCVI_28076 1.663 moderately similar to ( 335)AT4G22100| Symbolgiyfosyl hydrolase family 1 protein | chr4:1170238.709944 REVERSEweakly
RC_EX099573 1.663 no similarity

DY024253 1.663  moderately similar to ( 344)AT4G34610| SymbolsH#l| BLH6 (BELL1-LIKE HOMEODOMAIN 5) | chr4:165308516532503 REV ~ 1.857
EV205067 1.662 weakly similar to (134)AT1G71810pfByls: | ABC1 family protein | chr1:27006264-27626 REVERSE [21491]

EV042239 1.661 moderately similar to ( 232)AT4G3748¢mbols: | binding | chr4:17608617-17615528 REBE [21442] 1.262
JCVI_36201 1.661 no original description

JCVI_37130 1.660 moderately similar to ( 293)AT1G45474| Symbols:GAb | LHCAS (Photosystem | light harvesting comptgene 5) | chr1:17181793  1.746
ES998075 1.659 very weakly similar to (87.4)AT2G41250| Symbo|saloacid dehalogenase-like hydrolase family fpmdtehr2:17207940-17209629 |
EV128716 1.657 no similarity

EV190021 1.657 no similarity 2.050
JCVI_38075 1.657 moderately similar to ( 214)AT3G19800| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA015360.1) | chr3:6876  2.157
EE512033 1.657  very weakly similar to (85.9)AT2G34720| Symbo|s€CAAT-binding transcription factor (CBF-B/NF-YAamily protein | chr2:14657
CN730708 1.657 no similarity

JCVI_28058 1.657 highly similar to ( 560)AT1G75880| Symbols: | fyml extracellular lipase 1 (EXL1) | chr1:28494228495959 FORWARDmoderai
JCVI_27097 1.656 moderately similar to ( 313)AT3G21790| Symbol&iDP-glucoronosyl/UDP-glucosyl! transferase famitptpin | chr3:7676934-7678¢
EE532961 1.655 no similarity

DY026490 1.654  weakly similar to ( 154)AT5G58660| Symbols: |dntieductase, 20G-Fe(ll) oxygenase family protetmr$:23718735-23721028 FOI
JCVI_17245 1.654 moderately similar to ( 273)AT5G50100| Symbolsinjilar to PBng143 [Vigna radiata] (GB:BAB8245Q.t&pntains InterPro domain
EV047731 1.654 no similarity

CX192067 1.654  weakly similar to (120)AT5G23750| Symbols: | e family protein | chr5:8010007-8011456 REVER8&Bweakly similar to (80.:
ES904856 1.653  weakly similar to ( 165)AT5G62130nBgls: | Perl-like protein-related | chr5:2496794970144 REVERSE [21432] 1 605 650
EV176230 1.653 no similarity

JCVI_7918 1.653 moderately similar to ( 405)AT1G77090| Symbolshylakoid lumenal 29.8 kDa protein | chr1:2896528966769 REVERSE no oric
CN729294 1.653 moderately similar to ( 207)AT4G1945¢mbols: | nodulin-related | chr4:10606549-12899FORWARD [15725]

JCVI_33153 1.652 moderately similar to ( 268)AT5G15550] Symbol&:ahsducin family protein / WD-40 repeat familyoin | chr5:5059318-5062006
JCVI_13868 1.652 weakly similar to ( 123)AT3G12320| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G06980.1); similar to hy
JCVI_39183 1.649  very weakly similar to (98.2)AT5G13730| SymbolfGB, SIG4 | SIG4 (SIGMA FACTOR 4); DNA binding / DNdirected RNA polyr ~ 1.219
JCVI_26722 1.648 moderately similar to ( 331)AT2G41120| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CAO18305.1); contains In
JCVI_5209 1.647 moderately similar to ( 374)AT3G26210| Symbols:R7B23 | CYP71B23 (cytochrome P450, family 71, antify B, polypeptide 23)
JCVI_39350 1.647 moderately similar to ( 348)AT1G67370| SymbolsiYA§ ASY1 (ASYNAPTIC 1); DNA binding | chr1:25243025247376 REVERS
JCVI_813 1.646  weakly similar to ( 147)AT3G56880| Symbols: | W@tif-containing protein | chr3:21071023-210717&RWARD no original descr
EV035703 1.646 no similarity

EE564648 1.645 no similarity

JCVI_29438 1.644  weakly similar to ( 160)AT3G14680| Symbols: CYP722A CYP72A14 (cytochrome P450, family 72, subfgmi] polypeptide 14); ox
JCVI_1254 1.644  weakly similar to ( 162)AT3G48240| Symbols: |icasapeptide/Phox/Beml1p (PB1) domain-containinggind chr3:17878366-1787¢
ES266449 1.644 weakly similar to ( 161)AT3G62260| Symbols: |tein phosphatase 2C, putative / PP2C, putative3}28049491-23051366 REVER
JCVI_34519 1.643  weakly similar to ( 105)AT5G64350| Symbols: ATFKBP FKBP12 | FKBP12 (FK506-binding protein 12 kB)K506 binding / peptic  1.705
C0O749481 1.643  weakly similar to ( 140)AT1G75100| Symbols: JACIALC1 (J-DOMAIN PROTEIN REQUIRED FOR CHLOROPLAST AUMULAT
JCVI_20853 1.642 moderately similar to ( 278)AT1G08530| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G09995.3); similar tc
JCVI_766 1.641 moderately similar to ( 374)AT4G09350| Symbol®NAJ heat shock N-terminal domain-containing pirofechr4:5931314-5932149  1.735
JCVI_31156 1.641  weakly similar to ( 166)AT5G27600| Symbols: LACHZACS7 (LONG-CHAIN ACYL-COA SYNTHETASE 7) | chr5@12619-97467
AM395056 1.640  weakly similar to ( 106)AT2G32120h&pls: HSP70T-2 | HSP70T-2; ATP binding | chr2:188%7-13660488 REVERSE [20346]
JCVI_6920 1.640 highly similar to ( 866)AT1G53149h®ols: | dynamin family protein | chr1:1980293806109 FORWARD no original description
EV008362 1.640  weakly similar to ( 122)AT1G63470hfBypls: | DNA-binding family protein | chrl1:2354@493542528 REVERSE [21427] 1 605 619
EE519214 1.640 no similarity

H74609 1.639 no similarity

EE569260 1.639 no similarity

EV108331 1.639 no similarity




JCVI_11824 1.637 moderately similar to ( 459)AT3G05200] Symbols AT ATL6 (Arabidopsis T?xicos en Levadura 6); eintbinding / zinc ion bindin
EV146350 1.635 no similarity

ES901040 1.635 weakly similar to ( 188)AT3G05165nhBgls: | sugar transporter, putative | chr3:1438P862743 REVERSE [21428] 0.995
CV546543 1.634  weakly similar to (111)AT1G17620| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT5G11890.1); similar toun  1.919
JCVI_308 1.634 moderately similar to ( 279)AT3G52800| Symbolgint finger (AN1-like) family protein | chr3:195884-19581296 FORWARDweal
JCVI_30460 1.633  highly similar to ( 672)AT3G02875| Symbols: ILRILR1 (IAA-LEUCINE RESISTANT 1); metallopeptidaselr3:632000-633866 F
DW998864 1.632  weakly similar to ( 124)AT1G74450| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G18740.1); similar to un
JCVI_7637 1.632  weakly similar to ( 147)AT3G25950| Symbols: |iamto DNA-binding storekeeper protein-related §idopsis thaliana] (TAIR:AT5!
EV006195 1.631 moderately similar to ( 238)AT2G45870| Symbolsdehtical to UPF0187 protein At2g45870, chloropfarecursor [Arabidopsis Thali
EV099861 1.631 moderately similar to ( 320)AT1G78070| Symbol3VP-40 repeat family protein | chr1:29360113-293BBEORWARD [21477] 104
EX098994 1.631 moderately similar to ( 226)AT4G37590| Symbolghétotropic-responsive NPH3 family protein | chi#863074-17665293 REVERS
EE462682 1.631 no similarity

EE563089 1.631 no similarity

JCVI_37924 1.630 weakly similar to ( 162)AT5G52750] Symbols: |\heaetal-associated domain-containing protein $2ir401360-21402021 FORW
JCVI_37564 1.628 weakly similar to ( 140)AT3G14420| Symbols: |-gshydroxy-acid oxidase, peroxisomal, putativeycglate oxidase, putative / short  1.628
JCVI_301 1.628 moderately similar to ( 328)AT2G37220| Symbol&9 kDa ribonucleoprotein, chloroplast, putati®NA-binding protein cp29, putat
EV007990 1.627 moderately similar to ( 263)AT5G53920| Symbolsibdsomal protein L11 methyltransferase-relatelor$:21909350-21911313 FOR'
EV034359 1.627 no similarity

EH422476 1.626 no similarity

JCVI_6726 1.626 moderately similar to (273)AT3G21510| Symbols:AH AHP1 (HISTIDINE-CONTAINING PHOSPHOTRANSMITTER); histidine
ES940059 1.626 no similarity

JCVI_16321 1.625 moderately similar to ( 263)AT4G34150] Symbol€2|domain-containing protein | chr4:16355039-1&886FORWARD no original «
EE568740 1.625 no similarity

DY004109 1.625 weakly similar to ( 144)AT3G62260| Symbols: |teip phosphatase 2C, putative / PP2C, putative3}28049491-23051366 REVER
JCVI_10451 1.625 no original description

JCVI_41295 1.624  very weakly similar to (89.4)AT1G12280| Symbo|disease resistance protein (CC-NBS-LRR classatipa | chr1:4174873-417755
JCVI_24647 1.624 no original description

JCVI_11120 1.624  very weakly similar to (92.4)AT5G44510| Symbo|disease resistance protein (TIR-NBS-LRR classptive | chr5:17946900-1795:
JCVI_6202 1.623  moderately similar to ( 253)AT1G76880| Symbolsrihelix DNA-binding protein, putative | chr1:288#88-28872825 FORWARD no
JCVI_38446 1.622 no original description

JCVI_25466 1.622  highly similar to ( 675)AT1G08230| Symbols: | amicid transporter family protein | chr1:2583758@&97 REVERSE no original ¢
EX131001 1.621  weakly similar to ( 131)AT2G37530| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G07795.1); similar to hy
EV077920 1.621 no similarity

JCVI_10262 1.621 moderately similar to (291)AT1G21010| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G76600.1); similar tc
ES983579 1.620 no similarity

JCVI_15812 1.620 moderately similar to ( 218)AT4G12980| Symbolswuxin-responsive protein, putative | chr4:75898691071 REVERSE no original  1.650
ES964543 1.620 no similarity

CX189998 1.620 very weakly similar to (96.3)AT5G4B#8ymbols: | replication protein, putative | ch8816217-18418871 FORWARD [16807]
JCVI_20165 1.619 moderately similar to ( 436)AT1G77990] Symbolsi$B2;2, AST56 | AST56 (sulphate transporter 2;R)fate transmembrane trans
JCVI_20545 1.619 moderately similar to ( 435)AT4G25130] Symbolgeptide methionine sulfoxide reductase, putatife4:12898812-12900008 REV
RC_ES979977 1.617 no similarity

EV091132 1.617 no similarity 1.334
BQ704570 1.617 no similarity 2.578
JCVI_16188 1.616 moderately similar to ( 303)AT1G70070| SymbolsH3R7, ISE2, EMB25 | EMB25 (EMBRYO DEFECTIVE 25); Ridependent hel
JCVI_31665 1.615 moderately similar to ( 443)AT2G40730| Symbol${EAT repeat-containing protein | chr2:1699716143150 REVERSE no origina
JCVI_16811 1.613  weakly similar to ( 162)AT4G18740| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA048031.1) | chr4:1030355
JCVI_34572 1.613 moderately similar to ( 266)AT1G15760| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G80520.1); similar tc
JCVI_40795 1.613 moderately similar to ( 223)AT4G36050] Symbolendlonuclease/exonuclease/phosphatase family pijatei4:17052326-17055047
EV204270 1.613 no similarity 1.712
JCVI_18261 1.612 moderately similar to ( 418)AT1G21450] SymbolsL $¢SCL1 (SCARECROW-LIKE 1); transcription factochrl:7509710-751149:
JCVI_19482 1.611 moderately similar to ( 488)AT1G76350] SymbolRWP-RK domain-containing protein | chr1:2864508647711 FORWARD no o
JCVI_1634 1.610 moderately similar to ( 312)AT1G23205| Symbolinvertase/pectin methylesterase inhibitor familgtgin | chr1:8234223-8234840 |
JCVI_28588 1.610 highly similar to ( 646)AT5G47910| Symbols: ATRBOHRBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTED | chr!
EX131487 1.609 moderately similar to (252)AT4G30850| Symbols:#H{ HHP2 (HEPTAHELICAL TRANSMEMBRANE PROTEIN2) hpt:150205¢
EV138048 1.608 no similarity

AM394249 1.607  weakly similar to ( 104)AT4G06634| Symbols: |zfinger (C2H2 type) family protein | chr4:376443%66174 REVERSE [20346] 1
ES909645 1.606 weakly similar to (117)AT2G47710| Symbols: |uamsal stress protein (USP) family protein | ch®862115-19563026 REVERSE [
JCVI_32380 1.606 moderately similar to ( 428)AT3G53260| SymbolsiPAPAL2 (phenylalanine ammonia-lyase 2); phemylale ammonia-lyase | chr
JCVI_9019 1.605 moderately similar to ( 361)AT4G31870| Symbols:GHX7 | ATGPX7 (GLUTATHIONE PEROXIDASE 7); glutathrie peroxidase |  1.918
JCVI_28807 1.604 moderately similar to ( 420)AT3G44610| Symbolgrdtein kinase family protein | chr3:16199253-1829 REVERSEmoderately sil
EV102803 1.604 moderately similar to ( 226)AT4G12310| Symbols:R706A5 | CYP706A5 (cytochrome P450, family 706 fanotily A, polypeptide 5)
JCVI_26937 1.604 no original description

JCVI_16857 1.603 no original description

JCVI_27837 1.602  weakly similar to ( 139)AT1G45230| Symbols: |atgive chloroplasts and leaves protein-related I p@tein-related | chr1:1717231
JCVI_10733 1.602 moderately similar to ( 325)AT2G33310] SymbolsAlB | IAA13 (indoleacetic acid-induced protein 18hr2:14121646-14122834 F
JCVI_1603 1.601 moderately similar to ( 480)AT1G32240| Symbols:N2A| KAN2 (KANADI 2); DNA binding / transcriptiondctor | chr1:11625862-1
EL588585 1.601 very weakly similar to (94.7)AT1G09660| Symbo|kH domain-containing quaking protein, putatiwhif1:3128207-3130793 REVE ~ 1.484
JCVI_2483 1.600 moderately similar to ( 352)AT3G12490| Symbolsydteine protease inhibitor, putative / cystapitative | chr3:3960530-3961784 F
EV109979 1.600  very weakly similar to (92.4)AT5G66570] SymbolSBD-1, OEE1, OEE33, OE33, PSBO1 | OE33/OEE1/OEREIR1/PSBO1 (OX
EE462182 1.600  weakly similar to ( 176)AT1G72640h8yls: | binding / catalytic | chr1:27350071-27364 REVERSE [15722]

EH423274 1.600 moderately similar to ( 259)AT4G23530| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G11300.1); similar tc
JCVI_28743 1.598 moderately similar to ( 314)AT1G66390| Symbols:MWB90, PAP2, MYB90 | PAP2 (PRODUCTION OF ANTHOCYANIPIGMEN'
JCVI_15620 1.598 moderately similar to (416)AT4G32770| Symbols:SBIX1, VTEL | VTEL (VITAMIN E DEFICIENT 1) | chr4:1894986-15807795 F
ES948420 1.597 no similarity

JCVI_8733 1.594 moderately similar to ( 265)AT1G52880| Symbols: 40018, ATNAM, NAM | NAM (Arabidopsis NAC domain céaining protein 18
JCVI_34439 1.594 moderately similar to ( 343)AT3G53830] Symbolsegdulator of chromosome condensation (RCC1) fapiibtein / UVB-resistance pi
JCVI_18541 1.593  highly similar to ( 504)AT1G13710| Symbols: CYPZBACYP78A5 (cytochrome P450, family 78, subfandilypolypeptide 5); oxyge!
JCVI_23598 1.593 moderately similar to ( 332)AT1G75180| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G19400.1); similar tc
AM389654 1.593 no similarity

