JCVI_4003 10.823  no original description

JCVI_27160 7.157 no original description

JCVI_30920 6.017 very weakly similar to (97.4)AT4G22460| Symbo|grotease inhibitor/seed storage/lipid transfetgin (LTP) family protein | chr4:
JCVI_37606 5.844 no original description

EE568426 5.474 no similarity

AM385398 5.312 no similarity

DY002991 5.299 no similarity 4.410
CD843990 5.281 no similarity 5.208
JCVI_18611 5.192 moderately similar to ( 381)AT1G04780| Symbolankyrin repeat family protein | chr1:1340890-1332&REVERSE no original de
JCVI_28808 5.100 weakly similar to ( 106)AT3G19030| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT1G49500.1) | chr3:656¢
JCVI_41372 5.049 no original description

JCVI_26301 5.015 moderately similar to ( 240)AT1G19210| Symbol#&PPR domain-containing transcription factor, pwet chr1:6626964-6627521 F
RC_EE564899 5.013 no similarity

JCVI_33125 5.013 moderately similar to ( 229)AT4G32900| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G03010.1); similar ~ 4.453
ES906294 4.970 moderately similar to ( 293)AT1G62660| Symbolbeta-fructosidase (BFRUCT3) / beta-fructofuranasél/ invertase, vacuolar |c  3.171
EV161824 4.953 weakly similar to ( 122)AT4G17510hBpls: UCH3 | UCH3; ubiquitin thiolesterase | cB87127-9768661 REVERSE [21484]
EV176011 4.905 no similarity

DT317662 4.891 very weakly similar to (80.1)AT3G19030| Symbo|similar to unknown protein [Arabidopsis thaliaf@pIR:AT1G49500.1) | chr3:
EV224869 4.882  very weakly similar to (96.3)AT1G74930| Symbol®7 | ORA47; DNA binding / transcription factastr1:28147900-28148487 5.609
HO07416 4.808 no similarity 2.138
EE505143 4.796 no similarity

CX191734 4.737 no similarity

JCVI_31442 4.646  weakly similar to ( 144)AT1G59910| Symbols: |rfiim homology 2 domain-containing protein / FH2 dameontaining protein | chr  5.289
ES899985 4.637 no similarity

JCVI_4881 4.541 very weakly similar to (87.0)AT5G15110| Symbo|pectate lyase family protein | chr5:4895969-485/BORWARD no original d¢  4.252
EV218294 4.492 moderately similar to ( 322)AT4G37610| Symbols5SHBT5 (BTB and TAZ domain protein 5); protein dimg / transcription regulé
JCVI_27237 4.471  highly similar to ( 593)AT5G53570| Symbols: | R&kP/TBC domain-containing protein | chr5:217781890-@0308 REVERSE no
RC_H07284 4.469 no similarity 2.801
AM395641 4.467  very weakly similar to (82.8)AT4G27657| Symbo|similar to unknown protein [Arabidopsis thaliaf@pIR:AT4G27652.1) | chr4:  2.550
JCVI_33577 4.465 no original description

EX132042 4.465 weakly similar to ( 172)AT5G17350| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT3G03280.1); similar to 1
EE554963 4.464 weakly similar to ( 175)AT5G52860| Symbols: | AB&nsporter family protein | chr5:21437002-2143BREVERSE [20184] 1 38  5.546
EV183787 4,422 no similarity

RC_EE556375 4.415 no similarity

EE521586 4.415 no similarity

JCVI_14413 4.415 no original description

JCVI_33843 4.415 no original description

CN728417 4.402 no similarity

RC_H07168 4.393 no similarity

JCVI_20042 4.368 moderately similar to ( 349)AT5G45340| Symbols:R707A3 | CYP707A3 (cytochrome P450, family 707 faotily A, polypeptide
JCVI_29313 4.333 no original description

EE567997 4.319 no similarity

EE502320 4.319 weakly similar to ( 108)AT1G09010| Symbols: |agigide hydrolase family 2 protein | chr1:28952622290 REVERSEweakly sin
JCVI_17766 4.310 weakly similar to ( 178)AT4G38060| Symbols: |i#mto unknown protein [Arabidopsis thaliana] (FAAT5G65480.1); similar to
JCVI_33410 4.275 moderately similar to (209)AT1G12800| Symbol§1|RNA-binding domain-containing protein | chri84376-4365187 REVERSI
JCVI_13118 4.241 moderately similar to ( 205)AT1G06900| Symbolme}alloendopeptidase | chr1:2115154-2120634 RE\EERSoriginal descriptio  6.217
JCVI_2853 4.220 moderately similar to ( 246)AT4G26¢48ymbols: GAMT1 | GAMT1 | chr4:13351210-13352489VERSE no original description 1.986
EV152439 4.208 no similarity

DT317685 4,182 no similarity

ES907514 4.181 weakly similar to ( 177)AT2G46750| Symbols: | FAhding domain-containing protein | chr2:1921588217979 REVERSE [21.
JCVI_32334 4,172 no original description

EX123581 4.161 no similarity

RC_ES965433 4.146 no similarity

EE559982 4.137 no similarity

EX088739 4.137 moderately similar to ( 224)AT5G19190| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G06070.1); similar
ES967782 4.130 moderately similar to ( 249)AT5G38700| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G02170.1); similar ~ 4.630
JCVI_13314 4.115  highly similar to ( 554)AT4G37610| Symbols: BTBT5 (BTB and TAZ domain protein 5); protein bindihganscription regulator |
EV193345 4.115 no similarity

JCVI_4014 4,114 no original description

JCVI_25215 4.113 no original description

JCVI_26377 4.107 moderately similar to ( 350)AT5G60390| Symbolsiohgation factor 1-alpha / EF-1-alpha | chr5:B32-24307901 FORWARDN
JCVI_33491 4.100 highly similar to ( 629)AT5G25900| Symbols: CYPA®] GA3 | GA3 (GA REQUIRING 3); oxygen binding |r60036076-90382¢
EV111846 4.096 no similarity

JCVI_40573 4.096 no original description

DY021387 4.091 weakly similar to ( 183)AT2G47220| Symbols: ¢8oribonuclease family domain 1 protein-relatelrrl9391129-19393542 FOF
EE474947 4.088 no similarity

EE421759 4.079 no similarity

JCVI_20277 4.068 no original description

JCVI_8342 4.039 moderately similar to (408)AT4G32480| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G20670.1); similar
EX068239 4.038 weakly similar to ( 122)AT1G29120| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT4G25770.1); similar to 1
JCVI_3842 4.013 moderately similar to ( 246)AT1G13880| Symbol&LM2 domain-containing protein | chr1:4749600-4969 FORWARD no origir
JCVI_8946 4.012 moderately similar to ( 247)AT4G16265| Symbol®NA-directed RNA polymerase I, putative | chr402845-9203991 REVERSE
EV214441 4.000 weakly similar to ( 118)AT2G33380| Symbols: RDZRO20 (RESPONSIVE TO DESSICATION 20); calcium ianding | chr2:141
AM385947 3.987 no similarity

JCVI_23559 3.981 weakly similar to ( 135)AT1G72110| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT2G38995.1); similar to |
JCVI_9210 3.977 weakly similar to ( 196)AT2G21790| Symbols: R1, RN| R1/RNR1 (RIBONUCLEOTIDE REDUCTASE 1); ribonaokide-diphos  4.761
CV546620 3.965 no similarity

JCVI_21499 3.965 no original description

JCVI_38610 3.952 no original description 3.454
EV157970 3.951 weakly similar to ( 115)AT1G75910| Symbols: EXLEXL4 (extracellular lipase 4); acyltransferasebeaylesterase/ lipase | chrl::
EV062201 3.951 no similarity




JCVI_36371 3.926 weakly similar to ( 174)AT1G04645| Symbols: fsetompatibility protein-related | chr1:129385294238 REVERSE no original
JCVI_29256 3.915 no original description

JCVI_36938 3.915 weakly similar to ( 129)AT1G15140| Symbols: |dntieductase NAD-binding domain-containing proteshrll:5210637-5212132 R
EE543852 3.905 no similarity

JCVI_7003 3.891 weakly similar to ( 134)AT5G22875| Symbols: |#amto Os04g0165500 [Oryza sativa (japonica caltigroup)] (GB:NP_0010521
JCVI_28578 3.889 no original description

EE468019 3.878 weakly similar to ( 104)AT2G20670| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FSAT4G32480.1); similarto 1 1.842
EV184492 3.877 no similarity

EV167245 3.868 no similarity

EX120603 3.859  weakly similar to ( 155)AT5G10100| Symbols: hatse-6-phosphate phosphatase, putative | chiB8153160276 FORWARD [z
EX037832 3.830 no similarity

JCVI_7320 3.830 no original description

JCVI_30258 3.818 no original description 3.175
EV220855 3.817 no similarity

JCVI_18251 3.805 moderately similar to ( 256)AT4G30640| Symbol&-Hox family protein (FBL19) | chr4:14952676-14888 FORWARD no origin ~ 3.457
JCVI_39781 3.804 moderately similar to ( 389)AT3G54800| Symbolgiefkstrin homology (PH) domain-containing protéfipid-binding START dom
EV140410 3.803 no similarity

JCVI_37336 3.798 weakly similar to ( 146)AT4G08950| Symbols: | phloate-responsive protein, putative (EXO) | chr4d875-5741319 FORWARD
JCVI_35228 3.782 no original description

EV206048 3.777 no similarity 1.925
EV135474 3.774 no similarity

JCVI_41856 3.763 moderately similar to ( 224)AT1G74930| Symbols:A3R | ORA47; DNA binding / transcription factorhr¢:28147900-28148487

HO7737 3.757 no similarity

BQ704822 3.753 no similarity

EE567293 3.751 no similarity

JCVI_36016 3.748 no original description

JCVI_822 3.747 moderately similar to ( 237)AT1G72510| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G09970.1); similar  3.982
JCVI_21629 3.744 no original description

EV225281 3.739  weakly similar to ( 193)AT1G10790| Symbols: |#amto hydroxyproline-rich glycoprotein family piein [Arabidopsis thaliana] (T4
RC_EX127879 3.722 no similarity

JCVI_23445 3.719 moderately similar to ( 381)AT5G15110| Symbolgedtate lyase family protein | chr5:4895969-48%7/6®@RWARDmModerately sin
CD814264 3.717 no similarity

EX015947 3.715 no similarity 5.005
JCVI_31632 3.708 no original description

EX047708 3.708  weakly similar to ( 153)AT3G25940| Symbols: hseription factor S-I (TFIIS) domain-containingopein | chr3:9496341-9497179
JCVI_5431 3.705 moderately similar to ( 449)AT4G37610| Symbols5SHBT5 (BTB and TAZ domain protein 5); protein dhing / transcription regul: ~ 3.488
JCVI_42542 3.701 moderately similar to ( 217)AT2G32070| Symbol€CJR4-NOT transcription complex protein, putatiefi2:13647906-13648733
EV155581 3.695 no similarity

JCVI_23584 3.690 no original description

EV098651 3.680 very weakly similar to (97.4)AT1G7988ymbols: | copine-related | chr1:29865705-2986 FORWARD [21477] 4.279
EV170843 3.646 no similarity

EX136223 3.623 no similarity

EX092440 3.623 no similarity

EV211780 3.608 no similarity

JCVI_14336 3.606 weakly similar to ( 125)AT2G42560| Symbols: ¢lambryogenesis abundant domain-containing proteiiA domain-containing pr
ES968179 3.602 no similarity

JCVI_38371 3.597 moderately similar to ( 228)AT1G74930| Symbols:A3R | ORA47; DNA binding / transcription factortjr¢:28147900-28148487
JCVI_36473 3.595 no original description

EV142173 3.588 no similarity

RC_ES960896 3.586 no similarity

JCVI_15742 3.579 weakly similar to ( 175)AT1G09370| Symbols: |yne inhibitor/ pectinesterase | chr1:3024903-302Z332RWARD no original de
JCVI_22116 3.565 no original description

EE491125 3.561 no similarity

EV218517 3.553 moderately similar to ( 248)AT4G37610| Symbols5SHBT5 (BTB and TAZ domain protein 5); protein diing / transcription reguli
JCVI_36509 3.548 no original description

EE554371 3.547 no similarity

JCVI_39141 3.536 no original description

JCVI_245 3.534 moderately similar to ( 202)AT5G20230| Symbols:BBATBCB | ATBCB (ARABIDOPSIS BLUE-COPPER-BINDINGROTEIN); -5.903
JCVI_39139 3.529 highly similar to ( 502)AT4G00290| Symbols: | haposensitive ion channel domain-containing proté#s ion channel domain-cc
EV110172 3.522 no similarity

JCVI_14519 3.522 highly similar to ( 871)AT5G45340| Symbols: CYP2®7| CYP707A3 (cytochrome P450, family 707, subfgm, polypeptide 3); ¢  2.437
JCVI_621 3.515 moderately similar to ( 377)AT3G53280| Symbols:RMB5 | CYP71B5 (CYTOCHROME P450 71B5); oxygen biigd chr3:1976
JCVI_40564 3.511 very weakly similar to (82.0)AT1G10740| Symbolssimilar to unknown protein [Arabidopsis thaliaf@8pIR:AT1G23330.1); simila
EV065101 3.506 no similarity

JCVI_29891 3.500 no original description

EV116639 3.487  weakly similar to ( 152)AT5G17920| Symbols: ATMETSTMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDENT MEHIONI
JCVI_1677 3.487 moderately similar to ( 310)AT5G02040| Symbolgrenylated rab acceptor (PRA1) family proteinrpo#01160-402468 FORWAFR
C0O749260 3.479 no similarity 3.035
JCVI_42541 3.478 no original description 3.280
EV227530 3.476 no similarity

EE517585 3.476  weakly similar to ( 115)AT2G32930| Symbols: ZFNZFN2 (ZINC FINGER PROTEIN 2); nucleic acid bindihghr2:13973067-13
DY005416 3.474 no similarity

JCVI_32474 3.474 moderately similar to ( 221)AT3G19595| Symbolgh¢sphoprotein phosphatase | chr3:6808591-680REMVERSE no original des
JCVI_32631 3.467 no original description

JCVI_22123 3.466 no original description

JCVI_8332 3.465 moderately similar to ( 267)AT1G18B8ymbols: | oxidoreductase | chr1:4899171-489%MBRWARD no original description
JCVI_17114 3.465 moderately similar to ( 344)AT1G18300| Symbols:NIDT4 | ATNUDT4 (Arabidopsis thaliana Nudix hydre&ahomolog 4); hydr
EV109854 3.465 very weakly similar to (95.9)AT4G32910| Symboj|similar to nucleoporin [Lotus japonicus] (GB:BA#348.1); similar to putative
JCVI_30009 3.465 weakly similar to ( 131)AT3G12830| Symbols: |iapesponsive family protein | chr3:4079124-4079REVERSE no original des
JCVI_21587 3.459 weakly similar to ( 160)AT2G15580| Symbols: |czfinger (C3HC4-type RING finger) family proteichr2:6804769-6805897 FOF
EV066619 3.453 no similarity

EX055317 3.453 no similarity

JCVI_6276 3.453 moderately similar to ( 264)AT2G01110| Symbols:EB\PGA2, TATC, APG2 | APG2 (ALBINO AND PALE GREEN | chr2:837




H74559 3.449 weakly similar to ( 124)AT4G18780| Symbols: CESA8X1, ATCESA8, LEW2 | CESA8 (CELLULOSE SYNTHASE;&gllulose ¢
JCVI_258 3.442  highly similar to ( 521)AT2G37250| Symbols: ADKTRADK1 | ADK/ATPADK1 (ADENOSINE KINASE); adenylatkinase/ nucle
JCVI_20374 3.441 weakly similar to ( 177)AT2G25420| Symbols: |#amto TPR4/WSIP2 (TOPLESS-RELATED 4) [Arabidoptisliana] (TAIR:AT3
JCVI_691 3.441 weakly similar to ( 190)AT1G47200| Symbols: WPREZRP2 (WPP domain protein 2) | chr1:17300621-1788IHEVERSE no ori¢
EV225615 3.438 no similarity

EE556267 3.435 no similarity

CV973936 3.428 no similarity

JCVI_40410 3.415 no original description

JCVI_11803 3.415 highly similar to ( 753)AT4G20850| Symbols: TPPPP2 (TRIPEPTIDYL PEPTIDASE II); subtilase | cHr#160946-11169900 R
CD827268 3.415 moderately similar to ( 215)AT5G12120| Symbolsbifuitin-associated (UBA)/TS-N domain-containmgtein | chr5:3916230-39
AM395338 3.413 no similarity

EE560203 3.403 weakly similar to ( 107)AT1G62740| Symbols: gss-inducible protein, putative | chrl:23234691378215 FORWARDvery weakl
EV145756 3.402 no similarity

JCVI_39793 3.394 moderately similar to ( 230)AT5G19190| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G06070.1); similar
EE458789 3.393 no similarity

EV134778 3.391 no similarity

JCVI_2073 3.390 moderately similar to (209)AT5G19190| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G06070.1); similar
EV068783 3.390 no similarity

EV220406 3.386  weakly similar to (177)AT5G23450| Symbols: ATLCBKATLCBK1 (A. THALIANA LONG-CHAIN BASE (LCB) KINASE 1); di  5.395
JCVI_3072 3.384 moderately similar to ( 312)AT3G22640| Symbolsugin family protein | chr3:8011909-8013890 REVER@akly similar to ( 129°
EV098037 3.381  weakly similar to ( 166)AT5G07200| Symbols: GA208ATGA200X3 | YAP169 (GIBBERELLIN 20 OXIDASE 3)jigoerellin 20
EE559752 3.376 weakly similar to ( 167)AT5G10630| Symbols: |rgation factor 1-alpha, putative / EF-1-alpha, g chr5:3360562-3364415 F
EE567148 3.376 no similarity 4.581
RC_EE566066 3.374 no similarity

EV171552 3.373 no similarity

JCVI_25231 3.368 no original description

EE562045 3.368  weakly similar to ( 151)AT2G38400| Symbols: AGTRGT3 (ALANINE:GLYOXYLATE AMINOTRANSFERASE 3); alaime-glyo»
EL589415 3.362 very weakly similar to (99.4)AT3G13800| Symbo|snetallo-beta-lactamase family protein | chr3:4534541373 FORWARD [2(
EV176799 3.361 no similarity

JCVI_41073 3.357 weakly similar to ( 196)AT5G16260| Symbols: | RK&kognition motif (RRM)-containing protein | cH$311366-5315499 FORW/
RC_ES917680 3.357 no similarity

JCVI_13622 3.356 no original description

JCVI_37026 3.347  highly similar to ( 521)AT3G10030| Symbols: | agpte/glutamate/uridylate kinase family proteihr3:3092623-3094836 REVER
AM394323 3.345 no similarity

EV141354 3.343 no similarity

EV190074 3.343 moderately similar to ( 249)AT2G41640| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G57380.1); similar
JCVI_15308 3.342 moderately similar to ( 240)AT4G29340| SymbolsFRRPRF4 (PROFILIN 4); actin binding | chr4:14423714448473 FORWARI
EV130893 3.333 no similarity

JCVI_23734 3.333 no original description

ES939469 3.333 no similarity

JCVI_38985 3.330 weakly similar to ( 108)AT5G16590| Symbols: |diee-rich repeat transmembrane protein kinasefipetpchr5:5431865-5433924
JCVI_23932 3.329 no original description

JCVI_878 3.321 no original description

EE560052 3.319 no similarity

EE549860 3.318 no similarity 3.773
EV104652 3.317 no similarity

JCVI_32464 3.315 no original description

JCVI_26603 3.315 no original description

EV123720 3.313 moderately similar to ( 315)AT5G65530| Symbolgrdtein kinase, putative | chr5:26208070-26210RE¥ ERSEvery weakly simil:
EE418549 3.313 no similarity 3.239
JCVI_29432 3.308 very weakly similar to (99.0)AT4G08670| Symbo|grotease inhibitor/seed storage/lipid transfetgin (LTP) family protein | chr4:
EX104774 3.307 weakly similar to ( 124)AT1G06870hBwls: | signal peptidase, putative | chr1:21088B10641 FORWARD [21826]
JCVI_14218 3.306 moderately similar to ( 406)AT1G01050| Symbols:P#PAL | ATPPAL (ARABIDOPSIS THALIANA PYROPHOSPHORYISE 1);
JCVI_31922 3.304 highly similar to ( 568)AT5G13670| Symbols: | mbd MtN21 family protein | chr5:4407208-4408958 YRERSE no original descri
EV178873 3.304 moderately similar to ( 277)AT4G27500| SymbolstIPAPPI1 (PROTON PUMP INTERACTOR 1) | chr4:13748623745906 FOR
EV008705 3.304 very weakly similar to (96.7)AT5G13470| Symbo|similar to hypothetical protein [Vitis vinifer§lsB:CAN76949.1) | chr5:43185¢
EV006275 3.296 no similarity 2.053
ES965867 3.292 no similarity

JCVI_29354 3.285 very weakly similar to (94.0)AT5G38820| Symbolsamino acid transporter family protein | chr5:18561-15562412 FORWARD 1
L33507 3.284 weakly similar to ( 127)AT1G11410] Syisb | S-locus protein kinase, putative | chr11385-3844284 FORWARD [132]
JCVI_13550 3.279 moderately similar to ( 233)AT3G07350| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G25240.1); similar
JCVI_37596 3.279 no original description

EV134134 3.278 no similarity

RC_ES966233 3.276 no similarity

ES905207 3.275 weakly similar to ( 125)AT1G15170hBgls: | MATE efflux family protein | chrl:522068222751 FORWARD [21432]
RC_EV090085 3.273 no similarity

EX131063 3.271 no similarity

JCVI_28495 3.270 weakly similar to ( 136)AT4G03090| Symbols: |#&mto unnamed protein product [Vitis vinifera] BBCA022433.1); contains Inte ~ 3.446
EV130706 3.269 no similarity

JCVI_32412 3.268 moderately similar to ( 419)AT5G28680| Symbolgradtein kinase family protein | chr5:10719441-12027 REVERSEvery weakly
JCVI_4664 3.261 no original description

ES983718 3.257 no similarity

EV119333 3.257 no similarity

EV178393 3.257 no similarity

EV124923 3.257 moderately similar to (367)AT1G11080| SymbolsPE31 | SCPL31 (serine carboxypeptidase-like 31jneearboxypeptidase | ct
H07278 3.248 no similarity

EV146828 3.242 no similarity

EV091201 3.237 no similarity

JCVI_11606 3.236 moderately similar to ( 352)AT1G66080| Symbolsinfilar to hypothetical protein [Vitis vinifera3B:CAN77663.1); contains Inter  4.215
EV096022 3.235 weakly similar to ( 134)AT5G42070| Symbols: |#amto unnamed protein product [Vitis vinifera] BBCA069519.1) | chr5:16836:
JCVI_36344 3.231  weakly similar to ( 121)AT4G14450| Symbols: |rdteal to Uncharacterized protein At4g14450, chidast precursor [Arabidopsis
RC_ES969110 3.224 no similarity

EX092285 3.220 no similarity




JCVI_6476 3.219 no original description

ES265746 3.218 very weakly similar to (97.4)AT4G28700| Symbolsammonium transporter, putative | chr4:1416168763201 FORWARD [2103
EE556375 3.218 no similarity

ES983821 3.217 no similarity

EX053177 3.212 no similarity

CX189498 3.212 no similarity

RC_EE557251 3.211 no similarity

JCVI_10861 3.211 no original description

EV203559 3.210 no similarity

JCVI_5976 3.208 moderately similar to ( 398)AT2G37130| Symbolgeroxidase 21 (PER21) (P21) (PRXR5) | chr2:156858606813 REVERSEV
JCVI_37665 3.207 weakly similar to ( 166)AT5G47910| Symbols: ATRBOHRBOHD | RBOHD (RESPIRATORY BURST OXIDASE PROTED | «
CD827326 3.202 moderately similar to (216)AT1G27®@ymbols: | nitrate transporter, putative | 3886880-9390005 REVERSE [13979]
EX083667 3.198 no similarity 3.237
RC_T18376 3.195 no similarity

RC_ES967186 3.195 no similarity

JCVI_35832 3.193 moderately similar to ( 237)AT3G21910| Symbolseckptor-like protein kinase-related | chr3:77¢3718412 FORWARD no ori¢
JCVI_25170 3.189 no original description

EE444936 3.184 weakly similar to ( 108)AT3G61550| Symbols: |zfinger (C3HC4-type RING finger) family proteichr3:22787419-22788057 F
JCVI_4727 3.181 moderately similar to ( 258)AT1G10500| Symbols:GFISCA | ATCPISCA (CHLOROPLAST-LOCALIZED ISCA-LIKPROTEIN
DY016083 3.180 no similarity

JCVI_31874 3.173 weakly similar to ( 101)AT5G11489mnbols: | GTP binding | chr5:3669351-3671472 RRSE no original description
JCVI_38399 3.172 no original description

AM386974 3.172 no similarity

EV149893 3.165 no similarity

DY023218 3.162 weakly similar to ( 122)AT5G54320| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FSAT5G54330.1); contains It
JCVI_39779 3.156 moderately similar to ( 259)AT1G79010| Symbol&IADH-ubiquinone oxidoreductase 23 kDa subunitoetiondrial (TYKY) | chrl
EE451938 3.154 no similarity

RC_EX133020 3.152 no similarity

JCVI_8603 3.152  very weakly similar to (99.0)AT2G42580| Symbol3iLB | TTL3 (TETRATRICOPETIDE-REPEAT THIOREDOXIN-LIE 3); prote
JCVI_40501 3.151 no original description

ES963726 3.149 no similarity 4.124
JCVI_36285 3.146  highly similar to ( 723)AT2G30800| Symbols: ATVTHVT1 | HVT1 (HELICASE IN VASCULAR TISSUE AND TAPEUM); ATF
JCVI_39477 3.141 no original description

ES959392 3.141 weakly similar to ( 137)AT1G52930| Symbols: kbiiomain-containing protein | chr1:19714929-19716FORWARD [21423] 1 4:
EV118479 3.138 no similarity

JCVI_40884 3.136  weakly similar to ( 146)AT4G29780| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT5G12010.1); similar to |
EV102837 3.135 moderately similar to ( 201)AT3G15870| Symbolsatty acid desaturase family protein | chr3:5368%364431 FORWARD [2147
EV143562 3.135 no similarity

HO07682 3.134 no similarity

EV035805 3.130 no similarity

JCVI_38476 3.130 no original description

EE557464 3.130 no similarity

EV201717 3.130 no similarity

JCVI_40442 3.128 no original description

JCVI_33744 3.126 no original description

EE558266 3.125 no similarity

H07235 3.123 no similarity

EV123208 3.116 no similarity

EV088046 3.113 no similarity

BQ792023 3.113 moderately similar to ( 214)AT3G28340| Symbols:TEAO | GATL10 (Galacturonosyltransferase-like Jfylygalacturonate 4-alph
CX266483 3.113 no similarity

EV127293 3.111 no similarity

ES967428 3.111 no similarity 4.943
RC_ES966572 3.110 no similarity

EV109388 3.107 no similarity

EV058563 3.107 weakly similar to ( 192)AT4G22540iBwls: | oxysterol-binding family protein | chra860980-11863897 REVERSE [21442]
EE470787 3.104 no similarity

ES906042 3.103 moderately similar to ( 249)AT1G72130| Symbolgroton-dependent oligopeptide transport (POT) fiapriotein | chr1:27141425-
RC_CD838931 3.102 no similarity 5.419
EV062941 3.100 no similarity

AM387385 3.099 no similarity

EV129042 3.096 no similarity

JCVI_40989 3.096 no original description

JCVI_19330 3.096 weakly similar to ( 107)AT1G32920| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT1G32928.1) | chrl:1192
RC_EE565485 3.096 no similarity

EE455325 3.093 moderately similar to ( 283)AT4G2J&3@nbols: | subtilase family protein | chr4:1126@-11495512 REVERSE [20178]
DY009530 3.093 weakly similar to ( 146)AT1G10020| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FAAT4G29310.1); similar to 1
JCVI_116 3.092 moderately similar to ( 444)AT4G23920| Symbols:E83 UGE2 (UDP-D-GLUCOSE/UDP-D-GALACTOSE 4-EPIMERBR); UC
EV221567 3.090 moderately similar to ( 204)AT1G24510| Symbol3:-domplex protein 1 epsilon subunit, putative /PFC-epsilon, putative / chapel
JCVI_15779 3.090 weakly similar to ( 119)AT3G27640| Symbols: hsducin family protein / WD-40 repeat family protg¢ichr3:10233544-10236704
JCVI_39723 3.082 very weakly similar to (84.7)AT1G12940| SymbolSIMRT2.5 | ATNRT2.5 (NITRATE TRANSPORTERZ2.5); nitestransmembran
EX019133 3.082 moderately similar to ( 266)AT5G05970| Symbolg:ansducin family protein / WD-40 repeat familyopsin | chr5:1795465-179931
JCVI_4883 3.081 moderately similar to ( 253)AT1G47980| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G62730.1); similar
H07167 3.081 no similarity

ES934693 3.080 no similarity

L37981 3.076 no similarity

RC_EE562785 3.076 no similarity

JCVI_7486 3.076 moderately similar to ( 255)AT5G30495| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G54770.1); similar
ES985657 3.076 moderately similar to ( 345)AT1G25240| Symbolepgin N-terminal homology (ENTH) domain-containpmgtein / clathrin asseml
EX108697 3.075 moderately similar to ( 386)AT1G133B¥mbols: | myb family transcription factor | ti#556974-4558588 FORWARD [21827]
EV063849 3.074 no similarity 3.089
JCVI_24649 3.071 moderately similar to ( 204)AT4G25490| Symbols:EBR B, CBF1 | CBF1 (C-REPEAT/DRE BINDING FACTOR DNA binding.  5.442
JCVI_24545 3.070 moderately similar to ( 311)AT1G18370| SymbolsKHHIK (HINKEL); microtubule motor | chr1:6319728323813 REVERSE nc




H07236 3.064 no similarity

JCVI_13066 3.057 moderately similar to ( 216)AT4G30130| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G19090.1); similar
JCVI_30387 3.057 no original description

EV197141 3.056 no similarity

RC_ES902576 3.055 no similarity

JCVI_10033 3.053 moderately similar to ( 312)AT2G28250| Symbols:RC| protein kinase family protein | chr2:12051084653416 FORWARD no
EV225682 3.051 no similarity

JCVI_11929 3.051 weakly similar to ( 189)AT1G17920| Symbols: HDG12DG12 (HOMEODOMAIN GLABROUS12); transcription fac | chr1:616
EE558921 3.050 no similarity