JCVI_6904 1.592 moderately similar to ( 434)AT1G76110| Symbol&igh mobility group (HMG1/2) family protein / ARUBRIGHT DNA-binding dom:
JCVI_9640 1.591 moderately similar to ( 251)AT1G66330| Symbolserescence-associated family protein | chrl:2448238735807 REVERSE no or
EV105665 1.591 no similarity

AMO056601 1.591 moderately similar to ( 220)AT1G14489mbols: | protein binding | chr1:4956399-49%7BORWARD [17712]




EV141915 1.589 no similarity 2.031
JCVI_29448 1.589 no original description

JCVI_8974 1.589  highly similar to ( 510)AT2G40900| Symbols: | ntd MtN21 family protein | chr2:17070474-170725REVERSE no original descr
JCVI_34522 1.589 highly similar to ( 553)AT3G44290| Symbols: ANAGDBANACO060 (Arabidopsis NAC domain containing @iot60); transcription fe
JCVI_33872 1.588 moderately similar to ( 289)AT5G64230| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G19920.1); similar tc
JCVI_14961 1.587 moderately similar to ( 232)AT1G10960| Symbols:H8IL | ATFD1 (FERREDOXIN 1); 2 iron, 2 sulfur clustginding / electron carrie
EV210544 1.586 moderately similar to ( 221)AT4G36550] Symbol&inding / ubiquitin-protein ligase | chr4:1724540R47721 REVERSE [21491] £
EV071811 1.585 no similarity

JCVI_3315 1.584 moderately similar to ( 330)AT5G65840| Symbolsinjilar to antioxidant/ oxidoreductase [Arabidapsialiana] (TAIR:AT2G37240.1
JCVI_17301 1.583 moderately similar to ( 301)AT4G31390| Symbol#BIC1 family protein | chr4:15233132-15236770 FORRIANno original descriptic
EV185414 1.583 no similarity 1.537
JCVI_3689 1.582  very weakly similar to (80.9)AT5G13090| Symbolssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G24270.1); similar 1
BG543396 1.581 no similarity

CX192368 1.580 very weakly similar to (99.0)AT2G42190| Symbolssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G57930.1); similar 1 1.301
EX063148 1.579 no similarity

EV171189 1.578  weakly similar to ( 140)AT4G36550| Symbols: |diimg / ubiquitin-protein ligase | chr4:17245403-47221 REVERSE [21486] 96 9!
JCVI_39471 1.578 no original description

JCVI_22248 1.577  weakly similar to ( 104)AT5G06520| Symbols: | SAVfSuppressor-of-White-APricot)/surp domain-coritajrprotein | chr5:1987251
EX044469 1.575 moderately similar to ( 296)AT3G14690| Symbols:R72A15 | CYP72A15 (cytochrome P450, family 72, aufify A, polypeptide 15
ES929102 1.575 moderately similar to ( 204)AT5G11260| SymbolsDI'E HY5 | HY5 (ELONGATED HYPOCOTYL 5); DNA bindingtranscription f
JCVI_16714 1.574  weakly similar to ( 156)AT3G14010| Symbols: CID@IP4 (CTC-Interacting Domain 4) | chr3:4637171-8648 FORWARD no origit
JCVI_42421 1.573 moderately similar to ( 246)AT2G2J¥Symbols: | calcium ion binding | chr2:1175388954963 FORWARD no original description 1.49
DY020430 1.570 moderately similar to ( 316)AT4G22900| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G11950.1); similar tc  1.886
EV073235 1.570 weakly similar to ( 102)AT4G12130fBypls: | aminomethyltransferase | chr4:72636346428 FORWARD [21443]

CN729023 1.569 no similarity

JCVI_20564 1.569  weakly similar to ( 144)AT5G62520| Symbols: SRGHROS5 (SIMILAR TO RCD ONE 5); NAD+ ADP-ribosyltr | chr5:2511¢
EX123618 1.569 moderately similar to ( 371)AT5G40160| Symbols: BEB06 | EMB506 (EMBRYO DEFECTIVE 506); protein bindi| chr5:1607995¢  1.547
JCVI_38632 1.568 moderately similar to (457)AT5G44110| Symbols:POP1, ATNAP2, POP1 | POP1 | chr5:17771619-1777REERSE no origina
JCVI_35560 1.568 no original description 1.809
EE424482 1.567 weakly similar to ( 168)AT1G17147| Symbols: |iamto VQ motif-containing protein [Arabidopsisatiana) (TAIR:AT1G78410.1); s 1.446
JCVI_6813 1.567 moderately similar to ( 425)AT1G36730| Symbolgukaryotic translation initiation factor 5, putei/ elF-5, putative | chr1:1389991!
ES961328 1.567 moderately similar to ( 337)AT3G18390| Symbols: EM65 | EMB1865 (EMBRYO DEFECTIVE 1865) | chr3:6878-6317590 FOI
JCVI_150 1.567 moderately similar to ( 243)AT2G33800| Symbolsib¢somal protein S5 family protein | chr2:14308a01309428 REVERSEweakly
EE533089 1.567 moderately similar to ( 208)AT2G44270| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G76170.1); similar tc
JCVI_26539 1.567 weakly similar to ( 150)AT5G53590| Symbols: | iassesponsive family protein | chr5:21789333-21 ®BFORWARD no original de
JCVI_12051 1.566 weakly similar to ( 136)AT1G18170| Symbols: | immophilin / FKBP-type peptidyl-prolyl cis-trans iserase family protein | chrl:6:
JCVI_23675 1.565 moderately similar to ( 465)AT4G34830| Symbolsinging | chr4:16599981-16605999 REVERSEVvery weakhilar to ( 100)RF1_O
JCVI_22859 1.564 moderately similar to ( 236)AT1G42540] Symbols:R3L3, ATGLR3.3 | ATGLR3.3 (Arabidopsis thalianatglmate receptor 3.3) | ch
CB686317 1.564 no similarity

JCVI_33299 1.562  weakly similar to ( 165)AT2G37530] Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT1G07795.1); similar to hy
JCVI_21849 1.562 moderately similar to ( 486)AT5G41080| Symbolgiyterophosphoryl diester phosphodiesterase fapndsein | chr5:16459217-164¢  2.002
JCVI_30588 1.562 no original description

EX043068 1.560 no similarity

JCVI_8753 1.560 moderately similar to ( 420)AT4G34680| SymbolSATA transcription factor 3, putative (GATA-3) hel:16553705-16554615 FOR
JCVI_11117 1.560 moderately similar to ( 307)AT5G@d¥Symbols: | hydrolase | chr5:8354818-835572R\W@RD no original description

RC_EX052706 1.559 no similarity

JCVI_845 1.559  weakly similar to ( 178)AT2G01850| Symbols: XTHZV[XTH27, EXGT-A3 | EXGT-A3 (endo-xyloglucan trarshse A3); hydrolase
EE481286 1.559 no similarity 1.872
JCVI_22370 1.558 highly similar to ( 588)AT2G30840| Symbols: | 2eglutarate-dependent dioxygenase, putative | tBi22658-13143910 REVERSE
JCVI_22481 1.558 moderately similar to ( 240)AT5G16170| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G11730.1); similar tc
EE569362 1.558 no similarity

EE475617 1.558 no similarity

EV223721 1.557  moderately similar to ( 246)AT5G13820| Symbols:BFF1, ATBP1, ATTBP1, HPPBF-1, TBP1 | TBP1 (TELOMERDNA BINDING
AMO060154 1.557 no similarity

JCVI_38745 1.555  weakly similar to ( 113)AT3G11170| Symbols: FADEAD7 | FAD7 (FATTY ACID DESATURASE 7); omega-3 fatacid desaturase
JCVI_30892 1.555 weakly similar to ( 132)AT1G26239mbols: | chaperonin, putative | chr1:9072375269 REVERSE no original description 1.53
EX071950 1.553 moderately similar to ( 229)AT5G43630| Symbolginf knuckle (CCHC-type) family protein | chr5: ¥2888-17547434 FORWARD
ES969062 1.551 no similarity

EV084948 1.550 weakly similar to ( 105)AT5G01030| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G37930.1); similar to un
CX188778 1.547 very weakly similar to (88.6)AT5G0B8pSymbols: | transcription factor | chr5:163938@0551 REVERSE [16807]

EE525877 1.547 no similarity 1.634
JCVI_4988 1.547  moderately similar to ( 372)AT4G12320| Symbols:R706A6 | CYP706A6 (cytochrome P450, family 706 fanotily A, polypeptide 6)
JCVI_30505 1.545 weakly similar to (177)AT3G59080| Symbols: |a$yl protease family protein | chr3:21847789-21®FORWARD no original de
JCVI_33360 1.545 moderately similar to ( 251)AT5G15950] Symbolsid¢nosylmethionine decarboxylase family proteimr$:5206709-5207797 FORW
JCVI_9672 1.544 moderately similar to ( 375)AT2G17230| Symbolgh¢sphate-responsive 1 family protein | chr2:75@18503065 REVERSE no ori¢  1.481
JCVI_26976 1.544 no original description

EV209077 1.543  weakly similar to ( 135)AT5G56860| Symbols: GNGNC (GATA, NITRATE-INDUCIBLE, CARBON METABOLISM-INVOLVED);
JCVI_40453 1.543  weakly similar to ( 158)AT3G55646| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAAT2G39855.2) | chr3:20656
EE567750 1.542 no similarity

DY000135 1.541 no similarity

EE435451 1.540 no similarity

JCVI_38024 1.540 no original description 3.293
JCVI_5494 1.538 moderately similar to (449)AT4G10120| Symbols:SFIS4F | ATSPSA4F | chr4:6315029-6319781 FORWARDwesaklilar to ( 196)S
JCVI_28818 1.537 moderately similar to ( 258)AT2G18245| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G19970.1); similar tc
JCVI_28414 1.537 no original description 1.415
JCVI_30926 1.535 no original description

ES983022 1.534 moderately similar to ( 236)AT2G18940| Symbolgentatricopeptide (PPR) repeat-containing prdtehm2:8210955-8213423 REVE
EE534158 1.534  very weakly similar to (89.4)AT1G76590| Symbolsinc-binding family protein | chr1:28745769-28788 FORWARD [20150] 1 54
EE448615 1.534  very weakly similar to (86.7)AT1G20R3ymbols: | binding | chr1:9455656-9457904 REBER20172]

JCVI_25642 1.534 moderately similar to ( 390)AT4G23570] SymbolsT3@& | SGT1A (Suppressor of G2 (Two) 1A) | chr4:123P5-12302503 FORWA
EX020651 1.532  moderately similar to ( 261)AT5G25840| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G79770.1); similar tc  1.794
JCVI_15272 1.532 moderately similar to ( 228)AT4G24480| Symbolseijne/threonine protein kinase, putative | ct2@5D420-12654765 FORWARD r  1.367
ES945788 1.532 no similarity




EV102326 1.531 moderately similar to ( 342)AT4G22100| Symbolglyfosyl hydrolase family 1 protein | chr4:11702381.709944 REVERSEweakly
AM386056 1.531  very weakly similar to (92.0)AT5G63630| Symbo|dDEAD box RNA helicase, putative | chr5:2548983422422 REVERSE [2011¢
JCVI_10376 1.531  weakly similar to ( 148)AT5G23660| Symbols: MTNBITN3 (ARABIDOPSIS HOMOLOG OF MEDICAGO TRUNCATULA NIN3) ~ 1.632
JCVI_41482 1.530 no original description

JCVI_21042 1.530 no original description 1.454
JCVI_15695 1.529 highly similar to ( 888)AT5G08720| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FXAT4G01650.2); similar to uni
JCVI_3098 1.528 moderately similar to (490)AT4G24390| Symbol$:-Hox family protein (FBX14) | chr4:12613919-12676 REVERSE no original ¢~ 2.210
JCVI_38999 1.528 weakly similar to ( 193)AT4G01280| Symbols: | nfgily transcription factor | chr4:535288-536852FWARD no original descript

H06411 1.528 no similarity

JCVI_15851 1.527 moderately similar to (411)AT1G29690| Symbols:004 CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1) chr1:103792
JCVI_21951 1.527 no original description

EV110700 1.527 no similarity

EE542499 1.524  weakly similar to ( 172)ATAG36470| Symbols: |d&@aosyl-L-methionine:carboxyl methyltransferaseifaprotein | chr4:17215131-1
EV209810 1.524  very weakly similar to (92.8)AT5G64230| Symbo|ssimilar to unknown protein [Arabidopsis thaliaif@AIR:AT3G19920.1); similar 1
JCVI_36108 1.524 moderately similar to ( 483)AT3G&138Symbols: | oxidoreductase | chr3:7522871-7824DRWARD no original description

EV004240 1.524 moderately similar to ( 297)AT4G25910| Symbols:GNFU3, NFU3 | NFU3 (NFU domain protein 3) | chr4:63137-13165103 FOF
JCVI_26218 1.523  weakly similar to ( 129)AT1G43730| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TRAAT4G04650.1); similar to pu
JCVI_31684 1.523 no original description 2.586
EH419365 1.522 weakly similar to ( 115)AT1G29720iBypls: | protein kinase family protein | chr1:18880-10395067 REVERSE [20767]

EE545987 1.522 no similarity

JCVI_6312 1.522  weakly similar to ( 193)AT1G21450| Symbols: SCISJL1 (SCARECROW-LIKE 1); transcription factor |r&tv509710-7511491 FC
EV122754 1.522  weakly similar to (110)AT5G48560| Symbols: |ibdelix-loop-helix (bHLH) family protein | chr5:791386-19704097 FORWARD
EE425009 1.520 no similarity

JCVI_42520 1.520 moderately similar to ( 464)AT3G08760| Symbols: S | ATSIK; kinase | chr3:2658135-2659990 REVER&weakly similar to (&
EE548570 1.520 no similarity

EV106908 1.519  weakly similar to ( 133)AT1G75880| Symbols: | fignfl extracellular lipase 1 (EXL1) | chrl:28494228495959 FORWARD [2147¢
EE564714 1.519 no similarity

ES935268 1.518 weakly similar to ( 119)AT4G34680| Symbols: | GRfranscription factor 3, putative (GATA-3) | cht4553705-16554615 FORWA
JCVI_23284 1.516  weakly similar to ( 130)AT5G48545| Symbols: ltidise triad family protein / HIT family proteinchr5:19693454-19695171 FORW/
EV027655 1.516  moderately similar to ( 314)AT3G19553| Symbolsmijno acid permease family protein | chr3:67908942513 REVERSE [21441] :
JCVI_20309 1.514  weakly similar to ( 169)AT2G31370| Symbols: | BZtanscription factor (POSF21) | chr2:1338652588334 FORWARDweakly sin
EX096590 1.513 moderately similar to ( 204)AT1G68440| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G25400.1); similar tc
JCVI_32269 1.512 moderately similar to ( 447)AT1G06570| SymbolsfHPDS1 | PDS1 (PHYTOENE DESATURATION 1) | chr1:2014-2013542 RE
EX062659 1.512  weakly similar to ( 149)AT4G33100| Symbols: |rtleal to Uncharacterized protein At4g33100 [Araipdis Thaliana] (GB:Q9SMZ9
JCVI_17232 1.511 no original description

EV009411 1.511 no similarity

JCVI_34659 1.511 moderately similar to ( 238)AT1G28360| SymbolsF#R, ATERF12 | ATERF12/ERF12 (ERF domain proteijj DNA binding / tran:
EE430952 1.511 no similarity

JCVI_12278 1.507  weakly similar to ( 182)AT5G53970| Symbols: | aatiansferase, putative | chr5:21927902-2192982RWRRD no original descript
JCVI_36423 1.507 no original description 1.550
CD831977 1.506 weakly similar to ( 170)AT5G63350] Symbols: | mto unknown protein [Arabidopsis thaliana] (FRAAT3G48510.1); similar toun  1.310
JCVI_27799 1.505 weakly similar to (137)AT1G29530] Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRAAT2G34310.1); similar to un
JCVI_36711 1.504  weakly similar to ( 164)AT3G22120| Symbols: CWLEWLP (CELL WALL-PLASMA MEMBRANE LINKER PROTEIN); Ipid bindii  1.627
JCVI_23014 1.503 moderately similar to ( 306)AT4G35440| Symbols:AT-E, CLC-E | CLC-E (CHLORIDE CHANNEL E); voltaggated chloride che
JCVI_6422 1.503 no original description

JCVI_17662 1.502 moderately similar to ( 475)AT4G32480| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G20670.1); similar tc
RC_ES967834 1.502 no similarity 1.728
JCVI_35782 1.500 moderately similar to ( 311)AT1G70420| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G23710.1); similar tc  2.075
ES927039 1.499 no similarity

EX114983 1.498 no similarity

JCVI_40824 1.497  highly similar to ( 560)AT5G60730| Symbols: |@mitransporting ATPase family protein | chr5:2448024442578 FORWARD no ¢
JCVI_38617 1.497 no original description

EV227037 1.496  weakly similar to ( 187)AT4G22980| Symbols: |ikmto catalytic/ pyridoxal phosphate binding [Ardopsis thaliana] (TAIR:AT5G5
JCVI_41198 1.495 no original description

JCVI_30263 1.495 moderately similar to ( 390)AT5G13630| Symbols:HCCHLH, CCH1, GUN5 | GUN5 (GENOMES UNCOUPLED )hr5:4387923
EV085499 1.495 no similarity

JCVI_28528 1.495 moderately similar to ( 295)AT2G19640| SymbolsHR® | ASHR2 (ASH1-RELATED PROTEIN 2) | chr2:849848899679 FORWA
JCVI_6032 1.495 moderately similar to ( 388)AT3G01060| Symbolsinjilar to unnamed protein product [Vitis vinif¢@&B:CAO015045.1); similar to u
EX050363 1.493  moderately similar to ( 486)AT3G29400| Symbols:EBXIO70E1 | ATEXO70E1 (exocyst subunit EXO70 famitptein E1); protein bir
JCVI_7388 1.493 moderately similar to ( 476)AT3G0d6Symbols: | oxidoreductase | chr3:1262023-12648RWARD no original description

EV063973 1.493 no similarity

JCVI_25868 1.491 moderately similar to ( 433)AT5G22020| Symbolstrictosidine synthase family protein | chr5:728r-g289360 REVERSEweakly s
EV105427 1.491 weakly similar to ( 119)AT5G53970iBypls: | aminotransferase, putative | chr5:2192780929820 FORWARD [21478]

EV026824 1.491 moderately similar to ( 353)AT5G67385| Symbolsighal transducer | chr5:26901980-26904309 FORWW&dKly similar to ( 142)N
EX092040 1.491 very weakly similar to (92.8)AT5G17780| Symbolshydrolase, alpha/beta fold family protein | cB887431-5868978 REVERSE [2:
CN727142 1.490  weakly similar to ( 120)AT1G07650| Symbols: |dee-rich repeat transmembrane protein kinase figathchrl:2359814-2366420 R
EX134575 1.489 no similarity

JCVI_25190 1.488 moderately similar to ( 219)AT1G20330| Symbols:FlY FRL1, SMT2 | SMT2 (STEROL METHYLTRANSFERASE |3)hr1:703895
JCVI_25349 1.488 weakly similar to ( 136)AT4G00050| Symbols: UNHIONE10 (unfertilized embryo sac 10); DNA bindinggdnscription factor | chr4 ~ 1.847
JCVI_11590 1.487 moderately similar to ( 357)AT3G16770| Symbols:AR2A3, ATEBP, ERF72 | ATEBP/ERF72/RAP2.3 (RELATED AB2 3); DNA bir
ES984062 1.484 no similarity

EX129024 1.484 moderately similar to ( 216)AT4G07960| SymbolsLC$2, ATCSLC12 | ATCSLC12 (Cellulose synthase-likE2); transferase, trans
EE416669 1.484 moderately similar to ( 352)AT5G60540| Symbols: EMO07, ATPDX2, PDX2 | ATPDX2/EMB2407/PDX2 (PYRIDOXE BIOSYNT
JCVI_32316 1.483 no original description

JCVI_32294 1.482  highly similar to ( 713)AT5G27600| Symbols: LACBZACS7 (LONG-CHAIN ACYL-COA SYNTHETASE 7) | chr5@12619-97467¢
JCVI_22871 1.481  weakly similar to ( 111)AT1G32060| Symbols: PRRRK (PHOSPHORIBULOKINASE); ATP binding / phospharibkinase/ protein  1.256
EV199912 1.480 moderately similar to ( 219)AT3G27350| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G40700.1); similar ¢~ 1.540
JCVI_12696 1.480  highly similar to ( 640)AT4G35090| Symbols: CATEAT2 (CATALASE 2); catalase | chr4:16701110-167883RREVERSEhighly sir
EE511843 1.479 moderately similar to ( 268)AT3G29400| Symbols:EXO70E1 | ATEXO70E1 (exocyst subunit EXO70 familptgin E1); protein bir
JCVI_6581 1.478 moderately similar to ( 233)AT4G24090| Symbolsinjilar to hypothetical protein [Vitis viniferaf3B:CAN62286.1) | chr4:12512752
JCVI_415 1.478 moderately similar to ( 402)AT1G80760| SymbolsPBil, NLM7, NIP6 | NIP6;1 (NOD26-like intrinsic gein 6;1); water channel | ¢
EV216674 1.477  moderately similar to ( 327)AT3G48270| Symbols:R7MA26 | CYP71A26 (cytochrome P450, family 71, aufify A, polypeptide 26
JCVI_3671 1.477  moderately similar to ( 345)AT5G53970| Symbolsmijnotransferase, putative | chr5:21927902-2192%&2RWARD no original des:




JCVI_40178 1.476 moderately similar to ( 321)AT5G24120| Symbol$55| SIGE | SIGE (RNA polymerase sigma subunit ByAbinding / DNA-directe:
DY023268 1.476 moderately similar to ( 243)AT3G1623¢gmbols: | RNA binding / catalytic | chr3:55008803309 FORWARD [18979]

EH422740 1.475 moderately similar to ( 240)AT3G56630] Symbols:RMD2 | CYP94D2 (cytochrome P450, family 94, sulifa®, polypeptide 2); o>
JCVI_8758 1.474  moderately similar to ( 358)AT1G77280| Symbolgrdtein kinase family protein | chr1:29036362-29046 REVERSEvery weakly s
RC_ES966121 1.473 no similarity

JCVI_29171 1.473 moderately similar to ( 298)AT4G17350| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G47440.1); similar tc
JCVI_14303 1.472 moderately similar to ( 448)AT1G06430| SymbolsSFB | FTSH8 (FtsH protease 8); ATP-dependent pegeidATPase/ metallopepi
JCVI_18302 1.472  moderately similar to ( 215)AT4G13670| SymbolsAEB | PTACS5 (PLASTID TRANSCRIPTIONALLY ACTIVES); het shock protei  1.645
EX138021 1.471  weakly similar to ( 154)AT2G35510| Symbols: SRGR/O1 (SIMILAR TO RCD ONE 1); NAD+ ADP-ribosyltrafesase | chr2:1492¢
AMO061598 1.471 no similarity

CV432495 1.470  weakly similar to ( 130)AT5G16280hfByls: | binding | chr5:5323380-5331348 REVERS& D]

EV200952 1.470 no similarity

EV177166 1.469 no similarity

EV132699 1.467 no similarity

JCVI_7418 1.467 no original description

JCVI_37471 1.467  weakly similar to ( 122)AT2G23580| Symbols: | hyldse, alpha/beta fold family protein | chr2:10040-10041390 REVERSEvery v
JCVI_38688 1.467 moderately similar to ( 348)AT3G16560| Symbolgrdtein phosphatase 2C-related / PP2C-relatexd{5886057-5637708 REVERS
RC_EV012604 1.466 no similarity

JCVI_8318 1.465 moderately similar to ( 358)AT3G10420| Symbolspgrulation protein-related | chr3:3239312-324160RWARD no original descri
JCVI_32498 1.465 moderately similar to ( 240)AT4AG2238Symbols: | binding | chr4:15612747-1561422%BESE no original description

JCVI_40512 1.464 moderately similar to ( 289)AT4G15570| Symbol$RNA-splicing endonuclease positive effector-reth} chr4:8893041-8898856 FC
EV155598 1.464  moderately similar to ( 310)AT3G21690| Symbol$IATE efflux family protein | chr3:7638757-764186® RWARD [21484] 57 775  1.948
EX055263 1.464 no similarity

EV033230 1.464 moderately similar to ( 203)AT1G2088¢mbols: | phosphate transporter family proteimr1:7253996-7258666 REVERSE [21441]
EE476140 1.462  weakly similar to (127)AT5G64800| Symbols: CLEZILE21 (CLAVATA3/ESR-RELATED 21); receptor bindinghr5:25923309-2
JCVI_26040 1.461 weakly similar to ( 142)AT4G09690| Symbols: | D@dmain-containing protein | chr4:6124894-6126 10RWARD no original desci  1.643
DY015573 1.461 no similarity

EE402507 1.460 weakly similar to ( 157)AT1G194908yls: | bZIP transcription factor family protdiohr1:6751944-6753950 REVERSE [16820]
JCVI_31136 1.460 no original description

JCVI_27274 1.459 weakly similar to ( 187)AT5G43260| Symbols: |pémne protein dnaJ-related | chr5:17374921-1737 REVERSE no original des¢ ~ 1.239
JCVI_25059 1.458  highly similar to ( 729)AT2G42890| Symbols: AMLAML2 | chr2:17857709-17861282 FORWARDvery weakiyitar to (98.2)PLA2
JCVI_36088 1.458 moderately similar to ( 481)AT2G01850| Symbols:Hel7, ATXTH27, EXGT-A3 | EXGT-A3 (endo-xyloglucaratsferase A3); hydrc
EV090755 1.458 weakly similar to ( 181)AT1G15760| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G80520.1); similar to un
JCVI_7186 1.457  weakly similar to ( 179)AT5G18140| Symbols: | DNKeat shock N-terminal domain-containing proteinrb:5998237-5999701 FOF
JCVI_31769 1.456  weakly similar to ( 139)AT5G02120| Symbols: OHPHP (ONE HELIX PROTEIN) | chr5:419141-419630 FORWARo original des  1.402
DY006660 1.456  weakly similar to ( 197)AT2G41705| Symbols: | gduor resistance CrcB family protein | chr2:1740518406988 FORWARD [1897
EV066649 1.455 weakly similar to ( 158)AT4G16690iByls: | esterase/lipase/thioesterase family jordtehr4:9392427-9393446 REVERSE [21443]
JCVI_26264 1.455 highly similar to ( 949)AT4G00370| Symbols: ANTRANTR2 (anion transporter 2); organic anion traestbrane transporter | chr4:
AM385820 1.455 weakly similar to (117)AT3G19760| Symbols: | @ulotic translation initiation factor 4A, putativelF-4A, putative / DEAD box RN/
JCVI_7963 1.454  weakly similar to ( 171)AT2G33250| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA071510.1) | chr2:1410453
JCVI_2616 1.454 moderately similar to ( 208)AT5G16830| SymbolsPREP, SYP21, ATSYP21, PEP12, ATPEP12 | SYP21 (siynfd); SNAP recept:
JCVI_23253 1.453 moderately similar to ( 455)AT5G18570] SymbolSTP1/OBG family protein | chr5:6171841-6174825 FHRBE no original descrif
JCVI_16807 1.453  highly similar to ( 856)AT3G30775| Symbols: AT-POXTPOX, ATPDH, PRO1, PRODH, ERD5 | ERD5 (EARLY RESNSIVE TO
JCVI_4776 1.453  moderately similar to ( 301)AT2G29630| Symbolshigmine biosynthesis family protein / thiC famgyotein | chr2:12674472-12676
EX101867 1.452  moderately similar to ( 211)AT1G10820| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G60670.2); similar tc
JCVI_2640 1.451 moderately similar to (447)AT2G17230| Symbolghdsphate-responsive 1 family protein | chr2:73@38503065 REVERSE no ori
EX085756 1.451 moderately similar to (407)AT4G12830| Symbol$iydrolase, alpha/beta fold family protein | chB87186-7533324 FORWARD [21  1.298
ES977199 1.451 no similarity

JCVI_5544 1.451 weakly similar to ( 159)AT5G5905@hBols: | unknown protein | chr5:23859075-23859REYERSE no original description

AT002171 1.450 no similarity 2.397
ES899115 1.449 no similarity

EV100249 1.448 no similarity 1.738
JCVI_16858 1.448 no original description

JCVI_30048 1.447 moderately similar to ( 273)AT2G46660| Symbols:R8A6 | CYP78A6 (cytochrome P450, family 78, subfaw, polypeptide 6); ox
EV148028 1.446 no similarity

JCVI_7403 1.446 no original description

EE468391 1.446 no similarity

JCVI_34406 1.446  weakly similar to ( 144)AT5G18370| Symbols: |edise resistance protein (TIR-NBS-LRR class), predtchr5:6085038-6088928 RI
JCVI_33180 1.446 highly similar to ( 575)AT2G02450| Symbols: ANACO3ANACO035 | ANAC034/ANACO035 (Arabidopsis NAC domagontaining prot  1.406
JCVI_35766 1.442 moderately similar to ( 259)AT1G26761| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA068448.1); contains d
JCVI_13931 1.442  weakly similar to ( 138)AT4G27940| Symbols: |onhondrial substrate carrier family protein | ch8204751-13907042 FORWARD
JCVI_26456 1.441 moderately similar to ( 362)AT1G09810| SymbolsTBCT | ECT11 (evolutionarily conserved C-termingios 11) | chr1:3181140-31¢ 1.263
DW998250 1.441 weakly similar to ( 110)AT1G54030iBypls: | GDSL-motif lipase, putative | chr1:2018320173144 FORWARD [18977] 1 429 465
EX086464 1.441  moderately similar to ( 395)AT5G52570| Symbols; BMY2, BETA-OHASE 2 | BETA-OHASE 2 (BETA-CAROTENHYDROXYLA
EE490474 1.440 weakly similar to ( 103)AT4G28740| Symbols: |isamto LPA1 (LOW PSII ACCUMULATIONL1), binding [Arhidopsis thaliana] (TA
JCVI_23768 1.439 no original description

ES914005 1.439  weakly similar to ( 122)AT1G08900| Symbols: |rtieal to Sugar transporter ERD6-like 2 (SUGTLA)gbidopsis Thaliana] (GB:Q4  1.370
EX093767 1.439 no similarity

EH422975 1.438 weakly similar to ( 126)AT3G14420| Symbols: |-2shydroxy-acid oxidase, peroxisomal, putativeycglate oxidase, putative / shori  1.268
JCVI_1070 1.437  highly similar to ( 527)AT5G63140| Symbols: ATPARPAP29 | ATPAP29/PAP29 (purple acid phosphat@jea2id phosphatase/ ¢
JCVI_18202 1.437  highly similar to ( 599)AT5G46570| Symbols: | ia kinase family protein | chr5:18911914-18914EZFRWARD no original descri
JCVI_41519 1.437  very weakly similar to (81.3)AT5G65840| Symbo|ssimilar to antioxidant/ oxidoreductase [Arabidisphaliana] (TAIR:AT2G37240.
JCVI_19378 1.437 moderately similar to ( 232)AT1G17360] Symbol€dP1-interacting protein-related | chr1:594743815240 FORWARD no original
EV110855 1.436  very weakly similar to (99.4)AT4G02280| Symbol&!SB | SUS3; UDP-glycosyltransferase/ sucrose sgettteansferase, transferring
EV012135 1.435 no similarity

JCVI_5414 1.433  weakly similar to ( 161)AT2G27290| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA048682.1); contains InterF  1.316
JCVI_21447 1.433  weakly similar to ( 122)AT4G33920] Symbols: |tein phosphatase 2C family protein / PP2C famitytgin | chr4:16260881-162627
JCVI_7513 1.432  moderately similar to ( 474)AT1G64860| Symbol$5 8| SIG2, SIGB, RPOD1, SIGA | SIGA (SIGMA FACTOR;ANA binding /DN, 1.178
JCVI_25849 1.431 moderately similar to ( 231)AT5G15070| Symbolsicifi phosphatase/ oxidoreductase/ transition nwtabinding | chr5:4876901-48¢
JCVI_12283 1.431  weakly similar to ( 162)AT5G11250| Symbols: |edise resistance protein (TIR-NBS-LRR class), predtchr5:3587979-3591961 RI
EV124080 1.427 moderately similar to ( 353)AT5G41550| Symbolstispase resistance protein (TIR-NBS-LRR classptiue | chr5:16634460-16638
JCVI_17925 1.426  weakly similar to ( 178)AT1G23980| Symbols: |finger (C3HC4-type RING finger) family proteichrl:8484868-8485977 REVE
JCVI_35729 1.426  highly similar to ( 651)AT1G56500| Symbols: |detid dehalogenase-like hydrolase family proteinr]:21163440-21170757 FORV