JCVI_40231 3.039 weakly similar to ( 175)AT5G13200| Symbols: | GRAomain-containing protein / ABA-responsive proteélated | chr5:4207084
EE569167 3.035 no similarity

JCVI_15806 3.034 moderately similar to ( 238)AT1G05180| Symbols:RX| AXR1 (AUXIN RESISTANT 1); small protein actitrag enzyme | chrl:1.
EE502065 3.032  weakly similar to ( 155)AT3G11930| Symbols: |wamsal stress protein (USP) family protein | chr3@377-3777399 FORWARD [
AT001747 3.031 no similarity

JCVI_5276 3.031  weakly similar to ( 150)AT4G00780| Symbols: | memnd TRAF homology domain-containing protein AMH domain-containing
JCVI_18058 3.030 weakly similar to ( 194)AT1G76990| Symbols: ACR8JR3 (ACT Domain Repeat 3) | chr1:28938281-28980B@RWARD no ori
EV107976 3.029 no similarity

AM395367 3.028 no similarity

JCVI_35707 3.028 highly similar to ( 540)AT5G22760| Symbols: | PiiBger family protein | chr5:7571638-7577665 FORRIAno original descripti
RC_EE505338 3.026 no similarity

EV210657 3.026 no similarity

RC_EE567017 3.026 no similarity

JCVI_23023 3.025 very weakly similar to (99.0)AT5G57990| Symbol88RR3 | UBP23 (UBIQUITIN-SPECIFIC PROTEASE 23); ulitin-specific pro  2.413
EE558102 3.024 no similarity

EV089328 3.024 no similarity

JCVI_25666 3.023  highly similar to ( 599)AT1G79630| Symbols: |t@io phosphatase 2C family protein / PP2C famibytgin | chr1:29967824-2996¢
JCVI_3719 3.018 weakly similar to ( 164)AT3G29000| Symbols: |caain-binding EF hand family protein | chr3:1100702807612 FORWARD no
EV143537 3.017 no similarity

ES942636 3.015 no similarity

RC_JCVI_42160 3.013 no original description

JCVI_20571 3.013  weakly similar to ( 117)AT3G07940| Symbols: |czfimnger and C2 domain protein, putative | chr3Z5#B-2531374 FORWARD n«
CD819340 3.012 no similarity

EX016181 3.011 no similarity

JCVI_32543 3.011 weakly similar to ( 107)AT1G60720| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FSAT1G33710.1); similar to |
EV131863 3.010 very weakly similar to (94.7)AT4G24380| Symbo|similar to unknown protein [Arabidopsis thaliaf@AIR:AT5G65400.1); simila
JCVI_38228 3.001 no original description 2.783
EE392272 3.000 no similarity

ES265006 3.000 moderately similar to ( 219)AT5G11820| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G26050.1); contair
EV145403 2.998 no similarity

JCVI_35083 2.998 no original description

JCVI_33374 2.996 no original description

EV066024 2.993 moderately similar to ( 244)AT1G78400| Symbolglytoside hydrolase family 28 protein / polygalsonase (pectinase) family prc  4.777
CN729994 2.992 no similarity

CV433774 2.991 no similarity

JCVI_5052 2.989 moderately similar to (496)AT3G21560| Symbols:T88A2 | UGT84A2; UDP-glycosyltransferase/ sinagatgucosyltransferase | 4.673
EV151455 2.988 no similarity

JCVI_30257 2.988 no original description

EV151244 2.987 no similarity

JCVI_16434 2.987 no original description

EX112711 2.985 weakly similar to ( 118)AT3G14690| Symbols: CYP2ABA CYP72A15 (cytochrome P450, family 72, subfgri polypeptide 15);
JCVI_16400 2.984 moderately similar to (201)AT5G5@BSymbols: | unknown protein | chr5:2229798198589 REVERSE no original description
EE568357 2.984 weakly similar to ( 119)AT3G57870| Symbols: EMB¥63CE1, AHUSS5 | AHUS5 (SUMO CONJUGATION ENZYME wpiquitin.~ 3.059
DY009096 2.984 no similarity

EV130798 2.980 no similarity

JCVI_4761 2.978 moderately similar to ( 341)AT1G01980| SymbolsC3B, ATSEC1A | ATSEC1A, electron carrier | chrl:32@-341999 REVERSI
EV200335 2.977 very weakly similar to (96.7)AT5G43100| Symbolsaspartyl protease family protein | chr5:1731649219946 FORWARD [2149(  3.196
EV138423 2.977 no similarity

EE521171 2.977 no similarity

JCVI_28651 2.977 weakly similar to ( 171)AT1G66120| Symbols: |lemstivating enzyme 11 (AAE11) | chrl:24616303-28833 FORWARD no orig
EV006648 2.976 no similarity

EX132070 2.975 moderately similar to ( 232)AT4G25810| Symbols:H¢B, XTR6 | XTR6 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE)6hydi
EV132473 2.974 no similarity

JCVI_21519 2.972  highly similar to ( 503)AT4G21326| Symbols: ATSBI3 | ATSBT3.12; subtilase | chr4:11346991-11349%66RWARD no origina  3.975
EX125813 2.969 weakly similar to ( 164)AT5G45280Bpls: | pectinacetylesterase, putative | chri84889-18366715 FORWARD [21831]

ES961646 2.969 no similarity

JCVI_38197 2.967 no original description

JCVI_38756 2.965 moderately similar to ( 404)AT5G15130| SymbolsMRKY72, WRKY72 | WRKY72 (WRKY DNA-binding protein2); transcripti
CD840069 2.962 no similarity

RC_EX044727 2.959 no similarity

DW997719 2.955 no similarity

EV028688 2.955 no similarity

EV125134 2.955 no similarity

EV225683 2.951 no similarity 3.483
EV165309 2.946 moderately similar to ( 215)AT1G22380| Symbols:\K3IT85A3 | ATUGT85A3 (UDP-GLUCOSYL TRANSFERASE 85A3jlucurc
EX098294 2.946 moderately similar to ( 276)AT1G27100| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G69900.1); similar
JCVI_39943 2.946 moderately similar to ( 214)AT5G24860| SymbolsFFPPF1 | FPF1 (FLOWERING PROMOTING FACTOR 1) [5cB641825-854
JCVI_11930 2.946 moderately similar to ( 236)AT2G01080| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G54200.1); similar
JCVI_17080 2.946 weakly similar to ( 136)AT4G04780| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FSAT5G15690.1); similar to |
JCVI_10679 2.946  weakly similar to ( 187)AT4G34790| Symbols: |iawesponsive family protein | chr4:16594544-165838 ORWARDvery weakly
EE556656 2.944 no similarity 4.962
CX192412 2.943 moderately similar to ( 208)AT1G28130| Symbols:35H | GH3.17 | chr1:9826366-9827870 FORWARDweakktyilar to ( 107)GF
JCVI_26441 2.943  highly similar to ( 635)AT5G59160| Symbols: PP@HAP2 | TOPP2 (Type one serine/threonine proteisgitaiase 2); protein serir ~ 4.993
EX044341 2.943  weakly similar to ( 112)AT3G58850| Symbols: PARZAR2 (PHY RAPIDLY REGULATED 2); transcription relgior | chr3:21770




JCVI_3834 2.942 moderately similar to ( 402)AT1G70710| SymbolsLCFAtGHIB1 | AtGHIB1 (ARABIDOPSIS THALIANA GLYCOSY HYDRO  2.045
EX091671 2.939 very weakly similar to (97.4)AT4G34430| SymbolS$WI3D, CHB3 | CHB3 (Arabidopsis thaliana switch)3DNA binding / trans:
EV184017 2.939 no similarity

ES264932 2.929 weakly similar to ( 168)AT5G55060hByls: | catalytic | chr5:22359305-22363626 FORWARS5723] 3.501
EV025072 2.928 no similarity

RC_ES967621 2.927 no similarity

JCVI_29369 2.927 highly similar to ( 504)AT5G25510| Symbols: |isefthreonine protein phosphatase 2A (PP2A) reggjaubunit B', putative | chr5
JCVI_36732 2.926 moderately similar to ( 398)AT4G01950| Symbols:GHAT3, GPAT3 | ATGPAT3/GPAT3 (GLYCEROL-3-PHOSPHAREYLTR,
JCVI_31135 2.925 no original description

JCVI_18331 2.919 highly similar to ( 928)AT1G68560| Symbols: ATXYLXYL1 | ATXYL1/XYL1 (ALPHA-XYLOSIDASE 1); alpha-Narabinofurant
EV225843 2.915 weakly similar to ( 125)AT1G22710| Symbols: SURT,SUC2, SUC2 | SUC2 (SUCROSE-PROTON SYMPORTER @)hchydrat
JCVI_33140 2.915 no original description

ES269078 2.915 moderately similar to ( 213)AT4G19230| Symbols:R797A1 | CYP707A1 (cytochrome P450, family 707 faobly A, polypeptide
EV090893 2.915 moderately similar to ( 214)ATCG01000| Symbols:FACL | hypothetical protein | chrC:109405-11043@RMOARDweakly similar tc
EV179477 2.915 moderately similar to ( 234)AT1G67830| Symbols:FXG1 | ATFXG1 (ALPHA-FUCOSIDASE 1); alpha-L-fucosise/ carboxylest
JCVI_17081 2.915 weakly similar to ( 108)AT5G17350| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT3G03280.1); similar to |
EV069452 2.914 weakly similar to ( 147)AT5G25470fBwls: | DNA binding | chr5:8865857-8867237 REVIER31443] 3.346
ES954165 2.912 no similarity

JCVI_13878 2.912 moderately similar to ( 466)AT5G45340| Symbols:R797A3 | CYP707A3 (cytochrome P450, family 707 faobly A, polypeptide
CD815798 2.912 weakly similar to ( 105)AT1G13730| Symbols: |leac transport factor 2 (NTF2) family protein / RNécognition motif (RRM)-cor
EE554795 2.903 weakly similar to ( 116)AT1G80790| Symbols: | X% domain-containing protein / XS zinc finger domabntaining protein | chrl
JCVI_40146 2.902 moderately similar to ( 229)AT1G33240| Symbols-BTL2 | AT-GTL1 (Arabidopsis thaliana GT2-like Tjanscription factor | chrl
JCVI_31926 2.901 no original description

EE502096 2.900 weakly similar to ( 195)AT5G55050| Symbols: | GB8otif lipase/hydrolase family protein | chr5:22851-22356967 FORWARL
ES950157 2.900 no similarity

EE526539 2.898 no similarity

EX119892 2.897 no similarity

EV145334 2.895 weakly similar to ( 199)AT3G15990| Symbols: SULTRBSULTR3;4; sulfate transmembrane transporterd:5427087-5430685 F
JCVI_29889 2.893 no original description 3.057
EV211227 2.890 very weakly similar to (99.0)AT3G26460| Symbo|snajor latex protein-related / MLP-related | cB6B5290-9685844 REVERSE
EV144897 2.889 no similarity

JCVI_27048 2.889 moderately similar to ( 367)AT1G69940| Symbols:PPME1 | ATPPME1,; pectinesterase | chr1:263472128634 REVERSEwe:
JCVI_23849 2.888 no original description

EE567864 2.887 no similarity

EE561199 2.886 no similarity

EX091761 2.882 moderately similar to ( 260)AT1G08990| Symbols: S5 | PGSIP5 (PLANT GLYCOGENIN-LIKE STARCH INITIADN PROTE
JCVI_34276 2.882 weakly similar to ( 172)AT1G52680| Symbols: ¢lambryogenesis abundant protein-related / LEAepratlated | chr1:19622087-
ES988392 2.878 weakly similar to ( 150)AT2G32460| Symbols: MYB1@%M1, AtMYB101 | AtM1/AtMYB101/MYB101 (myb domaimprotein 101}
EV103809 2.876 weakly similar to ( 153)AT4G13540| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT3G23930.1); similar to
JCVI_19414 2.875 no original description

JCVI_40938 2.875 no original description

JCVI_33601 2.873 no original description

EX066487 2.872 no similarity

CX190441 2.868 no similarity

ES911338 2.868 no similarity

EX016747 2.868 no similarity

EE554692 2.860 no similarity

EX103459 2.860 moderately similar to ( 301)AT4G33730| Symbolpathogenesis-related protein, putative | chr4:5608-16185619 FORWARDw!
JCVI_31867 2.858 no original description

JCVI_23644 2.852  weakly similar to ( 120)AT4G29780| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT5G12010.1); similar to |
EV224979 2.850 weakly similar to ( 182)AT5G64370| Symbols: BETARUYBETA-UP (BETA-UREIDOPROPIONASE); beta-ureidopiemase | chr&
JCVI_20804 2.848 weakly similar to ( 113)AT3G19580| Symbols: AZFR4F2 (ARABIDOPSIS ZINC-FINGER PROTEIN 2) | chr3:88299-6804120
JCVI_27647 2.848 weakly similar to ( 171)AT3G20520| Symbols: |aggophosphoryl diester phosphodiesterase familieprd chr3:7162851-716574
RC_JCVI_41988 2.842 no original description

EX137129 2.840 no similarity 2.226
CB617591 2.839 no similarity 3.317
ES969249 2.838 no similarity

EX103165 2.838 weakly similar to ( 148)AT3G52960iBpls: | peroxiredoxin type 2, putative | chr330677-19651381 FORWARD [21826]
EE568624 2.838 no similarity

JCVI_37878 2.837 no original description 4.222
JCVI_26070 2.836 no original description

CV973925 2.835 no similarity

EL590006 2.833 no similarity

EX130669 2.833 no similarity

AM062480 2.833  weakly similar to ( 134)AT1G43040| Symbols: |iaesponsive protein, putative | chrl:1618664986863 FORWARD [17712] 1
ES986655 2.832 no similarity

JCVI_35330 2.831 no original description

RC_EE542508 2.830 no similarity

BG543659 2.830 no similarity

EV179248 2.830 moderately similar to (211)AT1G67230| SymboldNCHL | LINC1 (LITTLE NUCLEI1) | chr1:25155224-2515%% REVERSE [214!
EV135166 2.829 weakly similar to ( 148)AT3G55280| Symbols: | 6d®somal protein L23A (RPL23aB) | chr3:20511648622496 FORWARDwe
JCVI_33988 2.829 no original description

JCVI_39493 2.828 moderately similar to ( 375)AT4G21640| Symbolsuljtilase family protein | chr4:11496846-115008#)/ERSE no original desci
JCVI_34341 2.825 very weakly similar to (82.4)AT1G62020| Symbolsoatomer protein complex, subunit alpha, putdtare1:22923479-22927393
EV125286 2.825  weakly similar to ( 174)AT1G02900jrBwls: RALFL1 | RALFL1 (RALF-LIKE 1) | chr1:65397654338 REVERSE [21479]
EV194079 2.824 moderately similar to ( 226)AT1G55620| Symbols:ATC-F, CLC-F | CLC-F (CHLORIDE CHANNEL F); voltaggated chloride cl
DY030160 2.822 no similarity

EV211479 2.818 no similarity

BQ704860 2.815 no similarity

BG543383 2.814 weakly similar to ( 105)AT5G61460| Symbols: MINI|M (HYPERSENSITIVE TO MMS, IRRADIATION AND MMC); ATP bindi
JCVI_7633 2.814 moderately similar to ( 213)AT3G54190| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G38630.1); similar
JCVI_17406 2.813  highly similar to ( 858)AT1G74960| Symbols: KAS2AB1 | FAB1 (FATTY ACID BIOSYNTHESIS 1); fatty-acidynthase | chrl:2!
ES947718 2.813 no similarity




JCVI_3227 2.810 no original description

JCVI_19496 2.809 weakly similar to ( 110)AT5G50460| Symbols: |tei transport protein SEC61 gamma subunit, puedtohr5:20569394-2056973
EV112414 2.809 no similarity

JCVI_3208 2.808 no original description

CV545114 2.808 moderately similar to ( 223)AT5G09590| SymbolsG78-5, mtHSC70-2 | mtHSC70-2 (HEAT SHOCK PROTEIN; AP binding
ES898193 2.807 no similarity

EV130046 2.806 no similarity

DY001809 2.806 no similarity

EE564722 2.804 no similarity

EV197862 2.804 no similarity

EV216622 2.804 no similarity

JCVI_13374 2.804 moderately similar to ( 303)AT1G70260| Symbolsodlulin MtN21 family protein | chr1:26460730-26463 REVERSE no origine
EE560668 2.803 no similarity

JCVI_23275 2.803 moderately similar to ( 218)AT1G21280| Symbolsinjilar to hypothetical protein [Vitis vinifera3B:CAN81001.1); contains Inter
JCVI_20749 2.800 moderately similar to ( 497)AT4G35850| Symbolgertatricopeptide (PPR) repeat-containing prdtehr4:16983641-16986684 F
JCVI_7567 2.798 no original description 3.413
JCVI_20088 2.794 moderately similar to ( 441)AT4G19540| Symbolsinjilar to HCF101 (HIGH-CHLOROPHYLL-FLUORESCENCHB1), ATP binc
EV143743 2.791 no similarity

EV126936 2.791 no similarity -1.053
EV147210 2.790 no similarity

JCVI_41628 2.790 moderately similar to ( 229)AT5G18460| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G23340.1); similar
EE529933 2.790 moderately similar to ( 211)AT1G66880| Symbolserjne/threonine protein kinase family proteihrflc24950591-24959101 FOR\  -1.029
JCVI_19284 2.790 very weakly similar to (88.6)AT1G23550| Symbol®@ | SRO2 (SIMILAR TO RCD ONE 2); NAD+ ADP-ribosinsferase | chr.
JCVI_9252 2.788 highly similar to ( 693)AT1G29980| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FAAT2G34510.1); similar to u
JCVI_735 2.787 no original description

RC_EE564048 2.787 no similarity

EE420291 2.786 no similarity

JCVI_33906 2.786 highly similar to ( 771)AT2G32860| Symbols: |gbgyl hydrolase family 1 protein | chr2:1394731®83673 FORWARDmModerate
JCVI_37840 2.784 no original description

JCVI_888 2.784 moderately similar to ( 386)AT4G00040| Symbolshglcone and stilbene synthase family proteim4:¢4653-15897 FORWARDw
JCVI_38737 2.782 moderately similar to ( 435)AT4G12420| SymbolsifSK SKU5 (skewed 5); copper ion binding | chr4 9338-7352865 REVERS/
EV219578 2.782 moderately similar to ( 335)AT2G30210| Symbols:Q@3\| LAC3 (laccase 3); copper ion binding / oxidhretase | chr2:12894812-1
EV128384 2.782 no similarity

JCVI_33673 2.782 very weakly similar to (92.0)AT3G44870| Symbo|sS-adenosyl-L-methionine:carboxyl methyltransferisnily protein | chr3:1639
H07270 2.780 no similarity

JCVI_39393 2.778 weakly similar to ( 186)AT1G75140| Symbols: |rtieal to Uncharacterized membrane protein AtlgP5®abidopsis Thaliana] (C
CN728444 2.778 weakly similar to ( 120)AT5G15470| Symbols: GAUTI@AUT14 (Galacturonosyltransferase 14); polygatamate 4-alpha-galact
EE408514 2.774 no similarity

EV165860 2.774 no similarity

JCVI_26896 2.774 moderately similar to ( 436)AT1G68020| SymbolsSEPATTPS6 | ATTPS6 (Arabidopsis thaliana trehajasesphatase/synthase ¢
EE530227 2.773 no similarity 3.812
EE567771 2.773 no similarity

JCVI_32957 2.773 moderately similar to ( 270)AT3G09230| Symbols:M¥B1 | ATMYB1 (MYB DOMAIN PROTEIN 1); DNA binding /transcriptior
JCVI_22325 2.767 weakly similar to ( 196)AT3G19680| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FSAT1G50040.1); similar to 1
EE558033 2.767 no similarity

JCVI_22321 2.767 no original description

ES968425 2.761 no similarity

EE534462 2.760 no similarity

H07351 2.759  very weakly similar to (85.9)AT5G17350| Symbo|similar to unknown protein [Arabidopsis thaliaf@AIR:AT3G03280.1); simila
CD836896 2.757 weakly similar to ( 155)AT3G29670jn®ypls: | transferase family protein | chr3:1153043531786 FORWARD [13981]
JCVI_2034 2.755 no original description 4.045
EE565488 2.753 no similarity

ES966938 2.751 no similarity

EE560192 2.751 no similarity

JCVI_20970 2.751 no original description

JCVI_33737 2.751 no original description

JCVI_5358 2.750 weakly similar to ( 169)AT1G30120| Symbols: PDHERTA | PDH-E1 BETA (PYRUVATE DEHYDROGENASE E1 BEJApyru
AM058692 2.750  weakly similar to ( 179)AT4G22250| Symbols: |zfinger (C3HC4-type RING finger) family proteicHr4:11767697-11768341 R
JCVI_16557 2.747 moderately similar to ( 273)AT3G50060| Symbols: B7 | MYB77; DNA binding / transcription factor jr8:18569129-18570034
EX116638 2.743 no similarity

JCVI_33378 2.743 moderately similar to ( 445)AT1G22760| SymbolsB34 PAB3 (POLY(A) BINDING PROTEIN 3); RNA bindinpchr1:8055588-¢
EE501925 2.737 no similarity 2.738
JCVI_19644 2.734  weakly similar to ( 128)AT1G48140| Symbols: |idebl-phosphate mannosyltransferase-related | tAvB7071-17787583 FORW;
EV083865 2.734 no similarity

EV128635 2.732 no similarity 2.819
C0O749390 2.732 no similarity

EV112275 2.732 no similarity

EV226371 2.731 no similarity

CD819972 2.731 no similarity

JCVI_16590 2.729 moderately similar to ( 372)AT3G10480| Symbols:ABD50 | ANACO50 | chr3:3264415-3266786 FORWARDweaiilar to ( 1&
JCVI_32778 2.729 weakly similar to ( 180)AT5G45970| Symbols: RORTRAC2, ARAC2, ATROP7 | ARAC2 (RHO-RELATED PROTEIRROM Pl
CD840408 2.727  very weakly similar to (84.3)AT5G07550| Symbol@RP19, GRP19 | GRP19 (Glycine rich protein 18y$2388619-2389185 F
JCVI_24817 2.721  weakly similar to ( 188)AT2G37980| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT5G01100.1); similar to |
JCVI_38370 2.720 moderately similar to ( 416)AT4G29780| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G12010.1); similar
DY004458 2.717 moderately similar to ( 308)AT4G20200| Symbolgerpene synthase/cyclase family protein | chr98682-10911161 REVERSEv
EE460675 2.716 no similarity

EV066585 2.712  weakly similar to ( 148)AT3G15810| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRsAT1G80120.1); similar to 1
EE562412 2.711 no similarity

JCVI_28897 2.710 weakly similar to ( 101)AT1G67030| Symbols: ZFR&-P6 (ZINC FINGER PROTEIN 6); nucleic acid bindihganscription factor/
JCVI_32592 2.709 moderately similar to ( 294)AT2G46960| Symbols:R799B1 | CYP709B1 (cytochrome P450, family 709faully B, polypeptide
RC_EX083955 2.709 no similarity

RC_EV010251 2.708 no similarity

EV174730 2.707 very weakly similar to (95.9)CYB_SRMER1486] 62 439 786 3.344




EV131193 2.701  very weakly similar to (95.9)AT2G19880| Symbo|seramide glucosyltransferase, putative | chr8868-8592200 FORWARD [2.
EX056651 2.701 no similarity

JCVI_12359 2.696 moderately similar to ( 457)AT4G01810| Symbolgradtein transport protein-related | chr4:776738802 REVERSE no original dt
EV111301 2.692 no similarity 2.674
EV018309 2.690 no similarity

ES901996 2.688 weakly similar to ( 137)AT1G04590| Symbols: |#amto pentatricopeptide (PPR) repeat-containirgein [Arabidopsis thaliana] (*
JCVI_16560 2.688 weakly similar to ( 112)AT5G10660| Symbols: jeadulin-binding protein-related | chr5:3370554-3871 FORWARD no original
EE478991 2.687 moderately similar to ( 278)AT5G25170| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G25190.1); similar
ES967033 2.685 no similarity 5.132
JCVI_25518 2.684  highly similar to ( 528)AT5G15130| Symbols: ATWRKE, WRKY72 | WRKY72 (WRKY DNA-binding protein 72)anscription fé
EE561031 2.683 no similarity

JCVI_16974 2.681 very weakly similar to (84.7)AT3G19680| Symbo|similar to unknown protein [Arabidopsis thaliaf@AIR:AT1G50040.1); simila
JCVI_30949 2.680 no original description 3.888
ES954371 2.678 no similarity

CD840090 2.677 no similarity

EE551115 2.676 no similarity

JCVI_40144 2.676 no original description

EV194343 2.675 weakly similar to ( 140)AT4G32551| Symbols: RONPG | LUG (LEUNIG) | chr4:15707869-15713365 FORWARI1489] 21 7C  5.118
RC_ES954436 2.675 no similarity 3.067
CD816610 2.674 moderately similar to ( 218)AT2G24220| Symbols:PAIP5 | ATPUPS (Arabidopsis thaliana purine perm&gspurine transmembr.
EE466624 2.672 weakly similar to ( 101)AT1G52695| Symbols: | phlsolipase/carboxylesterase family protein | ctr825079-19627056 REVER<S
EV101236 2.672 no similarity

EV182486 2.672 very weakly similar to ( 100)AT5G57560| Symbolstb22, TCH4 | TCH4 (TOUCH 4); hydrolase, acting dycgsyl bonds / xyloglt
JCVI_21618 2.672  weakly similar to ( 168)AT5G02240| Symbols: |diirg / catalytic/ coenzyme binding | chr5:45150@9%2 FORWARD no original
EV170947 2.671 moderately similar to ( 311)AT1G76130| Symbols:AMY2, AMY2 | AMY2/ATAMY?2 (ALPHA-AMYLASE-LIKE 2); al pha-amyle
JCVI_38749 2.669 moderately similar to ( 348)AT5G04710| Symbolssgartyl aminopeptidase, putative | chr5:13572380129 REVERSE no origin
JCVI_40532 2.669 moderately similar to (297)AT2G21790| Symbols; RNR1 | R1/RNR1 (RIBONUCLEOTIDE REDUCTASE 1); rimacleoside-di} 1.773
EX131720 2.665 no similarity 5.534
CX270831 2.665 no similarity

ES942692 2.663 no similarity

EX078964 2.663 no similarity

JCVI_21884 2.663 weakly similar to ( 108)AT4G00730| Symbols: AHDRNL2 | ANL2 (ANTHOCYANINLESS 2) | chr4:301071-3043REVERSE n
EV166537 2.662 no similarity

EE502315 2.661 no similarity

EV177552 2.661 no similarity

JCVI_27398 2.661 very weakly similar to ( 100)AT1G63670| Symbo|similar to unknown protein [Arabidopsis thaliaf@AIR:AT2G45900.1); simila
EV141703 2.661 very weakly similar to (92.0)AT3G44870| Symbo|sS-adenosyl-L-methionine:carboxyl methyltransfertsnily protein | chr3:1639
EV091861 2.661 no similarity

DY029976 2.660 no similarity

JCVI_20274 2.659 weakly similar to ( 182)AT2G30020| Symbols: |tein phosphatase 2C, putative / PP2C, putative2jth821514-12822981 FOR\
ES984449 2.658 no similarity

CD821578 2.657 very weakly similar to (86.7)AT2G23148| Symbo|similar to unknown protein [Arabidopsis thaliaf@AIR:AT2G23142.1); contal
ES968363 2.653 no similarity

JCVI_18078 2.653 weakly similar to ( 194)AT4G30070| Symbols: LCRIICR59 (Low-molecular-weight cysteine-rich 59){4:14697555-14698321
JCVI_32239 2.653 no original description

EX065570 2.649 no similarity 4.486
EV015620 2.649 no similarity

EV098177 2.648 moderately similar to ( 248)AT5G53490| Symbolthy|akoid lumenal 17.4 kDa protein, chloroplashi5:21740714-21741847 RE  3.916
EV148318 2.648 no similarity

EE563880 2.646 no similarity

JCVI_32289 2.646 moderately similar to ( 329)AT5G54280| SymbolsAAM2, ATMYOS1, ATM4, ATM2 | ATM2 (ARABIDOPSIS THALANA MYC
JCVI_37760 2.643 no original description

EV142725 2.642 moderately similar to ( 259)AT4G26870| Symbolaspartyl-tRNA synthetase, putative / aspartat®ARgase, putative | chr4:135(
EE561569 2.642 no similarity 3.758
JCVI_1715 2.642 weakly similar to ( 196)AT1G54010| Symbols: | osinase-associated protein, putative | chrl:201528464415 REVERSE no o
EE549460 2.641 no similarity

JCVI_18525 2.641 weakly similar to ( 125)AT3G61980| Symbols: jserprotease inhibitor, Kazal-type family protezh3:22967319-22967672 RE\
JCVI_33576 2.641 moderately similar to ( 322)AT4G27480| Symbolgiyfosyltransferase family 14 protein / core-2ftiching enzyme family proteir
EV142990 2.635 weakly similar to ( 119)AT2G40000| Symbols: HSPRAZHSPRO?2 | similar to unknown protein [Arabidaptialiana] (TAIR:AT3!
RC_EE560830 2.633 no similarity

EV160672 2.632 moderately similar to ( 346)AT4G19170| Symbols:B2 | NCED4 (NINE-CIS-EPOXYCAROTENOID DIOXYGENASE) 4chr4:
EV153595 2.632 very weakly similar to ( 100)AT5G0@6Bymbols: | F-box family protein | chr5:243042232066 FORWARD [21484]

JCVI_30766 2.630 no original description

EV223305 2.629 moderately similar to (207)AT1G02310| Symbolsgiytosyl hydrolase family protein 5 / cellulasenity protein / (1-4)-beta-manna
ES998196 2.629 no similarity

ES913930 2.628 moderately similar to ( 285)AT3G25560| SymbolskKRI| NIK2 (NSP-INTERACTING KINASE 2); protein kinag chr3:9280919-9  2.529
EV059775 2.626 no similarity

EX106682 2.626 no similarity

JCVI_36799 2.626 no original description

JCVI_38738 2.626  weakly similar to ( 185)AT1G20870| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT1G54850.1); similar to |
RC_EV146547 2.625 no similarity

ES264508 2.625 no similarity

EX072529 2.625 moderately similar to ( 259)AT4G17220| Symbols:MAP70-5 | ATMAP70-5 (microtubule-associated progeri®d-5); microtubule k£
EV000049 2.625 no similarity

JCVI_29724 2.623  weakly similar to ( 174)AT1G05000| Symbols: pisine specific protein phosphatase family proteir]:1425659-1428392 FORV
JCVI_35306 2.623 very weakly similar to (89.4)AT1G18610| Symbolkelch repeat-containing protein | chr1:64057708823 FORWARD no originé
EV200364 2.623 no similarity