RC_EV013364 1.425 no similarity

JCVI_18395 1.425 weakly similar to ( 175)AT1G04770| Symbols: | ensferility MS5 family protein | chr1:1336563-138B/REVERSE no original dest
EV089000 1.424  weakly similar to ( 111)AT1G49540i®ypls: | nucleotide binding | chr1:18337435-18 1BEVERSE [21444] 1.157
JCVI_9788 1.423  weakly similar to ( 161)AT4G15800| Symbols: RALFRLBRALFL33 (RALF-LIKE 33) | chr4:8984923-898527®RWARD no origina  1.551
JCVI_17262 1.423  weakly similar to ( 188)AT1G32710| Symbols: |aghrome c oxidase subunit VIb family | chr1:1183809833686 FORWARD no ¢
JCVI_24163 1.423 no original description

EE533139 1.423  moderately similar to ( 300)AT3G23670| SymbolsKRP1L, KINESIN-12B | KINESIN-12B/PAKRP1L; microtuleimotor | chr3:851
JCVI_14557 1.423 moderately similar to ( 325)AT1G68890| Symbol&-dxoglutarate decarboxylase/ hydro-lyase/ magnesin binding / thiamin pyrof
JCVI_22845 1.422 weakly similar to ( 189)AT4G01099mbols: | extra-large G-protein-related | chr@884-473248 REVERSE no original description
EX043605 1.422  moderately similar to ( 397)AT2G44280| Symbolsinjilar to lactose permease-related [Arabidogsisiana] (TAIR:AT3G60070.1); s
EE564191 1.420 weakly similar to ( 186)AT5G15390| Symbols: | tRNRNA methyltransferase (SpoU) family protein [%4995336-4997258 FORW
JCVI_13282 1.419 moderately similar to ( 491)AT5G15180| Symbolgeroxidase, putative | chr5:4930564-4932214 FORWBderately similar to (2 1.483
JCVI_11489 1.419 moderately similar to ( 309)AT1G78110| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G22230.1); similar tc
ES915455 1.419 moderately similar to ( 288)AT2G22790| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G67020.1); similar tc
CB686250 1.419 no similarity

JCVI_41612 1.419 no original description

JCVI_12728 1.418 weakly similar to ( 152)AT1G26761| Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCAO68448.1); contains doma
JCVI_4651 1.418 moderately similar to ( 369)AT3G28050| Symbolstodlulin MtN21 family protein | chr3:10444221-10488 FORWARD no original
JCVI_16543 1.418  weakly similar to ( 197)AT1G74950| Symbols: JAZZ-Y10B | JAZ2/TIFY10B (JASMONATE-ZIM-DOMAIN PROTHN 2) | chrl:2€
RC_EV011386 1.417 no similarity

JCVI_20276 1.417 moderately similar to ( 338)AT5G66070| Symbolgin finger (C3HC4-type RING finger) family protej chr5:26439149-26440259
EV223056 1.415 no similarity

JCVI_24292 1.415 moderately similar to ( 490)AT1G30160| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G05540.1); contains
EV092653 1.415 moderately similar to ( 288)AT1G59620| Symbols: ZWCW9; ATP binding | chr1:21906292-21909192 FORRDA21476] 104 886
EV192481 1.415 weakly similar to ( 147)AT3G15430| Symbols: |ukegor of chromosome condensation (RCC1) familytgiro| chr3:5209415-521156
JCVI_17614 1.415 moderately similar to ( 211)AT1G11530| Symbols:GXIXS1 | ATCXXS1 (C-TERMINAL CYSTEINE RESIDUE IS CHAGED TO A
JCVI_41131 1.415 moderately similar to ( 452)AT3G10450] SymbolsP8Z | SCPL7; serine carboxypeptidase | chr3:3243282325 FORWARDweak
JCVI_34874 1.414  highly similar to ( 592)AT1G12990| Symbols: |gbgyl transferase family 17 protein | chr1:44338235550 FORWARD no original
JCVI_8732 1.413  moderately similar to ( 353)AT3G06430| Symbols: BEM50 | EMB2750 (EMBRYO DEFECTIVE 2750) | chr3:1868-1958246 RE)
CB686228 1.412 weakly similar to ( 187)AT5G19500] Symbols: ptigphan/tyrosine permease family protein | chr59621-6581701 FORWARD [12
JCVI_40452 1.412 no original description

JCVI_19953 1.412 moderately similar to ( 358)AT3G20300] Symbolextracellular ligand-gated ion channel | chr3: BB87081815 REVERSE no oric
JCVI_31510 1.411 moderately similar to ( 280)AT1G66130] Symbolsxioreductase N-terminal domain-containing profeshr1:24618703-24620405
JCVI_37245 1.411 moderately similar to ( 378)AT3G58160| Symbols AT, ATMYOS3, MYA3, XIJ | XIJ (Myosin-like proteirXIJ) | chr3:21545774-21
EV158800 1.411 no similarity

ES967436 1.410 no similarity

CX281009 1.410 moderately similar to ( 227)AT4G25910| Symbols:GNFU3, NFU3 | NFU3 (NFU domain protein 3) | chr4:638137-13165103 FOF
JCVI_1695 1.409  very weakly similar to (91.7)AT4G23160| Symbo|grotein kinase family protein | chr4:12129496-34197 FORWARDweakly simil
EX061195 1.409  moderately similar to ( 213)AT4G21440| Symbols:MWB102, ATM4 | ATM4/ATMYB102 (ARABIDOPSIS MYB-LIKE102); DNA t
CD831581 1.408 no similarity

CX188047 1.408 weakly similar to ( 161)AT1G47580mBypls: | lipoyltransferase, putative | chr1:1748%17488827 FORWARD [16807]

EV106902 1.408  weakly similar to ( 127)AT1G50020| Symbols: |igamto unnamed protein product [Vitis vinifera] BBCA049863.1) | chr1:1852381
JCVI_10478 1.407  moderately similar to ( 331)AT4G18010| Symbol$ERR | IPSPII (INOSITOL POLYPHOSPHATE 5-PHOSPHATASIE inositol-poly|
JCVI_5409 1.407  weakly similar to (178)AT5G11260| Symbols: TEDHY5 | HY5 (ELONGATED HYPOCOTYL 5); DNA binding ft&nscription factc
JCVI_30076 1.407  highly similar to ( 713)AT3G07130| Symbols: ATPARPAP15 | ATPAP15/PAP15 (purple acid phosphat&$eatid phosphatase/ ¢
EV108959 1.406 no similarity

EV182137 1.406 very weakly similar to (83.6)AT5G20l8ymbols: | SOUL heme-binding family proteimi56799049-6800894 REVERSE [21487]
JCVI_6057 1.404  weakly similar to ( 194)AT1G28270| Symbols: RALFLRALFL4 (RALF-LIKE 4) | chr1:9883152-9883484 FOR\RD no original de
EE569939 1.404 no similarity

JCVI_15193 1.403 highly similar to ( 562)AT1G20500| Symbols: |dumarate--CoA ligase family / 4-coumaroyl-CoA syagh family | chr1:7101599-7: 1.810
JCVI_41689 1.402 moderately similar to ( 256)AT5G20110| Symbolstyrjein light chain, putative | chr5:6791544-67BEEVERSE no original descri ~ 1.517
EV118365 1.402 moderately similar to ( 218)AT1G29300| Symbols:EIN UNE1 (unfertilized embryo sac 1) | chr1:102810249485 REVERSE [2  1.625
EE561826 1.401 no similarity

JCVI_13934 1.401 moderately similar to ( 446)AT4G13250| Symbolshgrt-chain dehydrogenase/reductase (SDR) familieim | chr4:7684413-76866¢
EE471256 1.401 weakly similar to ( 140)AT2G32540| Symbols: CSLBBA CSLB4, ATCSLB04 | ATCSLB04 (Cellulose synthdée B4); transferase
JCVI_14907 1.401 weakly similar to ( 157)AT5G37260| Symbols: RVE2R1 | CIR1/RVE2 (CIRCADIAN 1); DNA binding / transption factor | chr5:1  1.412
EE552941 1.400 no similarity

ES941335 1.399 moderately similar to ( 219)AT5G47050] Symbol&TP binding / protein binding / shikimate kinagéic ion binding | chr5:1912383!
RC_EX040707 1.397 no similarity

EV092736 1.397 weakly similar to (132)AT2G16365Byls: | F-box family protein | chr2:7082022-708BZFORWARD [21476] 45 496 896 1.95!
EV139401 1.396  very weakly similar to (97.4)AT3G57370| Symboldranscription factor 11B (TFIIB) family proteinchr3:21237816-21239452 REVE
JCVI_12877 1.396 moderately similar to ( 465)AT5G02830| Symbolgentatricopeptide (PPR) repeat-containing prdtehr5:644456-648419 REVERS
JCVI_2120 1.396  moderately similar to ( 385)AT3G47730| Symbols:AAH1 | ATATH1 (ABC2 homolog 1); ATPase, coupledttansmembrane move
EV193364 1.395 no similarity

EV085735 1.394 no similarity

ES264797 1.394 weakly similar to ( 152)AT5G02020| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT5G59080.1); similar to hy  1.393
EE533182 1.393 moderately similar to ( 350)AT4G02050| Symbolsudar transporter, putative | chr4:898387-90008%ERSEmoderately similar to
AM395845 1.392 weakly similar to ( 120)AT4G22100h#pls: | glycosyl hydrolase family 1 protein |411707382-11709944 REVERSE [20346]
ES993667 1.390 weakly similar to ( 112)AT2G44190| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT3G60000.2); similar to un
JCVI_41486 1.390 moderately similar to ( 243)AT4G28820| Symbolging finger (HIT type) family protein | chr4:142801-14232293 REVERSE no ot
JCVI_2570 1.388  weakly similar to ( 144)AT3G45050| Symbols: |thsatzock protein binding / unfolded protein bindinghr3:16487008-16488092 FOF
EV119723 1.388 no similarity

JCVI_38381 1.388 moderately similar to ( 265)AT1G69310] Symbols:VMRKY57, WRKY57 | WRKY57 (WRKY DNA-binding protein®; transcriptior
JCVI_33475 1.388 highly similar to ( 526)AT2G03750| Symbols: |fstdansferase family protein | chr2:1147965-1149BHYVERSE no original descripi  2.688
ES937747 1.386 weakly similar to ( 181)AT1G58290| Symbols: HEMPHEMAL; glutamyl-tRNA reductase | chr1:2162769%23716 REVERSEwe:
JCVI_2172 1.386 moderately similar to ( 379)AT3G14680| Symbols:R72A14 | CYP72A14 (cytochrome P450, family 72, aufify A, polypeptide 14
JCVI_7843 1.386  highly similar to ( 537)AT2G46800| Symbols: ATMTRUITPL, ZAT1, ZAT | ATMTP1/MTP1/ZAT1 (ZINC TRANSPORER OF ARA
JCVI_7249 1.385  weakly similar to (200)AT3G16570| Symbols: RALFRLPRALFL23 (RALF-LIKE 23) | chr3:5644754-5645170RWARD no origina
EV147259 1.385 no similarity

JCVI_3183 1.385  highly similar to ( 889)AT1G57770| Symbols: | amioxidase family | chr1:21398919-21401800 FORWARBKy similar to ( 167)C
JCVI_25457 1.385 no original description

JCVI_7433 1.385 moderately similar to ( 313)AT2G27680| Symbolsidp/keto reductase family protein | chr2:1181105813042 REVERSE no origit
JCVI_24218 1.384 moderately similar to ( 322)AT5G01710] Symbolsinjilar to methyltransferase [Arabidopsis thaligfféAIR:AT4G24805.1); similar t




JCVI_36738 1.384  weakly similar to ( 186)AT1G77120| Symbols: ADHTADH, ADH1 | ADH1 (ALCOHOL DEHYDROGENASE 1) | chr28980403-2!
JCVI_18041 1.384 moderately similar to ( 358)AT1G33970| Symbolsvifulence-responsive protein, putative / aviraeinduced gene protein, putative
EV176450 1.384 no similarity

JCVI_16914 1.383  highly similar to ( 598)AT4G02280| Symbols: SUSBJS3; UDP-glycosyltransferase/ sucrose synthessedferase, transferring glycc
JCVI_22978 1.383  moderately similar to ( 275)AT5G20830| SymbolsS3UASUS1, ATSUSL | SUS1 (SUCROSE SYNTHASE 1); UjbRosyltransfere
EV135947 1.382 no similarity

DN962661 1.382 no similarity

EE534878 1.381 no similarity

JCVI_17704 1.380 weakly similar to ( 150)AT3G55250] Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCAO14780.1) | chr3:2049027
JCVI_15680 1.380 weakly similar to ( 193)AT5G6738gmbols: | signal transducer | chr5:26901980-28994ORWARD no original description
JCVI_7971 1.379  highly similar to ( 760)AT4G31210| Symbols: | DN@#poisomerase family protein | chr4:15165286-15#02FORWARD no original
JCVI_8270 1.378 moderately similar to ( 393)AT5G10070| Symbol&Nase L inhibitor protein-related | chr5:314868%3325 REVERSE no original
CV432490 1.378 no similarity

EV047114 1.378  weakly similar to ( 112)AT4G29810| Symbols: MKK2K1, ATMKK2 | ATMKK2 (MAP KINASE KINASE 2) | chr4:14593485-1459
EX057115 1.378  weakly similar to ( 198)AT3G45890| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT1G13770.1); similar to un
EV209478 1.374 no similarity

JCVI_9641 1.374 moderately similar to ( 395)AT2G12190| Symbolsytpchrome P450, putative | chr2:4898889-490042YERSEmoderately similar
EV056789 1.374  very weakly similar to (98.6)AT5G41010| Symbo|]sDNA-directed RNA polymerases |, Il, and Ill 7 kBabunit, putative | chr5:1644
JCVI_6728 1.374  very weakly similar to (98.2)AT1G49760| Symbol&B8 | PAB8 (POLY(A) BINDING PROTEIN 8); RNA bindingtranslation initiati
ES917488 1.373  weakly similar to ( 123)AT3G06190nBgls: ATBPM2 | ATBPMZ2; protein binding | chr3:1&88-1876581 REVERSE [15718]
ES931175 1.372 no similarity

JCVI_30821 1.372 moderately similar to ( 397)AT5G27330| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G05130.1); similar tc
EV140116 1.371 no similarity

JCVI_27008 1.371 moderately similar to ( 204)AT2G22870| Symbols: EM01 | EMB2001 (EMBRYO DEFECTIVE 2001); GTP bingihchr2:974655¢
JCVI_28832 1.370 moderately similar to ( 375)AT1G80880| Symbolgentatricopeptide (PPR) repeat-containing prdtehr1:30400086-30401813 RE'
JCVI_7117 1.370 no original description

EV135593 1.370 no similarity 1.799
JCVI_34535 1.370 no original description

EV076567 1.369 weakly similar to ( 162)AT4G16690iByls: | esterase/lipase/thioesterase family jordtehr4:9392427-9393446 REVERSE [21443]
JCVI_12500 1.368 moderately similar to ( 212)AT5G08410| SymbolsRAR | FTRA2 (ferredoxin/thioredoxin reductase subéAn(variable subunit) 2); ft
JCVI_1451 1.367 moderately similar to (472)AT5G18650| SymbolginE finger (C3HC4-type RING finger) family protej chr5:6218262-6220376 F(
RC_EX119510 1.366 no similarity

AM396151 1.366  weakly similar to ( 135)AT3G02990| Symbols: HSFABEHSFALE | ATHSFALE (Arabidopsis thaliana heabahtranscription facto
ES265177 1.366 no similarity

EV071876 1.366 moderately similar to ( 292)AT5G2908¢mbols: | myb family transcription factor | 8#1r1023017-11024233 REVERSE [21443]
DY023260 1.366  weakly similar to ( 172)AT1G68410| Symbols: |teip phosphatase 2C-related / PP2C-related | 3653925-25655918 REVERSE
JCVI_33246 1.365 highly similar to ( 526)AT2G02450| Symbols: ANACO3ANAC035 | ANAC034/ANACO035 (Arabidopsis NAC domatontaining prot:
CD841157 1.365 weakly similar to ( 138)AT4G30470iBpls: | cinnamoyl-CoA reductase-related | chi@94269-14896512 FORWARD [13982]
JCVI_985 1.365  highly similar to ( 514)AT1G80760| Symbols: NIPENLM7, NIP6 | NIP6;1 (NOD26-like intrinsic proteil); water channel | chrl:2
DN963563 1.364 no similarity

JCVI_41966 1.364 very weakly similar to (88.2)AT2G39170| Symbo|ssimilar to unnamed protein product [Vitis vinég(GB:CA068899.1); contains (
JCVI_28850 1.363  very weakly similar to (80.1)AT3G57062| Symbo|ssimilar to hypothetical protein MtrDRAFT_AC1531¢#5v2 [Medicago truncatul
EV010880 1.363 no similarity

EV040761 1.362 moderately similar to ( 228)AT3G23670| SymbolsKRP1L, KINESIN-12B | KINESIN-12B/PAKRP1L; microtulteimotor | chr3:851
EE446340 1.362  weakly similar to ( 180)AT5G19470| Symbols: ATNURA | ATNUDT24 (Arabidopsis thaliana Nudix hydroldsemolog 24); hydrola
JCVI_30315 1.361 moderately similar to ( 350)AT3G54740| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G11850.1); similar tc
JCVI_33675 1.359 weakly similar to ( 138)AT1G27300] Symbols: |i&mto unnamed protein product [Vitis vinifera] BBCA066149.1) | chr1:9483311
JCVI_28793 1.359 moderately similar to (430)AT3G06510| SymbolsR8F SFR2 (SENSITIVE TO FREEZING 2) | chr3:20164868:9539 FORWARD
EV075832 1.358  weakly similar to ( 149)AT4G22970| Symbols: AESKEISP (ARABIDOPSIS HOMOLOG OF SEPARASE); peptidastr4:1203371.
EE509065 1.357 moderately similar to ( 310)AT1G28350| Symbol&TP binding / aminoacyl-tRNA ligase | chr1:994447®19564 FORWARD [1571
EV098240 1.356  weakly similar to ( 115)AT2G29310| Symbols: pirmne reductase, putative / tropine dehydrogermasgative | chr2:12597145-1259.  1.467
EV167383 1.356 weakly similar to ( 190)AT3G57180iBypls: | GTP binding | chr3:21174642-21176985 RRBE [21486] 82 607 607

EL592310 1.355 no similarity

JCVI_8592 1.355 very weakly similar to (93.6)AT5GB85Symbols: | unknown protein | chr5:2219291492785 FORWARD no original description 2.995
EE563126 1.355 no similarity

CX191309 1.353  weakly similar to ( 140)AT3G22440| Symbols: | hyd/proline-rich glycoprotein family protein | chi®59861-7961893 FORWARD
JCVI_4785 1.352 moderately similar to ( 337)AT4G25910| Symbols:GNFU3, NFU3 | NFU3 (NFU domain protein 3) | chr4:63137-13165103 FOF
BQ704527 1.351 no similarity

JCVI_81 1.351  moderately similar to (409)AT1G80840| SymbolsVRKY40, WRKY40 | WRKY40 (WRKY DNA-binding protein@); transcriptior  1.783
JCVI_4100 1.351 moderately similar to ( 345)AT2G4323ymbols: | sugar porter | chr2:17975987-1793 FEBVERSE no original description
EE532415 1.350 weakly similar to ( 169)AT2G41705| Symbols: | gdor resistance CrcB family protein | chr2:1740518206988 FORWARD [2017
JCVI_13397 1.350 moderately similar to ( 221)AT3G22550] Symbolseriescence-associated protein-related | chr3:3892992812 REVERSE no orig  1.816
EE440043 1.350 no similarity

JCVI_27775 1.349 moderately similar to ( 201)AT3G52920| Symbol$enatopoietin/interferon-class (D200-domain) cirtekreceptor binding | chr3:19
ES913410 1.348 no similarity

EV075063 1.347 weakly similar to ( 136)AT1G67510iBypls: | leucine-rich repeat family protein | cBB301140-25303847 REVERSE [21443]
ES968868 1.347 weakly similar to ( 184)AT5G25840| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT1G79770.1); similar toun  1.906
EX032230 1.346 no similarity

JCVI_9453 1.345 moderately similar to ( 204)AT3G02310| Symbols:LAGSEP2 | SEP2 (SEPALLATA2); DNA binding / tranigtion factor | chr3:464!
JCVI_3494 1.345 moderately similar to ( 236)AT5G24314| SymbolsH2R5, PTAC7 | PDE225/PTAC7 (PIGMENT DEFECTIVE 228hr5:8277753-¢
AMO057156 1.345 no similarity

JCVI_8704 1.344  highly similar to ( 585)AT5G63160| Symbols: BTRT1 (BTB and TAZ domain protein 1); protein bindihganscription regulator | ¢
JCVI_3182 1.343  weakly similar to ( 150)AT4G33300| Symbols: ADR1-LADR1-L1 (ADR1-LIKE 1); ATP binding / protein hdling | chr4:16051166-
JCVI_14744 1.342  moderately similar to ( 373)AT1G09795| SymbolsSNLB, ATATP-PRT2 | ATATP-PRT2 (ATP PHOSPHORIBOSYRANSFERAS
JCVI_39164 1.341 no original description

EV181486 1.341 moderately similar to ( 327)AT4G23990| SymbolsLGS, ATCSLG3 | ATCSLG3 (Cellulose synthase-like (3Bansferase/ transfera  1.253
JCVI_25822 1.341 moderately similar to ( 228)AT1G31460| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G23270.1); similar tc
JCVI_11796 1.340 moderately similar to ( 271)AT5G19500] Symbols&ryptophan/tyrosine permease family protein | $6%9021-6581701 FORWARD
JCVI_31186 1.339 no original description

JCVI_35780 1.339 moderately similar to ( 211)AT5G10380| SymbolginE finger (C3HC4-type RING finger) family protej chr5:3267820-3268725 F(
EE569276 1.338 moderately similar to (422)AT2G26&fnbols: | F-box family protein | chr2:1145644457967 REVERSE [20191] 43 821 821
RC_EH427440 1.337 no similarity

JCVI_8801 1.336  weakly similar to (179)AT5G64850| Symbols: |igamto unknown protein [Arabidopsis thaliana] (FAAT5G09960.1); similar to 8C




JCVI_2868 1.335 weakly similar to ( 168)AT5G23440| Symbols: FTRPETRAL (ferredoxin/thioredoxin reductase subunijvAriable subunit) 1); ferre
RC_ES937978 1.334 no similarity

EV084300 1.334  weakly similar to ( 152)AT3G59670| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT4G37440.2); similar to un
JCVI_1061 1.334  moderately similar to ( 330)AT1G80050| Symbols: A2, APT2 | APT2 (ADENINE PHOSPHORIBOSYL TRANSFERE 2); ader
JCVI_8219 1.333  moderately similar to ( 254)AT5G66900| Symbolstispase resistance protein (CC-NBS-LRR cl et| chr5:26732157-26734¢
JCVI_26674 1.333 moderately similar to ( 275)AT3G61080| Symbol&u¢tosamine kinase family protein | chr3:2261822%19858 FORWARD no orig
JCVI_18313 1.333 moderately similar to ( 452)AT2G37050] Symbolsinjilar to leucine-rich repeat family protein bgein kinase family protein [Arabid  1.672
BQ704168 1.332 no similarity

EV037401 1.331 weakly similar to ( 182)AT2G43235iBypls: | sugar porter | chr2:17975987-17977899 IRESE [21441] 1 615 629

ES922541 1.330 moderately similar to ( 208)AT5G16560] Symbols:NA KAN | KAN (KANADI); transcription factor | chr5407368-5411095 REVE
JCVI_31308 1.329  weakly similar to ( 124)AT1G29530| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRAAT2G34310.1); similar to un
EV142036 1.327 no similarity

JCVI_13418 1.326  highly similar to ( 818)AT5G48150| Symbols: PATRAT1 (PHYTOCHROME A SIGNAL TRANSDUCTION 1); transption factor |
RC_AM385827 1.325 no similarity

JCVI_28516 1.325 no original description

EE417681 1.325 no similarity

JCVI_413 1.325 moderately similar to ( 287)AT3G56400| Symbols:WRKY70, WRKY70 | WRKY70 (WRKY DNA-binding protein(); transcriptior
JCVI_10298 1.325 moderately similar to ( 246)AT1G76110| Symbol&igh mobility group (HMG1/2) family protein / ARUBRIGHT DNA-binding dom:
JCVI_33247 1.325 moderately similar to ( 201)AT1G10657| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G55240.1); similar tc
JCVI_19821 1.325 weakly similar to ( 158)AT1G67030| Symbols: ZFEE-P6 (ZINC FINGER PROTEIN 6); nucleic acid bindihyzanscription factor/ z
JCVI_16741 1.324 moderately similar to ( 218)AT5G57350| Symbols: 48 AHA3 (Arabidopsis H(+)-ATPase 3); ATPase |%R8248434-23253607
JCVI_14157 1.324 moderately similar to ( 325)AT2G01180| SymbolsfRALPP1, ATLPP1, ATPAP1 | ATPAP1 (PHOSPHATIDIC AOPHOSPHATAS
JCVI_14659 1.323  moderately similar to ( 296)AT1G56650| SymbolsFRAATMYB75, MYB75, SIAAL | PAP1 (PRODUCTION OF ANOCYANIN PI
JCVI_2836 1.322  highly similar to ( 688)AT5G19220| Symbols: APIADG?2 | ADG2 (ADPG PYROPHOSPHORYLASE 2); glucosetiopphate adeny  1.467
JCVI_30612 1.322  highly similar to ( 858)AT3G14630| Symbols: CYP2ACYP72A9 (cytochrome P450, family 72, subfandilypolypeptide 9); oxyge!
AMO059821 1.322 no similarity

EV206429 1.321 no similarity

JCVI_3083 1.320 moderately similar to ( 253)AT1G16320| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G79510.2); similar tc
JCVI_39559 1.320 no original description 1.709
JCVI_15994 1.319 highly similar to ( 624)AT2G41670| Symbols: | Gbiding family protein | chr2:17381196-17383255FRMWARD no original descrip
JCVI_16626 1.318  weakly similar to ( 124)AT1G28540| Symbols: |imto Os06g0524500 [Oryza sativa (japonica caltigroup)] (GB:NP_00105775¢
EV148049 1.318 no similarity

JCVI_35838 1.318 no original description

AMO059112 1.317 no similarity

JCVI_36796 1.317  highly similar to ( 898)AT1G31480| Symbols: SGRZIR2 (SHOOT GRAVITROPISM 2) | chr1:11266206-1128 5ORWARD no
JCVI_31825 1.317 moderately similar to ( 381)AT4G26220| Symbolsaffeoyl-CoA 3-O-methyltransferase, putative 4ch8284188-13285155 FORW,
JCVI_5679 1.316 moderately similar to ( 498)AT1G48460| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G63040.2); similar tc
CN726984 1.316 no similarity

EE417743 1.316 weakly similar to ( 105)AT5G1365018yls: | elongation factor family protein | chi382824-4402367 FORWARD [20146]
JCVI_13970 1.315 highly similar to ( 678)AT1G07870| Symbols: |ia kinase family protein | chr1:2429930-2431840/ERSEmoderately similar to
EV209377 1.314 no similarity

JCVI_28061 1.311  weakly similar to ( 199)AT1G11020| Symbols: |czfinger (C3HC4-type RING finger) family proteichrl:3676968-3678350 FORW
ES986386 1.311 moderately similar to ( 201)AT1G04920| Symbols:SFIS3F | ATSPS3F (sucrose phosphate synthase 8F)sstphosphate synthas:
JCVI_7936 1.311  weakly similar to ( 194)AT1G29690| Symbols: CADZAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1) | cht:10379296-1
EX066713 1.310  weakly similar to ( 191)AT4G34680| Symbols: | GRfFanscription factor 3, putative (GATA-3) | cht$553705-16554615 FORWA
DY001903 1.310 no similarity

CD834806 1.309  weakly similar to ( 162)AT5G52990| Symbols: |ieksassociated membrane protein-related | chr®P4$4-21502232 FORWARD [
EV139626 1.307 no similarity

EV201808 1.307 moderately similar to ( 267)AT5G24120| Symbols35| SIGE | SIGE (RNA polymerase sigma subunit ByADbinding / DNA-directe:
EV015083 1.306 no similarity

CN735512 1.305 weakly similar to ( 167)AT1G69380| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT5G13610.1); similar to un
JCVI_14434 1.305  weakly similar to (200)AT5G58760| Symbols: DDBRDB2 (DAMAGED DNA-BINDING 2); nucleotide binding¢hr5:23747967-23
JCVI_2173 1.305 moderately similar to ( 406)AT5G08610| Symbol®EAD box RNA helicase (RH26) | chr5:2790342-27RI6®RWARD no original
JCVI_36713 1.304  highly similar to ( 819)AT3G47090| Symbols: |dae-rich repeat transmembrane protein kinase tigathchr3:17352497-17355630
EX130945 1.303  weakly similar to ( 153)AT5G24430| Symbols: |caain-dependent protein kinase, putative / CDPKatne | chr5:8339393-8342916
EV185303 1.301 moderately similar to ( 246)AT5G43870| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G14740.1); similar t¢  1.118
CD827448 1.299 no similarity

JCVI_29041 1.296 moderately similar to ( 315)AT2G44280| Symbolsinjilar to lactose permease-related [Arabidogsasiana] (TAIR:AT3G60070.1); s
CX192117 1.294 no similarity

JCVI_3911 1.293  moderately similar to (464)AT4G25700| Symbols; BHY1, BETA-OHASE 1 | BETA-OHASE 1 (BETA-HYDROXYLA&E 1) | chr4:
JCVI_10808 1.293 moderately similar to ( 255)AT4G18820| Symbol&TP binding / DNA binding / DNA-directed DNA polyenase/ nucleoside-triphos  1.708
EV193644 1.293  weakly similar to ( 119)AT5G49730| Symbols: ATFR®®RO6 | ATFRO6/FRO6 (FERRIC REDUCTION OXIDASE @rric-chelate
EV131436 1.293 no similarity

JCVI_12423 1.292 no original description

JCVI_4242 1.291 moderately similar to ( 302)AT4AG18/58ymbols: | nodulin-related | chr4:8873392-8845#ORWARD no original description
RC_EE562412 1.291 no similarity

JCVI_37200 1.291 highly similar to ( 616)AT3G14090| Symbols: ATEXAD3 | ATEXO70D3 (exocyst subunit EXO70 family piat®3); protein binding
JCVI_17677 1.290 moderately similar to ( 392)AT4G22780| Symbols:R] ACR7 (ACT Domain Repeat 7) | chr4:1196870770887 REVERSE no o
JCVI_20615 1.290 moderately similar to ( 349)AT1G79510] Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G16320.1); similar tc
ES913705 1.290 weakly similar to ( 160)AT4G36150| Symbols: |edise resistance protein (TIR-NBS-LRR class), predtchr4:17104779-17108714
JCVI_16075 1.290 moderately similar to ( 283)AT2G46340| SymbolsA$P SPAL (SUPPRESSOR OF PHYA-105 1); signal transd| chr2:19029645-
JCVI_4280 1.290 no original description 1.611
JCVI_40806 1.290 no original description

EV102134 1.288 moderately similar to ( 201)AT1G55340| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G03880.1); similar tc
JCVI_10872 1.288  weakly similar to ( 160)AT3G03920| Symbols: | GRNA-binding region family protein | chr3:100913010386 REVERSE no origi
RC_EX031510 1.288 no similarity 1.704
JCVI_38045 1.288 no original description