EV066988 2.622 no similarity

EE501957 2.621 weakly similar to ( 142)AT5G25610| Symbols: RDZ022 (RESPONSIVE TO DESSICATION 22) | chr5:89148916687 REVE
JCVI_16483 2.620 moderately similar to ( 310)AT3G48080| Symbol#pgse class 3 family protein / di resistamotein-related | chr3:17764089
JCVI_40900 2.619 highly similar to ( 572)AT5G64120| Symbols: |@eadase, putative | chr5:25676777-25678172 REVER&smately similar to ( 39
EV181783 2.616 weakly similar to ( 187)AT1G12200| Symbols: yftecontaining monooxygenase family protein / FM&xily protein | chr1:41376:
JCVI_11277 2.616 moderately similar to ( 379)AT3G23250| Symbols: BI5, AtY19, AtMYB15 | AtMYB15/AtY19/MYB15 (myb domia protein 15):




JCVI_32712 2.615 no original description

EV218651 2.615 moderately similar to ( 422)AT3G53480| SymbolsREDATPDRY | ATPDR9/PDR9 (PLEIOTROPIC DRUG RESISTAR 9); ATF
AM390906 2.614 no similarity

EV109714 2.612 no similarity

EX118712 2.611 no similarity

JCVI_8780 2.609 moderately similar to ( 455)AT5G61820| Symbolsiniilar to MtN19-like protein [Pisum sativum] (GBAU14999.2); contains Inte
CD814116 2.609 moderately similar to ( 350)AT1G4388¢mbols: | transcription factor | chr1:1662468626825 REVERSE [13977]

EV135073 2.609 moderately similar to ( 240)AT4G28680| Symbolgyrdsine decarboxylase, putative | chr4:1415526858552 FORWARDweakly
EV123693 2.608 no similarity 4.427
EE402903 2.605 no similarity

JCVI_33190 2.605 no original description

EV105906 2.604 no similarity

EV175012 2.603 no similarity 2.019
JCVI_18635 2.602 moderately similar to ( 225)AT1G14420| Symbols:58T AT59 (Arabidopsis homolog of tomato LAT59)abe/ pectate lyase | chr  -3.239
RC_EE568847 2.602 no similarity

CD828816 2.601 weakly similar to ( 123)AT4G30210| Symbols: ARZTR2 | ATR2 (ARABIDOPSIS P450 REDUCTASE 2) | chr4796906-14800%
JCVI_15552 2.599 weakly similar to ( 134)AT5G65490| Symbols: |rteal to SGT1 protein homolog At5g65490 [ArabidispBhaliana] (GB:Q9LSME
JCVI_2697 2.599 moderately similar to ( 263)AT4G23600| Symbols2,JRORI3 | CORI3 (CORONATINE INDUCED 1, JASMONIC ACRESPON  3.306
EE565377 2.599 no similarity

JCVI_17709 2.597 moderately similar to ( 349)AT5G58430| Symbols:EXIO70B1 | ATEXO70B1 (exocyst subunit EXO70 familpfein B1); protein
EV204447 2.596 no similarity

EE567461 2.596 very weakly similar to (83.2)AT5G58375| Symbolssimilar to unknown protein [Arabidopsis thaliaf@RIR:AT5G14602.1); simila
JCVI_4347 2.596 weakly similar to ( 155)AT1G21090| Symbols: | fgedyproline-rich glycoprotein family protein | chvB84843-7386188 FORWAFR
EV225681 2.596 no similarity

EV111282 2.596 no similarity

RC_H74834 2.593 no similarity

ES991417 2.589 no similarity

EE505236 2.587 no similarity

JCVI_42567 2.586 very weakly similar to (88.6)TRAGRAIZE no original description

JCVI_11379 2.586 no original description

EV197309 2.584 no similarity

AM386194 2.582 no similarity 1.873
EX079964 2.579 weakly similar to (171)AT4G31115| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT5G04440.1); similar to |
EX089596 2.579 no similarity

JCVI_35042 2.579 no original description

ES967274 2.578 no similarity

JCVI_29618 2.576 no original description

JCVI_8926 2.575 very weakly similar to (84.3)AT4G09030| SymbolSEAGP10, AGP10 | AGP10 (Arabinogalactan protein [18)r4:5792246-57926
JCVI_14001 2.574 no original description 3.670
RC_EE567222 2.573 no similarity

CV546475 2.573 no similarity

EE564626 2.572 weakly similar to ( 200)AT3G28570| Symbols: | Adype ATPase family protein | chr3:10711771-107 BEDRWARD [20153] 6
AT000748 2.572 no similarity

JCVI_26942 2.570 moderately similar to (279)AT2G46960| Symbols:R799B1 | CYP709B1 (cytochrome P450, family 709faully B, polypeptide
EV147827 2.569 no similarity

JCVI_26015 2.566 moderately similar to ( 391)AT1G61360| SymbolS-lpcus lectin protein kinase family protein |tB2641532-22644639 REVER
JCVI_7955 2.563 moderately similar to ( 319)AT1G25280| SymbolsTI4®10 | AtTLP10 (TUBBY LIKE PROTEIN 10) | chr1:88663-8866595 FOR
EE504791 2.563 weakly similar to ( 103)AT5G56670| Symbols: | 4l®somal protein S30 (RPS30C) | chr5:2295263%3207 REVERSE [2015¢
EE552012 2.561 no similarity 2.413
JCVI_6555 2.559 moderately similar to ( 339)AT5G55530| Symbol€2|domain-containing protein | chr5:22511665-2882FORWARD no origini
EV209618 2.556 no similarity

EE567593 2.556 no similarity

CD820975 2.556 moderately similar to ( 298)AT1G63090| Symbols:P¥PR-A11 | ATPP2-A11 (Phloem protein 2-A11); carkiriaye binding | chrl:2:
JCVI_26699 2.556 weakly similar to ( 157)AT3G50240| Symbols: KICR{KICP-02; microtubule motor | chr3:18634362-1863 REVERSE no ori(
JCVI_10706 2.553 moderately similar to ( 434)AT5G20710| Symbols:AG | BGAL7 (beta-galactosidase 7); beta-galaciasid| chr5:7010538-7013

L38061 2.551 no similarity

JCVI_5171 2.551 no original description

EX016624 2.550 no similarity

EV227113 2.550 no similarity

EX123468 2.550 very weakly similar to (84.7)AT4G09pBymbols: | structural molecule | chr4:57977886250 REVERSE [21830]

DN961174 2.550 moderately similar to ( 218)AT4G16260| Symbolsgiytosyl hydrolase family 17 protein | chr4:920081201457 REVERSEweakl
EV189060 2.549 no similarity

JCVI_20438 2.548 no original description

JCVI_12687 2.548 no original description

JCVI_35269 2.543 no original description

RC_ES968472 2.541 no similarity 2.562
JCVI_19090 2.540 highly similar to ( 602)AT3G50270| Symbols: [iséerase family protein | chr3:18646908-1864826@RA@ARDvery weakly similar
JCVI_38132 2.536 no original description

JCVI_42207 2.536 no original description

CV546580 2.536 weakly similar to ( 113)AT5G40010| Symbols: AATPAATP1 (AAA-ATPASE 1); ATP binding / ATPase | chi5037446-160389
EE567670 2.534 no similarity 1.736
RC_EV010268 2.534 no similarity 3.010
ES937722 2.534 weakly similar to ( 107)AT4G21050| Symbols: | Bgbe zinc finger domain-containing protein | cAi4238452-11239084 FORW/
JCVI_25351 2.532 no original description

EX135989 2.530 moderately similar to (209)AT5G07050| Symbolsodulin MtN21 family protein | chr5:2191534-21934REVERSE [21833] 1 6:
JCVI_8551 2.527 moderately similar to ( 225)AT5G42380| Symbols: IC38, CML37 | CML37/CML39; calcium ion binding | &116959986-169605
ES968335 2.526 no similarity

JCVI_38998 2.524 moderately similar to ( 214)AT2G37430| Symbolging finger (C2H2 type) family protein (ZAT11)§@:15713533-15714069 FC
EX055496 2.523 moderately similar to ( 286)AT4G28500| Symbols:AB073 | ANACO073 (Arabidopsis NAC domain containimgptein 73); transcri
RC_ES998081 2.522 no similarity

EE438838 2.521 no similarity

EE505147 2.519 no similarity 3.882
JCVI_35 2.518 moderately similar to ( 318)AT1G27730| Symbols:TAR, STZ | STZ (SALT TOLERANCE ZINC FINGER); nuatecid binding / t




EV081248 2.514 no similarity

CD836392 2.512 no similarity

EE565961 2.511 no similarity

JCVI_41847 2.511 moderately similar to ( 360)AT5G40250| Symbolgint finger (C3HC4-type RING finger) family protej chr5:16103284-161044:
EE520604 2.511 weakly similar to ( 107)AT2G36695h8wls: | unknown protein | chr2:15389781-15390B@RWARD [20185] 1 412 466
JCVI_36083 2.510 no original description

JCVI_22141 2.510 moderately similar to ( 290)AT5G42240| SymbolsPE@2 | SCPL42 (serine carboxypeptidase-like 42)psearboxypeptidase | ct
EV222836 2.510 weakly similar to ( 112)AT3G15450| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRsAT4G27450.1); similar to 1
EV108550 2.506 very weakly similar to (95.9)AT4G21060| Symbo|gialactosyltransferase family protein | chr4:17240611244871 FORWARD [2
AM395149 2.506 no similarity

JCVI_23592 2.505 no original description

ES968374 2.504 no similarity

EE566355 2.502 no similarity

CB617607 2.501 no similarity

EV052696 2.500 no similarity

EV108926 2.499 no similarity

EX117651 2.499 no similarity

JCVI_37499 2.497 weakly similar to ( 166)AT1G11260| Symbols: STRRTP1 (SUGAR TRANSPORTER 1); carbohydrate transnmenebtransporter/
JCVI_35120 2.496 no original description

JCVI_40364 2.496 very weakly similar to (86.7)AT1G04100| SymboK&AILO | IAA10 (indoleacetic acid-induced protein 1@anscription factor | chrl:
EE411223 2.496 moderately similar to ( 251)AT2G21410| Symbols:A4A2 | VHA-A2 (VACUOLAR PROTON ATPASE A2); ATPasechr2:91697
RC_EX039565 2.494 no similarity

RC_EV086118 2.493 no similarity

JCVI_16640 2.493 moderately similar to ( 359)AT1G74000| Symbols3$SS3 (STRICTOSIDINE SYNTHASE 3) | chrl:2783222835062 REVER
ES937886 2.493 weakly similar to ( 115)AT2G34400| Symbols: |tagmcopeptide (PPR) repeat-containing protein2d#523317-14525265 FOR\
EV148460 2.492 no similarity

CA992539 2.491 no similarity

JCVI_28795 2.491 weakly similar to ( 130)AT3G53500| Symbols: RSZ35732; nucleic acid binding | chr3:19845535-138%/REVERSE no origin
JCVI_39852 2.491 moderately similar to ( 238)AT4G28980| Symbols:kFD1, CAK1AT | CAK1AT/CDKF;1 (CDK-ACTIVATING KINASE 1AT); cyc  3.288
EV207489 2.489 no similarity

ES992292 2.489 no similarity

RC_H07491 2.489 no similarity

EV128764 2.487 no similarity

EE411627 2.484 no similarity

ES956265 2.484 no similarity

AM394984 2.481 no similarity

EX101229 2.481 no similarity

EV170707 2.480 no similarity

JCVI_11944 2.479 moderately similar to ( 479)AT3G16430| Symbolgcélin lectin family protein | chr3:5581836-55839-ORWARD no original de  3.354
EE530249 2.479 weakly similar to ( 137)AT3G5129018vls: | proline-rich family protein | chr3:1905%919053416 FORWARD [16815]
ES968293 2.479 no similarity

JCVI_23109 2.478 highly similar to ( 830)AT1G14610| Symbols: VALRBNVN2 | TWN2 (TWIN 2); ATP binding / aminoacyl-tRNKgase | chr1:5008
JCVI_10308 2.477 no original description

EE462905 2.476 no similarity

EE566253 2.476 no similarity

RC_ES965015 2.475 no similarity

EE519672 2.474 weakly similar to ( 167)AT1G13570n8wls: | F-box family protein | chr1:4642525-4623REVERSE [20185]

JCVI_10627 2.474 moderately similar to ( 206)AT3G57860| Symbols: I@VIKE | UVI4-LIKE (UV-B-INSENSITIVE 4-LIKE) | chr3:21437710-2143¢
JCVI_39807 2.474  very weakly similar to (89.0)AT1G61310| Symbolsdisease resistance protein (CC-NBS-LRR classtipa | chrl:22616831-226:
JCVI_6755 2.472  highly similar to ( 610)AT1G19640| Symbols: IMIMT (JASMONIC ACID CARBOXYL METHYLTRANSFERASE); janonate (
EE567417 2.470 no similarity

EE567519 2.467 no similarity

EV110425 2.467 no similarity

ES923362 2.465 no similarity

JCVI_24975 2.465 no original description -1.978
JCVI_18683 2.465 no original description

JCVI_23743 2.465 no original description

JCVI_3775 2.465 moderately similar to ( 384)AT2G02790| SymbolsDED | IQD29 (IQ-domain 29); calmodulin binding [2{788707-790945 FOR\  2.102
JCVI_25743 2.465 weakly similar to ( 119)AT5G23610| Symbols: |#amto SWI1 (SWITCH1), phospholipase C [Arabidap#ialiana) (TAIR:AT5G5:
EV218262 2.464 no similarity

CVv432107 2.462 very weakly similar to ( 100)AT4G14130| SymbolsSER7 | XTR7 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 7); hydlase, ¢ 4.266
EX136112 2.461 no similarity

JCVI_21020 2.461 weakly similar to ( 141)AT2G40000| Symbols: HSPRAZHSPRO?2 | similar to unknown protein [Arabidapialiana] (TAIR:AT3!
DY003910 2.460 no similarity

EV127421 2.460 weakly similar to ( 115)AT1G74930| Symbols: ORA4IRA47; DNA binding / transcription factor | ci28147900-28148487 FOF  3.516
BG543778 2.459 weakly similar to ( 140)NIAL_BRANA7®1]

EV041604 2.456 no similarity

EV109384 2.455 no similarity

JCVI_3778 2.454  very weakly similar to (87.0)AT2G37980| Symbojssimilar to unknown protein [Arabidopsis thaliaf@RIR:AT5G01100.1); simila
JCVI_30202 2.454  weakly similar to ( 118)AT5G02490| Symbols: |th&@ock cognate 70 kDa protein 2 (HSC70-2) (HSP)7|0cBr5:550294-552563 F
RC_ES969166 2.454 no similarity

ES966630 2.454 no similarity

JCVI_34162 2.453 highly similar to ( 551)AT1G05500| Symbols: SYTEISYTE, NTMC2TYPE2.1, NTMC2T2.1 | ATSYTE/NTMC2T2NTMC2TYF
EV223131 2.453 no similarity

EE446048 2.450 weakly similar to ( 130)AT5G36290| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FAAT1G25520.1); similarto  1.841
AM395058 2.448 no similarity

ES991160 2.448 no similarity

CX189649 2.448 moderately similar to ( 211)AT5G09920| Symbols:FPB15.9, RPB15.9.9, RPB15.9 | RPB15.9 (RNA polyseial5.9) | chr5:30
JCVI_17461 2.446 no original description

JCVI_21988 2.445 moderately similar to ( 332)AT3G60830| Symbols:?\RATARP7 | ATARP7 (ACTIN-RELATED PROTEIN 7); strwral constitue
JCVI_12908 2.444 weakly similar to ( 176)ATMG00389mbols: ORF154 | hypothetical protein | chrM:9088347 REVERSE no original description
EV098664 2.444 no similarity

JCVI_26516 2.441 weakly similar to ( 196)AT2G17440| Symbols: |dee-rich repeat family protein | chr2:7578413-7588 FORWARD no original d




ES932617 2.439 no similarity

JCVI_42191 2.438 weakly similar to ( 112)AT5G23570| Symbols: SGS&IS3 (SUPPRESSOR OF GENE SILENCING 3) | chr5:7243845877 FC
EE505116 2.438 no similarity

JCVI_17690 2.437 weakly similar to ( 164)AT4G37650| Symbols: SGBHR | SHR (SHORT ROOT); transcription factor | ch74691865-17693460 |
JCVI_38436 2.436 moderately similar to ( 314)AT5G11350| Symbolsndonuclease/exonuclease/phosphatase family piatei5:3621584-3625413
ES968067 2.436 no similarity

JCVI_32393 2.435 moderately similar to ( 259)AT2G45760| Symbols:lBBAP2 | BAP2 (BON ASSOCIATION PROTEIN 2) | chr8854199-18854¢
EV174995 2.435 no similarity 5.155
EX115617 2.434 no similarity 2.240
EV106869 2.434 no similarity

JCVI_12231 2.434 moderately similar to ( 334)AT4G20130| SymbolsART4 | PTAC14 (PLASTID TRANSCRIPTIONALLY ACTIVE14)chr4:1087.
EE546376 2.434 weakly similar to ( 153)AT1G51990| Symbols: | @thyltransferase family 2 protein | chr1:1933469836336 FORWARD [2012
EX088769 2.434  weakly similar to ( 180)AT4G26830| Symbols: | fojdse, hydrolyzing O-glycosyl compounds | chr4948232-13496493 REVERS
JCVI_35155 2.432 no original description

EX092993 2.432 no similarity

RC_CD843352 2.431 no similarity

EX126068 2.429 weakly similar to ( 144)AT2G29670ibBwls: | binding | chr2:12689386-12691822 REVERSEIB31] 1 664 683

EX131397 2.429 no similarity

EV138028 2.425 no similarity

JCVI_40297 2.424 moderately similar to ( 486)AT2G44830| Symbolgradtein kinase, putative | chr2:18497473-1849986RWARDweakly similar to
JCVI_40943 2.423 moderately similar to ( 275)AT3G17920| Symbolsinjilar to leucine-rich repeat family protein [Aidopsis thaliana] (TAIR:AT1G¢
AMO058773 2.421 weakly similar to ( 124)AT2G43190h®yols: | ribonuclease P family protein | chr2:132%7-17964910 FORWARD [17712]
EV088129 2.420 no similarity

EX045444 2.419 weakly similar to ( 157)AT3G21580| Symbols: | ablon transmembrane transporter | chr3:7602018787 REVERSE [21811] 1
JCVI_21564 2.418 no original description

JCVI_32644 2.418 moderately similar to ( 345)AT3G28340| Symbols:ThAO | GATL10 (Galacturonosyltransferase-like J@9lygalacturonate 4-alph
EX066516 2.417 no similarity

JCVI_21982 2.417 moderately similar to ( 313)AT2G41960| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G58050.1); similar
JCVI_30655 2.417 moderately similar to ( 294)AT2G44560| Symbols:G¥H9B11 | ATGH9B11 (ARABIDOPSIS THALIANA GLYCOSYL HDROLA
JCVI_33032 2.416 very weakly similar to (90.5)AT1G05805| Symbolsasic helix-loop-helix (bHLH) family protein | ich1744842-1747426 FORW,
EV191476 2.416  weakly similar to ( 121)AT1G77760| Symbols: GNRIR1, NIA1 | NIA1 (NITRATE REDUCTASE 1) | chr1:292809-29244261 F  1.120
RC_EE484085 2.415 no similarity

EV107135 2.415 no similarity

EX038291 2.415 no similarity

JCVI_11680 2.415 no original description

EE455949 2.415 very weakly similar to (98.6)AT2G20340| Symboldyrosine decarboxylase, putative | chr2:878688%9871 FORWARDvery wea
EE533202 2.415 weakly similar to ( 157)AT3G5920018yls: | F-box family protein | chr3:21898461-20291 FORWARD [20175]

JCVI_16660 2.414 moderately similar to ( 213)AT5G39420| Symbols:@ITAT | CDC2CAT (ARABIDOPSIS THALIANA CDC2C); kinas| chr5:157
RC_EE438795 2.413 no similarity

EX094012 2.413 moderately similar to ( 360)AT5G47100| Symbols:LOB CBL9 (Calcineurin B-like protein 9); calciuran binding | chr5:1914712%
EE421886 2.413 no similarity

CV973866 2.413 no similarity

EE563018 2.411 no similarity

JCVI_1641 2.410 weakly similar to ( 129)AT4G28610| Symbols: ATPHRHR1 | PHR1 (PHOSPHATE STARVATION RESPONSE Ignscription
EV060076 2.410 very weakly similar to (83.6)AT2G23220| Symbol¥RB1D6 | CYP81D6 (cytochrome P450, family 81, sobifaD, polypeptide 6)
ES978243 2.409 no similarity

CX193134 2.409 no similarity

CN730171 2.409 no similarity

RC_EE565639 2.408 no similarity

JCVI_40407 2.407  highly similar to ( 523)AT5G57560| Symbols: XTHZRCH4 | TCH4 (TOUCH 4); hydrolase, acting on glygddsonds / xyloglucan:x
EV190703 2.406 no similarity

JCVI_14028 2.406 highly similar to ( 509)AT2G28780| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FXAT3G09450.1); similar to u
EV104190 2.405 moderately similar to ( 266)AT4G29010| SymbolsMAIl| AIM1 (ABNORMAL INFLORESCENCE MERISTEM); enoyGoA hydrai
JCVI_41986 2.405 no original description

JCVI_35443 2.405 no original description

JCVI_39843 2.404 no original description

EV220439 2.404 no similarity

JCVI_20037 2.404 moderately similar to ( 262)AT3G47940| Symbol®NAJ heat shock protein, putative | chr3:1769927700387 REVERSE no or
EE525061 2.403 moderately similar to ( 230)AT3G59490| Symbolsinjilar to unnamed protein product [Vitis vinife(&B:CA064819.1) | chr3:21¢
EV205088 2.402 no similarity

JCVI_23616 2.401 no original description

JCVI_38904 2.400 moderately similar to ( 219)AT5G07500| SymbolsiIPEPEI1; nucleic acid binding / transcriptiontfarc| chr5:2372717-2373454 F
CX278854 2.400 moderately similar to ( 252)AT1G52030| Symbols: RIB2, F-ATMBP, MBP2 | MBP2 (MYROSINASE-BINDING PRE&IN 2) | ch
JCVI_29265 2.400 weakly similar to ( 129)AT5G05340| Symbols: |pedase, putative | chr5:1579143-1580820 REVERSEleimilar to ( 126)PEF
EX117947 2.398 no similarity

JCVI_31778 2.397 weakly similar to ( 110)AT5G66600| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT2G23700.1); similar to 1
JCVI_22917 2.396 no original description

BG543536 2.395 no similarity

EE481088 2.390 no similarity 2.067
ES968160 2.389 no similarity

JCVI_41074 2.389 no original description

JCVI_11033 2.389 no original description

EE569252 2.389 no similarity 3.399
JCVI_26891 2.388 moderately similar to ( 427)AT1G12640| Symbolsaembrane bound O-acyl transferase (MBOAT) familyt@n | chr1:4303584-4:
JCVI_41728 2.387 no original description

EV091863 2.386 no similarity

JCVI_27789 2.384 no original description 2.872
EV131203 2.384 no similarity

JCVI_14004 2.384 moderately similar to ( 203)AT3G61680| Symbol#pgse class 3 family protein | chr3:22835605-2ZZ88. FORWARD no original
JCVI_32588 2.384 moderately similar to (471)AT5G49520| SymbolsMARKY48, WRKY48 | WRKY48 (WRKY DNA-binding protein8); transcripti
JCVI_33886 2.384 weakly similar to ( 147)AT3G05490| Symbols: RALFLPRALFL22 (RALF-LIKE 22) | chr3:1591387-1591746&RWARD no origi
JCVI_19223 2.383 moderately similar to ( 268)AT4G04750| Symbolsarpohydrate transmembrane transporter/ sugaobgdrion symporter | chr4:2.
EX102546 2.383  weakly similar to (200)AT4G01670| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT3G62070.1); similar to 1




JCVI_19679 2.383 moderately similar to ( 419)AT4G05050| Symbols:QB | UBQ11 (UBIQUITIN 11) | chr4:2588269-258895B\RERSEweakly sir
AM395435 2.382 weakly similar to (115)RRPO_OENBB326]

JCVI_28305 2.381 no original description

EE558622 2.381 no similarity 2.530
EE556619 2.379 no similarity

JCVI_33213 2.379 no original description

JCVI_4463 2.378  weakly similar to ( 138)AT5G01520| Symbols: |czfinger (C3HC4-type RING finger) family proteichr5:206796-208398 FORW
CX270301 2.378  weakly similar to ( 167)AT2G24700| Symbols: hseriptional factor B3 family protein | chr2:10528t10522367 REVERSE [168
JCVI_2589 2.377 no original description 2.662
EE566497 2.376 no similarity

EV190711 2.375 very weakly similar to (89.7)AT1G2@f3ymbols: | protein binding | chr1:10397726-10¥88 REVERSE [21489] 34 802 802
EV150955 2.374 no similarity

EX065809 2.373  very weakly similar to (85.5)AT5G02110| Symbol&@©D7;1, CYCD7 | CYCD7/CYCD7;1 (CYCLIN D7;1); cyclidependent prot¢
EV204290 2.373 no similarity

JCVI_23159 2.372  weakly similar to ( 157)AT4G18620| Symbols: |iamto Bet v | allergen family protein [Arabidogsihaliana] (TAIR:AT5G45870.:
EV131705 2.371 no similarity 3.782
ES944040 2.370 no similarity

EV079131 2.367 no similarity

JCVI_32793 2.367 moderately similar to ( 218)AT3G62680| Symbols:PRP3, PRP3 | PRP3 (PROLINE-RICH PROTEIN 3); stmatttonstituent of ¢
EV215803 2.365 weakly similar to ( 157)AT2G34430| Symbols: LHCB1LHB1B1 | LHB1B1 (Photosystem Il light harvestiogmplex gene 1.4); ct
EV166697 2.364 no similarity

JCVI_7324 2.363 no original description

JCVI_34932 2.363 very weakly similar to (98.6)AT1G01260| Symbolsasic helix-loop-helix (bHLH) family protein |ith109595-111367 FORWAR  1.697
JCVI_10086 2.363 moderately similar to ( 256)AT3G08720| Symbols:S6K2, S6K2, ATPK2, ATPK19 | ATPK19 (ARABIDOPSIS THANA PROT
EV163212 2.361 very weakly similar to (99.4)AT5G47620| Symbo|$eterogeneous nuclear ribonucleoprotein, putativdRNP, putative | chr5:193
RC_H07215 2.361 no similarity

EV127009 2.361 no similarity

JCVI_1692 2.361 very weakly similar to ( 100)AT1G62780| Symbo|similar to hypothetical protein [Vitis vinifer4sB:CAN83165.1) | chr1:23253(
ES997948 2.361 weakly similar to (167)AT1G53710| Symbols: |#a&mto unnamed protein product [Vitis vinifera] BBZA0O68485.1); contains Inte
EE392422 2.359 no similarity

JCVI_16801 2.357 moderately similar to ( 216)AT4G32600| Symbolging finger (C3HC4-type RING finger) family protej chr4:15724016-157257-
RC_EE558820 2.355 no similarity

EE568965 2.355 no similarity

EV137343 2.354 no similarity

EV187017 2.353 no similarity

CD811951 2.352 no similarity

JCVI_4844 2.351 no original description

JCVI_39097 2.351 no original description

JCVI_21471 2.350 weakly similar to ( 104)AT1G69170| Symbols: |aemosa promoter-binding protein-like 6 (SPL6) | ch6D09289-26010704 FOR\

H07447 2.349 no similarity

JCVI_6023 2.349 moderately similar to ( 388)AT3G54150| Symbolsmpryo-abundant protein-related | chr3:2006178063020 REVERSE no orig
JCVI_30610 2.348 weakly similar to ( 189)AT2G40150| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT3G55990.1); similar to |
EE468068 2.347 no similarity

EV098616 2.347  weakly similar to ( 116)AT3G55260| Symbols: HEX@THEX2 | ATHEX2/HEXO1 (BETA-HEXOSAMINIDASE 1); bet-N-acety
JCVI_38231 2.345 no original description

JCVI_37463 2.343  very weakly similar to (98.2)AT5G53890| Symboldeucine-rich repeat transmembrane protein kinasgtive | chr5:21894461-21! 2.878
JCVI_15939 2.342  highly similar to ( 608)AT5G14700| Symbols: |rm@moyl-CoA reductase-related | chr5:4740505-474F38BUERSEvery weakly sit
EE525908 2.341 no similarity

JCVI_8746 2.339 no original description

DN964770 2.339 moderately similar to ( 228)AT2G353%¢mbols: | U-box domain-containing protein Pch$090180-15091415 REVERSE [17359]
EE478859 2.339 weakly similar to ( 106)AT1G50510| Symbols: |igaidine synthase A family protein | chrl1:18720248%22728 FORWARD [201:
EV055041 2.339 no similarity

JCVI_16092 2.339 moderately similar to ( 236)AT5G46830| Symbolbagic helix-loop-helix (bHLH) family protein | &$119019946-19021481 FORV  0.694
ES901052 2.338 weakly similar to ( 193)AT5G18070| Symbols: | DRI (DNA-DAMAGE-REPAIR/TOLERATION 101); intramoletar transferas:
RC_EE568158 2.336 no similarity

EV127579 2.335 moderately similar to (207)AT5G18120| SymbolsA®PRL7 | ATAPRL7 (APR-LIKE 7) | chr5:5991387-59936B8® RWARD [214¢
CD817457 2.334 no similarity

JCVI_37219 2.334 no original description

EV106022 2.333 no similarity

ES904917 2.333 moderately similar to ( 203)AT1G30270| SymbolsR&8.23, ATCIPK23, LKS1, CIPK23 | CIPK23 (CBL-INTERBVING PROTEIl
CV973980 2.333 no similarity

JCVI_5055 2.332  moderately similar to ( 394)AT1G69930| Symbols:@STU11 | ATGSTU11 (Arabidopsis thaliana Glutathi@gansferase (class 1
JCVI_17862 2.332 moderately similar to ( 403)AT5G13200| Symbol&RAM domain-containing protein / ABA-responsivefain-related | chr5:4207
EV223079 2.331 no similarity 2.511
JCVI_9907 2.330 moderately similar to ( 286)AT1G76650| Symbols: IC38 | CML38 | chr1:28771803-28772336 REVERSEvergklesimilar to (82
JCVI_26200 2.329 moderately similar to ( 385)AT2G03760| Symbols:F0%7, ST | ST (steroid sulfotransferase); sulfatiemrase | chr2:1149472-115(
JCVI_24700 2.328 no original description

EV165777 2.326 moderately similar to ( 201)AT4G20200| Symbolgerpene synthase/cyclase family protein | chr498682-10911161 REVERSEv
JCVI_4224 2.325  very weakly similar to (96.3)AT2G13770] Symbolssimilar to ribosomal protein-like [Oryza satiyaponica cultivar-group)] (GB:B
CX191063 2.324 no similarity

EV039389 2.324 moderately similar to ( 249)AT1G2708¢gmbols: | transporter | chr1:9400651-940377RWARD [21442]

EE417789 2.323 moderately similar to ( 232)AT5G07200| Symbols:ZBAX3, ATGA200X3 | YAP169 (GIBBERELLIN 20 OXIDASE)3gibberellit
JCVI_5855 2.322 moderately similar to ( 252)AT1G27190| Symbolteutine-rich repeat transmembrane protein kinasetive | chr1:9446910-9448
JCVI_24153 2.322 no original description -2.559
RC_ES947980 2.320 no similarity

ES962072 2.320 no similarity

JCVI_39122 2.320 no original description

JCVI_25760 2.319 moderately similar to ( 475)AT4G24570| Symbolsitbchondrial substrate carrier family proteimi4:12686556-12687497 FOR\  2.173
EV221283 2.319 no similarity

EE464425 2.318 weakly similar to ( 130)AT1G68790n8ypls: LINC3 | LINC3 (LITTLE NUCLEI3) | chr1:258385-25842820 REVERSE [20171] 4.32¢
EE472183 2.317 no similarity

EV100262 2.314 no similarity

EV136479 2.312 no similarity 2.671




EE559838 2.310 no similarity

EX130622 2.310 moderately similar to ( 210)AT2G01300| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G15010.1); similar  2.169
EE545610 2.310 weakly similar to ( 138)AT5G46930| Symbols: |énase/pectin methylesterase inhibitor family profehr5:19073882-19074418
EV104577 2.310 no similarity

JCVI_32877 2.310 no original description

EV217196 2.310 moderately similar to ( 270)AT2G36880| Symbols: M4 MAT3 (METHIONINE ADENOSYLTRANSFERASE 3) | chi2548680C
JCVI_23583 2.310 no original description

JCVI_16158 2.309 no original description

JCVI_8360 2.308 moderately similar to ( 367)AT2G32240| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G05320.1); similar
JCVI_8722 2.306 moderately similar to ( 295)AT2G34500| Symbols:RM0AL | CYP710A1 (cytochrome P450, family 710 faotly A, polypeptide
JCVI_4114 2.305 moderately similar to ( 387)AT2G22300| Symbolsthllene-responsive calmodulin-binding proteirtagive (SR1) | chr2:9478679-
JCVI_20638 2.305 weakly similar to ( 145)AT2G20835| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FSAT3G15534.1); similar to 1
EV142911 2.304 no similarity

JCVI_6893 2.304 weakly similar to ( 151)AT3G50800| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FAAT5G66580.1); similar to
JCVI_17037 2.304 weakly similar to ( 166)AT1G78080| Symbols: RAPRRIAP2.4 (related to AP2 4); DNA binding / trarigtion factor | chr1:29369¢
EV004192 2.303 no similarity

JCVI_2174 2.302 no original description

AM391923 2.302  very weakly similar to ( 100)AT5G58000| Symbo|€CPL4 (C-TERMINAL DOMAIN PHOSPHATASE-LIKE 4) | cbr23494642-2.  2.689
138213 2.301 no similarity

EV223686 2.301 no similarity

EV087750 2.300 no similarity

EV121875 2.300 no similarity

EV000534 2.299 no similarity

EX025522 2.299 very weakly similar to (97.1)AT3G25720| Symbojssimilar to unknown protein [Arabidopsis thaliaf@RIR:AT4G10613.1); simila  1.916
JCVI_29006 2.299 moderately similar to ( 236)AT2G03980| SymbolSDSL-maotif lipase/hydrolase family protein | ctir260904-1262405 FORWAF
JCVI_1841 2.298 moderately similar to ( 223)AT4G37260| Symbols: B3, AIMYB73 | AtMYB73/MYB73 (myb domain protein J3DNA binding /
EV015332 2.297 no similarity

JCVI_530 2.296  highly similar to ( 611)AT2G26200| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FSAT1G54650.1); similar to u
JCVI_29421 2.296 very weakly similar to (89.4)AT1G35435| Symbo|€Encodes a defensin-like (DEFL) family proteiohif1:13032784-13033225 RE
BG543634 2.296 weakly similar to ( 127)AT3G45850| Symbols: |dsin motor protein-related | chr3:16866799-16871RBYERSE [8791] 1 444 4
JCVI_14437 2.296 moderately similar to ( 248)AT4G20140| SymbolsGAq leucine-rich repeat transmembrane proteirskinputative | chr4:108842%
EV141857 2.296 weakly similar to ( 160)AT5G60170iBwls: | RNA binding | chr5:24245404-24249620 FORYD [21482] 1 600 736
JCVI_36962 2.293 weakly similar to ( 110)AT3G012S9mnbols: | unknown protein | chr3:79411-79905 FG¥RM no original description
EE546514 2.292 no similarity

JCVI_9412 2.291  highly similar to ( 551)AT4G14130| Symbols: XTRXTR7 (XYLOGLUCAN ENDOTRANSGLYCOSYLASE 7); hydrolas acting
JCVI_31006 2.291 no original description

EV152303 2.291 no similarity

JCVI_22385 2.288 moderately similar to ( 303)AT2G41640| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G57380.1); similar
JCVI_13338 2.288 moderately similar to ( 223)AT2G37500| Symbolsrgjinine biosynthesis protein ArgJ family | ch&726982-15749508 REVERS|
EE465917 2.287 no similarity

JCVI_9514 2.286 moderately similar to ( 334)AT1G04770| Symbolsaale sterility MS5 family protein | chrl:133656337766 REVERSE no origin
JCVI_7505 2.286 moderately similar to ( 355)AT1G18980| Symbolgefmin-like protein, putative | chr1:6557355-656BREVERSEmoderately sir
RC_EE402513 2.285 no similarity

EV053773 2.285 weakly similar to ( 104)AT2G13770| Symbols: |#mto ribosomal protein-like [Oryza sativa (japean cultivar-group)] (GB:BAD37
JCVI_3148 2.284 moderately similar to ( 240)AT1G06280| SymbolsiB| LBD2 (LOB DOMAIN-CONTAINING PROTEIN 2) | chr1920326-192(
EE527347 2.284 no similarity

CV973934 2.284 no similarity 2.165
EX035886 2.282 no similarity

EG019381 2.282 weakly similar to (173)AT3G11830h8vls: | chaperonin, putative | chr3:3732740-3B260RWARD [20440] 1 459 475
ES914598 2.282 no similarity

ES964741 2.282 no similarity

RC_CD823283 2.280 no similarity

JCVI_39875 2.280 no original description

EE535482 2.280 moderately similar to ( 317)AT1G04150nbols: | C2 domain-containing protein | cld81207-1084245 REVERSE [20150]
JCVI_31263 2.280 weakly similar to ( 117)AT1G10000| Symbols: |leiccacid binding / ribonuclease H | chr1:326382848790 REVERSE no origini
EE559930 2.280 weakly similar to ( 102)AT1G27120| Symbols: |sgabsyltransferase family protein | chr1:94213783887 FORWARD [20153] 2
EV171267 2.279 very weakly similar to (95.5)AT2G45200| Symbol®@0S12, GOS12 | GOS12 (GOLGI SNARE 12); SNARE bigdichr2:18644
ES962911 2.278 no similarity

RC_JCVI_29195 2.277 no original description

EE556745 2.277 no similarity

EE504784 2.276 no similarity

RC_ES965361 2.276 no similarity

EE410680 2.276 no similarity

RC_EX016639 2.276 no similarity

EV141922 2.275 no similarity

EV209165 2.274  very weakly similar to (95.9)ATCG00740| Symbol$®A | RNA polymerase alpha subunit | chrC:77901908BEVERSEvery wea 2.894
JCVI_33562 2.273 no original description 1.624
EE535370 2.273 very weakly similar to ( 100)AT1G06#8ymbols: | unknown protein | chr1:1958986-183960RWARD [20150]

JCVI_38766 2.272  highly similar to ( 932)AT2G21540| Symbols: | SEytosolic factor, putative / phosphoglyceridmsfer protein, putative | chr2:¢
ES956956 2.270 no similarity

JCVI_15271 2.269 moderately similar to ( 255)AT3G47580| Symbolteutine-rich repeat transmembrane protein kinasgtive | chr3:17543672-175
EE541187 2.269 no similarity

EV121879 2.269 no similarity

EV108573 2.269 no similarity

EV146452 2.268 no similarity

JCVI_30459 2.263 no original description

EV223098 2.263 no similarity

EE392342 2.263 very weakly similar to (81.3)AT3G51190| Symbo]$0S ribosomal protein L8 (RPL8B) | chr3:1902738828526 REVERSEvery
EE566653 2.263 no similarity

JCVI_17725 2.263 no original description

EE558644 2.262 no similarity

JCVI_15099 2.262 no original description

EE527375 2.259 no similarity




JCVI_15636 2.259 moderately similar to ( 255)AT3G09910| SymbolsRab18C, AtRABC2b | AtRABC2b/AtRab18C (ArabidopsiatRGTPase homo
JCVI_35641 2.258 no original description

H06422 2.257 no similarity

EX066286 2.257 moderately similar to ( 221)AT2G19050| Symbol€DOSL-motif lipase/hydrolase family protein | cl8260498-8262616 FORWAF
JCVI_9810 2.257 moderately similar to ( 477)AT3G29670| Symbolsrafsferase family protein | chr3:11530431-11581F8®RWARD no original de

H07256 2.256 no similarity

EE433603 2.256 weakly similar to ( 107)AT1G44830| Symbols: | AlR#main-containing transcription factor TINY, putat| chr1:16936232-16936¢
CD841406 2.255 weakly similar to ( 150)AT5G61610iByls: | glycine-rich protein / oleosin | chr5:82325-24788139 FORWARD [13982]

ES966738 2.252 no similarity

EV219168 2.251 no similarity

EV021400 2.251 weakly similar to ( 189)AT2G18600fByls: | RUB1-conjugating enzyme, putative | @080419-8081647 REVERSE [21441] 2.74
JCVI_26031 2.248 weakly similar to ( 116)AT4G37610| Symbols: BTBI[5 (BTB and TAZ domain protein 5); protein bindihgganscription regulator ~ 3.630
ES900145 2.247 no similarity 2.783
AB012650 2.246 no similarity

EE450743 2.246 no similarity

JCVI_37168 2.246 no original description

ES996255 2.246 moderately similar to ( 259)AT5G60600| Symbol$>E& CSB3, CLB4, GepE | GepE (CHLOROPLAST BIOGENE®&)$ chr5:243
EV194609 2.246 weakly similar to ( 192)AT4G28820iBwls: | zinc finger (HIT type) family proteinfjré:14230821-14232293 REVERSE [21489]
EX073155 2.245 no similarity 1.250
EV126887 2.245 no similarity 4.009
EE442803 2.244 no similarity

AM395139 2.242 no similarity

ES993840 2.240 no similarity

JCVI_1399 2.239 moderately similar to ( 244)AT5G11270| Symbols:R3G OCP3 (OVEREXPRESSOR OF CATIONIC PEROXIDASH @)r5:359%
EV112898 2.239 no similarity

CK991425 2.237 no similarity

JCVI_24047 2.237 moderately similar to ( 371)AT1G07630| SymbolsLBI PLL5 (POL-like 5); protein serine/threonineogphatase | chr1:2349186-
EV177226 2.237 no similarity

JCVI_39766 2.237 no original description

EV098633 2.235 no similarity 1.798
EV186706 2.233  weakly similar to ( 128)AT2G26600| Symbols: |aigyl hydrolase family 17 protein | chr2:1132429325293 FORWARD [2148¢{ 1.281
JCVI_15437 2.233 moderately similar to ( 456)AT2G43770| Symbolgrahsducin family protein / WD-40 repeat familyf®in | chr2:18141349-18142  2.040
EV164663 2.232 moderately similar to ( 202)AT2G38370| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G51720.1); similar
CX189791 2.231 moderately similar to ( 259)AT2G13570| Symbol€CAAT-box binding transcription factor, putativehr2:5662924-5663571 RE'
EE402854 2.230 moderately similar to ( 210)AT5G16460| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G29760.1); similar ~ 4.297
JCVI_32857 2.228 moderately similar to ( 258)AT3G28980| Symbolsinfilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G28810.1); contair
EV165339 2.227 no similarity

EX137311 2.225 moderately similar to ( 323)AT1G14370| SymbolsK®A | APK2A (PROTEIN KINASE 2A); kinase | chr1:49854-4917954 FOR
CV545055 2.225 weakly similar to ( 184)AT3G49670| Symbols: BAMBAM?2 (big apical meristem 2); ATP binding / prateserine/threonine kinase  2.155
JCVI_16916 2.225 moderately similar to ( 270)AT1G73540| Symbols:NUDT21 | ATNUDT21 (Arabidopsis thaliana Nudix hytase homolog 21); h
JCVI_38126 2.224  very weakly similar to (91.3)AT4G18570| Symbolgroline-rich family protein | chr4:10231450-1083% FORWARD no original
JCVI_12318 2.223 highly similar to ( 550)AT2G03889mbols: GEK1 | GEK1 (GEKO1) | chr2:1156779-1158B6@RWARD no original description 4,113
EV135372 2.223 weakly similar to ( 122)AT3G60750| Symbols: hsketolase, putative | chr3:22464979-22467799 FORMeakly similar to (12
EV118798 2.222 no similarity

EV161446 2.222 no similarity

EV210107 2.222 moderately similar to ( 294)AT1G44760| Symbolsnijersal stress protein (USP) family proteinrflch6899334-16900867 REVE
EV109671 2.222  very weakly similar to (89.0)AT4G15530| Symbol®DK | PPDK (PYRUVATE ORTHOPHOSPHATE DIKINASE) | ¢h8864826.
EE421652 2.221 no similarity

JCVI_34463 2.220 no original description 4.589
EV131594 2.219 no similarity

JCVI_21172 2.218 no original description

JCVI_40529 2.218 no original description

JCVI_15094 2.217 weakly similar to ( 101)AT2G40900| Symbols: | ofia MtN21 family protein | chr2:17070474-1707258EVERSE no original de
EE563168 2.217 no similarity

EV087239 2.215 no similarity 3.316
JCVI_2696 2.215 moderately similar to (260)AT1G17470| SymbolsDRRG, ATDRG1 | ATDRG1 (ARABIDOPSIS THALIANA DEVELOPMNTAL
JCVI_14811 2.214 no original description 2.431
JCVI_34427 2.211 moderately similar to ( 343)AT1G73020| Symbolsinjilar to unnamed protein product [Vitis vinifg(&B:CA045737.1); similar tc
EV108841 2.211 no similarity

JCVI_23960 2.211 no original description

EE548612 2.211 no similarity 2.652
JCVI_14606 2.208 moderately similar to ( 448)AT2G37700| Symbolsinjilar to CER1 protein, putative [Arabidopsislihea] (TAIR:AT1G02190.1); <
EE555323 2.208 no similarity

EE549729 2.208 no similarity

EV163200 2.208 moderately similar to ( 307)AT2G40850| Symbolgh¢sphatidylinositol 3- and 4-kinase family pratpchr2:17058653-17060338
JCVI_21273 2.207  weakly similar to ( 189)AT4G34410| Symbols: | AiR#main-containing transcription factor, putativén4:16451996-16452802 FC ~ 4.104
EV071596 2.207 no similarity

JCVI_23351 2.204 moderately similar to ( 333)AT1G60980| Symbols:G@200X4 | ATGA200X4 (GIBBERELLIN 20-OXIDASE 4); glierellin 20-o0:
JCVI_2286 2.204 moderately similar to ( 217)AT4G27170| Symbol2S|seed storage protein 4 / 2S albumin storageiproNWMU2-2S albumin 4 |
EV205494 2.204 no similarity

JCVI_37300 2.203  weakly similar to ( 198)AT4G19230| Symbols: CYPAQ7] CYP707A1 (cytochrome P450, family 707, subfgm, polypeptide 1);
JCVI_31904 2.203 no original description

JCVI_38051 2.201 moderately similar to ( 234)AT5G41330| Symbolgotassium channel tetramerisation domain-contgipmtein | chr5:16553680-1
JCVI_24324 2.200 no original description

JCVI_38962 2.200 weakly similar to ( 166)AT3G02080| Symbols: | 40®somal protein S19 (RPS19A) | chr3:364145-365R&VERSEweakly simil
EV180517 2.200 weakly similar to ( 107)AT3G49430| Symbols: SRP3ERP34A (SER/ARG-RICH PROTEIN 34A) | chr3:18343d8345602 FO
EE502208 2.198 no similarity

EV098884 2.197 no similarity 3.377
EV194141 2.196 no similarity

JCVI_16333 2.195 weakly similar to ( 183)AT5G17710| Symbols: EMB124£MB1241 (EMBRYO DEFECTIVE 1241); adenyl-nucleletexchange fi
JCVI_28458 2.195 highly similar to ( 704)AT5G26310| Symbols: UGTRBJGT72E3; UDP-glycosyltransferase/ coniferyledlol glucosyltransferase
JCVI_17548 2.195 moderately similar to ( 292)AT1G78815| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G16910.1); similar
EV146975 2.194 no similarity




JCVI_27993 2.194 weakly similar to ( 117)AT1G56560| Symbols: |ebfuctofuranosidase, putative / invertase, putatisaccharase, putative / beta-fi
EV178209 2.193 no similarity

ES938309 2.191 no similarity

JCVI_38772 2.189 no original description 2.762
EV144440 2.189 no similarity

JCVI_26223 2.189 moderately similar to ( 300)AT5G51990| Symbols:F4BDREB1D | CBF4/DREB1D (C- REPEAT-BINDING FACTOR; DNA bir
EE562569 2.189 no similarity

JCVI_22409 2.189 no original description

JCVI_11605 2.189 moderately similar to ( 230)AT1G79340| Symbols:MT4 | ATMC4 (METACASPASE 4); caspase/ cysteine-tpeptidase | chrl:2
ES266187 2.189 moderately similar to ( 361)AT2G33100| Symbolsi0$, ATCSLD1 | ATCSLD1 (Cellulose synthase-like Dgllulose synthase/
CX189187 2.189 no similarity

JCVI_696 2.185 no original description

JCVI_2054 2.185 no original description

JCVI_30284 2.184 no original description

JCVI_20083 2.184 no original description

EX087049 2.183 very weakly similar to ( 100)AT1G12290| Symbolgi resistance protein (CC-NBS-LRR class$jfipa | chr1:4178591-4181:. 2.436
JCVI_9348 2.182 no original description

JCVI_38243 2.182 no original description

JCVI_18453 2.182 moderately similar to ( 258)AT1G17620| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G11890.1); similar
EH430271 2.180 no similarity

EV219606 2.180 weakly similar to ( 180)AT2G26690iBwls: | nitrate transporter (NTP2) | chr2:1135442357994 REVERSE [21492] 52 704 704
EX089551 2.179 no similarity

EV111696 2.178 no similarity

JCVI_5240 2.176 moderately similar to ( 272)AT3G08PRSymbols: ECT1 | ECT1 | chr3:1021509-1023774 FARW no original description
JCVI_21087 2.175 moderately similar to ( 217)AT3G53190| Symbolgedtate lyase family protein | chr3:19725149-1%1B8FORWARD no original
EV218736 2.175 no similarity

EV088740 2.174 no similarity

EE534620 2.172 no similarity

ES950859 2.172 no similarity

H74438 2.172 no similarity

EX102092 2.172 moderately similar to ( 314)AT4G29780| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G12010.1); similar
JCVI_14845 2.172 moderately similar to (471)ATCG01110| Symbols: | Encodes the 49KDa plastid NAD(P)H dehydrogersasunit H protein.
JCVI_24538 2.172  weakly similar to ( 103)AT1G12000| Symbols: |gyhnosphate--fructose-6-phosphate 1-phosphotrassféeta subunit, putative / |
EV098641 2.172  weakly similar to ( 169)AT5G10450| Symbols: AFTARF6 | GRF6 (G-BOX REGULATING FACTOR 6); proteingsphorylated a
EV151827 2.172 no similarity

EV221722 2.172  very weakly similar to (87.0)AT2G37180| SymboltP®,3, PIP2C, RD28 | RD28 (plasma membrane intripsdtein 2;3); water cha  4.699
AMO059925 2.172 no similarity

EE559738 2.172 no similarity

EX046962 2.172 no similarity

JCVI_31746 2.172 no original description

JCVI_11988 2.170 no original description

ES968632 2.169 no similarity

EX071243 2.168  weakly similar to ( 139)AT2G39855| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT3G55646.1); similar to 1
JCVI_14937 2.167 no original description

JCVI_27655 2.167 no original description

JCVI_15016 2.166 no original description

EH415296 2.166 no similarity

CV432076 2.166 no similarity

EE556297 2.165 no similarity

JCVI_19674 2.162 no original description

AT002205 2.162 no similarity

EV167224 2.162 no similarity

EE504774 2.161 no similarity

JCVI_37340 2.161 moderately similar to ( 249)AT5G58580| Symbols:LAB | ATL63; protein binding / zinc ion bindinghr$:23694132-23695058 R
JCVI_32803 2.161 no original description

DY029251 2.160 no similarity

CX189531 2.158 weakly similar to ( 121)AT3G22040iBwls: | receptor-like protein kinase-relatedrctr61814-7762682 FORWARD [16807]
RC_ES958682 2.158 no similarity

EE424329 2.156 weakly similar to ( 106)AT1G24460h8yls: | myosin-related | chr1:8666060-8672346 YWARD [20158]

JCVI_42319 2.155 no original description

DN964809 2.155 weakly similar to ( 188)AT5G50420| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FsAT1G53770.1); similarto 1 2.187
EV100550 2.155 weakly similar to ( 189)AT1G11440| Symbols: |#mto glycine-rich protein [Arabidopsis thalian@AIR:AT3G29075.1); similar t
RC_EE567818 2.154 no similarity

EX130042 2.153 weakly similar to ( 127)AT5G14940| Symbols: |tpredependent oligopeptide transport (POT) familytg@in | chr5:4831751-4834.
EV147401 2.152 no similarity

CN735960 2.152 no similarity

JCVI_38623 2.150 highly similar to ( 556)AT3G55840| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FAAT2G40000.1); similar to u
RC_ES962063 2.150 no similarity 4.530
JCVI_35611 2.149 moderately similar to ( 235)AT3G61150| Symbols:GiD| HDG1 (HOMEODOMAIN GLABROUS1); DNA binding /dnscription f.
JCVI_28996 2.148 no original description

JCVI_32830 2.148 highly similar to ( 592)AT5G18525| Symbols: | WD-repeat family protein | chr5:6146934-6149732 ER®E no original descrip
DY021832 2.147 no similarity

JCVI_29379 2.147 no original description

EV144812 2.146 no similarity

EV059840 2.146 no similarity

ES266564 2.146 no similarity

RC_EV032029 2.146 no similarity

EV135225 2.146 no similarity

JCVI_2317 2.146 no original description

CD830742 2.145 no similarity

JCVI_24387 2.145 moderately similar to ( 241)AT5G07070| SymbolsR&8.2, CIPK2 | CIPK2 (CBL-INTERACTING PROTEIN KINAS 2); kinase |
ES966580 2.145 no similarity

BG544771 2.143 no similarity




JCVI_4691 2.143 no original description

EV087233 2.143 no similarity

EE471788 2.142 very weakly similar to (99.4)AT5G21930| Symbol#&A2, HMA8 | HMA8/PAA2 (P-TYPE ATPASE OF ARABIDOPSI3); ATPase¢
JCVI_14317 2.141 no original description

BG544701 2.141 no similarity 1.562
JCVI_21363 2.141 highly similar to ( 690)AT2G22400| Symbols: | NONOP2/sun family protein | chr2:9511903-9515868/ERSE no original dest
RC_CV973903 2.140 no similarity

DN965542 2.140 no similarity

ES966406 2.139 no similarity

JCVI_16044 2.138 moderately similar to ( 225)AT3G21175| Symbold=¥Y2B, ZML1 | ZML1 (ZIM-LIKE 1) | chr3:7422838-74231 FORWARD no o 3.479
EE551761 2.137 no similarity

JCVI_28686 2.137 no original description 3.195
JCVI_18700 2.137 moderately similar to ( 423)AT1G70590| Symbol&-Hox family protein | chr1:26622066-26623822 FOARD no original descrip
JCVI_7142 2.136 moderately similar to ( 377)AT2G42810| SymbolsF®s, PP5 | PAPP5/PP5 (PROTEIN PHOSPHATASE 5); fitugsptein phosp
EE557970 2.136 very weakly similar to (82.4)AT5G10010| Symbo]ssimilar to unknown protein [Arabidopsis thaliaf@RIR:AT5G64910.1); simila  2.923
JCVI_41173 2.136  weakly similar to ( 181)AT5G02900| Symbols: CYPI@4 CYP96A13 (cytochrome P450, family 96, subfgnil polypeptide 13);
JCVI_17336 2.136 no original description

JCVI_21850 2.135 moderately similar to ( 239)AT1G29090| Symbolgeptidase C1A papain family protein | chr1:1016808164371 REVERSEven
AM387464 2.135 no similarity

JCVI_33167 2.135 no original description

EV088344 2.135 no similarity

EV091831 2.134 no similarity

EE561329 2.134 no similarity

EV193910 2.132 no similarity

JCVI_8771 2.132  highly similar to ( 862)AT5G18840| Symbols: |augansporter, putative | chr5:6282956-6286401 WARDweakly similar to (16  4.527
JCVI_21979 2.130 weakly similar to ( 169)AT3G60800| Symbols: |czfimger (DHHC type) family protein | chr3:22478482480248 REVERSE no ¢
DN961328 2.129 no similarity

EV090686 2.128 weakly similar to ( 176)AT3G24420| Symbols: | fojdse, alpha/beta fold family protein | chr3:88683B864890 REVERSE [2147
JCVI_38500 2.127 weakly similar to ( 124)AT5G14130| Symbols: |pedase, putative | chr5:4558864-4560030 REVERSEweakly similar to (82.8
JCVI_33648 2.126 moderately similar to ( 290)AT2G42450| Symbol#pgse class 3 family protein | chr2:17679503-1I832 REVERSE no original ¢
JCVI_18452 2.126 no original description

JCVI_42141 2.126 no original description

JCVI_29693 2.126 moderately similar to ( 337)AT1G08630| Symbols:AlH THAL1 (THREONINE ALDOLASE 1) | chr1:2743951-25888 REVERSE  2.632
EE569691 2.126 no similarity

JCVI_21714 2.125 weakly similar to ( 147)AT4G39840| Symbols: |#amto unnamed protein product [Vitis vinifera] BB2A021162.1); similar to uni
EX047424 2.124 no similarity

ES912517 2.123 highly similar to ( 565)AT3G19820| Symbols: DIMYE1, DW1, DIM1, CBB1, DWF1 | DWF1 (DIMINUTO 1); calytic | chr3:687!
JCVI_29229 2.122  weakly similar to ( 119)AT5G52510| Symbols: |recaow-like transcription factor 8 (SCL8) | chr5324422-21326344 FORWARL
EV150562 2.116 no similarity

JCVI_3065 2.115 moderately similar to (443)AT5G04180| Symbolsarponic anhydrase family protein | chr5:11479089238 REVERSE no origir
CX279977 2.115 moderately similar to ( 235)AT2G42560| Symboltatd embryogenesis abundant domain-containingpréot. EA domain-containin
RC_EE567416 2.115 no similarity

JCVI_40915 2.115 no original description

JCVI_26660 2.115 moderately similar to ( 467)AT5G61510| SymbolsIADP-dependent oxidoreductase, putative | chri2310-24756201 REVER!
JCVI_40041 2.114 moderately similar to ( 234)AT2G39400| Symbolbydrolase, alpha/beta fold family protein | ch62%9797-16461728 FORWAR
JCVI_38816 2.113 no original description

DY026036 2.113  weakly similar to ( 154)AT3G16490| Symbols: IQD2@D26 (IQ-domain 26); calmodulin binding | chr8i8968-5605495 REVEF
EE494544 2.113 no similarity

EV149501 2.112 no similarity

JCVI_16662 2.111 moderately similar to ( 224)AT5G21170| Symbol§:-AMP-activated protein kinase beta-2 subunitapve | chr5:7205721-72082¢
JCVI_22827 2.111 highly similar to ( 518)AT1G21790| Symbols: | 8anto unnamed protein product [Vitis vinifera] BBCAO61872.1); contains Inter
JCVI_30122 2.110 no original description

RC_EE563070 2.109 no similarity

CX269865 2.107 moderately similar to ( 231)AT4G1048¥mbols: | F-box family protein | chr4:644633148711 REVERSE [16815]

CD843764 2.107 no similarity 3.564
EV138924 2.106 no similarity

EV111582 2.106 no similarity

ES993543 2.106 no similarity 2.121
EL590485 2.106 weakly similar to ( 146)AT1G70770| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT1G23170.1); similar to |
EV130012 2.105 no similarity

EV140465 2.104 no similarity

JCVI_21809 2.104 no original description

EX134202 2.103 no similarity 1.739
EE567286 2.103 no similarity

CV546780 2.102 no similarity

EV218215 2.101 no similarity

JCVI_8099 2.101 no original description

JCVI_26192 2.101 moderately similar to ( 438)AT3G21090| Symbol&B[C transporter family protein | chr3:7391503-7898 REVERSE no original

H07242 2.101 no similarity

EE562117 2.100 no similarity 2.733
JCVI_33113 2.099 no original description

EE472195 2.099 no similarity 1.277
EV159783 2.098 weakly similar to ( 145)AT4G30810| Symbols: SCPIBCPL29 (serine carboxypeptidase-like 29); serarboxypeptidase | chr4:1
RC_ES962408 2.097 no similarity

EV132861 2.097 no similarity

ES917057 2.097 moderately similar to ( 208)AT5G22920| Symbolging finger (C3HC4-type RING finger) family protej chr5:7665146-7667034  2.262
EV112391 2.097 no similarity

EX091753 2.096 no similarity

JCVI_33259 2.096 weakly similar to ( 191)AT1G62120| Symbols: |ectiondrial transcription termination factor-related TERF-related | chr1:22963  3.079
JCVI_19706 2.095 no original description