JCVI_2171 1.288 moderately similar to ( 210)AT5G08130| Symbolsvigl| BIM1 (BES1-interacting Myc-like protein 1) hi5:2606656-2609572 REVE
EV036583 1.285 weakly similar to ( 140)AT3G27210| Symbols: |ritieal to Uncharacterized protein At3g27210 (Y-8)dbidopsis Thaliana] (GB:Q9I
JCVI_18026 1.284  weakly similar to ( 168)AT4G32190| Symbols: |tremeric protein-related | chr4:15545058-155476@RFVARD no original descrig
JCVI_14865 1.283 moderately similar to ( 334)AT4G33770| Symbol#okitol 1,3,4-trisphosphate 5/6-kinase familytpio | chr4:16193591-16195240
ES949525 1.283  weakly similar to ( 183)AT3G06510| Symbols: SFREFR2 (SENSITIVE TO FREEZING 2) | chr3:2016456-2689 FORWARD [212
JCVI_4413 1.283  weakly similar to ( 140)AT2G38230| Symbols: ATPDX] ATPDX1.1 (PYRIDOXINE BIOSYNTHESIS 1.1); proteheterodimerizat




JCVI_33105 1.282 moderately similar to ( 490)AT1G69800] Symbol€B|S domain-containing protein | chr1:26278079-288B REVERSE no original
JCVI_27708 1.281 moderately similar to ( 467)AT1G55850] SymbolsLES, ATCSLEL | ATCSLEL1 (Cellulose synthase-like fdgllulose synthase/ tra
C0O750216 1.281 no similarity

JCVI_8488 1.281 moderately similar to ( 394)AT3G14690| Symbols:R72A15 | CYP72A15 (cytochrome P450, family 72, antify A, polypeptide 15,
EV202868 1.281 moderately similar to ( 273)AT2G33860| Symbols:F8RETT | ETT (ETTIN); transcription factor | cht2332520-14335689 REVEF
EH430438 1.280 weakly similar to ( 102)AT4G20020| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (TAAT5G44780.1); similar to O
JCVI_5562 1.280  weakly similar to ( 139)AT1G29530| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT2G34310.1); similar to un
JCVI_15958 1.280 moderately similar to ( 313)AT3G01440| Symbolexygen evolving enhancer 3 (PshQ) family proteihrB:168485-169414 FORW/
JCVI_13933 1.280 moderately similar to ( 437)AT3G01060| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CAO15045.1); similar to u
EX099556 1.279 moderately similar to ( 349)AT3G2343¢mbols: | alcohol oxidase-related | chr3:83828836031 FORWARD [21825]

JCVI_10804 1.279 no original description

DN961453 1.279 weakly similar to ( 130)AT1G11650iBpls: ATRBP45B | ATRBP45B; RNA binding | chr1:389%5-3917301 FORWARD [17359]
JCVI_22005 1.278  weakly similar to ( 148)AT4G30993| Symbols: |i&mto hypothetical protein [Vitis vinifera] (GBAN67945.1); contains domain M:
ES948897 1.278 very weakly similar to (97.8)AT5G683Bymbols: | unknown protein | chr5:26112492-264% REVERSE [21393]

JCVI_15672 1.278 weakly similar to ( 166)AT3G49601| Symbols: | mto unknown protein [Arabidopsis thaliana] (FRAAT4G37820.1); similar toun  1.258
JCVI_42559 1.278 no original description

EE539675 1.277  weakly similar to ( 179)AT3G53470| Symbols: |isamto unnamed protein product [Vitis vinifera] BBCA018045.1) | chr3:1983379
JCVI_20801 1.277 no original description 1.436
EV132438 1.277 no similarity 1.882
JCVI_11869 1.276  moderately similar to ( 284)AT5G65400] Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G24380.1); similar tc ~ 1.131
JCVI_15073 1.275 moderately similar to ( 258)AT3G62910| SymbolsG¥ APG3 (ALBINO AND PALE GREEN); translation relse factor | chr3:232
JCVI_21970 1.275 weakly similar to ( 196)AT1G49890| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FAAT3G19570.1); similar to un
JCVI_14017 1.275 very weakly similar to (85.1)AT3G09300| Symbo|xysterol-binding family protein | chr3:28580786P468 FORWARD no origina
JCVI_15218 1.274 moderately similar to ( 332)AT3G10420| Symbolspgrulation protein-related | chr3:3239312-324160RWARD no original descri
EX057896 1.274  moderately similar to ( 225)AT3G15354| SymbolsASP SPA3 (SPA1-RELATED 3); signal transducer [3c6169334-5172487 REV
DY012811 1.272 no similarity

JCVI_35571 1.271  weakly similar to ( 164)AT1G23550| Symbols: SRGERO2 (SIMILAR TO RCD ONE 2); NAD+ ADP-ribosyltrafesase | chr1:8350¢
JCVI_20661 1.271  moderately similar to ( 283)AT3G48500| SymbolsH302, PTAC10 | PDE312/PTAC10 (PIGMENT DEFECTIVE BIRNA binding |
EE455964 1.269 very weakly similar to (89.4)AT5G4808ymbols: | unknown protein | chr5:17722436-2720 REVERSE [20178]

EV068746 1.268 moderately similar to ( 235)AT2G20580| SymbolsN2R, AtRPN1a | AtRPN1a/RPN1A (26S proteasome regnfasubunit S2 1A); k
JCVI_37764 1.267 moderately similar to ( 257)AT1G06070| Symbol&Z|P transcription factor, putative (bZIP69) | £1835200-1837115 REVERSEwW
EX051415 1.267 weakly similar to (171)AT4G15885iBypls: | kinesin motor protein-related | chr4:9086-9016993 REVERSE [21812]

JCVI_27458 1.265 moderately similar to ( 396)AT5G08620| SymbolsRSP | STRS2 (STRESS RESPONSE SUPPRESSOR 2); ATéhdent helicase
EH428672 1.265 no similarity

ES994891 1.265 no similarity

JCVI_36678 1.264 no original description

EX090991 1.264  weakly similar to ( 109)AT1G48175| Symbols: EMB2]¥EMB2191 (EMBRYO DEFECTIVE 2191); catalytic/ hptase/ zinc ion bin
EX056312 1.263  weakly similar to ( 196)AT4G32770| Symbols: ATSDXATEL | VTEL (VITAMIN E DEFICIENT 1) | chr4:158048-15807795 FOR'
JCVI_7029 1.262  moderately similar to ( 310)AT5G53490| Symbolshylakoid lumenal 17.4 kDa protein, chloroplashi{5:21740714-21741847 REVE  1.452
EE473850 1.262 weakly similar to ( 168)AT4G38060| Symbols: |i&#mto unknown protein [Arabidopsis thaliana] (FAAT5G65480.1); similar to un
EV089440 1.262  moderately similar to ( 206)AT5G61820| Symbolsinjilar to MtN19-like protein [Pisum sativum] (GBAU14999.2); contains InterP
JCVI_38007 1.262 moderately similar to ( 279)AT4G31115| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G04440.1); similar tc
DN962534 1.262 no similarity 1.546
BG543306 1.261  weakly similar to ( 147)AT2G33430| Symbols: |gtid developmental protein DAG, putative | chr289808-14171805 FORWARD
JCVI_18962 1.259 weakly similar to ( 167)AT1G22160| Symbols: |emrence-associated protein-related | chrl:7823223763 FORWARD no origina
JCVI_28653 1.258 moderately similar to ( 393)AT2G8ABSymbols: | binding | chr2:309143-313498 REVERS original description

CX195839 1.257 moderately similar to ( 438)AT1G74240| Symbolsnitpchondrial substrate carrier family proteim{27921098-27923648 FORW/
ES944459 1.257 moderately similar to ( 236)AT2G01480| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G14970.1); similar tc ~ 1.506
DY001451 1.257  weakly similar to ( 129)AT4G24480| Symbols: |isetthreonine protein kinase, putative | chr4:12@8012654765 FORWARD [189¢  1.467
JCVI_9625 1.256  moderately similar to ( 326)AT2G22680| Symbolginf finger (C3HC4-type RING finger) family protej chr2:9652513-9654564 F(
JCVI_26594 1.256  very weakly similar to (97.4)AT5G27320| SymbolSE@ID1C, GID1C | ATGID1C/GID1C (GA INSENSITIVE DWAREC); hydrolase
JCVI_37296 1.256  moderately similar to ( 224)AT1G24400| Symbols:TA&, LHT2 | LHT2 (LYSINE HISTIDINE TRANSPORTER 2pmino acid trans ~ 1.777
EE453092 1.256  weakly similar to ( 103)AT5G02840| Symbols: LCLIGL1 (LHY/CCA1-LIKE 1); DNA binding / transcriptio factor | chr5:648792-€
JCVI_19277 1.255 moderately similar to ( 265)AT1G67480| Symbol&elth repeat-containing F-box family protein |XB6280957-25282192 FORWA
EV091175 1.255 no similarity

JCVI_35468 1.255 no original description

JCVI_28692 1.254  weakly similar to ( 181)AT5G51720| Symbols: |imto Os07g0467200 [Oryza sativa (japonica caltigroup)] (GB:NP_00105959(
JCVI_38581 1.254  very weakly similar to (95.5)AT5G07530| SymbolSE@RP17, ATGRP-7, GRP17 | GRP17 (Glycine rich profét) | chr5:2382630-2  0.523
JCVI_7806 1.254  highly similar to ( 685)AT1G63180| Symbols: UGH3GE3 (UDP-D-GLUCOSE/UDP-D-GALACTOSE 4-EPIMERASE; 8)DP-glucc  2.025
JCVI_19728 1.254 moderately similar to ( 281)AT1G29690| Symbols:00A CAD1 (CONSTITUTIVELY ACTIVATED CELL DEATH 1) chr1:103792
JCVI_17250 1.253  moderately similar to ( 291)AT1G12370| Symbols:R/ PHR1 | PHR1 (PHOTOLYASE 1) | chr1:4206498-42GBBEVERSE no or
EV194149 1.253  moderately similar to ( 214)AT5G62430| Symbols:F10 CDF1 (CYCLING DOF FACTOR 1); DNA binding / gein binding / transc
EV181448 1.252 moderately similar to ( 206)AT1G75020] SymbolsAlR | LPAT4; acyltransferase | chr1:28175440-28 1B7BORWARD [21487] 1 -
JCVI_10494 1.252 moderately similar to ( 423)AT5G52450| Symbol$1ATE efflux protein-related | chr5:21306268-2138BREVERSE no original de
RC_ES958250 1.251 no similarity

EV105960 1.250 no similarity

AMO059731 1.250 moderately similar to ( 253)AT3G21760| Symbol&lDP-glucoronosyl/UDP-glucosyl transferase famitptpin | chr3:7667106-7668¢
JCVI_5602 1.249  weakly similar to ( 170)AT2G04700] Symbols: féetoxin thioredoxin reductase catalytic beta clfiainily protein | chr2:1646958-16
JCVI_38340 1.249  very weakly similar to (92.8)AT5G48990| Symbo|kelch repeat-containing F-box family protein (5h9879566-19880684 FORW/
JCVI_9135 1.248  weakly similar to ( 142)AT2G35060| Symbols: KURIKUP11 (K+ uptake permease 11); potassium iorstrembrane transporter | «
CX192609 1.247 weakly similar to ( 156)AT1G78140iBypls: | methyltransferase-related | chr1:2940688M8771 REVERSE [16807] 1.30
JCVI_19933 1.247  weakly similar to ( 165)AT3G52070] Symbols: |i&mto unnamed protein product [Vitis vinifera] B8CA040812.1) | chr3:1932373
JCVI_17663 1.246  moderately similar to ( 204)AT2G34300| Symbolstelhydration-responsive protein-related | chr2:0998-14483890 REVERSE no
JCVI_10431 1.246  highly similar to ( 808)AT5G54960| Symbols: PDA20C2 (PYRUVATE DECARBOXYLASE-2); pyruvate decarlybase | chr5:223:
EX022379 1.246 no similarity 1.400
JCVI_27830 1.245 no original description

JCVI_31713 1.244 moderately similar to ( 337)AT4G03070| Symbols: A@AOP1.1, AOP1 | AOP1 (2-oxoglutarate?dependentydenase 1.1); oxidore:  1.824
EV191225 1.244  weakly similar to ( 144)AT1G20640| Symbols: | R\WWR domain-containing protein | chr1:7155191-7157§DRWARD [21489] 22
JCVI_28169 1.244  weakly similar to ( 179)AT5G26594| Symbols: ARR24RR24 (ARABIDOPSIS RESPONSE REGULATOR 24); twavgmonent resp
JCVI_23609 1.243  moderately similar to ( 253)AT5G60540| Symbols: EM07, ATPDX2, PDX2 | ATPDX2/EMB2407/PDX2 (PYRIDOXE BIOSYNT
JCVI_38952 1.243  moderately similar to ( 481)AT5G18820| Symbols: E30807 | EMB3007 (EMBRYO DEFECTIVE 3007); ATP bindinprotein bindin
JCVI_35538 1.242 moderately similar to ( 352)AT5G60210| Symbolsytpplasmic linker protein-related | chr5:2426028%262858 REVERSE no origir
JCVI_10958 1.241 moderately similar to ( 286)AT2G37450| Symbolsiodlulin MtN21 family protein | chr2:15729907-15830 REVERSE no original ¢




JCVI_7352 1.240 moderately similar to ( 258)AT4G03150| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA022424.1) | chr4:1393
JCVI_20992 1.236  weakly similar to ( 196)AT2G24280| Symbols: |[isercarboxypeptidase S28 family protein | chr2: IF®2-10344007 FORWARD nt
EV193577 1.236  weakly similar to ( 190)AT1G42550| Symbols: PMBNII1 (PLASTID MOVEMENT IMPAIREDL1) | chr1:159799765982174 FORW
ES950166 1.234 no similarity

JCVI_38789 1.234  highly similar to ( 540)AT5G10170| Symbols: |sitol-3-phosphate synthase, putative / myo-inositphosphate synthase, putative
JCVI_13684 1.234  weakly similar to ( 139)AT5G35970| Symbols: | Dié#kding protein, putative | chr5:14136290-141408#/ERSE no original desc
CO750032 1.233  weakly similar to ( 187)AT1G74240| Symbols: |eohondrial substrate carrier family protein | cB7221098-27923648 FORWARD
JCVI_15644 1.232  highly similar to ( 660)AT1G44446| Symbols: ATCACAO, CH1 | CH1 (CHLOROPHYLL B BIOSYNTHESIS); chiuphyllide a oxy  1.579
JCVI_33968 1.231 moderately similar to ( 441)AT5G53080| Symbolgingsin light chain-related | chr5:21537850-21B®WBORWARD no original dest
JCVI_22038 1.231 moderately similar to ( 421)AT5G51130| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CAO65480.1); contains In
EV015405 1.230 no similarity

JCVI_699 1.228 moderately similar to ( 372)AT1G72150| SymbolsTRA | PATL1 (PATELLIN 1); transporter | chr1:27152227154314 FORWARL
JCVI_7811 1.225 moderately similar to ( 349)AT4G32770| Symbols:SBIX1, VTEL | VTEL (VITAMIN E DEFICIENT 1) | chr4:1894986-15807795 F  1.313
AM385827 1.224 no similarity

JCVI_38390 1.224  moderately similar to ( 380)AT1G22850| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G03260.1); similar tc
JCVI_41430 1.224  weakly similar to ( 186)AT1G32870] Symbols: ANAGOIANACO013 (Arabidopsis NAC domain containing @iat13) | chr1:119117:
JCVI_19366 1.222 moderately similar to ( 307)AT5G57960| SymbolSTP-binding family protein | chr5:23480359-23483 REVERSE no original des  1.229
JCVI_18163 1.222 moderately similar to ( 350)AT5G57840| Symbolstafpsferase family protein | chr5:23450171-23452R&VERSEweakly similar to
JCVI_3516 1.221  moderately similar to ( 234)AT2G36835| Symbolsinjilar to hypothetical protein [Vitis viniferai3B:CAN81061.1) | chr2:1545691¢
ES978120 1.221 no similarity

EV110266 1.220 no similarity

JCVI_42226 1.220 moderately similar to ( 216)AT5G20J0Symbols: | kinase | chr5:3486440-3488984 REMERo original description

JCVI_19175 1.220 moderately similar to ( 214)AT5G18140] Symbol®NAJ heat shock N-terminal domain-containing pirofechr5:5998237-5999701
JCVI_8920 1.219 moderately similar to ( 304)AT1G06650| Symbol&-dxoglutarate-dependent dioxygenase, putatitiel;2035908-2037185 FORWA
JCVI_41388 1.218  highly similar to ( 565)AT1G32170| Symbols: XTH30TR4 | XTR4 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 4);ydrolase,
CN731025 1.218 moderately similar to ( 364)AT5G12900| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G12330.1); similar tc
EX093931 1.217 no similarity 1.298
JCVI_31014 1.217  very weakly similar to (89.4)AT1G62120| Symbolsnitochondrial transcription termination factotated / mTERF-related | chr1:22!
JCVI_27739 1.217 moderately similar to ( 202)AT5G62570| Symbolsalmodulin-binding protein | chr5:25132214-2513 FDRWARD no original de:
JCVI_34031 1.216  highly similar to ( 853)AT1G59990| Symbols: | DEADEAH box helicase, putative (RH22) | chr1:22094@2096550 REVERSE nc
DY018222 1.215 moderately similar to ( 344)AT1G49580| Symbolsaltium-dependent protein kinase, putative / CDpUative | chr1:18355279-18%
JCVI_20522 1.215 no original description

EE569140 1.215 no similarity

EV180925 1.214 moderately similar to ( 263)AT4G21880| Symbolgeitatricopeptide (PPR) repeat-containing prdtehr4:11605168-11611220 FOI
JCVI_37411 1.214 moderately similar to (421)AT4G10120| Symbols:SPB4F | ATSPS4F | chr4:6315029-6319781 FORWARDatelgrsimilar to (2«
JCVI_9072 1.213  very weakly similar to (98.6)AT2G35120| Symbo|glycine cleavage system H protein, mitochondpatative | chr2:14812992-148:
EX041844 1.213 no similarity

JCVI_33154 1.212  highly similar to ( 574)AT4G01100| Symbols: | ashondrial substrate carrier family protein | ch7#411-479590 FORWARDweak!
EV110599 1.212 weakly similar to ( 118)AT4G21910Bypls: | MATE efflux family protein | chr4:11625831630976 REVERSE [21478] 1 367 755
ES951500 1.211 no similarity

JCVI_12973 1.211  moderately similar to ( 298)AT5G10150| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G59790.1); similar tc
JCVI_37218 1.210 moderately similar to ( 360)AT5G62460| Symbolgin finger (C3HC4-type RING finger) family protej chr5:25092771-25094298
JCVI_12162 1.208 no original description

ES999914 1.208 no similarity

JCVI_7195 1.206 moderately similar to ( 405)AT1G10600| Symbolsinjilar to mov34 family protein [Arabidopsis thetia] (TAIR:AT1G48790.1); sim
EV195567 1.205 moderately similar to ( 259)AT5G5978¢mbols: | protein kinase, putative | chr5:2438924072328 REVERSE [21490] 38 769 769
JCVI_41782 1.205 moderately similar to ( 429)AT3G22550| Symbolserescence-associated protein-related | chr3:3292992812 REVERSE no orig
JCVI_6142 1.202 moderately similar to ( 439)AT3G61320| Symbolédentical to UPF0187 protein At3g61320, chloroplacursor [Arabidopsis Thali
JCVI_27298 1.202  highly similar to ( 506)AT1G22180| Symbols: | SECytosolic factor family protein / phosphoglyakitransfer family protein | chrl
JCVI_40618 1.202  moderately similar to ( 468)AT1G64280| SymbolsiBEAIM1, NPR1 | NPR1 (NONEXPRESSER OF PR GENESi)tein binding |
JCVI_11359 1.201 moderately similar to ( 226)AT5G61820| Symbolsinjilar to MtN19-like protein [Pisum sativum] (G8AU14999.2); contains InterP
ES900614 1.201  weakly similar to ( 186)AT1G60610| Symbols: |tein binding / zinc ion binding | chr1:22331664-32851 REVERSE [21428] 1 48
JCVI_20247 1.201 no original description

JCVI_22076 1.200 weakly similar to ( 198)AT5G55710] Symbols: |i&mto tic20 protein-related [Arabidopsis thali@if@AIR:AT2G47840.1); similar to
ES960310 1.200 no similarity

EE558554 1.199 moderately similar to (207)AT5G08620| SymbolsRSP | STRS2 (STRESS RESPONSE SUPPRESSOR 2); ATéhdient helicase
JCVI_31759 1.199 weakly similar to ( 110)AT5G17270| Symbols: tag&icopeptide repeat (TPR)-containing proteinrbc$679997-5685599 FORWARIL
EV132032 1.198 no similarity 1.685
JCVI_21570 1.196 moderately similar to (201)AT1G13080| Symbols:R7LB2 | CYP71B2 (CYTOCHROME P450 71B2); oxygen bigd chr1:445949  1.760
JCVI_24422 1.194 moderately similar to ( 320)AT3G09650| Symbols:NeRR HCF152 | HCF152 (HIGH CHLOROPHYLL FLUORESCENGQE?) | chr3:
EV148999 1.194 no similarity

EX045717 1.193  weakly similar to ( 115)AT5G49730| Symbols: ATFR®®RO6 | ATFRO6/FRO6 (FERRIC REDUCTION OXIDASE @rric-chelate
AM062443 1.193  moderately similar to ( 383)AT4G05090| Symbol#okitol monophosphatase family protein | chr42B{2-2611625 FORWARDwe:
JCVI_9203 1.193  weakly similar to (137)AT4G16160| Symbols: ATOBPA, ATOEP16-S | ATOEP16-2/ATOEP16-S; P-P-bond-blydis-driven prote
JCVI_6153 1.191  highly similar to ( 677)AT3G10530| Symbols: |rtsducin family protein / WD-40 repeat family prot¢ichr3:3286282-3288675 FOF
JCVI_10350 1.190 moderately similar to ( 288)AT3G09050| Symbolsinjilar to unknown [Populus trichocarpa x Populeioides] (GB:ABK96465.1) |
JCVI_32540 1.189 moderately similar to ( 377)AT5G13650] Symbolglohgation factor family protein | chr5:43978242367 FORWARD no original ¢
JCVI_14409 1.189 highly similar to ( 574)AT5G52820| Symbols: | WID-repeat family protein / notchless protein, puéaf chr5:21418649-21421429 F
EV150324 1.188 no similarity

JCVI_29495 1.187 moderately similar to ( 360)AT1G18660| Symbolging finger (C3HC4-type RING finger) family protej chr1:6421425-6425557 F(
JCVI_9648 1.186  weakly similar to ( 167)AT3G05900| Symbols: | reilament protein-related | chr3:1761414-17638&VERSE no original descripti
EV090658 1.186  weakly similar to ( 107)AT3G14200| Symbols: | DlNKeat shock N-terminal domain-containing proteirB:4712888-4714368 RE\
JCVI_27451 1.185  highly similar to ( 910)AT2G47390| Symbols: |isertype endopeptidase/ serine-type peptidase?|19449348-19453323 REVERS
JCVI_18645 1.184 no original description

JCVI_1073 1.182 moderately similar to ( 226)AT1G15890| Symbolstispase resistance protein (CC-NBS-LRR cl et| chr1:5461400-546395¢
EV111535 1.181  weakly similar to ( 109)AT5G01410| Symbols: ATPDZ1RSR4, PDX1.3, PDX1 | PDX1 (PYRIDOXINE BIOSYNTSE 1.3); prote
ES909677 1.181 moderately similar to ( 497)AT5G18650] SymbolginE finger (C3HC4-type RING finger) family protej chr5:6218262-6220376 F(
EX123017 1.179 no similarity

JCVI_3995 1.177  moderately similar to ( 256)AT2G33860| Symbols:RETT | ETT (ETTIN); transcription factor | cht2332520-14335689 REVEF
EV155653 1.176 moderately similar to ( 238)AT1G58290| Symbols:NHEL | HEMA1; glutamyl-tRNA reductase | chr1:21623621629716 REVERSE
CB617597 1.175 no similarity

JCVI_17545 1.175 weakly similar to ( 119)AT2G32710| Symbols: ACHEK7, KRP4 | KRP4 (KIP-RELATED PROTEIN 4) | chr2880573-13882427 |
EE549419 1.174 no similarity




EX086887 1.173  weakly similar to ( 128)AT5G63820| Symbols: |igamto unknown protein [Arabidopsis thaliana] (TAAT4G28920.1); contains Inte  1.976
EE551212 1.173 no similarity

JCVI_30131 1.173  very weakly similar to (88.2)AT1G66330| Symbo|ssenescence-associated family protein | chrl:ZW824735807 REVERSE no ¢
JCVI_13106 1.172  highly similar to ( 529)AT5G24150| Symbols: SQREQP1 (Squalene monooxygenase 1) | chr5:81726 7388REVERSEhighly sir
JCVI_32002 1.171 moderately similar to ( 388)AT4G05090| Symbol@okitol monophosphatase family protein | chr4282-2611625 FORWARDven
EX020842 1.171 no similarity

JCVI_18535 1.171  highly similar to ( 552)AT2G45160| Symbols: |mgaow transcription factor family protein | chr26R5185-18627107 REVERSEwe
CO750309 1.170 no similarity

JCVI_7739 1.168 no original description

EV102078 1.168  very weakly similar to (94.7)AT2G21240| Symbol£®4, BBR/BPC4, ATBPC4 | ATBPC4/BBR/BPC4/BPC4 (BARIENTACYSTE
EV118501 1.168 moderately similar to ( 320)AT4G29900| Symbols:AJA10, ACA10 | ACA10 (autoinhibited Ca2+ -ATPase);1€alcium-transporting
ES964175 1.167 weakly similar to ( 129)AT1G02560| Symbols: NCLPRCLPP5, CLPP5 | CLPP5 (NUCLEAR ENCODED CLP PROBEAL); endc
JCVI_5696 1.166  very weakly similar to (95.1)AT1G64140| Symbo|ssimilar to loricrin-related [Arabidopsis thaligf@AIR:AT5G64550.1); similar to
AM386177 1.165 no similarity

JCVI_24080 1.165 highly similar to ( 567)AT5G49990| Symbols: | #gine/uracil permease family protein | chr5:20355@9358413 REVERSE no orig
CO750316 1.164 no similarity

JCVI_41681 1.164 no original description

RC_EV029606 1.163 no similarity

EX054690 1.161 moderately similar to ( 201)AT3G02030| Symbol$ydrolase, alpha/beta fold family protein | ch#%831-347820 FORWARD [218]
JCVI_12613 1.160 moderately similar to ( 334)AT4G26850| Symbols:G2T| VTC2 (VITAMIN C DEFECTIVE 2) | chr4:13499268301151 REVERSE
EE191543 1.159 no similarity

JCVI_17664 1.158 highly similar to ( 798)AT2G01320| Symbols: | AB@nsporter family protein | chr2:154668-15806 MERSEweakly similar to ( 18
JCVI_41152 1.158  weakly similar to ( 106)AT1G19700| Symbols: BELB)L,H10A | BEL10/BLH10A (BEL1-LIKE HOMEODOMAIN 10),DNA binding /
JCVI_6882 1.158  weakly similar to ( 110)AT1G60950| Symbols: ATFIED A | FED A (FERREDOXIN 2); 2 iron, 2 sulfur eher binding / electron ¢
JCVI_17691 1.157 no original description

RC_ES985508 1.155 no similarity

JCVI_21672 1.154  weakly similar to ( 123)AT3G17980| Symbols: | @fnain-containing protein | chr3:6152423-615312RAG\RD no original descrif
JCVI_31309 1.153  highly similar to ( 823)AT4G14210| Symbols: PDE®E226, PDS3 | PDS3 (PHYTOENE DESATURASE) | chr4(B1X1-8194764 RE
JCVI_34514 1.153  highly similar to ( 641)AT2G04030| Symbols: EMBB¥R88 | CR88 (EMBRYO DEFECTIVE 1956); ATP bindihgchr2:1281980-1
JCVI_41912 1.152 moderately similar to ( 284)AT3GB39Symbols: ECT1 | ECT1 | chr3:1021509-1023774 WBRD no original description
JCVI_26776 1.152 moderately similar to ( 322)AT4G31800] Symbols: K8 | WRKY18 (WRKY DNA-binding protein 18); transption factor | chr4:1
JCVI_33756 1.152 moderately similar to ( 354)AT4G18130| Symbols:M#H PHYE (PHYTOCHROME DEFECTIVE E); G-protein cdag photoreceptt
JCVI_22223 1.151 moderately similar to ( 337)AT5G58870] SymbolsSFP | FTSH9 (FtsH protease 9); ATP-dependent pegeidATPase/ metallopepi
JCVI_1077 1.151 moderately similar to ( 343)AT4G09040| Symbol&RNA recognition motif (RRM)-containing proteinhrd:5795072-5797190 REVE
EV096192 1.151 weakly similar to (103)AT5G67385hfByls: | signal transducer | chr5:26901980-2699430RWARD [21476]

JCVI_22000 1.150 moderately similar to ( 270)AT1G24490| Symbols:BXL| ALB4 (ALBINA 4) | chr1:8682352-8684954 FORWARE&Y weakly similar
JCVI_28412 1.150 moderately similar to ( 427)AT5G49730| Symbols:FRIO6, FRO6 | ATFRO6/FRO6 (FERRIC REDUCTION OXIDASE ferric-chel
JCVI_3692 1.149  moderately similar to ( 352)AT5G11150| Symbols:MR713, ATVAMP713 | ATVAMP713 (Arabidopsis thalianesicle-associated 1
JCVI_35010 1.148  highly similar to ( 680)AT5G63420| Symbols: EMBB/UEMB2746 (EMBRYO DEFECTIVE 2746); catalytic |[f6t25417741-25423|
CO749749 1.148 no similarity

ES968003 1.147 weakly similar to ( 121)AT2G20585| Symbols: NFO¥AD6 (NUCLEAR FUSION DEFECTIVE 6) | chr2:887230878178 FORWAF
EE436595 1.147 moderately similar to ( 261)AT2G39940| Symbols:ICPCOI1 (CORONATINE INSENSITIVE 1); ubiquitin-ptein ligase | chr2:166°
JCVI_5140 1.146  moderately similar to ( 426)AT5G61820| Symbolsinjilar to MtN19-like protein [Pisum sativum] (GBAU14999.2); contains InterP
EE566306 1.145 moderately similar to ( 250)AT1G56230| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G22660.2); similar tc
JCVI_7373 1.144 moderately similar to ( 264)AT3G11930| Symbolsmilersal stress protein (USP) family proteinrBci776377-3777399 FORWARL
JCVI_11755 1.144 no original description

JCVI_5203 1.144 moderately similar to ( 308)AT1G64230| Symbols:@#B | UBC28; ubiquitin-protein ligase | chrl1:23833423838883 FORWARDw¢
JCVI_22412 1.144  highly similar to ( 636)AT5G66770| Symbols: |mzaow transcription factor family protein | chr6677949-26679703 FORWARDw
EV215008 1.143 no similarity

JCVI_18292 1.143 moderately similar to ( 311)AT5G45370| Symbolsiodulin-related / integral membrane family proteahr5:18405638-18407509 FC
JCVI_21110 1.143  moderately similar to ( 280)AT2G41720| Symbols: EM54 | EMB2654 (EMBRYO DEFECTIVE 2654) | chr2:10822-17414205 F  1.274
JCVI_11000 1.141  weakly similar to ( 197)AT1G22630| Symbols: |th&ock protein binding / unfolded protein bindinghr1:8003476-8004156 FORW  1.374
JCVI_22009 1.140 highly similar to ( 664)ATCG00170| Symbols: RPOIG2NA polymerase beta' subunit-2 | chrC:15938-2(RE¥ERSEhighly similar t
ES269966 1.139 no similarity

EV100448 1.139 no similarity

EE438735 1.138 moderately similar to ( 224)AT1G18660| Symbolgint finger (C3HC4-type RING finger) family protej chr1:6421425-6425557 F(
EE418244 1.136 weakly similar to (122)AT3G06530h8yls: | BAP28-related | chr3:2022602-2033643 F@RD [20146] 1 386 426