EE565674 2.094 no similarity

JCVI_1184 2.093 moderately similar to ( 280)AT2G35960| Symbols:INH | NHL12 (NDR1/HIN1-like 12) | chr2:15114229-151861 FORWARD n
EV098433 2.093 no similarity




JCVI_34493 2.090 weakly similar to ( 150)AT3G26910| Symbols: | iyd/proline-rich glycoprotein family protein | ch€®16541-9919748 REVERS
EE545727 2.089 no similarity

EV132933 2.088 no similarity

JCVI_113 2.087 moderately similar to ( 371)AT2G43130| SymbolsRab11F, AtRABAS5c, Ara-4 | ARA4 (Arabidopsis Rab GiER homolog A5c); (
JCVI_42470 2.087 weakly similar to (171)AT3G28289inbols: | peroxidase, putative | chr3:1051931520069 FORWARD no original description
JCVI_6426 2.087 moderately similar to ( 240)AT1G80830| Symbols:IPM ATNRAMP1, NRAMP1 | NRAMP1 (NRAMP metal ion maporter 1); m
CD843729 2.085 no similarity

EV199280 2.085 no similarity

EV165341 2.085 moderately similar to ( 261)AT5G57190| SymbolsbR$ PSD2 (PHOSPHATIDYLSERINE DECARBOXYLASE 2); pshatidyls¢
RC_EE543346 2.084 no similarity

EE562825 2.084 no similarity

JCVI_8102 2.082 moderately similar to ( 235)AT3G17850| Symbolgrdtein kinase, putative | chr3:6109860-611625YVRESE no original descript
EV111479 2.082 very weakly similar to (96.7)AT4G23700| Symbol$iX17, ATCHX17 | ATCHX17 (CATION/H+ EXCHANGER 17); onovalent ¢ 2.348
EX023620 2.082 weakly similar to ( 182)AT1G04830| Symbols: | B#P/TBC domain-containing protein | chr1:13590861843 REVERSE [218(
EX086430 2.080 very weakly similar to (99.0)AT5G36228| Symbo|siucleic acid binding / zinc ion binding | chr52B8921-14290006 FORWARD
JCVI_35107 2.080 weakly similar to ( 191)AT3G62170| Symbols: VGDH2GDH2 (VANGUARD 1 HOMOLOG 2); pectinesterase [3#23027470-2
RC_EX055797 2.078 no similarity 2.546
RC_EE559778 2.077 no similarity

ES930022 2.077 weakly similar to ( 132)AT5G18800| Symbols: | NiAmibiquinone oxidoreductase 19 kDa subunit (NDUFf)ily protein | chr5:¢
JCVI_9869 2.076 moderately similar to ( 326)AT2G34590| Symbolsrahsketolase family protein | chr2:14576035-1428/REVERSEmoderately <
CN733031 2.076 no similarity

EE548763 2.076 no similarity

JCVI_28834 2.076  highly similar to ( 689)AT4G28650| Symbols: |d&e-rich repeat transmembrane protein kinasefipetpchr4:14144161-1414728
JCVI_41666 2.076  weakly similar to ( 151)AT2G45120| Symbols: |czfimger (C2H2 type) family protein | chr2:18610758611699 FORWARD no ¢
JCVI_40985 2.076  weakly similar to ( 159)AT3G59080| Symbols: |asyl protease family protein | chr3:21847789-2 18 FORWARD no original |
JCVI_25460 2.076 weakly similar to ( 157)AT5G23700| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FSAT3G48860.2); similar to |
EV110529 2.075 no similarity

EE561790 2.075 no similarity

EE419429 2.075 no similarity

JCVI_31482 2.074 no original description

JCVI_21105 2.073  very weakly similar to (84.7)AT2G35765| Symbo|similar to unknown protein [Arabidopsis thaliaf@AIR:AT1G19500.1) | chr2:
JCVI_23169 2.073 no original description

JCVI_18757 2.073  weakly similar to ( 196)AT1G24260| Symbols: AGISEP3 | SEP3 (SEPALLATAB3); transcription factor j1cB593779-8595851 R
EX096357 2.072 no similarity

JCVI_25363 2.070 moderately similar to ( 324)AT1G18460| Symbol#pgse family protein | chr1:6352675-6355964 FOR®DANo original descriptio
EE565238 2.070 no similarity

EE427194 2.069 no similarity

EV019444 2.069 weakly similar to ( 122)AT1G69290| Symbols: |fatricopeptide (PPR) repeat-containing protein] @6051035-26053011 REVE
EV144814 2.068 no similarity

JCVI_24568 2.068 no original description

EV141577 2.067 weakly similar to ( 132)AT4G37990| Symbols: ELE,I3-2 | ELI3-2 (ELICITOR-ACTIVATED GENE 3) | chr47855958-178573¢
CX267764 2.067 no similarity 3.541
CD828534 2.067 no similarity 3.078
JCVI_30997 2.066 moderately similar to ( 420)AT1G15210| SymbolsRPDATPDR7 | ATPDR7/PDR7 (PLEIOTROPIC DRUG RESISTAR 7); ATF
EV219183 2.066 no similarity

ES269370 2.065 no similarity

CX267453 2.064 no similarity

JCVI_30388 2.064 no original description

JCVI_13509 2.064 highly similar to ( 671)AT5G63930| Symbols: |d&e-rich repeat transmembrane protein kinasefipetpchr5:25600232-2560361
AM389116 2.064 no similarity

EV046827 2.061 no similarity

JCVI_7161 2.061 moderately similar to ( 337)AT3G50060| Symbols: BA7 | MYB77; DNA binding / transcription factorfjr8:18569129-18570034
EE563466 2.061 no similarity

JCVI_37344 2.060 moderately similar to ( 421)AT2G44220| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G44240.1); similar  3.696
JCVI_11305 2.059 highly similar to ( 827)AT3G22520| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FAAT4G14840.1); similar to u
CX270847 2.059 no similarity

EX131682 2.058 weakly similar to ( 163)AT5G44730| Symbols: |dzalid dehalogenase-like hydrolase family protem$:18062815-18063746 RE
JCVI_35972 2.057 very weakly similar to (93.2)AT2G31945| Symbolsimilar to unknown protein [Arabidopsis thaliaf@RIR:AT1G05575.1); simila
EV215352 2.056 no similarity

JCVI_32780 2.053 no original description

JCVI_41102 2.053 no original description

RC_EE558774 2.053 no similarity

CD819016 2.051 moderately similar to ( 204)AT5G04530| Symbolseta-ketoacyl-CoA synthase family protein | ch?92223-1293617 REVERSE
CV432234 2.051 very weakly similar to (87.4)AT2G01450| SymbolSEMPK17 | ATMPK17 (Arabidopsis thaliana MAP kinasg)1MAP kinase | chr
JCVI_29355 2.050 no original description

JCVI_13749 2.049 moderately similar to ( 340)AT1G80070| Symbols: EN§8, EMB33, EMB177, EMB14, SUS2 | SUS2 (ABNORMAUSPENSOFR
EV064850 2.049 no similarity

EV173253 2.048 moderately similar to ( 432)AT3G2793¥mbols: | exonuclease | chr3:10390846-1039FCRWARD [21486] 102 877 877
ES269021 2.048 no similarity

JCVI_35831 2.048 weakly similar to ( 103)AT4G15280| Symbols: | UBlBcoronosyl/UDP-glucosyl transferase family piotechr4:8719182-872061
EE559030 2.047 no similarity

EV164136 2.045 weakly similar to ( 172)AT4G27080| Symbols: ATPBH: | ATPDIL5-4 (PDI-LIKE 5-4) | chr4:13589162-13881 FORWARD [21
JCVI_23106 2.045 no original description

EE438020 2.045 weakly similar to ( 102)AT5G51210| Symbols: OLE{OBLEO3 (OLEOSIN3) | chr5:20837397-20837932 FORWARIY weakly si
EE439045 2.043 no similarity

EE547503 2.043 no similarity 1.198
EV150094 2.042  weakly similar to ( 151)AT5G51220| Symbols: |qubnol-cytochrome C chaperone family protein | c2@838631-20840351 REVI  2.021
RC_L46444 2.042 no similarity

EV113522 2.041 moderately similar to ( 210)AT4G1788¢¥mbols: | DNA-binding protein-related | chr89862-9896440 REVERSE [21479]
JCVI_9305 2.040 highly similar to ( 692)AT4G19120| Symbols: ERDBRD3 (EARLY-RESPONSIVE TO DEHYDRATION 3) | chr4:460676-104¢
JCVI_21660 2.039  weakly similar to ( 148)ATMG01360| Symbols: COXdytochrome c oxidase subunit 1 | chrM:349830-331REVERSEweakly sir
JCVI_26941 2.039 moderately similar to ( 248)AT5G02960| Symbold0$ ribosomal protein S23 (RPS23B) | chr5:693294364 REVERSEmodera
EX088920 2.038 moderately similar to ( 303)AT2G31580| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G32320.1); similar
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JCVI_12862 2.038 moderately similar to (211)AT5G37790| Symbolgrotein kinase family protein | chr5:15025663-185225 REVERSE no original
JCVI_25462 2.037 no original description

JCVI_13618 2.037 moderately similar to ( 227)AT4G01280| Symbolsayp family transcription factor | chr4:535288-5868FORWARD no original dt
JCVI_37995 2.037  highly similar to ( 508)AT4G24250| Symbols: ATML@IMLO13 | MLO13 (MILDEW RESISTANCE LOCUS O 13);logodulin bir
EV194567 2.036 no similarity

EV090075 2.036 no similarity

HO07212 2.035 no similarity 2.695
JCVI_21495 2.035 weakly similar to ( 140)AT1G24160| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT1G70100.3); similar to |
JCVI_21658 2.035 no original description

JCVI_19565 2.034 no original description

RC_EV064436 2.033 no similarity

EL589202 2.033 moderately similar to ( 373)AT1G55810| Symbolsrakil phosphoribosyltransferase, putative / UMPophosphorylase, putative /
ES269387 2.033 moderately similar to ( 473)AT2G25600| Symbols: T SPIK | SPIK (SHAKER POLLEN INWARD K+ CHANNELYyclic nuclec
JCVI_25123 2.033 weakly similar to ( 176)AT5G20389inbols: | transporter-related | chr5:6887938-8892REVERSE no original description
EE559382 2.033 very weakly similar to (92.4)AT3G60p8ymbols: | F-box family protein | chr3:2218622490705 REVERSE [20153] 18 563 563
EX088005 2.032 no similarity

EV163883 2.032 no similarity

JCVI_4292 2.031 moderately similar to ( 205)AT4G14420| Symbol&esjon inducing protein-related | chr4:830216788% REVERSE no original ¢
JCVI_18863 2.031 weakly similar to ( 150)AT3G58850| Symbols: PARPAR2 (PHY RAPIDLY REGULATED 2); transcription refgtor | chr3:21770
JCVI_3379 2.031 moderately similar to (469)AT5G39320| Symbol&lDP-glucose 6-dehydrogenase, putative | chr5:1463805761924 FORWARL
CX266960 2.028 no similarity

EB041738 2.027 no similarity

JCVI_21520 2.027 no original description

EE431349 2.027 moderately similar to ( 222)AT1G47600| Symbolglygosyl hydrolase family 1 protein | chr1:17494217497029 FORWARDwea
JCVI_27606 2.027 moderately similar to ( 270)AT1G59660| Symbolsugdleoporin family protein | chr1:21928358-219328®RWARD no original d
JCVI_6200 2.027 moderately similar to ( 432)AT3G15450| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT4G27450.1); similar
JCVI_20045 2.027 moderately similar to ( 399)AT4G38530| Symbols:PAT1 | ATPLC1 (PHOSPHOLIPASE C 1); phospholipagecr4:18020702-:
EV216785 2.027 no similarity

JCVI_40202 2.026 very weakly similar to (83.6)AT4G27657| Symbolsimilar to unknown protein [Arabidopsis thaliaf@pIR:AT4G27652.1) | chr4:
JCVI_19632 2.025 moderately similar to ( 421)AT5G12080| Symbolsmechanosensitive ion channel domain-containingeprd MS ion channel dome
JCVI_12561 2.024 no original description

EE448803 2.024 weakly similar to ( 150)AT1G11480| Symbols: |auotic translation initiation factor-related | £t8864368-3866707 REVERSE [  4.507
EE453480 2.022 no similarity

JCVI_21756 2.022 moderately similar to ( 263)AT1G72520| Symbolpdxygenase, putative | chrl:27312273-2731625RWARDweakly similar to
EV132818 2.022 no similarity

JCVI_38351 2.022 no original description

JCVI_6543 2.022  very weakly similar to (96.3)AT3G24080| Symbo|¥XRR1 family protein | chr3:8695198-8697114 REVIER® original descriptic
JCVI_30203 2.019 no original description

AMO057474 2.019 no similarity

JCVI_27328 2.018 moderately similar to ( 269)AT1G78160| SymbolsiA#7 | APUM7 (ARABIDOPSIS PUMILIO 7); RNA bindingdhr1:29412793-
RC_ES951332 2.018 no similarity

ES938339 2.018 weakly similar to ( 173)AT3G12820| Symbols: AtMYBLAtMYB10 (myb domain protein 10); DNA bindingranscription factor |
JCVI_13863 2.017 moderately similar to ( 398)AT5G13050| Symbol$:Gt | 5-FCL; 5-formyltetrahydrofolate cyclo-ligapehr5:4137265-4138714 R
EB041739 2.017 no similarity

EV182652 2.016 no similarity

EE485895 2.015 no similarity

EV088245 2.014 weakly similar to ( 129)AT4G35600| Symbols: CONNEX32 | CONNEXIN 32; kinase | chr4:16896453-16898FDRWARD [21«
EE558058 2.014 no similarity

EV109748 2.013 no similarity

EV222413 2.013 no similarity

ES962947 2.012 no similarity

JCVI_42135 2.012 moderately similar to ( 356)AT1G59900| Symbols-BT ALPHA | AT-E1 ALPHA (pyruvate dehydrogenase gdex E1 alpha subt
RC_EE462682 2.011 no similarity

RC_JCVI_19560 2.011 no original description

ES998460 2.011 no similarity

EE531816 2.011 very weakly similar to (96.3)AT4G29090| Symbolseverse transcriptase, putative / RNA-dependéiA Polymerase, putative | ch
EX086786 2.010 moderately similar to ( 283)AT3G28940| Symbolavitulence-responsive protein, putative / aviraeemduced gene (AIG) protein,
EX045585 2.010 no similarity

CX270567 2.009 weakly similar to ( 109)AT5G15540| Symbols: EMB371EMB2773 (EMBRYO DEFECTIVE 2773); binding / peat binding / zint
JCVI_10122 2.009 weakly similar to (171)AT5G57789nbols: | unknown protein | chr5:23429469-234808EVERSE no original description
EV068125 2.008 no similarity

EV129846 2.008 no similarity

JCVI_38684 2.007 no original description

ES969123 2.007 no similarity

JCVI_3752 2.006 moderately similar to ( 307)AT1G31880| SymbolsPB8il, NLM9, BRX | BRX/NIP3;1/NLM9 (BREVIS RADIX);dentical protein k£
EE524530 2.006 moderately similar to ( 202)AT3G2678@nbols: | catalytic | chr3:9849984-9851514 FORWN [20143]

EH419213 2.005 no similarity

JCVI_29307 2.005 weakly similar to ( 125)AT5G13300| Symbols: VANS:C | SFC (SCARFACE) | chr5:4255926-4262021 REVERSHriginal desc
ES959432 2.005 very weakly similar to ( 100)AT1G08520| Symbol®166, CHLD | CHLD/PDE166 (PIGMENT DEFECTIVE 168)agnesium ct
RC_JCVI_24506 2.004 no original description

HO07426 2.004 no similarity

EV226604 2.004 no similarity

JCVI_36867 2.003 very weakly similar to (94.7)AT2G26850| Symbol<=-box family protein | chr2:11456447-11457967 RHRBE no original descrif
EV192330 2.002 no similarity

EE473381 2.001 weakly similar to ( 130)AT1G72570h8wls: | DNA binding / transcription factor | ct#2335043-27337360 FORWARD [20163] 2.71
JCVI_23621 1.999 no original description 3.157
EX137551 1.999 moderately similar to ( 236)AT3G04370| Symbol#dehtical to Cysteine-rich repeat secretory pro89 precursor (CRRSP39) [Are
EE508434 1.998 weakly similar to (111)AT3G03410| Symbols: jeatulin-related protein, putative | chr3:811331-B28 REVERSE [15718] 1 49
JCVI_35686 1.998 no original description

BG543161 1.997 no similarity

CN727560 1.995 very weakly similar to (99.0)AT1G08750| Symbo|<5Pl-anchor transamidase, putative | chr1:280 2888395 FORWARD [1572;
EX119983 1.995 no similarity 2.573
JCVI_13982 1.994 no original description




JCVI_18023 1.994 weakly similar to ( 186)AT3G24550| Symbols: ATPERKATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KINASE); ATP |
EX016696 1.994 no similarity

JCVI_36742 1.994 no original description

EV160261 1.993 weakly similar to ( 107)AT1G32920| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT1G32928.1) | chr1:119Z
ES968137 1.991 no similarity

EV094248 1.991 very weakly similar to (82.4)AT3G57260| Symbol®E, BG2, PR-2, BGL2 | BGL2 (PATHOGENESIS-RELATED ®REIN 2); glu
DY009744 1.991 no similarity

JCVI_4868 1.991 moderately similar to ( 325)AT1G67730| Symbols:RE9 | YBR159; ketoreductase/ oxidoreductase [25895339-25397028 F(
JCVI_3657 1.989 moderately similar to ( 240)AT2G46030| Symbols:@B] UBC6 (UBIQUITIN-CONJUGATING ENZYME 6); ubiquiit-protein liga
EV060838 1.988 moderately similar to ( 209)AT1G71070| Symbolglytosyltransferase family 14 protein / core-2#ufiching enzyme family proteir
JCVI_7741 1.986 no original description

RC_JCVI_42038 1.985 no original description

AM396053 1.985 no similarity

JCVI_171 1.984 moderately similar to ( 229)AT5G67420| SymbolsD3 | LBD37 (LOB DOMAIN-CONTAINING PROTEIN 37) | ¢6:26921802-
CD815607 1.984 weakly similar to ( 181)AT4G24970| Symbols: | AbRding region, ATPase-like domain-containing pint| chr4:12831135-1283!
EX093682 1.984 no similarity

EV191670 1.983 no similarity

EE423429 1.983 no similarity

JCVI_14630 1.983 no original description

JCVI_42282 1.982 weakly similar to ( 162)AT3G25585| Symbols: AAPTRAPT2 (AMINOALCOHOLPHOSPHOTRANSFERASE); phospltitrans
JCVI_39310 1.982 no original description 2.019
EV091050 1.981 moderately similar to ( 203)AT1G14620| Symbols:@EY | DECOY (endoxyloglucan transferase A2) | c5914943-5016496 RE"
CN727410 1.980 moderately similar to ( 262)AT5G64190| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G40390.1); similar  2.341
EE534969 1.980 no similarity

EX083822 1.977  very weakly similar to (91.7)AT1G54040| SymbolSHE TASTY, ESP | ESP (EPITHIOSPECIFIER PROTEIN)rLc20174663-201
EV134209 1.977 no similarity

EV197150 1.977 no similarity

EV108126 1.977 weakly similar to ( 127)AT3G03100| Symbols: | NADbiquinone oxidoreductase family protein | ché&371-707585 REVERSE
JCVI_23044 1.977 weakly similar to ( 155)AT1G13390| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT1G68490.1); similar to
RC_ES967962 1.977 no similarity

ES965114 1.975 no similarity

ES967006 1.975 no similarity

EE568004 1.975 no similarity

EE569332 1.975 weakly similar to ( 129)AT1G54070| Symbols: |mancy/auxin associated protein-related | chr1:283860186910 FORWARD [
JCVI_33502 1.973 moderately similar to ( 450)AT4G31940| Symbols:RB2C4 | CYP82C4 (cytochrome P450, family 82, sullfa@) polypeptide 4);
JCVI_10773 1.973 no original description

ES967676 1.973 no similarity

EV105096 1.971 no similarity

EE557906 1.971 no similarity

JCVI_7498 1.971 no original description

EV193158 1.971 moderately similar to ( 206)AT1G09932| Symbolgh¢sphoglycerate/bisphosphoglycerate mutase-tejater1:3230718-3232926
EV100424 1.969 moderately similar to ( 385)AT1G60590| Symbolgolygalacturonase, putative / pectinase, putative1:22318091-22320532 RE
AM394903 1.968 no similarity 3.560
RC_JCVI_40485 1.968 no original description

JCVI_32942 1.967 no original description

EV170896 1.967 moderately similar to ( 254)AT5G25900| Symbols:R701A3, GA3 | GA3 (GA REQUIRING 3); oxygen bindihghr5:9036076-90
EV085654 1.966 no similarity 2.081
EV209930 1.966 no similarity

EX040735 1.966  weakly similar to ( 160)AT2G17800| Symbols: ARAGIIGP2, ATRAC1, RAC1, ROP3, AtROP3 | ARAC1/ATGP2/RAC1/AtRC
EX097145 1.966 weakly similar to ( 144)AT5G41690hBpls: | RNA binding | chr5:16687354-16691417 RRAE [21824]

JCVI_16727 1.965 moderately similar to (207)AT1G19730| Symbols:H¥[ ATTRX4 | ATTRX4 (thioredoxin H-type 4); thiolisulfide exchange inter
CV432081 1.964 no similarity 2.596
JCVI_30734 1.964 moderately similar to ( 208)AT1G71400| Symbolsisgase resistance family protein / LRR familytgim | chr1:26913567-269161.
JCVI_31836 1.964 no original description

CV973910 1.964 no similarity

CV973916 1.964 no similarity

EV098722 1.964 moderately similar to (270)AT1G14740| Symbolsinjilar to unknown protein [Arabidopsis thaliatf@AIR:AT3G63500.2); similar
JCVI_11504 1.963 moderately similar to ( 361)AT1G18300| Symbols:NUIDT4 | ATNUDT4 (Arabidopsis thaliana Nudix hydre@homolog 4); hydr
JCVI_22028 1.962 highly similar to (506)AT1G61130| Symbols: SCPL3CPL32; serine carboxypeptidase | chr1:22532&535449 REVERSEmo
EV208608 1.961 no similarity

JCVI_15928 1.961 weakly similar to ( 103)AT3G12750| Symbols: ZIFAIR1 (ZINC TRANSPORTER 1 PRECURSOR); zinc ion sraembrane trans  1.672
ES936686 1.958 no similarity

JCVI_16840 1.957 weakly similar to ( 163)AT1G27100| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FSAT1G69900.1); similar to |
JCVI_17852 1.955 moderately similar to ( 461)AT3G22104| Symbolghdtotropic-responsive NPH3 protein-related | ti#89821-7792186 FORWA  1.775
EE467749 1.954 no similarity 2.632
JCVI_34813 1.954 no original description

EE550610 1.953 no similarity

EV142231 1.953 no similarity

JCVI_10689 1.953 no original description 4.871
JCVI_5423 1.951 moderately similar to ( 325)AT3G61880| Symbols:R78A9 | CYP78A9 (CYTOCHROME P450 78A9); oxygen figd| chr3:2291
JCVI_28609 1.951 no original description

JCVI_12043 1.950 weakly similar to ( 164)AT4G32089mbols: | galactosyltransferase | chr4:15509%#3:0826 REVERSE no original description
EV063153 1.948 no similarity

JCVI_13279 1.948 moderately similar to ( 385)AT1G10010| Symbols:P8\ AAP8 (amino acid permease 8); amino acid tnansbrane transporter | ¢
ES997598 1.948 no similarity

EV109865 1.947 no similarity

EX067093 1.946 no similarity 2.732
JCVI_20223 1.946 no original description 3.518
JCVI_10128 1.946 no original description

EV100308 1.946 weakly similar to ( 189)AT5G59660| Symbols: |diee-rich repeat protein kinase, putative | chr652813-24057205 FORWARDv
DY015548 1.946  weakly similar to ( 192)AT1G09570| Symbols: FH¥RE1, HY8, PHYA | PHYA (PHYTOCHROME A) | chr1:3098%-3098894 F  1.724
EE568833 1.946 weakly similar to ( 103)AT5G06070| Symbols: RABBR | RBE (RABBIT EARS); nucleic acid binding / tamiption factor/ zinc iol
AM386883 1.945 weakly similar to (191)AT1G76600| Symbols: |i#mto unknown protein [Arabidopsis thaliana] (FAAT1G21010.1); similar to |




CD828547 1.945 no similarity

EE392293 1.943 weakly similar to ( 131)AT2G42480| Symbols: | memnd TRAF homology domain-containing protein AWH domain-containing
EV176999 1.943  very weakly similar to (95.9)AT5G23630| Symbo]{MALE GAMETOGENESIS IMPAIRED ANTHERS); cation-tnaporting ATP
EX101625 1.943 no similarity

JCVI_4372 1.943 moderately similar to ( 303)AT4G26720| Symbols1E®, PPX-1, EP129, PPX1 | PPX1 (protein phosphatd3eprotein serine/thr¢
JCVI_30567 1.942 weakly similar to ( 166)AT2G43810| Symbols: | #maclear ribonucleoprotein F, putative / U6 snRidssociated Sm-like protein,
EV089696 1.942 no similarity

EV134137 1.942 no similarity

EE413685 1.940 moderately similar to ( 277)AT1G27020| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G27030.1); similar
EV192716 1.940 weakly similar to ( 198)AT5G02490| Symbols: |t&sock cognate 70 kDa protein 2 (HSC70-2) (HSP)7l0sBr5:550294-552563 F
CD823627 1.940 no similarity

ES938422 1.940 no similarity

EE568889 1.939 no similarity

EE445726 1.939 no similarity

RC_ES899340 1.939 no similarity 3.337
JCVI_7980 1.938 no original description

JCVI_35395 1.936 no original description

EV144299 1.935 no similarity

EE530127 1.934 no similarity

DY025489 1.934 moderately similar to (467)AT5G51810| Symbols:2B@X2, AT2353, ATGA200X2 | AT2353/ATGA200X2/GA200XBIBBER
CX268053 1.933  weakly similar to ( 127)AT1G60830| Symbols: | §#RNP auxiliary factor large subunit, putativerflch2398723-22399268 REVE
EE471019 1.933 no similarity 2.554
ES914604 1.932 no similarity

EV163400 1.931 no similarity

JCVI_21881 1.929 no original description 2.722
H74867 1.927 no similarity

CD830177 1.926 no similarity

EE454397 1.926 moderately similar to (207)AT3G11460| Symbolgentatricopeptide (PPR) repeat-containing prdtehr3:3608256-3610127 FOF
JCVI_7542 1.925 very weakly similar to (82.0)AT2G24450| SymbolsAB | FLA3 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN3 PRECUF
JCVI_24052 1.925 moderately similar to ( 215)AT1G09660| Symbol&H| domain-containing quaking protein, putativéjic3128207-3130793 REVI
RC_DY014259 1.925 no similarity

EE561338 1.924 no similarity

ES965210 1.923 no similarity 1.897
EV151707 1.923 no similarity

JCVI_11805 1.922 highly similar to ( 863)AT5G40270| Symbols: | alelependent phosphohydrolase HD domain-contarotein | chr5:16110622-1  4.838
EV147666 1.920 no similarity

JCVI_15183 1.920 highly similar to ( 608)AT3G52200| Symbols: LTABTA3 (Dihydrolipoamide S-acetyltransferase 3);ydiolipoyllysine-residue ac
EV142230 1.920 moderately similar to ( 246)AT3G47610| Symbolg:afscription regulator/ zinc ion binding | chr3560163-17562189 FORWARL
JCVI_34418 1.920 weakly similar to ( 169)AT2G21470| Symbols: ATSAEEMB2764, SAE2 | SAE2 (SUMO-ACTIVATING ENZYME 2)chr2:9205¢
JCVI_11409 1.920 no original description

CX193796 1.919 no similarity

JCVI_6677 1.919 moderately similar to ( 387)AT4G29700| Symbolgypk | phosphodiesterase/nucleotide pyrophospidaasily protein | chr4:1454:
ES901797 1.919 moderately similar to ( 467)AT5G09640| SymbolsPEC9, SNG2 | SNG2 (SINAPOYLGLUCOSE ACCUMULATOR 2grine car
JCVI_32770 1.918 no original description

JCVI_34440 1.917 moderately similar to ( 214)AT4G13350| Symbolsuran Rev interacting-like protein-related / hRtBtein-related | chr4:777016¢
EX055332 1.916 moderately similar to ( 228)AT5G188B@mbols: | glucose transmembrane transportebj&300537-6301424 REVERSE [21813]
EV220133 1.916 no similarity

EE442548 1.916 no similarity

EE560050 1.915 no similarity

EV127979 1.915 no similarity

ES906146 1.915 moderately similar to ( 362)AT2G17080| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT2G17070.1); similar
JCVI_28934 1.915 moderately similar to ( 376)AT2G29740| Symbol&lDP-glucoronosyl/UDP-glucosyl transferase famifgtgin | chr2:12713824-12
JCVI_3404 1.915 moderately similar to ( 384)AT3G50060| Symbols: BA7 | MYB77; DNA binding / transcription factorfjr8:18569129-18570034
JCVI_23195 1.914 weakly similar to ( 177)AT4G23550| Symbols: WRKYR&/RKY29 (WRKY DNA-binding protein 29); transcriph factor | chr4:12
RC_H07302 1.912 no similarity

JCVI_6241 1.912  highly similar to ( 521)AT4G37320| Symbols: CYP&LPCYP81D5 (cytochrome P450, family 81, subfarbilypolypeptide 5); oxy:
JCVI_39267 1.912 highly similar to ( 649)AT4G00660| Symbols: | DEEAH box helicase, putative | chr4:274638-277F#8RWARDweakly simila
JCVI_16889 1.912 weakly similar to ( 103)AT4G23496| Symbols: SP1ISP1L5 (SPIRAL1-LIKES5) | chr4:12257924-12258307MERSE no original ~ 2.202
EV032701 1.911 no similarity

EX043377 1.911  weakly similar to ( 118)AT3G09530| Symbols: ATEX@¥3 | ATEXO70H3 (exocyst subunit EXO70 family priotéi3); protein binc
EV026904 1.908 moderately similar to ( 317)AT2G37700| Symbolsinjilar to CER1 protein, putative [Arabidopsisltaaa) (TAIR:AT1G02190.1); <
EV146041 1.908 no similarity