JCVI_20033 1.135  highly similar to ( 524)AT3G06483| Symbols: ATPDHRDK | PDK (PYRUVATE DEHYDROGENASE KINASE); ATP hiling / pyn  1.305
ES963435 1.135 weakly similar to ( 116)AT5G16420| Symbols: | tagricopeptide (PPR) repeat-containing protein$8868037-5369644 FORWAR
ES902623 1.134 moderately similar to ( 471)AT2G40390| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G64190.1); similar tc
JCVI_24089 1.134  weakly similar to ( 115)AT3G62250| Symbols: UBQ3BQ5 (UBIQUITIN 5); protein binding | chr3:230483-23048586 FORWARD
JCVI_22106 1.133  moderately similar to ( 303)AT2G03670| Symbols:@MBB | CDC48B; ATPase | chr2:1117592-1120358 FOR®W®akly similar to
EE462415 1.133  weakly similar to ( 110)AT1G62250| Symbols: |isamto unnamed protein product [Vitis vinifera] BBCA021221.1) | chr1:2299928
JCVI_35316 1.131 moderately similar to ( 340)AT3G20270| Symboléipifl-binding serum glycoprotein family proteiehr3:7068885-7070872 FORWA
JCVI_31260 1.130 moderately similar to ( 247)AT3G16640| SymbolsTRJ TCTP (TRANSLATIONALLY CONTROLLED TUMOR PROTEIN| chr3:E  1.359
JCVI_38082 1.129 no original description

EE475633 1.128 weakly similar to ( 140)AT1G73700h8wls: | MATE efflux family protein | chrl:27721%2P7723291 REVERSE [20134] 1 522 535
JCVI_36969 1.125 moderately similar to ( 238)AT4G37550] Symbolforinamidase, putative / formamide amidohydrolpseative | chr4:17643678-17¢€
JCVI_28047 1.124 moderately similar to ( 364)AT3G04550| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G28500.1); similar tc
JCVI_42166 1.124  weakly similar to ( 159)AT2G22490| Symbols: CYCD2CYCD2;1 (CYCLIN D2;1); cyclin-dependent proté regulator/ prote
ES946106 1.124 no similarity

EE513355 1.123  weakly similar to ( 125)AT1G19870| Symbols: IQDIRD32 (IQ-domain 32); calmodulin binding | chr3¥%391-6898530 REVERS
EV110515 1.122 no similarity

JCVI_4017 1.121  moderately similar to ( 213)AT2G17710| Symbolsinjilar to unnamed protein product [Vitis vinif¢(&B:CA042932.1) | chr2:7700
JCVI_24276 1.121  moderately similar to ( 385)AT3G27925| Symbols:G&IE DEGP1 | DEGP1 (DEGP PROTEASE 1); serine-typigse | chr3:10367
EV063703 1.120  moderately similar to ( 379)AT2G31340| Symbols: EM81 | EMB1381 (EMBRYO DEFECTIVE 1381) | chr2:18861-13371710 F
JCVI_1151 1.120 moderately similar to ( 255)AT2G47450| Symbols:@ACAO (CHAOS); chromatin binding | chr2:19479881480972 FORWARDw
JCVI_21174 1.120 moderately similar to ( 360)AT2G28200| Symbolswugleic acid binding / transcription factor/ ziea binding | chr2:12031398-1203.
ES952320 1.120 moderately similar to ( 269)AT4G31850| SymbolsR33 PGR3 (PROTON GRADIENT REGULATION 3) | chr4:D3026-1540636:
JCVI_29162 1.120  highly similar to ( 594)AT1G24530| Symbols: |nsducin family protein / WD-40 repeat family prot¢ichr1:8693274-8694530 FOF  2.110
JCVI_3146 1.117 moderately similar to ( 358)AT1G06650] Symbol&-dxoglutarate-dependent dioxygenase, putatitiel;2035908-2037185 FORWA
JCVI_7067 1.116  moderately similar to ( 439)AT3G06960| SymbolsH3R0 | PDE320 (PIGMENT DEFECTIVE 320) | chr3:21952196510 REVER!  1.174
EV111447 1.114 no similarity




EX065546 1.114  very weakly similar to (80.5)ERG11 AR [21815]

JCVI_4355 1.113 moderately similar to ( 340)AT2G42490| Symbolsopper amine oxidase, putative | chr2:176986782804 REVERSEvery weakly
JCVI_11025 1.113 no original description

EV171250 1.111  weakly similar to ( 152)AT4G10080| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FAAT4G13530.1); similar to un
JCVI_28871 1.109 moderately similar to ( 273)AT3G57810] Symbol©TU-like cysteine protease family protein | chi3t27313-21428786 FORWARL
JCVI_1532 1.107  moderately similar to ( 228)AT3G52800| Symbolginf finger (AN1-like) family protein | chr3:195884-19581296 FORWARDweal
EV056658 1.107  very weakly similar to (81.6)AT3G22942| Symbolss@2 | AGG2 (G-PROTEIN GAMMA SUBUNIT 2) | chr3:81382-8135674 FOF
JCVI_27351 1.106 moderately similar to ( 222)AT5G38990| Symbolgrdtein kinase family protein | chr5:15626054-15626 FORWARD no original d
JCVI_22281 1.104 moderately similar to ( 420)AT2G38330| Symbol84ATE efflux family protein | chr2:16071649-16074380RWARD no original de
JCVI_5439 1.104 moderately similar to ( 326)AT4G16370| SymbolsTBPATOPT3 | ATOPT3 (OLIGOPEPTIDE TRANSPORTER);guipeptide trans
JCVI_31427 1.102  moderately similar to ( 211)AT5G63860| Symbols:RB/| UVR8 (UVB-RESISTANCE 8) | chr5:25572047-25573&EVERSE no ot
ES952239 1.100 moderately similar to ( 298)AT5G07&k0nbols: | F-box family protein | chr5:24304232066 FORWARD [21423]

JCVI_28453 1.100 moderately similar to ( 211)AT3G08010| Symbols:ABR | ATAB2; RNA binding | chr3:2556052-2557432 F@RRD no original de:
JCVI_36393 1.099 no original description

JCVI_15132 1.099 weakly similar to ( 173)AT1G51090] Symbols: |\heaetal-associated domain-containing protein 1 1#8936653-18937415 FORW
JCVI_8692 1.098 no original description

JCVI_30678 1.096 moderately similar to ( 345)AT4G01037| Symbolsinjilar to EMB1692 (EMBRYO DEFECTIVE 1692) [Arahigsis thaliana] (TAIR
CV432588 1.096 moderately similar to ( 215)AT5G20350| Symbols?T| TIP1 (TIP GROWTH DEFECTIVE 1) | chr5:68767 886104 FORWARD [
JCVI_31822 1.095 no original description

JCVI_40421 1.094 no original description 1.213
JCVI_23938 1.094 moderately similar to ( 320)AT2G03810| Symbol4:8$ pre-ribosomal assembly protein gar2-relatdnid:1162700-1164283 FORW,
JCVI_12922 1.093  weakly similar to ( 125)AT1G47500| Symbols: ATRB®A | ATRBP47C' (RNA-BINDING PROTEIN 47C'); RNA hiing | chr1:1743!
JCVI_41907 1.093  highly similar to ( 538)AT5G51890| Symbols: |@eddase | chr5:21108389-21109561 REVERSEmoderaieljar to ( 241)PER1_OFf
ES901726 1.091 no similarity

CV544312 1.090 moderately similar to ( 209)AT3G27330| Symbolging finger (C3HC4-type RING finger) family protej chr3:10118187-10121753
EX045943 1.089 no similarity

JCVI_8063 1.086  moderately similar to ( 220)AT5G64300| Symbols:GdH | ATGCH (ARABIDOPSIS THALIANA GTP CYCLOHYDROLAE II); 3,4
JCVI_41814 1.086 no original description

EV217832 1.084 no similarity

JCVI_12678 1.080 moderately similar to ( 479)AT2G03810| Symbold:8$ pre-ribosomal assembly protein gar2-relaténd:1162700-1164283 FORW,
EX090230 1.080 weakly similar to ( 110)AT1G35460| Symbols: |ibdelix-loop-helix (bHLH) family protein | chr1:030070-13041885 FORWARD
JCVI_17892 1.079 moderately similar to ( 295)AT2G40460| Symbolgrdton-dependent oligopeptide transport (POT) ffapriotein | chr2:16904201-16  1.167
DY009503 1.078  weakly similar to ( 111)AT5G66470iBpls: | GTP binding / RNA binding | chr5:26559216561528 REVERSE [18969] 1 378 455
JCVI_11911 1.077  highly similar to ( 542)AT3G23700| Symbols: | BlA-binding domain-containing protein | chr3:853668633749 REVERSEweakl)
JCVI_37793 1.077 no original description

JCVI_42443 1.075 no original description

JCVI_3872 1.074 moderately similar to ( 204)AT1G05870| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G31560.1); similar tc ~ 2.265
JCVI_1588 1.072 moderately similar to (406)AT4G25B8ymbols: | band 7 family protein | chr4:13768398769838 REVERSE no original description
CV433633 1.071  weakly similar to ( 104)AT1G34780| Symbols: ATAPRLATAPRL4 (APR-LIKE 4) | chr1:12748813-1275010FVRERSE [16490] 1
DY015167 1.070 moderately similar to ( 252)AT3G08039mbols: ATAB2 | ATAB2; RNA binding | chr3:255602557432 FORWARD [18966]
JCVI_5197 1.068  moderately similar to ( 239)AT3G58680| Symbols: MB, ATMBF1B | ATMBF1B/MBF1B (MULTIPROTEIN BRIDGINGFACTOR
ES266193 1.066 moderately similar to ( 311)AT4G07960| SymbolsL.C$2, ATCSLC12 | ATCSLC12 (Cellulose synthase-le2); transferase, trans
JCVI_38503 1.065 very weakly similar to (87.0)AT2G34720| Symbo|<CCAAT-binding transcription factor (CBF-B/NF-YAxmily protein | chr2:14657
JCVI_7350 1.064  highly similar to ( 640)AT1G21780| Symbols: | BPP®Z domain-containing protein | chr1:7652465-7&8BORWARD no original (
JCVI_10417 1.062  weakly similar to ( 154)AT3G10410| Symbols: SCPIECPL49 (serine carboxypeptidase-like 49); sezarboxypeptidase | chr3:32
JCVI_934 1.060 moderately similar to ( 370)AT3G61440| Symbols:ANRI;BSAS3;1, ATCYSCL1 | ATCYSC1 (BETA-SUBSTITUTED ALSYNTHAS
JCVI_18551 1.058 no original description

JCVI_42045 1.058 weakly similar to ( 174)AT5G23050] Symbols: |laagtivating enzyme 17 (AAE17) | chr5:7731516-7735RKEVERSE no original dt
JCVI_37755 1.056 no original description

EV167683 1.054  weakly similar to ( 135)AT1G50420| Symbols: SCLSEL3 | SCL3 (SCARECROW-LIKE 3); transcription fact chr1:18681845-18¢
JCVI_29481 1.053 moderately similar to ( 293)AT4G31390| Symbol#BIC1 family protein | chr4:15233132-15236770 FORRIANno original descriptic
JCVI_4086 1.052 moderately similar to (401)AT1G49670| Symbol&RP protein (REF) | chr1:18385259-18389689 REVERBEWeakly similar to (¢
JCVI_27019 1.051 weakly similar to ( 149)AT4G22770| Symbols: | Dié#kding family protein | chr4:11963890-11965450\RSE no original descrif
JCVI_5858 1.050 highly similar to ( 635)AT1G53750| Symbols: RPT[LRPT1A (regulatory particle triple-A 1A); ATPasehr1:20069589-20071992 R
JCVI_10621 1.046  weakly similar to ( 159)ATCG00660| Symbols: RPl2fhcodes a chloroplast ribosomal protein L20,restituent of the large subunit
AM394356 1.045 very weakly similar to (97.4)AT3G600Bymbols: | lactose permease-related | chr34554922196917 REVERSE [20346] 1 372 400
RC_H74686 1.045 no similarity

JCVI_16561 1.0834 moderately similar to ( 282)AT1G55140| Symbol&NA binding / ribonuclease Il | chr1:20576455-28999 REVERSE no original
JCVI_23123 1.031  very weakly similar to (85.9)AT5G66760| Symbol®HL-1 | SDH1-1 (Succinate dehydrogenase 1-1) |26651002-26674450 FOR
JCVI_21113 1.081  very weakly similar to (82.8)ATCG00905| Symbol®&L.2, RPS12C | chloroplast gene encoding ribosprodin s12. The gene is lo
BQ704934 1.029 weakly similar to ( 183)AT1G21780fBypls: | BTB/POZ domain-containing protein | clifE2465-7653855 FORWARD [11009]
EV156226 1.027 no similarity

RC_CD838260 1.027 no similarity

JCVI_14373 1.027  moderately similar to ( 245)AT1G63680| Symbols:MORE, PDE316 | ATMURE/PDE316 (PIGMENT DEFECTIVE ERBO); ATP
JCVI_27050 1.024 moderately similar to ( 258)AT5G63790] Symbols:ABL02 | ANAC102 (Arabidopsis NAC domain containimgptein 102); transcrip
JCVI_19595 1.023 moderately similar to ( 317)AT1G68070| Symbolgin finger (C3HC4-type RING finger) family protej chr1:25519075-25520430
EV169442 1.021  weakly similar to ( 134)AT5G02840| Symbols: LCLUGL1 (LHY/CCA1-LIKE 1); DNA binding / transcriptio factor | chr5:648792-€
JCVI_23769 1.019  weakly similar to ( 182)AT4G33980| Symbols: |i&#mto unknown protein [Arabidopsis thaliana] (FAAT5G42900.2); similar to un  1.803
JCVI_4654 1.012 highly similar to ( 513)AT1G67809h®ols: | copine-related | chr1:25424692-25426RBYERSE no original description
ES928296 1.009 no similarity

JCVI_24666 1.005 weakly similar to ( 132)AT2G37130| Symbols: |pedase 21 (PER21) (P21) (PRXR5) | chr2:156053B0B%813 REVERSE no orig  1.084
JCVI_16888 1.004 moderately similar to ( 283)AT5G24120| Symbol$55| SIGE | SIGE (RNA polymerase sigma subunit ByAbinding / DNA-directe:
JCVI_7881 1.004 moderately similar to ( 424)AT4G08700| Symbols:PAIP13 | ATPUP13 (Arabidopsis thaliana purine pesada); purine transmem
JCVI_20818 1.001  moderately similar to ( 312)AT1G44446| Symbols:GWO, CAO, CH1 | CH1 (CHLOROPHYLL B BIOSYNTHESIS)hiorophyllide e 1.607
JCVI_5147 0.987 moderately similar to ( 335)AT3G08010| Symbols:ABR | ATAB2; RNA binding | chr3:2556052-2557432 FORRD no original de:
JCVI_11350 0.969 moderately similar to ( 373)AT1G71870| Symbol$MATE efflux family protein | chr1:27036118-270385REVERSE no original de!
EV226857 0.963  weakly similar to ( 196)AT5G24470| Symbols: PRRERR5 | APRR5 (PSEUDO-RESPONSE REGULATOR 5); treiption regulatc
EV174833 0.956 no similarity

JCVI_38057 0.953 moderately similar to ( 377)AT5G20040| Symbols:IRT9 | ATIPT9 (Arabidopsis thaliana isopenteny!sfan 9); ATP binding / tR
JCVI_18310 0.935 moderately similar to ( 281)AT5G02830| Symbolgeitatricopeptide (PPR) repeat-containing prdtehr5:644456-648419 REVERS
EE535812 0.932 no similarity

JCVI_33200 0.915 no original description

CD844622 0.845 no similarity




EV106399 0.843 no similarity

EV125308 0.837 no similarity

ES938100 0.814 moderately similar to ( 370)AT4G33170| Symbolgentatricopeptide (PPR) repeat-containing prdtehr4:15995704-15998676 RE'
JCVI_16366 0.811 no original description

CD824445 0.782 moderately similar to ( 232)AT3G06880| Symbolstahsducin family protein / WD-40 repeat familyof®in | chr3:2169862-2175692
EV207729 0.694 no similarity

JCVI_35222 0.648 moderately similar to ( 276)AT5G51700| Symbols:R¥R1, RPR2, RAR1, PBS2 | PBS2 (PPHB SUSCEPTIBLE®&)tein binding / z
RC_ES958174 0.630 no similarity

EV047064 0.591 weakly similar to (145)AT2G42860iByls: | unknown protein | chr2:17840936-17841FQRWARD [21442]

ES927658 0.486 no similarity

EES550774 0.480 very weakly similar to (83.2)AT2G48[7fSymbols: | lectin-related | chr2:18131898-18482REVERSE [20184]

EV087280 0.308 no similarity 1.730
JCVI_26638 0.049 no original description







































































