JCVI_39230 1.908 no original description

EE564724 1.908 no similarity

ES899313 1.907 no similarity

EE532266 1.906 moderately similar to ( 305)AT3G14490| Symbolgerpene synthase/cyclase family protein | chr33688-4865956 REVERSEwe:
JCVI_35529 1.904 no original description 3.477
JCVI_25830 1.903 moderately similar to ( 248)AT1G07570| SymbolsKAPAPK1A | APK1A (Arabidopsis protein kinase 1Ajnase | chr1:2331366-
EX135316 1.903 no similarity 2.964
EV108280 1.903 no similarity

EE558691 1.902 no similarity

EV152555 1.902 no similarity

EV130895 1.902 no similarity

JCVI_15023 1.902 moderately similar to ( 262)AT4G14350| Symbolgrdtein kinase family protein | chr4:8256349-825@®REVERSE no original de  -1.952
EV092671 1.902 moderately similar to ( 264)AT2G24765| Symbols:F8RARL1, ATARL1 | ARF3/ARL1/ATARL1 (ADP-RIBOSYLATON FACTO
ES968428 1.901 no similarity

EV142567 1.900 no similarity

EE565008 1.899 no similarity

EE474833 1.899 no similarity

EE559048 1.898 no similarity

EE550318 1.898 weakly similar to ( 101)AT1G74680h8wls: | exostosin family protein | chrl:28063 28864645 FORWARD [20184] 1 349 407
JCVI_42268 1.897 no original description

CN729010 1.897 no similarity




RC_CO750204 1.896 no similarity 2.769
JCVI_42216 1.894 no original description

EV075089 1.894 no similarity

ES920481 1.894 weakly similar to ( 182)AT5G49330| Symbols: AtMYBIL | AtMYB111 (myb domain protein 111); DNA bindingranscription factc
EE558707 1.893 no similarity

JCVI_16518 1.893 moderately similar to ( 232)AT1G75450| Symbols:GKIX5, ATCKX6, CKX5 | CKX5 (CYTOKININ OXIDASE 5); cyokinin dehyc
EE502213 1.892 weakly similar to ( 199)AT2G04520| Symbols: |auotic translation initiation factor 1A, putativelF-1A, putative / elF-4C, putati
JCVI_23825 1.890 no original description

ES968980 1.890 no similarity

EX016437 1.890 weakly similar to ( 115)AT5G59510| Symbols: RTFIB/L18 | DVL18/RTFL5 (ROTUNDIFOLIA LIKE 5) | chr5:2007315-24007
JCVI_36328 1.890 nearly identical (1134)AT5G41770| Symbols: | &embneck protein, putative / cell cycle proteintgtive | chr5:16735249-167381€
EE561047 1.889 no similarity

DR697814 1.889 no similarity

EE557936 1.889 no similarity

JCVI_27478 1.888 weakly similar to ( 117)AT3G22270| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FRsAT4G14990.1); similar to
EV110410 1.887 no similarity

JCVI_5721 1.887 moderately similar to ( 332)AT1G17810| SymbolsTBETIP | BETA-TIP (BETA-TONOPLAST INTRINSIC PROTEIN water chai
EX030008 1.887 no similarity

EV212682 1.887 no similarity

EE566996 1.886 no similarity

EV198952 1.884 weakly similar to ( 127)AT3G57810| Symbols: | Gliké cysteine protease family protein | chr3:213P3-21428786 FORWARD [
ES968507 1.882 no similarity

EV002408 1.882 no similarity

EL587213 1.882 no similarity

AMO059211 1.882 no similarity

EE567172 1.881 no similarity

EE561058 1.881 no similarity

EE559320 1.880 no similarity

EE441925 1.880 no similarity -1.496
EV091905 1.880 no similarity

EV224947 1.880 moderately similar to ( 281)AT5G56190| SymbolsVD)-40 repeat family protein | chr5:22759880-22782 FORWARD [21493] 11 1.502
JCVI_2893 1.880 moderately similar to (402)AT5G62180| Symbols:GXE20 | ATCXE20 (ARABIDOPSIS THALIANA CARBOXYESTERSE 20)
JCVI_29162 1.880 highly similar to (594)AT1G24530| Symbols: [sducin family protein / WD-40 repeat family praot¢ichr1:8693274-8694530 FC
JCVI_33081 1.880 moderately similar to ( 238)AT1G29900| Symbols:RB\| CARB (CARBAMOYL PHOSPHATE SYNTHETASE B); ATRirxing /
CN827556 1.879 moderately similar to ( 350)AT1G30810| Symbolganscription factor jumoniji (jmj) family proteitzinc finger (C5HC2 type) fami
RC_EV169393 1.879 no similarity

JCVI_35396 1.878 no original description

EE555609 1.877 no similarity

EE535427 1.877 no similarity

RC_L38119 1.875 no similarity 1.290
DY006402 1.875 weakly similar to ( 115)AT5G08260| Symbols: SCPILZECPL35 (serine carboxypeptidase-like 35); saratboxypeptidase | chr5:2
JCVI_8107 1.875 no original description

JCVI_15635 1.874 moderately similar to ( 275)AT5G62020| SymbolsAB3A, AT-HSFB2A | AT-HSFB2A (Arabidopsis thalianadt shock transcript
EV116513 1.873  weakly similar to ( 150)AT1G19770| Symbols: ATPURIATPUP14 (Arabidopsis thaliana purine permed@yefdurine transmembri
EX067845 1.871  weakly similar to ( 150)AT5G67010| Symbols: | AR#main-containing transcription factor, putativhi5:26766284-26766842 RE
JCVI_40120 1.871 no original description

RC_ES969136 1.870 no similarity

JCVI_23844 1.869 no original description

EV165796 1.866 no similarity

DY024008 1.865 no similarity

JCVI_11671 1.865 no original description

EX020287 1.865 weakly similar to ( 133)AT1G09420| Symbols: G6P0B6PD4 (GLUCOSE-6-PHOSPHATE DEHYDROGENASE 4); gisee-6-ph
JCVI_39013 1.865 weakly similar to (177)AT1G69935| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FRsAT4G33780.1); similar to
EV145554 1.864 no similarity 2.527
EV091919 1.864 weakly similar to ( 123)AT1G14410| Symbols: ATWHYATAC1 | ATWHY1/PTAC1 (A. THALIANA WHIRLY 1); DNAbinding /i
RC_EV001684 1.864 no similarity

RC_L46581 1.864 no similarity

EV095136 1.863 no similarity 2.508
EV101256 1.861 no similarity

EV226837 1.861 no similarity

JCVI_20838 1.860 no original description

JCVI_23101 1.860 no original description

EV136808 1.860 no similarity

ES911858 1.858 moderately similar to (461)AT4G19680| SymbolsT2R IRT2 (iron-responsive transporter 2); iron toansmembrane transporter/
JCVI_26452 1.858  weakly similar to ( 184)AT3G26120| Symbols: TELTHL1 (TERMINAL EAR1-LIKE 1); RNA binding | chr3:9%7635-9550423 F(
ES901851 1.858 moderately similar to ( 390)AT5G05570| Symbolgrahsducin family protein / WD-40 repeat familyt®in | chr5:1656767-16637:
JCVI_592 1.856 moderately similar to ( 252)AT1G1586¢mbols: | calcium ion binding | chr1:5455056G:6435 FORWARD no original description
EE556882 1.856 no similarity

EX032619 1.856 no similarity

JCVI_35354 1.855 no original description

JCVI_14118 1.855 moderately similar to ( 284)AT4G23050| Symbolgrdtein kinase, putative | chr4:12080123-120837@&®WARD no original desc
EE564522 1.854 no similarity

EV065223 1.853 no similarity

EV157628 1.852 weakly similar to ( 182)AT1G14460hBpls: | DNA polymerase-related | chr1:4948957243% REVERSE [21484]

JCVI_41752 1.852  weakly similar to ( 135)AT3G13350| Symbols: |thigobility group (HMG1/2) family protein / ARID/BRAHT DNA-binding domai
CX272501 1.852 no similarity 4.669
JCVI_31911 1.851 no original description

JCVI_25083 1.851 no original description

JCVI_5217 1.851 moderately similar to ( 223)AT5G04150| Symbols:LB+101 | BHLH101; DNA binding / transcription factpchr5:1138560-11394  1.185
EV068666 1.849 moderately similar to ( 313)AT3G09090| Symbols:X1H DEX1 (DEFECTIVE IN EXINE FORMATION 1) | chr3783170-27875¢
EE566491 1.848 no similarity

JCVI_23973 1.847 no original description

JCVI_31530 1.846 no original description 2.297




JCVI_18647 1.845 weakly similar to ( 179)AT3G02550| Symbols: LBD@IBD41 (LOB DOMAIN-CONTAINING PROTEIN 41) | chr3®5754-53765
JCVI_17337 1.845 moderately similar to ( 210)AT1G32750| SymbolsFIAHAF1, HAC13, GTD1, HAFO1 | HAFO1 (HISTONE ACELYRANSFER, 2.302
JCVI_5778 1.845 moderately similar to ( 392)AT2G37210| Symbol&nt¢odes a protein of unknown function. It hashbagstallized and shown to b
EE502373 1.844 no similarity

EV135177 1.843 weakly similar to ( 144)AT4G16530fBwls: | binding | chr4:9311378-9315576 FORWARD421] 1 461 751

JCVI_1506 1.843  weakly similar to ( 181)AT3G02470| Symbols: SAMPSAMDC (S-ADENOSYLMETHIONINE DECARBOXYLASE) | chr8102!
CD817935 1.843 no similarity

ES982268 1.843 no similarity

EV146998 1.842 no similarity

JCVI_20973 1.841 weakly similar to ( 150)AT2G45140| Symbols: |igkessassociated membrane protein, putative / VARIRative | chr2:18618104-1¢
ES982756 1.839 no similarity

JCVI_37318 1.838 moderately similar to ( 267)AT5G63370| Symbolgrdtein kinase family protein | chr5:25402180-25806 REVERSEweakly simi
ES930133 1.838 very weakly similar to ( 100)AT4G20880| Symbo|sthylene-responsive nuclear protein / ethylegeteged nuclear protein (ERT2
EX099443 1.838 no similarity

CN827568 1.838 moderately similar to ( 252)AT5G23720| Symbols:S2H PHS1 (PROPYZAMIDE-HYPERSENSITIVE 1); proteyndsine/serine/tr
EV221042 1.837 no similarity

EV205064 1.837 no similarity

JCVI_32240 1.836 no original description

JCVI_14542 1.836 no original description 3.435
EV112284 1.836 no similarity 2.498
EE560671 1.835 no similarity

H07703 1.833 no similarity 3.341
JCVI_7791 1.832 no original description

CD815331 1.831 no similarity

JCVI_36009 1.831 no original description

JCVI_23709 1.830 moderately similar to ( 301)AT2G36020| Symbols:AR2J | HVA22J (HVA22-LIKE PROTEIN J) | chr2:1513(805132219 REV ~ 3.316
ES267439 1.829 no similarity

JCVI_15545 1.829 no original description

EE557056 1.828 no similarity 3.742
JCVI_12764 1.828 moderately similar to ( 265)AT4G17730| Symbols:S¥P23, SYP23 | SYP23 (syntaxin 23) | chr4:98653686930 FORWARD nc
JCVI_24351 1.828 no original description

EE559717 1.827 no similarity

RC_EV109019 1.827 no similarity

CD839772 1.827 weakly similar to ( 140)AT2G22170iByls: | lipid-associated family protein | chr238890-9434822 REVERSE [13982]

EV159377 1.827 moderately similar to ( 420)AT3G28430| Symbolsiniilar to unnamed protein product [Vitis vinife{@&B:CAO69571.1); similar tc
EE463115 1.827 no similarity 3.436
EV144905 1.826 no similarity

EV130759 1.826 no similarity 2.779
ES939515 1.824 moderately similar to ( 231)AT1G76250| Symbolsinjilar to unnamed protein product [Vitis vinife(&B:CA062018.1) | chrl:28¢
JCVI_18184 1.824 no original description

AM394657 1.824 no similarity

JCVI_11535 1.824 moderately similar to ( 447)AT2G22490| Symbols:@D2;1 | CYCD2;1 (CYCLIN D2;1); cyclin-dependent pgm kinase regulator
EV146941 1.823 no similarity

H74903 1.822 no similarity

EX127610 1.822 no similarity

EV123932 1.821 moderately similar to (412)AT2G26440| Symbolpedtinesterase family protein | chr2:11254485-6285 FORWARDmoderately
EV176822 1.820 moderately similar to ( 347)AT5G11490| Symboladéptin family protein | chr5:3671965-3676145 FORRD [21487] 80 1092 1(
EV101497 1.818 no similarity -1.186
JCVI_27423 1.818 weakly similar to ( 149)AT1G14910| Symbols: |iags-terminal homology (ENTH) domain-containing peim | chr1:5139923-514:
JCVI_37307 1.818 very weakly similar to ( 100)AT3G29000| Symbo|salcium-binding EF hand family protein | chr3:07028-11007612 FORWAR
JCVI_29635 1.817 moderately similar to ( 327)AT3G47360| Symbols:HSD3 | ATHSD3 (HYDROXYSTEROID DEHYDROGENASE 3); aareduc
EE413535 1.817 very weakly similar to (82.0)AT3G17520| Symboldate embryogenesis abundant domain-containingiproLEA domain-containit  2.782
ES933407 1.816 weakly similar to ( 119)AT5G47690hBygls: | binding | chr5:19335125-19344240 FORWARML43] 1 357 371

EE439537 1.815 no similarity

EE563418 1.814 no similarity

EX089824 1.814 no similarity 2.195
JCVI_34109 1.814 no original description

BQ704694 1.813 no similarity

JCVI_38866 1.812 no original description 1.893
EE502258 1.812 no similarity

EV180758 1.812 weakly similar to ( 144)AT1G21890| Symbols: | ol MtN21 family protein | chr1:7682797-7685570 VRERSE [21487] 16 547
EV223885 1.811  weakly similar to ( 105)AT5G13820| Symbols: ATBPATBP1, ATTBP1, HPPBF-1, TBP1 | TBP1 (TELOMERIC BNBINDING P

HO07316 1.811 no similarity

EV098557 1.811 no similarity 3.483
JCVI_16389 1.811 weakly similar to ( 142)AT4G08670| Symbols: |tease inhibitor/seed storage/lipid transfer profeifP) family protein | chr4:553€
JCVI_29569 1.810 moderately similar to ( 296)AT4G26720| Symbols1B® PPX-1, EP129, PPX1 | PPX1 (protein phosphatdgeprotein serine/thr
CX271936 1.810 moderately similar to ( 222)AT3G5882¢mbols: | F-box family protein | chr3:217632B7765592 FORWARD [16815]

ES968707 1.809 no similarity

JCVI_20770 1.809 weakly similar to ( 145)AT2G20835| Symbols: |##mto unknown protein [Arabidopsis thaliana] (FAAT3G15534.1); similar to 1
RC_ES967741 1.808 no similarity

JCVI_28364 1.808 moderately similar to ( 461)AT5G45780| Symbol&eutine-rich repeat transmembrane protein kinasgtive | chr5:18584173-185 4.279
RC_EE558983 1.808 no similarity

EE426054 1.808 weakly similar to (179)AT1G72570h8wls: | DNA binding / transcription factor | ct#2335043-27337360 FORWARD [20189]
JCVI_10440 1.807 weakly similar to ( 198)AT1G47270| Symbols: AtTLPAtTLP6 (TUBBY LIKE PROTEIN 6); phosphoric diesteydrolase/ transcri
CO750001 1.807 moderately similar to ( 217)AT4G045A@nbols: | protein kinase family protein | cB20043-2292253 FORWARD [16161]
JCVI_21051 1.806 no original description

JCVI_9657 1.804 moderately similar to ( 355)AT3G03420| Symbol&u}0-binding family protein | chr3:812534-8136502RWARD no original dest
EE527123 1.801 no similarity

JCVI_4685 1.801 moderately similar to ( 277)AT5G11160| Symbols:TAR APT5 (ADENINE PHOSPHORIBOSYLTRANSFERASE 5);emihe phos
JCVI_27186 1.801 weakly similar to ( 199)AT4G27280| Symbols: |caain-binding EF hand family protein | chr4:136637/664168 REVERSE no ¢
RC_JCVI_34456 1.801 no original description

JCVI_15360 1.800 weakly similar to ( 155)AT5G01960| Symbols: |zfinger (C3HC4-type RING finger) family proteichr5:370808-372772 FORW
EE559149 1.799 no similarity -1.554




JCVI_10145 1.799 highly similar to ( 831)AT3G25840| Symbols: |{ia kinase family protein | chr3:9454230-945755MERSEweakly similar to ( :
JCVI_3479 1.799 moderately similar to ( 325)AT2G25150| Symbolsrafhsferase family protein | chr2:10709661-107 B1IREVERSE no original des
RC_EE501888 1.798 no similarity

EV063739 1.798 no similarity

JCVI_27803 1.798 moderately similar to ( 281)AT2G24210| SymbolsSIB | TPS10 (TERPENE SYNTHASE 10); myrcene/(E)-oeimene synthase
RC_CN735168 1.798 no similarity

EE547059 1.794 no similarity 2.271
EE546377 1.793 no similarity

JCVI_22353 1.792 very weakly similar to (85.5)AT5G48140| Symbo|golygalacturonase, putative / pectinase, putie5:19536133-19537638 Rt
EV110965 1.792 no similarity

EE558884 1.791 no similarity

JCVI_545 1.791 no original description

RC_AM057182 1.790 no similarity

JCVI_30427 1.788 moderately similar to ( 234)AT1G18740| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G74450.1); similar
JCVI_4001 1.787  highly similar to ( 642)AT5G62790| Symbols: PDE1BXR | DXR (1-DEOXY-D-XYLULOSE 5-PHOSPHATE REDUCTISOMEI
EX038628 1.786 moderately similar to ( 364)AT1G51410| Symbolsinhamyl-alcohol dehydrogenase, putative (CAD)rLc19063553-19065092 F!
EE502143 1.783 moderately similar to ( 277)AT4G02080| Symbols:SMRALC, ATSAR2, ASAR1 | ASAR1 (Arabidopsis thaliasecretion-associal ~ 1.774
JCVI_31190 1.783 no original description

EE392256 1.783 moderately similar to ( 216)AT1G02690| Symbolgngortin alpha-2 subunit, putative | chr1:584387636 FORWARDweakly sim  3.133
EV047330 1.782 no similarity

EV226389 1.782 no similarity

EE568299 1.781 no similarity 1.751
CD828081 1.781 no similarity

JCVI_9944 1.780 very weakly similar to (95.9)AT2G33520| Symbojssimilar to proline-rich family protein [Arabidojssthaliana] (TAIR:AT1G12810
EE473185 1.780 no similarity

JCVI_15249 1.779 moderately similar to ( 325)AT3G17810| Symbolsihydroorotate dehydrogenase family protein / dibprotate oxidase family prt
JCVI_39917 1.779  weakly similar to ( 121)AT1G70410| Symbols: |bzatic anhydrase, putative / carbonate dehydrapasative | chr1:26537830-265+
EV135881 1.778 no similarity

JCVI_29424 1.777 no original description

EV149959 1.777 no similarity 2.858
CD812606 1.777  weakly similar to ( 129)AT3G44110| Symbols: ATIJ8 | ATJ3 (Arabidopsis thaliana DnaJ homologukcB)3:15880166-158820
EE564414 1.776 no similarity

JCVI_27747 1.776 moderately similar to ( 425)AT5G25430| Symbolsnipn exchange protein family | chr5:8851254-8&42ORWARD no original
EE568267 1.776 no similarity

ES954012 1.775 no similarity

AM387291 1.774 no similarity

JCVI_10057 1.773 moderately similar to ( 396)AT5G48100| Symbols:@¥5, TT10 | TT10 (TRANSPARENT TESTA 10); laccasbrb:19506756-19!
JCVI_32184 1.771 weakly similar to ( 135)AT2G28430| Symbols: |##mto unknown [Populus trichocarpa] (GB:ABK9461}| chr2:12166813-1216
JCVI_12087 1.770 no original description

JCVI_630 1.770 no original description

EV215200 1.768 no similarity

EV151095 1.768 no similarity

JCVI_27431 1.766 no original description

JCVI_41634 1.765 no original description

EV075020 1.765 no similarity

JCVI_32346 1.764 moderately similar to ( 456)AT5G37020| Symbols:8R ARF8 (AUXIN RESPONSE FACTOR 8) | chr5:14647381651146 FOF  4.621
EE559769 1.763 no similarity

AM394870 1.763 no similarity

EV165884 1.763  weakly similar to ( 126)AT4G38170| Symbols: FRERE9 (FAR1-related sequence 9); zinc ion binditig4:17904607-17906433
EE502259 1.762 no similarity

EE567435 1.761  weakly similar to ( 117)AT5G22880| Symbols: H2B[B2 | H2B/HTB2 (HISTONE H2B); DNA binding | chr5:38133-7652570 R
JCVI_12315 1.760 moderately similar to ( 216)AT1G05600| Symbolgemtatricopeptide (PPR) repeat-containing prdtein1:1672160-1673674 FOF
ES964533 1.760 no similarity

JCVI_12680 1.760 moderately similar to ( 327)AT1G52600| Symbolsighal peptidase, putative | chr1:19594281-195964BRWARD no original de
EV128496 1.759 no similarity

ES966380 1.758 no similarity

CD826220 1.758 no similarity

JCVI_31755 1.757 moderately similar to ( 391)AT1G18800| Symbols:R NRP2 (NAP1-RELATED PROTEIN 2); DNA bindingHromatin binding
EE564779 1.757 no similarity

JCVI_11316 1.756 weakly similar to ( 130)AT5G44540| Symbols: |gpn-specific protein-related | chr5:17958514-1B¥BREVERSE no original ¢
JCVI_38387 1.755 moderately similar to ( 225)AT2G36460| Symbolfu¢tose-bisphosphate aldolase, putative | chBD4608-15304811 REVERSE ~ 2.523
RC_AT000660 1.754 no similarity

EX019686 1.753  weakly similar to ( 169)AT1G02730| Symbols: CSLPF,CSLD5 | ATCSLD5 (CELLULOSE SYNTHASE-LIKE D5); 4;beta-D-x)
EE491541 1.752 no similarity

JCVI_11306 1.752 moderately similar to (466)AT1G17840| Symbols: @8, ABCG11, DSO, COF1 | ABCG11/COF1/DSO/WBC11 (PERADO);
EE562280 1.751 no similarity 2.478
EE479477 1.751 no similarity

H06424 1.751 no similarity

CD825434 1.751 no similarity

JCVI_32964 1.751 no original description

JCVI_21823 1.750 no original description

JCVI_41609 1.750 weakly similar to ( 155)AT4G04614| Symbols: |#amto unnamed protein product [Vitis vinifera] BBCAO22561.1); similar to hy]  1.279
EV225197 1.750 no similarity

EX045323 1.749 moderately similar to ( 296)AT3G05580| Symbolserjne/threonine protein phosphatase, putatiked{t618222-1619856 REVER
EE449338 1.749 no similarity

EV060159 1.749 no similarity

EV125321 1.748 moderately similar to (464)AT2G22070| Symbolpentatricopeptide (PPR) repeat-containing prdtehr2:9390682-9393042 FOF
CV546087 1.748 no similarity

EV085386 1.748 no similarity

EV147391 1.748 no similarity

ES947980 1.747 no similarity

EV103116 1.746 no similarity

EE403898 1.745 weakly similar to ( 119)AT5G10820| Symbols: ital membrane transporter family protein | chr3t®77-3423167 REVERSE |[:




JCVI_11723 1.744 no original description

EV176810 1.744 no similarity

EV057037 1.744 moderately similar to ( 234)AT4G11850| Symbols: 882 | PLDGAMMA1 (maternal effect embryo arrest §#)pspholipase D | ct
AM387499 1.743 no similarity 1.791
JCVI_292 1.742 moderately similar to ( 284)AT2G17480| Symbols: 108, MLO8 | MLO8 (MILDEW RESISTANCE LOCUS O 8); tmodulin bir
EE468849 1.741 very weakly similar to (95.9)AT4G2G[Ll8ymbols: | protein kinase family protein | ch?429496-12134097 FORWARD [20156]
JCVI_40662 1.740 moderately similar to ( 253)AT5G24470| SymbolsRBRAPRRS5 | APRR5 (PSEUDO-RESPONSE REGULATOR &pgcription r
JCVI_23700 1.739 no original description

JCVI_29668 1.737 no original description

EV091712 1.737  weakly similar to ( 182)AT1G72050| Symbols: |cziinger (C2H2 type) family protein | chrl1:27119470120890 FORWARD [214
EE562464 1.735 no similarity

EE568820 1.734 no similarity

EV178478 1.734 no similarity

JCVI_41484 1.733 no original description

EV108402 1.733 no similarity 3.158
EV101393 1.732 moderately similar to (201)AT4G02500| SymbolsXAR | ATXT2; UDP-xylosyltransferase/ transferasahsferase, transferring g
EE533412 1.732 no similarity

JCVI_4697 1.732  weakly similar to ( 193)AT2G47460| Symbols: MYBZTMYB12 | ATMYB12/MYB12 (MYB DOMAIN PROTEIN 12); INA bind  2.682
EE563050 1.732 no similarity

EV104299 1.731 no similarity

EV104369 1.731  weakly similar to ( 113)AT1G77920| Symbols: |BZamily transcription factor | chr1:29303853-29305 FORWARD [21478] 1 &
RC_EE462179 1.730 no similarity

ES979266 1.730 no similarity

JCVI_3468 1.730 moderately similar to (499)AT1G68530| SymbolsRBEG2, POP1, CUT1 | CUT1 (CUTICULAR 1); catahyftithr1:25717263-25"
JCVI_12686 1.728 very weakly similar to (92.0)AT3G18295| Symbo|similar to unknown protein [Arabidopsis thaliaf@pIR:AT1G48770.1); simila
CD832055 1.727 no similarity

ES992740 1.727 very weakly similar to (95.5)AT5G51150| Symbojssimilar to unknown protein [Arabidopsis thalia@RIR:AT1G34630.1); simila
H07440 1.727 no similarity

EX044792 1.726  weakly similar to ( 144)AT4G13710| Symbols: |tage lyase family protein | chr4:7962546-796600&RMARDvery weakly similar
CX188493 1.726 no similarity

EV033347 1.726 no similarity

JCVI_19655 1.723 no original description

JCVI_13277 1.723 no original description

ES904390 1.722 moderately similar to ( 331)AT3G513nbols: | pepsin A | chr3:19067992-19070767 RESE [21432]

EE561202 1.722 no similarity

EV152311 1.722 no similarity

EE502361 1.722 no similarity

JCVI_33258 1.721 moderately similar to ( 204)AT3G07150| Symbolsinjilar to hypothetical protein [Vitis viniferalsB:CAN68821.1) | chr3:226381
EE562017 1.721 no similarity

JCVI_20854 1.721 moderately similar to (416)AT3G27170| Symbols:ATC-B, CLC-B | CLC-B (chloride channel protein Bjion channel/ voltage-
RC_EV171149 1.720 no similarity

JCVI_36881 1.720 very weakly similar to (83.6)AT4G20870| Symbojdatty acid hydroxylase, putative | chr4:11174@3175889 REVERSE no orig
EE469983 1.720 no similarity

ES912522 1.719 weakly similar to ( 103)AT4G22640| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FsAT4G22666.1); similar to 1
EV217391 1.719 no similarity

EV145829 1.719 no similarity

EV227344 1.718 very weakly similar to (94.0)AT3G57050| Symbol8IC| CBL (CYSTATHIONINE BETA-LYASE) | chr3:211229181125500 RE'
EV115639 1.717  weakly similar to ( 170)AT2G46860| Symbols: ATPPASTPPA3 (ARABIDOPSIS THALIANA PYROPHOSPHORYLASE);3norg
RC_CV974015 1.717 no similarity

H07193 1.717 no similarity

EV024333 1.717 no similarity

EV102580 1.716 no similarity

JCVI_40354 1.715 no original description

EV189801 1.714 moderately similar to (217)AT1G18420| Symbolsinjilar to ATALMT9 (ALUMINUM-ACTIVATED MALATE TRAN SPORTER
CN728159 1.712 no similarity

EV223123 1.712 no similarity

JCVI_29879 1.712 moderately similar to ( 253)AT2G17510| Symbols: EM63 | EMB2763 (EMBRYO DEFECTIVE 2763); RNA bindinribonuclea
EV043014 1.711 no similarity 1.780
EE557448 1.711 no similarity

JCVI_12956 1.710 no original description 2.235
JCVI_25865 1.708 weakly similar to ( 154)AT5G22070| Symbols: |#&amto unknown protein [Arabidopsis thaliana] (FAAT3G52060.2); similar to 1
JCVI_29079 1.707 no original description

JCVI_448 1.707 moderately similar to ( 362)AT3G23080| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT4G14500.1); similar
DY014788 1.707 very weakly similar to (99.0)AT1G088Symbols: | guanylate-binding family proteimiic962127-966621 REVERSE [18966]
JCVI_32596 1.707 moderately similar to ( 316)AT5G46910| Symbolgahscription factor jumoniji (jmj) family proteirchr5:19065007-19068107 FO
JCVI_8823 1.706  weakly similar to ( 182)AT5G20830| Symbols: SUBSUS1, ATSUS1 | SUS1 (SUCROSE SYNTHASE 1); UDP-gbydtransferas
RC_CD836255 1.706 no similarity 1.402
JCVI_1810 1.705 moderately similar to (416)AT3G07680| Symbolsmp24/gp25L/p24 family protein | chr3:2455633-285%% FORWARD no origir
EV191047 1.705 no similarity

JCVI_12735 1.704 moderately similar to (457)AT4G28520| Symbols:GCRRU3 | CRU3 (CRUCIFERIN 3) | chr4:14087602-142089 FORWARDhi(
JCVI_8469 1.703 moderately similar to ( 401)AT4G38160| Symbols:EAD1 | PDE191 (PIGMENT DEFECTIVE 191) | chr4:1790@4.7903778 FO
BG544144 1.701 very weakly similar to (97.1)AT5G05670| Symbo|ssignal recognition particle binding | chr5:169391697535 REVERSE [8791]
JCVI_24437 1.700 moderately similar to ( 296)AT4G33920| Symbolgratein phosphatase 2C family protein / PP2C famibtein | chr4:16260881-1
CX192092 1.700  weakly similar to ( 125)AT2G33690| Symbols: ¢lambryogenesis abundant protein, putative / LEoAgim, putative | chr2:142592
EE559528 1.700 no similarity

EE559687 1.699 no similarity

JCVI_10809 1.698 moderately similar to ( 253)AT1G28590| Symbolspdse, putative | chr1:10047495-10049286 REVERB®EwWeakly similar to (84 2.475
CX270121 1.698 weakly similar to ( 176)AT1G18190| Symbols: GE&2G2 (GOLGIN CANDIDATE 2) | chr1:6257956-6261318 RERSE [16815] :
EX132152 1.698 moderately similar to ( 242)AT1G80820| Symbols:R2J CCR2 (CINNAMOYL COA REDUCTASE) | chr1:30375538377352 F
EV089702 1.697 weakly similar to ( 114)AT3G19170| Symbols: ATPRERTZNMP | ATPREP1/ATZNMP (PRESEQUENCE PROTEASEmgtall
EE502180 1.697 weakly similar to ( 193)AT5G51040| Symbols: |i&&mto unnamed protein product [Vitis vinifera] BBCA023083.1); contains Inte
JCVI_38753 1.695 moderately similar to (479)AT4G26010| Symbolgeroxidase, putative | chr4:13200662-13201697 FBRDModerately similar t
EB041761 1.694 no similarity




EE501998 1.694 weakly similar to ( 137)AT2G23090| Symbols: |ritieal to Uncharacterized protein At2g23090 [Araipdis Thaliana] (GB:06481¢ -1.959
RC_ES948491 1.694 no similarity

JCVI_27817 1.694 moderately similar to ( 362)AT3G44050| Symbolgingsin motor protein-related | chr3:15829725- 883 FORWARD no origina
EX138069 1.693 moderately similar to ( 471)AT4G08040| Symbols: Q@ | ACS11 (1-Amino-cyclopropane-1-carboxylatetisgse 11); 1-aminocyc
EV128803 1.693 no similarity 1.910
EE566677 1.691 no similarity

EV207729 1.691 no similarity

RC_EE559934 1.691 no similarity 2.191
EE561150 1.690 no similarity 6.596
CO749673 1.689 no similarity

JCVI_36133 1.689 moderately similar to (416)AT3G49600| Symbols:R28 | UBP26 (ubiquitin-specific protease 26); uliintspecific protease | chri
EV132438 1.689 no similarity

RC_JCVI_42214 1.689 no original description

JCVI_15454 1.688 weakly similar to ( 163)AT2G18300| Symbols: |ibdelix-loop-helix (bHLH) family protein | chr2:5®104-7961528 REVERSE r
EE563413 1.688 no similarity 2.896
EV054789 1.688 no similarity

H74693 1.688 no similarity

EV227465 1.687 no similarity

EV226810 1.686 weakly similar to ( 167)AT4G25630| Symbols: ATFIBAB2 | FIB2 (FIBRILLARIN 2) | chr4:13074248-130264 FORWARD [214
JCVI_25142 1.686 no original description

JCVI_2540 1.686 very weakly similar to (84.0)AT5G59960| Symbolssimilar to unnamed protein product [Vitis vinég(GB:CA021698.1) | chr5:24
CX267699 1.686 weakly similar to ( 156)AT1G11880| Symbols: |#&mto unnamed protein product [Vitis vinifera] BBCA022037.1); contains Inte
DN962582 1.684 no similarity

DN961527 1.683 moderately similar to ( 243)AT5G48790| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G73060.1); similar
RC_EX016781 1.683 no similarity

JCVI_39273 1.682 no original description

EE415349 1.682 no similarity

JCVI_6044 1.681 no original description

EV111606 1.681 no similarity

JCVI_38215 1.679 moderately similar to ( 228)AT3G54770| Symbol&®NA recognition motif (RRM)-containing proteinijr8:20284841-20286709
EE567363 1.677 no similarity 5.290
JCVI_32610 1.676 weakly similar to ( 184)AT2G25360| Symbols: |zfinger protein-related | chr2:10811328-108128@RFVARD no original descri
JCVI_1222 1.674  highly similar to ( 583)AT1G13260| Symbols: RAVRAV1 (Related to ABI3/VP1 1); DNA binding / tramgation factor | chr1:454:
JCVI_27148 1.674 moderately similar to ( 218)AT4G21710| Symbols: EN89, RPB2, NRPB2 | NRPB2 (EMBRYO DEFECTIVE 1989NA bindin¢  -1.574
JCVI_41873 1.673  weakly similar to ( 110)AT3G13677| Symbols: |iamto unknown [Populus trichocarpa] (GB:ABK9353p| chr3:4476303-44770
JCVI_6876 1.672 moderately similar to ( 283)AT3G46550| Symbols:S5Q SOS5 (SALT OVERLY SENSITIVE 5) | chr3:171475B77148859 REVE
EV122790 1.671 very weakly similar to (82.4)AT2G03120| Symbolssignal peptide peptidase family protein | chrZ®81L-940080 FORWARD [21¢4
JCVI_31056 1.671 weakly similar to ( 126)AT4G050%9mbols: | F-box family protein | chr4:2567472-2660 FORWARD no original description
EV218355 1.669 no similarity

JCVI_9205 1.669  weakly similar to ( 106)AT2G14900| Symbols: |mebellin-regulated family protein | chr2:6411292t8425 FORWARD no origina
JCVI_40876 1.667 no original description

EE566526 1.666 no similarity

JCVI_17594 1.666 weakly similar to ( 132)AT3G01500| Symbols: CAZA1 (CARBONIC ANHYDRASE 1); carbonate dehydrataziet ion binding | «
ES993383 1.665 no similarity 1.274
EX025934 1.664 moderately similar to ( 264)AT5G38100| Symbolsiethyltransferase-related | chr5:15217014-1521%398ERSE [21810] 1 661
ES980004 1.664 no similarity

JCVI_23839 1.663  weakly similar to ( 137)AT1G65020| Symbols: |iamto unnamed protein product [Vitis vinifera] BBCAO62149.1); contains Inte
CD822668 1.662 no similarity

CX280196 1.662 no similarity

EV005095 1.661 weakly similar to ( 129)AT3G19100| Symbols: |caain-dependent protein kinase, putative / CDPKate | chr3:6605687-66089:
EV099418 1.661 moderately similar to ( 211)AT1G741S¥mbols: | protein binding | chrl:27895216-27829REVERSE [21477] 2.601
JCVI_18828 1.661 moderately similar to ( 350)AT2G35610| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT1G70630.1); similar
AM390087 1.661  weakly similar to ( 130)ATMG00730| Symbols: COXBricodes cytochrome c oxidase subunit 3. | chrM280819077 FORWARL
EV159516 1.661 moderately similar to ( 318)AT2G35320| Symbols:EYA | ATEYA (ARABIDOPSIS THALIANA EYES ABSENT HOMOIOG); p
EV056990 1.661 weakly similar to ( 127)AT5G01860iBwls: | zinc finger (C2H2 type) family proteichir5:335627-336274 FORWARD [21442]
JCVI_31810 1.655 moderately similar to ( 241)AT5G61170| Symbold0$ ribosomal protein S19 (RPS19C) | chr5:246283829428 FORWARDw!
JCVI_10781 1.655 moderately similar to ( 294)AT1G20816| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G76405.2); similar
EE564467 1.654 no similarity

RC_EE567283 1.653 no similarity

JCVI_20231 1.653 weakly similar to ( 101)AT3G10800| Symbols: BZIF2BZIP28; DNA binding / transcription factor | 8i8379331-3381435 FORW
ES980826 1.653 weakly similar to ( 118)AT5G08460| Symbols: | GD8otif lipase/hydrolase family protein | chr5:2223-2735352 FORWARD [:
EV099882 1.652 weakly similar to ( 119)AT1G31810fBypls: | actin binding | chr1:11399903-11405742/RRSE [21477]

AT000440 1.652 no similarity

EV165402 1.652 no similarity

EV213685 1.651 moderately similar to ( 210)AT4G24500| Symbolsydroxyproline-rich glycoprotein family proteiriir4:12658742-12660221 FO  3.189
JCVI_27326 1.649 moderately similar to ( 406)AT3G33530| Symbolgrahsducin family protein / WD-40 repeat familyt®in | chr3:14096340-1410¢«
EV166336 1.648 moderately similar to ( 235)AT5G5718¢mbols: | transporter-related | chr5:2312378828666 REVERSE [21486]

EE450638 1.648 weakly similar to ( 155)AT3G07340| Symbols: |ibdelix-loop-helix (bHLH) family protein | chr3:23194-2343294 REVERSE |
JCVI_31999 1.648 no original description 2.049
JCVI_36145 1.646 weakly similar to ( 166)AT5G08460| Symbols: | GD8otif lipase/hydrolase family protein | chr5:2223-2735352 FORWARD n
JCVI_3357 1.646 moderately similar to ( 236)AT5G20130| Symbolsinjilar to unnamed protein product [Vitis vinife(&B:CA021131.1) | chr5:67¢
EV172610 1.645 no similarity

RC_ES965115 1.644 no similarity

JCVI_17427 1.644 moderately similar to ( 230)AT4G37240| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G23690.1); similar
EV225312 1.643  weakly similar to ( 148)AT2G39720| Symbols: RHCPRHC2A (RING-H2 finger C2A); protein binding / zirion binding | chr2:16
JCVI_5701 1.643 highly similar to ( 815)AT3G05910| Symbols: | fieacetylesterase, putative | chr3:1764515-176 RBGERSE no original descrip
JCVI_1424 1.643  weakly similar to ( 101)AT3G54360| Symbols: |teip binding / zinc ion binding | chr3:20139548-22559 REVERSE no original
EX063324 1.641 very weakly similar to (81.6)AT1G6058ymbols: | dynamin family protein | chrl:2228%22297487 FORWARD [21814]

JCVI_24368 1.641 no original description

EV213935 1.641 no similarity

JCVI_1046 1.641 no original description

JCVI_27292 1.640 highly similar to ( 504)AT1G20159mbols: | subtilase family protein | chr1:6987-82%0352 REVERSE no original description 2.49
JCVI_487 1.638 highly similar to ( 586)AT1G18740| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FsAT1G74450.1); similartou  1.220




DY030758 1.637 weakly similar to (111)AT1G17360jwls: | COP1-interacting protein-related | cr®25434-5951210 FORWARD [18973]
JCVI_23476 1.637 moderately similar to ( 312)AT4G18050| SymbolsF®G PGP9 (P-GLYCOPROTEIN 9); ATPase, coupledadnsmembrane move  2.150
EE529641 1.637 weakly similar to ( 104)AT5G59710| Symbols: ATVIPAP2 | VIP2 (VIRE2 INTERACTING PROTEIN2); transption regulator | ¢ 3.096
JCVI_5942 1.637 moderately similar to ( 296)AT5G01160| Symbols:chdherin binding protein-related | chr5:54279Z5FORWARD no original d
EX134973 1.636 very weakly similar to (92.8)AT5G17920| SymbolSMETS, ATMS1, ATCIMS | ATCIMS (COBALAMIN-INDEPENDEN METH
RC_EE557370 1.635 no similarity 2.225
JCVI_32278 1.635 no original description

RC_EE566596 1.635 no similarity

EX094943 1.635 very weakly similar to (81.6)AT1G19770| SymbolSEPUP14 | ATPUP14 (Arabidopsis thaliana purine peseel4); purine transm  2.582
ES952392 1.634 no similarity

EV109547 1.634 no similarity

EE565219 1.633 no similarity

RC_JCVI_22611 1.632 no original description

EV099239 1.632 weakly similar to ( 135)AT3G55110jBwls: | ABC transporter family protein | chr3:36443-20437869 REVERSE [21477]

EE568265 1.631 no similarity

RC_EE565891 1.631 no similarity

JCVI_33452 1.630 moderately similar to ( 234)AT1G68580| Symbolag¢net domain-containing protein / bromo-adjabentology (BAH) domain-co
EV187726 1.630 no similarity

JCVI_38563 1.630 weakly similar to ( 138)AT3G19580| Symbols: AZFRZF2 (ARABIDOPSIS ZINC-FINGER PROTEIN 2) | chr388299-6804120
JCVI_35689 1.629 weakly similar to ( 104)AT1G17970| Symbols: |zfinger (C3HC4-type RING finger) family proteichrl:6185025-6187195 FOF
AM058095 1.624  weakly similar to ( 113)AT1G16130| Symbols: WAKL2VAKL2 (WALL ASSOCIATED KINASE-LIKE 2); kinase |lor1:5525628-!  1.831
EE449463 1.624 no similarity

JCVI_15891 1.624 no original description

JCVI_7849 1.623 no original description

JCVI_17175 1.623 no original description

RC_EX018585 1.623 no similarity

JCVI_27236 1.622 moderately similar to ( 234)AT3G05960| Symbolsudar transporter, putative | chr3:1783593-1783380ERSEmoderately simil
RC_ES967426 1.622 no similarity 1.161
JCVI_19599 1.620 weakly similar to ( 133)AT2G35880| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FSAT4G32330.3); similarto 1 2.524
JCVI_25017 1.620 nearly identical (1139)AT1G50200] Symbols: ACD,AMLS | ALATS (ALANYL-TRNA SYNTHETASE); ATP binding /alanine-tRN
JCVI_14685 1.620 no original description

JCVI_24319 1.619 no original description

JCVI_38747 1.618 no original description

EE561010 1.616 no similarity

RC_JCVI_41110 1.616 no original description

RC_JCVI_30899 1.615 no original description

ES949733 1.614 weakly similar to ( 102)AT2G34320h8ygls: | nucleic acid binding | chr2:14492038-12B1%6 FORWARD [21393] 1 528 543

CD842452 1.614 no similarity

JCVI_13591 1.614 weakly similar to ( 184)AT2G30020| Symbols: |tein phosphatase 2C, putative / PP2C, putative?}tP821514-12822981 FOR\  1.692
JCVI_9015 1.614  weakly similar to ( 174)AT5G47320| Symbols: RP$EPS19 (40S ribosomal protein S19); RNA bindiclrp:19221028-1922217
EE567109 1.613 no similarity

EE408517 1.612 no similarity 3.702
JCVI_6399 1.609 moderately similar to ( 269)AT1G19770| Symbols:PAIP14 | ATPUP14 (Arabidopsis thaliana purine pesada); purine transme  2.378
JCVI_42480 1.609 no original description

EV178524 1.608 no similarity

EE562863 1.606 no similarity

JCVI_35554 1.606 moderately similar to ( 483)AT3G16630| SymbolsKAVESIN-13A, KINESIN-13A | ATKINESIN-13A/KINESIN-13\; microtubule
DN961326 1.605 moderately similar to (297)AT2G27600| SymbolsDAK VPS4 | SKD1/VPS4; ATP binding | chr2:1178830390807 FORWARL
EV013733 1.605 weakly similar to ( 157)AT5G54650| Symbols: ATFHHS | Fh5 (FORMIN HOMOLOGYS5); actin binding | ct22215082-222188
JCVI_491 1.604 moderately similar to ( 202)AT3G48860| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G23700.1); similar
CV973973 1.603 no similarity

JCVI_27908 1.602 no original description

EE483198 1.601 no similarity

JCVI_41234 1.601 moderately similar to ( 376)AT4G31910| Symbolgansferase family protein | chr4:15441131-15423#0RWARD no original de
JCVI_33249 1.601 weakly similar to ( 186)AT2G42110| Symbols: |#amto unknown [Populus trichocarpa] (GB:ABK9454);.similar to unknown [P
EE556047 1.600 no similarity

EV142282 1.600 no similarity

JCVI_25794 1.600 no original description 3.388
EV132091 1.600 no similarity

RC_AM395286 1.598 no similarity

EE465690 1.597 no similarity

ES956530 1.597 no similarity

CX188266 1.597 no similarity

JCVI_13557 1.597 no original description

EV146460 1.597 no similarity

JCVI_37999 1.597 no original description

JCVI_32042 1.596 highly similar to ( 572)AT4G10710| Symbols: SPTHPT16 (GLOBAL TRANSCRIPTION FACTOR C); metallogoeptidase | chr
JCVI_22377 1.596 no original description

JCVI_41374 1.596 no original description

EV107977 1.595 no similarity

JCVI_35945 1.595 no original description 1.634
ES941720 1.594 no similarity 2.185
JCVI_37468 1.594 very weakly similar to (81.6)AT5G60710| Symbo|zinc finger (C3HC4-type RING finger) family pratg chr5:24428179-244320
JCVI_6962 1.593 moderately similar to ( 324)AT3G16840| Symbol&TP-dependent helicase | chr3:5738026-5743048 RESHENoO original descrig
CD813496 1.593 no similarity

EV160049 1.593 weakly similar to ( 186)AT3G19360| Symbols: |cziinger (CCCH-type) family protein | chr3:670756008870 FORWARD [2148
JCVI_22420 1.592 no original description

JCVI_37547 1.592 no original description

EX094245 1.592 no similarity

ES902651 1.590 weakly similar to ( 142)AT3G05490| Symbols: RALFLPRALFL22 (RALF-LIKE 22) | chr3:1591387-1591746® RWARD [21432]
EE502207 1.589 moderately similar to ( 246)AT3G60820| SymbolsH2B PBF1 (20S proteasome beta subunit F1); pesatidehr3:22483013-2248.
EV041949 1.588 no similarity 1.205
EV104580 1.587 no similarity




EV221331 1.587 weakly similar to ( 178)AT3G08530iBwls: | clathrin heavy chain, putative | chr3:2bB7-2595417 REVERSE [21492]

EE558473 1.587 no similarity

JCVI_24542 1.587  very weakly similar to (85.1)AT3G05480| Symbojszell cycle checkpoint control protein family f81.585389-1588244 FORWAF
JCVI_35960 1.584 highly similar to ( 612)AT3G54090| Symbols: | Bfkype carbohydrate kinase family protein | chr®29123-20040813 FORWARI
EE445045 1.582 no similarity

DQO023570 1.582 moderately similar to ( 268)AT3G06483| Symbols:PAHK, PDK | PDK (PYRUVATE DEHYDROGENASE KINASE); AT bindir
RC_EE561263 1.581 no similarity

EE459120 1.581 no similarity

JCVI_22446 1.579 moderately similar to ( 271)AT4G22050| Symbolsspgartyl protease family protein | chr4:1168381886518 FORWARDmodera
EV150296 1.579 no similarity 2.449
EV215705 1.579 no similarity

JCVI_34831 1.579 no original description 2.501
EE562727 1.579 no similarity

JCVI_22260 1.578 no original description

EV109961 1.578 no similarity

CV973968 1.578 no similarity 1.246
JCVI_41216 1.578 no original description

EV069942 1.575 no similarity 2.939
JCVI_9130 1.574  highly similar to (517)AT1G62280| Symbols: SLAHSLAH1 (SLAC1 HOMOLOGUE 1); transporter | chr1:28®74-23012205 F
EE563043 1.574 no similarity

EV008788 1.574 no similarity

EE446245 1.574 no similarity

JCVI_42231 1.574 no original description

CX279538 1.574 no similarity

EV107311 1.574 moderately similar to ( 230)AT3G11080| Symbolsisgase resistance family protein | chr3:34704873318 FORWARD [21478] ¢
EE472497 1.572 no similarity

JCVI_41664 1.571 no original description

JCVI_20891 1.571 moderately similar to ( 250)AT1G05230| Symbols: G| homeobox-leucine zipper family protein / lishding START domain-cc
EE561932 1.571 no similarity 2.129
AM393924 1.570 no similarity 2.557
EE568263 1.570 no similarity

EV178531 1.570 no similarity

JCVI_30630 1.570 highly similar to ( 520)AT1G14040| Symbols: | AbRding / ATPase, coupled to transmembrane movenfesubstances | chrl:4€
EX047601 1.570 no similarity

EV106366 1.570 no similarity

EV094759 1.569 no similarity

DY020476 1.568 no similarity 2.961
RC_H07300 1.568 no similarity

EE431728 1.568 very weakly similar to (82.4)AT4G08BSymbols: | unknown protein | chr4:5319631-5880FORWARD [20151]

CX272790 1.567 no similarity

JCVI_38889 1.567 moderately similar to ( 264)AT1G17620| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G11890.1); similar
EB041727 1.566 no similarity

RC_EV141714 1.566 no similarity

EX119499 1.566 no similarity

EX079614 1.565 moderately similar to ( 239)AT2G22260| Symbolsxifloreductase, 20G-Fe(ll) oxygenase family proteihr2:9468422-9470133
JCVI_39775 1.565 weakly similar to ( 171)AT1G29350| Symbols: |#amto kinase-related [Arabidopsis thaliana] (TAMR1G29370.1); similar to unr
JCVI_665 1.565 very weakly similar to (83.2)AT2G41260| SymbolSM17, M17 | M17 | chr2:17213619-17214570 FORWARDoniginal descripti
RC_JCVI_25003 1.563 no original description 1.707
EE489964 1.563 no similarity 1.819
CD835540 1.562 weakly similar to ( 194)AT4G15240in®yls: | fringe-related protein | chr4:8703518%8318 REVERSE [13981]

JCVI_18612 1.561 moderately similar to ( 336)AT5G59520| SymbolZ| ZIP2 (ZINC TRANSPORTER 2 PRECURSOR); trangfer&ransferring gl 1.713
JCVI_25257 1.561 no original description

ES962397 1.560 no similarity

EV105033 1.559 no similarity

AMO057728 1.557 no similarity

EV140579 1.557 no similarity 3.953
JCVI_7222 1.557  weakly similar to ( 115)AT5G22650| Symbols: HDTG#) T2, ATHD2B, HDA4, HD2, HD2B | HD2B (HISTONE DEAETYLASE
EX117630 1.557 very weakly similar to (88.2)AT3G57520| SymbolSE#P2 | ATSIP2 (ARABIDOPSIS THALIANA SEED IMBIBITI® 2); hydrolas
EV206812 1.556 no similarity

EV108197 1.556 no similarity

EV104958 1.556 no similarity

JCVI_3284 1.556 no original description

JCVI_25402 1.556 moderately similar to ( 233)AT1G75510| Symbolganscription initiation factor IIF beta subunftHlIF-beta) family protein | chrl:2
CD840477 1.556 weakly similar to ( 126)AT4G37610| Symbols: BT5T]5 (BTB and TAZ domain protein 5); protein bindihganscription regulator
JCVI_21215 1.556 weakly similar to ( 127)AT3G21160| Symbols: | masyl-oligosaccharide 1,2-alpha-mannosidase, petatihr3:7414135-741833¢
JCVI_4933 1.555 moderately similar to ( 407)AT5G55240| Symbolsalgosin-related family protein / embryo-spegiiotein, putative | chr5:224231
JCVI_10739 1.555 moderately similar to ( 263)AT1G73500| Symbols:MRK9 | ATMKK9 (Arabidopsis thaliana MAP kinase kisa 9); kinase | chri::
JCVI_24886 1.554 weakly similar to ( 169)AT1G24330| Symbols: | adiflo/beta-catenin repeat family protein / U-baathin-containing family prote
JCVI_6423 1.554 moderately similar to ( 385)AT5G25060| Symbol®NA recognition motif (RRM)-containing proteinfr5:8634222-8639987 RE\
ES952546 1.553 no similarity

EE532855 1.553 no similarity

ES967248 1.551 no similarity

JCVI_18064 1.551 no original description

JCVI_18420 1.551 moderately similar to ( 253)AT1G77840| SymbolsuKaryotic translation initiation factor 5, puteti/ elF-5, putative | chr1:292739
EE559789 1.550 no similarity 4.052
JCVI_14836 1.550 no original description 2.083
JCVI_6820 1.548 no original description

EE562330 1.547 no similarity

EE438788 1.547 no similarity

EE558591 1.547 no similarity

RC_EV035662 1.546 no similarity 1.704
EX133841 1.546 no similarity

JCVI_42244 1.544 no original description




CD843660 1.544 weakly similar to ( 191)AT2G19070in®ypls: | transferase family protein | chr2:82673889040 REVERSE [13982]

EV000713 1.542 moderately similar to ( 223)AT5G46420| Symbold6$ rRNA processing protein RimM family | chr5:28226-18850120 FORW,  2.217
JCVI_27020 1.540 weakly similar to ( 134)AT5G62090| Symbols: |#amto SLK1 (SEUSS-LIKE 1), transcription regulaférabidopsis thaliana] (TA
EV144618 1.540 no similarity

EV142183 1.539 no similarity

EV173421 1.539 no similarity

EE565935 1.539 no similarity

EV226774 1.537 no similarity 3.259
RC_EV141915 1.537 no similarity

RC_EE564588 1.536 no similarity

JCVI_169 1.535 moderately similar to ( 256)AT3G26070| Symbolgiaktid-lipid associated protein PAP / fibrilliarhily protein | chr3:9528141-95:
JCVI_40949 1.534 no original description

DW997333 1.533 no similarity

RC_EE568828 1.533 no similarity

EV078734 1.533 no similarity 3.329
JCVI_41494 1.533 no original description

EE406554 1.532 no similarity

EV064568 1.531 no similarity 2.238
EX055179 1.531 weakly similar to ( 134)AT2G32360Bpls: | ubiquitin family protein | chr2:13744098744623 REVERSE [21812]

JCVI_38972 1.530 no original description

JCVI_42289 1.529 weakly similar to ( 137)AT5G12380| Symbols: |exin, putative | chr5:4009224-4010688 FORWARDveeakly similar to (94.0)/
EV040325 1.528 no similarity

RC_EV128855 1.527 no similarity

ES216611 1.526 no similarity

JCVI_24995 1.526 no original description

ES979003 1.526 no similarity

JCVI_40220 1.526 no original description

JCVI_21007 1.525 no original description

RC_EE557313 1.524 no similarity

CD835852 1.523 no similarity

JCVI_24854 1.522 moderately similar to ( 273)AT2G40940| Symbols:ERERS1 | ERS1 (ETHYLENE RESPONSE SENSOR 1); rec¢phr2:17091
ES907952 1.522 weakly similar to ( 142)AT5G41761| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FSAT3G55570.1); similarto 1 2.742
JCVI_35060 1.521 moderately similar to ( 410)AT5G55050| Symbol&DSL-motif lipase/hydrolase family protein | ct#8354971-22356967 FORW
EV192239 1.520 moderately similar to ( 298)AT3G10540| Symbol8-phosphoinositide-dependent protein kinase, petathr3:3289921-3292434
JCVI_12379 1.520 no original description

EV110091 1.520 no similarity

EV221831 1.520 moderately similar to ( 328)AT3G61240| Symbol®EAD/DEAH box helicase, putative (RH12) | chr3:22665-22680129 FORW  3.094
EV013227 1.519 no similarity

EV185534 1.518 no similarity 3.141
EX038903 1.517 moderately similar to ( 363)AT1G0625¢¥mbols: | lipase class 3 family protein | ch®1:3338-1914849 REVERSE [21811]
RC_EH425397 1.517 no similarity

RC_CX188526 1.517 no similarity

JCVI_36167 1.516 weakly similar to ( 127)AT5G14090| Symbols: |#&amto hypothetical protein [Vitis vinifera] (GBAN72196.1) | chr5:4547232-4¢
EE457779 1.514 moderately similar to ( 270)AT3G0448@nbols: | endoribonuclease | chr3:1193994-120 REVERSE [20179]

JCVI_13327 1.514 moderately similar to ( 266)AT1G73180| SymbolsuKaryotic translation initiation factor-relatechf1:27521996-27524675 FOR\
JCVI_32326 1.513  weakly similar to ( 152)AT5G24400| Symbols: EMB20JZEMB2024 (EMBRYO DEFECTIVE 2024); catalytic 6i8330535-8331
H07192 1.512 no similarity

JCVI_14371 1.511 moderately similar to ( 244)AT4G34490| Symbols:FCA CAP1, ATCAP1 | ATCAP1 (CYCLASE ASSOCIATED PRBEIN 1) [chr  2.881
RC_EX125674 1.511 no similarity

ES906075 1.510 moderately similar to ( 390)AT3G14260| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G53870.1); similar
EE415842 1.509 no similarity

EV107180 1.507 no similarity

EE484017 1.506 weakly similar to ( 119)AT5G39220| Symbols: | ioldse, alpha/beta fold family protein | chr5:15728-15725267 FORWARD [2
EV103018 1.504 no similarity

EV129642 1.503 no similarity

EV178946 1.503 moderately similar to ( 390)AT3G59770| SymbolsC34 SAC9 (suppressor of actin 9) | chr3:2209025898762 REVERSE [214
RC_ES965522 1.503 no similarity

JCVI_40706 1.502 no original description

EE433092 1.502 moderately similar to ( 225)AT1G21340| Symbol&of-type zinc finger domain-containing proteirhft.7476075-7476857 FORW
EV177360 1.502 moderately similar to (204)AT2G21390| Symbolsodtomer protein complex, subunit alpha, putdtfe2:9159508-9163657 FOI
EX118448 1.502 moderately similar to ( 252)AT1G03220| Symbolsxtfacellular dermal glycoprotein, putative / ED@RBtative | chr1:787143-788¢
EV107159 1.502 no similarity

CV546376 1.501 no similarity

DY017085 1.500 no similarity

ES271455 1.500 weakly similar to ( 168)AT4G32630| Symbols: | ABFPase activator/ zinc ion binding | chr4:1573838741418 FORWARD [21
EV000620 1.500 moderately similar to ( 353)AT3G14630| Symbols:R72A9 | CYP72A9 (cytochrome P450, family 72, sulifar, polypeptide 9);
ES958185 1.499 no similarity

AT000633 1.499 no similarity 3.835
JCVI_30925 1.499 moderately similar to ( 323)AT2G41340| SymbolsuKaryotic rpb5 RNA polymerase subunit family pint| chr2:17236104-1723
JCVI_13859 1.498 moderately similar to ( 210)AT4G08670| Symbolgrdtease inhibitor/seed storage/lipid transfetgimo(LTP) family protein | chr4:£
JCVI_26057 1.497 moderately similar to ( 303)AT5G60390| Symbolsiohgation factor 1-alpha / EF-1-alpha | chr5: 8#82-24307901 FORWARDnN
AT000459 1.496 no similarity 2.297
ES918306 1.496 weakly similar to ( 156)AT2G02170hBgls: | remorin family protein | chr2:556594-568@REVERSE [15718]

JCVI_5783 1.495 moderately similar to ( 342)AT1G04640| Symbol$2|| LIP2 (LIPOYLTRANSFERASE 2) | chr1:1292540-1283 FORWARD nc
JCVI_31055 1.494  highly similar to ( 631)AT5G08280| Symbols: HEMBEMC (HYDROXYMETHYLBILANE SYNTHASE); hydroxymethybilane s
JCVI_36426 1.493 moderately similar to ( 209)AT2G23200| Symbolgrdtein kinase family protein | chr2:9886431-98B8FORWARD no original d:
EX136226 1.493 weakly similar to ( 108)AT3G13720| Symbols: |miated rab acceptor (PRA1) family protein | chd®8209-4495775 REVERSE
CX190389 1.491 weakly similar to ( 194)AT5G58400| Symbols: |pedase, putative | chr5:23622583-23624193 REVERS#kiy similar to ( 159)P
EV090258 1.490 very weakly similar to (87.4)AT3G17120| Symbo]ssimilar to unknown protein [Arabidopsis thaliaf@RIR:AT4G01960.1); simila  -1.130
JCVI_29503 1.490 very weakly similar to (86.3)AT1@56| Symbols: | unknown protein | chr1:57650558626. REVERSE no original description -1.89
JCVI_32755 1.489 moderately similar to ( 259)AT4G01360| Symbolsinjilar to BPS1 (BYPASS 1) [Arabidopsis thalia@pIR:AT1G01550.2); simil  1.520
EV111104 1.488 no similarity

JCVI_11120 1.488 very weakly similar to (92.4)AT5G44510| Symbo|disease resistance protein (TIR-NBS-LRR classptive | chr5:17946900-179




JCVI_36219 1.488 no original description

RC_EE556547 1.487 no similarity 1.849
EE509045 1.487 no similarity

CX189964 1.487 weakly similar to ( 126)AT1G30820| Symbols: | C§ydthase, putative / UTP--ammonia ligase, putdtole1:10945232-1094880€
EE556555 1.486 no similarity

CD833602 1.486 no similarity

JCVI_10814 1.485 moderately similar to ( 387)AT5G36260| Symbolsspgartyl protease family protein | chr5:14302288a6409 REVERSE no origit
JCVI_39869 1.485 no original description

ES909140 1.484 moderately similar to ( 329)AT2G41700| Symbolsinjilar to ATATH11 (ABC2 homolog 11), ATPase, céeghto transmembrane
JCVI_8380 1.483 no original description

ES967290 1.483 no similarity

EV110348 1.483 no similarity

EX070150 1.482 no similarity

RC_JCVI_42143 1.482 no original description

JCVI_28003 1.481 moderately similar to ( 377)AT5G13680| SymbolsC2, ABO1 | ABO1/ELO2 (ABA-OVERLY SENSITIVE 1); tracription elong:  1.504
EV130288 1.479  weakly similar to ( 138)AT3G58780| Symbols: AGISIHP1 | SHP1 (SHATTERPROOF 1) | chr3:21750127-21Z3FORWARDve
EV084867 1.478 moderately similar to ( 237)AT1G030B@mbols: | kinase interacting family proteihific731794-737332 REVERSE [21444]
AM060558 1.477 no similarity

JCVI_11707 1.477 moderately similar to ( 317)AT1G10870| Symbols:45| AGD4 (ARF-GAP DOMAIN 4); ARF GTPase activatprbtein binding /
EV103854 1.477 no similarity

JCVI_22538 1.476 moderately similar to ( 258)AT5G26830| Symbolthr¢onyl-tRNA synthetase / threonine--tRNA ligg$eIRRS) | chr5:9437354-94
JCVI_20186 1.475 no original description

EV130305 1.475 no similarity

EV111694 1.475 no similarity

JCVI_32927 1.475 moderately similar to ( 390)AT3G14040| Symbolsxdpolygalacturonase / galacturan 1,4-alpha-gaiacidase / pectinase | chr3:4  3.555
EE467127 1.474 moderately similar to ( 261)AT1G51640| SymbolsEXO70G2 | ATEXO70G2 (exocyst subunit EXO70 famitptein G2); protein
EL590556 1.474 weakly similar to ( 134)AT2G18193iBwls: | AAA-type ATPase family protein | chr2:2703-7926266 REVERSE [20863]
EV051986 1.473  weakly similar to ( 103)AT2G46240| Symbols: BAGG,BAG6 | BAG6 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATI ATHAI
JCVI_23286 1.469 very weakly similar to (81.6)AT1G03850| Symbo|glutaredoxin family protein | chr1:977232-977688VERSE no original descr
EE557335 1.469 no similarity

JCVI_34163 1.468 weakly similar to ( 132)AT3G56910| Symbols: PSRPSRP5 (PLASTID-SPECIFIC 50S RIBOSOMAL PROTEIN Bhr3:210805
EV221306 1.467 moderately similar to ( 290)AT5G53320| Symbolteutine-rich repeat transmembrane protein kinasetive | chr5:21653679-216
ES978384 1.467 no similarity

CA992531 1.466 no similarity

JCVI_40057 1.465 no original description

EV197949 1.465 no similarity

JCVI_13973 1.463 no original description

CD842998 1.463 no similarity

RC_EH429864 1.463 no similarity

EE566128 1.462 no similarity

JCVI_36756 1.461 highly similar to ( 561)AT2G3435ymbols: | binding | chr2:14506315-14512634 FORWAT®® original description

ES915996 1.461 weakly similar to ( 169)AT1G04990| Symbols: |zfinger (CCCH-type) family protein | chr1:141936721453 REVERSEvery we
EH429137 1.461 no similarity -2.615
EE567756 1.461 no similarity

JCVI_33816 1.460 no original description

JCVI_4603 1.458 no original description

AT000953 1.457 no similarity

EH430386 1.457 weakly similar to ( 107)AT1G29120| Symbols: | mto unknown protein [Arabidopsis thaliana] (FAAT4G25770.1); similar to 1
ES956344 1.457 no similarity 4.109
JCVI_26037 1.456 moderately similar to ( 475)AT1G06250| Symbolpdse class 3 family protein | chr1:1913338-13MUBEVERSE no original des
EV099378 1.455 no similarity

CD822982 1.455 no similarity

JCVI_8059 1.455 very weakly similar to (91.3)AT4G28990| Symbo|RNA-binding protein-related | chr4:14291211-142®8 FORWARD no origin:
EX055974 1.455 no similarity

JCVI_26814 1.454 moderately similar to ( 333)AT5G55090| Symbols: RKKK15 | MAPKKK15 (Mitogen-activated protein kinakmase kinase 15);
JCVI_23536 1.453 weakly similar to ( 193)AT3G17350| Symbols: | mto unknown protein [Arabidopsis thaliana] (FAAT5G50290.1); similar to 1
EE559322 1.453 no similarity

EV028305 1.452 moderately similar to ( 279)AT5G12350| Symbol&ah GTPase binding / chromatin binding / zincharding | chr5:3995790-400(
RC_EV151856 1.452 no similarity

EV098567 1.451 moderately similar to ( 256)AT4G17530| Symbols:RAB1C, ATRABD2C, RAB1C | RAB1C; GTP binding | ch®Z:73734-97754:
JCVI_20203 1.451 moderately similar to ( 245)AT4G37670| Symbol&JN5-related N-acetyltransferase (GNAT) familytein / amino acid kinase fe -1.794
EE567709 1.449 moderately similar to ( 318)AT4G19®\@nbols: | subtilase family protein | chr4:8588-8584117 REVERSE [20153] 16 639 639
CD827731 1.448 no similarity

EV145901 1.448 no similarity

JCVI_35650 1.448 no original description

EX125576 1.448 moderately similar to ( 332)AT4G35860| Symbols:RANBB1B, ATGB2, ATRAB2C | ATGB2/ATRAB2C/ATRABB1B (GP-BINDI
EV186410 1.448 weakly similar to ( 115)AT1G08200| Symbols: AXS®4S2 (UDP-D-APIOSE/UDP-D-XYLOSE SYNTHASE 2) | cheb74256-25
JCVI_36160 1.448 weakly similar to ( 188)AT5G67620| Symbols: |#&amto unknown protein [Arabidopsis thaliana] (FAAT5G62900.1); similar to 1
JCVI_32997 1.448 no original description

JCVI_26862 1.447 weakly similar to ( 163)AT5G14370| Symbols: |#&amto CIL [Arabidopsis thaliana] (TAIR:AT4G2599D); similar to unnamed prc
JCVI_27777 1.446 moderately similar to ( 213)AT2G40030| Symbols:mBRATNRPD1B, NRPD1b | NRPD1b (nuclear RNA polynser® 1b); DNA |
JCVI_4641 1.445  very weakly similar to (99.0)AT1G12970| Symboldeucine-rich repeat family protein | chr1:442372625630 FORWARD no orig
H07209 1.445 no similarity

EE407583 1.444 no similarity

RC_EV069141 1.444 no similarity

JCVI_26895 1.443 no original description

EX135527 1.441 no similarity

JCVI_1129 1.440 moderately similar to ( 278)AT2G39960| Symbolsidrosomal signal peptidase 25 kDa subunit, prggPC25) | chr2:16688744
AMO060232 1.438 no similarity

AT000698 1.438 no similarity

JCVI_9908 1.436 no original description

EV147742 1.436 no similarity

JCVI_40930 1.434 no original description




EV105948 1.430 no similarity

JCVI_39709 1.429 no original description

EV134099 1.429 no similarity

EE439107 1.429 no similarity

JCVI_5282 1.429 moderately similar to ( 270)AT3G62300| Symbolagénet domain-containing protein | chr3:2306522268056 FORWARD no or
EV140700 1.427 no similarity

JCVI_10013 1.427 moderately similar to ( 292)AT1G73260| Symbolsypsin and protease inhibitor family protein /riftz family protein | chr1:27551
JCVI_41334 1.427  weakly similar to ( 195)AT3G53750| Symbols: ACTBGT3 (ACTIN 3); structural constituent of cytosksin | chr3:19926902-199
EV024953 1.426  weakly similar to ( 192)AT1G63730| Symbols: ledise resistance protein (TIR-NBS-LRR class), pigdtchrl:23645433-236487¢  2.567
EV092812 1.425 weakly similar to ( 121)AT5G67420| Symbols: LBDRZBD37 (LOB DOMAIN-CONTAINING PROTEIN 37) | chr56921802-269
ES900535 1.424 moderately similar to ( 349)AT4G32650| Symbols: KAATKC1 | ATKC1 (ARABIDOPSIS THALIANA K+ RECTIFYNG CHANI
ES945936 1.424 no similarity

H07240 1.424 no similarity

EV109794 1.424  weakly similar to ( 116)AT4G29480| Symbols: |sotiondrial ATP synthase g subunit family proteihri4:14486271-14487263 Ri
EL590531 1.424  weakly similar to ( 196)AT3G11060| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT3G06545.1) | chr3:346¢
JCVI_22813 1.423 no original description

JCVI_30785 1.421 no original description

CD822362 1.421 no similarity

JCVI_2457 1.421  weakly similar to ( 185)AT5G54170| Symbols: |#mto CP5 [Arabidopsis thaliana] (TAIR:AT1G6472§;. similar to putative nodt
EV015734 1.421 no similarity

EE561281 1.420 no similarity

EV136405 1.420 weakly similar to ( 118)AT3G13400| Symbols: SK§EXS13 (SKU5 Similar 13); copper ion binding /aotieductase | chr3:4355:
EE450741 1.419 weakly similar to ( 105)AT3G07350| Symbols: |&mto unknown protein [Arabidopsis thaliana] (FAAT3G25240.1); similar to 1
JCVI_31903 1.419 weakly similar to ( 148)AT2G45460| Symbols: |Kdeead-associated domain-containing protein / FH#aio-containing protein | ct
JCVI_20194 1.418 moderately similar to ( 452)AT3G55250| Symbolsinjilar to unnamed protein product [Vitis vinife(&B:CA014780.1) | chr3:20«
JCVI_38968 1.417 weakly similar to ( 150)AT5G59950| Symbols: | RAd export factor-binding protein, putative | cA#L57461-24158636 FORW
JCVI_33747 1.416 moderately similar to ( 208)AT3G28790| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G28830.1); contair
EL590055 1.415 moderately similar to ( 335)AT1G0958¢@mbols: | emp24/gp25L/p24 family protein | cBiD4659-3106094 FORWARD [20863]
ES969282 1.415 no similarity

JCVI_11321 1.414 no original description

JCVI_32388 1.414 moderately similar to ( 330)AT5G01890| Symbolteutine-rich repeat transmembrane protein kinasgtive | chr5:341658-34464
JCVI_31189 1.414 weakly similar to ( 104)AT1G43722| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FSAT5G28730.1); similarto |  2.036
EV093388 1.414 no similarity

JCVI_27345 1.414 moderately similar to ( 211)AT5G04420| Symbolgelth repeat-containing protein | chr5:12468689U56 REVERSE no original
CX187929 1.414 no similarity

ES966917 1.411 no similarity

RC_EX070870 1.411 no similarity

EV089036 1.410 no similarity

ES921286 1.410 no similarity

JCVI_38310 1.409 no original description

EX015585 1.408 no similarity

RC_ES979021 1.408 no similarity 2.761
EV118247 1.408 no similarity

CB617669 1.407 no similarity

DT469162 1.407 very weakly similar to (81.6)AT1G7658ymbols: | transcription factor | chr1:2874028243345 FORWARD [17811]

AM394346 1.407 moderately similar to ( 306)AT3G28340| Symbols: ThAO | GATL10 (Galacturonosyltransferase-like lygalacturonate 4-alph  1.019
EV122886 1.406 no similarity

EV220108 1.406 no similarity

JCVI_7932 1.406 very weakly similar to (87.0)AT5G64310| SymbolsSEAGP1, AGP1 | AGP1 (ARABINOGALACTAN-PROTEIN 1) | 5125739244
EV150383 1.406 very weakly similar to (97.8)AT5G15640| Symbolsnitochondrial substrate carrier family protean{5:5087593-5089680 FORW,
EV170073 1.406 moderately similar to ( 352)AT4G21990| SymbolsHE6, PRH26, ATAPR3, APR3 | APR3 (APS REDUCTASH 8)r4:1165729 1.672
EV116362 1.405 no similarity

JCVI_37124 1.405 weakly similar to ( 107)AT3G31430| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FSAT5G18636.1); similarto {  2.602
JCVI_25347 1.405 no original description

EV098586 1.405 weakly similar to ( 112)AT2G35860| Symbols: FLAIIBLA16 (FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 16PRECUR:
RC_ES968445 1.404 no similarity

EX055334 1.404 no similarity

JCVI_19533 1.404 no original description

EV186109 1.402 very weakly similar to (98.2)AT2G15620| SymboldRNATHNIR, NIR1 | NIR1 (NITRITE REDUCTASE); ferrexkin-nitrate reduct
EV105960 1.402 no similarity 3.413
JCVI_40367 1.401 no original description

RC_ES966556 1.401 no similarity

ES900108 1.400 weakly similar to ( 157)AT2G45430| Symbols: | Di¥i#kding protein-related | chr2:18734922-1873580RMWARD [21428] 1 678
RC_EE565489 1.399 no similarity

ES937199 1.399 weakly similar to ( 124)AT3G09360| Symbols: | RN&lymerase Il transcription factor | chr3:2873&87-8438 FORWARD [1681!
EE559472 1.398 no similarity

CV433373 1.398 very weakly similar to (85.9)AT3G21510| Symbold4R1 | AHP1 (HISTIDINE-CONTAINING PHOSPHOTRANSMITTEB); histic
EV177441 1.398 moderately similar to ( 283)AT1G0689¥mbols: | transporter-related | chr1:21117274PB7 REVERSE [21487]

CX194834 1.397 no similarity

DY019070 1.397 no similarity

JCVI_7693 1.396 moderately similar to ( 225)AT5G54490| Symbolsf2B PBP1 (PINOID-BINDING PROTEIN 1); calcium iomding | chr5:22138
EX093528 1.396  weakly similar to ( 130)AT5G13340| Symbols: |iamto F-box family protein [Arabidopsis thalian@AIR:AT1G10890.1); similar
JCVI_30328 1.395 moderately similar to ( 270)AT1G44750| Symbols:PAJP11 | ATPUP11 (Arabidopsis thaliana purine pesadd) | chr1:1689669° 1.423
EX110845 1.394 no similarity

EV086171 1.393 no similarity

EV098661 1.393 very weakly similar to (85.5)TRAC9_ME [21477]

ES898836 1.392 no similarity

EV131945 1.392 no similarity

EE566632 1.392 no similarity

EE567536 1.392 no similarity

JCVI_26497 1.391 no original description

JCVI_40060 1.391 no original description 2.532
EE513336 1.390 no similarity




EV223121 1.390 no similarity

EE562204 1.389 no similarity

EE423276 1.389 no similarity

ES995596 1.389 no similarity

EV220623 1.388 no similarity

EV174416 1.388 weakly similar to ( 121)AT3G15450| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FRAAT4G27450.1); similar to 1
EV091063 1.388 no similarity

ETG10_236652 1.387 no similarity

ES966626 1.387 no similarity

CD843597 1.387 no similarity

JCVI_622 1.386 moderately similar to (464)AT2G34770| SymbolsHiA FAH1 (FATTY ACID HYDROXYLASE 1); catalytic |fw2:14673855-14!
EV067830 1.385 no similarity

JCVI_38585 1.384 no original description

JCVI_31383 1.384 weakly similar to ( 199)AT2G40600| Symbols: |efgp processing enzyme family protein | chr2:1688%#16955615 REVERSE r  1.693
ES910429 1.384 weakly similar to ( 174)AT1G34010| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FsAT1G22790.2); similar to 1
JCVI_29049 1.384 weakly similar to ( 130)AT1G58360| Symbols: NATRAP1 | AAP1 (AMINO ACID PERMEASE 1); amino acid tremembrane tra
JCVI_2595 1.384  highly similar to ( 646)AT1G71770| Symbols: PABBABS5 (POLY(A)-BINDING PROTEIN); RNA binding | chr26994439-26997
EE501845 1.383 no similarity

DY011593 1.383 very weakly similar to (86.3)AT4G302&ymbols: | protein binding | chr4:14808365- 8%l REVERSE [18980]

EV146475 1.382  weakly similar to ( 147)AT4G21120| Symbols: CATAAT1 (CATIONIC AMINO ACID TRANSPORTER 1); cationiamino acid tr
ES960234 1.382 no similarity

JCVI_35527 1.382 moderately similar to ( 261)AT5G23190| Symbols:RB6B1 | CYP86B1 (cytochrome P450, family 86, sulifaBy polypeptide 1);
EV096246 1.382 no similarity

JCVI_33758 1.380 moderately similar to ( 354)AT1G69940| Symbols:PPME1 | ATPPMEL; pectinesterase | chr1:26347212263 REVERSEven
EX103391 1.380 weakly similar to ( 155)AT3G05920| Symbols: |\hemetal-associated domain-containing protein 3r#68997-1769528 REVER
RC_CV973879 1.380 no similarity

EV183877 1.379  weakly similar to ( 130)AT1G11880| Symbols: |i#mto unnamed protein product [Vitis vinifera] BBCA022037.1); contains Inte
AM395320 1.379 no similarity

RC_EV167123 1.379 no similarity

JCVI_6453 1.378 no original description

BQ791333 1.377 no similarity 1.770
JCVI_4244 1.377 moderately similar to ( 261)AT3G20740| SymbolSFIFIEL, FIE | FIE (FERTILIZATION-INDEPENDENT ENDEPERM 1); nuc
CX266638 1.377 moderately similar to ( 230)AT1G5555¢¥mbols: | microtubule motor | chr1:2075258158528 FORWARD [16816] 26 522 522
C0O750216 1.377 no similarity 1.715
JCVI_3837 1.374 moderately similar to ( 326)AT2G23640| Symbolseticulon family protein (RTNLB13) | chr2:10064638066122 FORWARD no
JCVI_181 1.371 highly similar to ( 524)AT5G67400| Symbols: |@ddase 73 (PER73) (P73) (PRXR11) | chr5:26912162t3526 FORWARDmoi  1.278
EE558079 1.371 no similarity

DN962793 1.370 weakly similar to ( 128)AT2G40000| Symbols: HSPRAZHSPRO?2 | similar to unknown protein [Arabidaptialiana] (TAIR:AT3!
EV165539 1.370 moderately similar to ( 228)AT2G46140| Symboltatd embryogenesis abundant protein, putativeA piotein, putative | chr2:189
EE531349 1.369 no similarity

JCVI_25169 1.369 weakly similar to ( 199)AT2G43900| Symbols: |endclease/exonuclease/phosphatase family pratbi2{18185910-18190899 R
EE547386 1.369 no similarity

JCVI_6384 1.367 no original description

ES265492 1.367 weakly similar to ( 108)AT4G16745hBygls: | exostosin family protein | chr4:941220-9075 FORWARD [21031]

JCVI_28178 1.366  very weakly similar to (99.0)AT5G26760| Symbo|similar to hypothetical protein Osl_017683 [Orgadiva (indica cultivar-group
JCVI_4494 1.364 no original description

EV145751 1.363 no similarity

DY009187 1.363 no similarity

EV049289 1.361 no similarity

RC_EV216502 1.361 no similarity 2.065
EE552225 1.361 no similarity

RC_EV017894 1.361 no similarity

EE471402 1.361 moderately similar to ( 252)AT4G24790| Symbol&TP binding / DNA binding / DNA-directed DNA polyenase | chr4:12778232
EX125037 1.359 weakly similar to ( 126)AT4G17615| Symbols: ATCBISCABPS | CBL1 (CALCINEURIN B-LIKE PROTEIN 1); azitm ion bindi
EV177542 1.359 no similarity

JCVI_11488 1.358 moderately similar to ( 364)AT4G29240| Symbolteutine-rich repeat family protein / extensin finprotein | chr4:14418832-144
EV135306 1.357 no similarity

JCVI_33127 1.356 moderately similar to ( 334)AT1G80410| Symbols: EM53 | EMB2753 (EMBRYO DEFECTIVE 2753); bindinghr1:30232855-:
AM389713 1.356 no similarity

JCVI_7609 1.354  weakly similar to ( 137)AT1G12390| Symbols: |r@ohon family protein | chr1:4220345-4221479 FORWARD original descriptio
JCVI_33753 1.354 no original description

EV065424 1.353 no similarity

EE521237 1.352 no similarity

JCVI_47 1.352 moderately similar to ( 246)AT1G77640| Symbol&PP domain-containing transcription factor, pwtatj chr1:29183690-2918442
RC_JCVI_29494 1.351 no original description 2.068
JCVI_40366 1.350 moderately similar to ( 435)AT4G03070| Symbols: A@OP1.1, AOP1 | AOP1 (2-oxoglutarate?dependentydenase 1.1); oxido
ES948565 1.350 no similarity

RC_EE565901 1.349 no similarity

JCVI_25786 1.348 no original description

JCVI_39967 1.348 moderately similar to ( 397)AT2G18480| Symbolsannitol transporter, putative | chr2:8016664-8PEBBREVERSEweakly simila
JCVI_22350 1.347 moderately similar to ( 327)AT5G12900| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G12330.1); similar
EV090195 1.346 weakly similar to ( 176)AT3G52340hBpls: SPP2 | SPP2; sucrose-phosphatase | chr8392-19420160 FORWARD [21444]
DY028090 1.346 no similarity 1.769
ES903612 1.344 no similarity

JCVI_24754 1.344 very weakly similar to (89.0)AT1G02720| SymbolATL5 | GATLS5; transferase, transferring glycosybgps / transferase, transfer
JCVI_32832 1.343  weakly similar to ( 145)AT1G14510| Symbols: | PFiiyer family protein | chr1:4962166-4964149 REVERNO original descriptic
EE565995 1.343 no similarity -1.715
EE501795 1.343 weakly similar to ( 120)AT1G70260h8wls: | nodulin MtN21 family protein | chr1:264&80-26463001 REVERSE [20133]
JCVI_32977 1.343 weakly similar to ( 101)AT2G28389nbols: | SAND family protein | chr2:12146913-52452 REVERSE no original description
CD825490 1.341 no similarity

JCVI_25567 1.341 moderately similar to ( 295)AT5G@@6Symbols: VPS2.2 | VPS2.2 | chr5:17963743-17885%ORWARD no original description 3.892
ES960175 1.341 no similarity

JCVI_30718 1.340 moderately similar to ( 293)AT5G59340| Symbols: Y& WOX2 (WUSCHEL-related homeobox 2); transcoptfactor | chr5:239




EE550965 1.340 no similarity

JCVI_41811 1.340 weakly similar to ( 140)AT4G27470| Symbols: |zfinger (C3HC4-type RING finger) family proteichr4:13735582-13736313 F
JCVI_1372 1.340 moderately similar to ( 322)AT1G47600| Symbolglytosyl hydrolase family 1 protein | chr1:17494217497029 FORWARDwea
JCVI_18975 1.338 highly similar to (511)AT1G31440| Symbols: | SH@main-containing protein 1 (SH3P1) | chr1:1125613258460 REVERSE nc
RC_EB041735 1.336 no similarity

EV110999 1.336 no similarity

JCVI_8848 1.336 no original description 1.622
EE560278 1.334 no similarity

EV109636 1.334 no similarity 1.781
EX047794 1.332 no similarity

EV106052 1.332 no similarity

JCVI_12010 1.332  weakly similar to ( 197)AT3G48800| Symbols: fi#ealpha motif (SAM) domain-containing proteiohr3:18106810-18107646 RE  1.251
RC_AM394852 1.332 no similarity

ES963527 1.331 no similarity

EV018052 1.330 no similarity

JCVI_38459 1.330 moderately similar to ( 374)AT3GBORSymbols: | DNA binding | chr3:22303048-223MREVERSE no original description 2.114
EE549718 1.330 no similarity

EH424674 1.329 no similarity

RC_JCVI_40422 1.329 no original description

EE526882 1.329 no similarity

JCVI_28456 1.329 no original description

CV973884 1.328 no similarity

JCVI_34878 1.328 weakly similar to ( 175)AT5G59670| Symbols: |dex-rich repeat protein kinase, putative | chr658764-24062704 FORWARD  3.178
DN965455 1.327 no similarity

JCVI_27380 1.327 moderately similar to ( 232)AT3G53020| Symbolsi®#B, RPL24, STV1 | STV1 (SHORT VALVEL1); structu@nstituent of ribo:  1.500
JCVI_6966 1.326 moderately similar to ( 343)AT1G01360| Symbolsinjilar to unknown protein [Arabidopsis thaliatf@AIR:AT4G01026.1); similar
JCVI_7640 1.325 moderately similar to ( 384)AT3G47500| Symbols:F30 CDF3 (CYCLING DOF FACTOR 3); DNA binding / gean binding / trar  2.716
EV147794 1.324 no similarity

EX133335 1.324 weakly similar to ( 127)AT4G23460hBpls: | beta-adaptin, putative | chr4:1224390848208 REVERSE [21833] 20 585 585
JCVI_41079 1.323  highly similar to ( 893)AT5G39590| Symbols: | 8anto unnamed protein product [Vitis vinifera] BBCA061019.1); contains Inter
ES967608 1.322 no similarity

JCVI_9461 1.321 highly similar to ( 503)AT3G50109hols: | exonuclease | chr3:18589394-18591577WARD no original description

RC_ES960829 1.321 no similarity

EV173566 1.320 moderately similar to (439)AT1G66830| Symbolteufine-rich repeat transmembrane protein kinasgtive | chr1:24934363-249
EX092831 1.320 moderately similar to ( 297)AT5G5633¥mbols: | F-box family protein | chr5:22853428854845 REVERSE [21823] 18 852 852
EE558537 1.320 no similarity

EE565726 1.319 no similarity 1.130
JCVI_27002 1.318 no original description

DY003536 1.317 very weakly similar to (99.8)AT5G25540| Symbol$D6 | CID6 (CTC-Interacting Domain 6); protein bind | chr5:8891773-8892:
EE567175 1.316 no similarity

JCVI_23541 1.316 very weakly similar to (99.0)AT4G34410| Symbo|sAP2 domain-containing transcription factor, pw&{ chr4:16451996-164528(
JCVI_5591 1.314 moderately similar to ( 334)AT1G74820| Symbolsugin family protein | chr1:28115543-28116226 REREEweakly similar to (1
JCVI_38439 1.314 no original description

EL591783 1.313 moderately similar to ( 353)AT1G08340| Symbolsac| GTPase activating protein, putative | chrl1i385-2632666 FORWARD [2(
RC_EE563974 1.313 no similarity 2.230
EE505235 1.313 no similarity 1.228
JCVI_35716 1.313 moderately similar to ( 408)AT4G36030| Symbolarnhadillo/beta-catenin repeat family protein fchv045087-17047099 REVEF
EE543610 1.312 no similarity

EV171540 1.312 no similarity

JCVI_12486 1.311 moderately similar to ( 263)AT3G48080| Symbolipgdse class 3 family protein / di resistamoeein-related | chr3:17764089
JCVI_35549 1.311 no original description

JCVI_34556 1.310 moderately similar to ( 316)AT5G02370| Symbolgingsin motor protein-related | chr5:503442-506B8BRWARD no original des:
EV163857 1.310 weakly similar to ( 109)AT2G33810| Symbols: SPISPL3 (SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 3yainscriptior
JCVI_28643 1.309 weakly similar to ( 105)AT5G56460| Symbols: |teio kinase, putative | chr5:22882735-22885092 F@IRW no original descriptit
ES953772 1.309 no similarity

EE569283 1.309 no similarity

EV221837 1.308 no similarity

JCVI_15874 1.308 no original description

JCVI_34123 1.306 moderately similar to ( 234)AT5G04010| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G03920.1); similar
JCVI_27017 1.306 weakly similar to ( 180)AT1G17530| Symbols: ATTIBHL | ATTIM23-1 (TRANSLOCASE OF INNER MITOCHONDRIAMEMBI
EX093418 1.306 weakly similar to ( 183)AT1G65160| Symbols: |qubtin carboxyl-terminal hydrolase family proteiohr1:24209887-24211401 FC
JCVI_31159 1.305 highly similar to ( 580)AT2G46750| Symbols: | FAlhding domain-containing protein | chr2:1921558217979 REVERSE no ¢
EE546195 1.305 no similarity

JCVI_33419 1.305 very weakly similar to (95.9)AT5G11810| Symbo|similar to 0s02g0135600 [Oryza sativa (japonigévar-group)] (GB:NP_001(
JCVI_11741 1.303 no original description

JCVI_958 1.303 no original description

JCVI_9018 1.302 weakly similar to ( 169)AT5G23860| Symbols: TUBBUBS (tubulin beta-8) | chr5:8042965-8044531 FORMDAveakly similar to (
EE567384 1.302 no similarity

JCVI_18326 1.300 moderately similar to ( 384)AT4G01360| Symbolsinjilar to BPS1 (BYPASS 1) [Arabidopsis thalia@pIR:AT1G01550.2); simil
JCVI_195 1.300 no original description

EV006157 1.300 weakly similar to ( 105)AT5G58640fBpls: | selenoprotein-related | chr5:2371522218331 FORWARD [21427]

JCVI_18920 1.300 no original description

JCVI_32318 1.299 moderately similar to ( 206)AT3G18440| SymbolsAAMTI | ATALMT9 (ALUMINUM-ACTIVATED MALATE TRANSPOR TER
JCVI_39291 1.299 moderately similar to ( 226)AT5G16890| Symbolsxdstosin family protein | chr5:5551667-5554744RF0ARD no original descri
EE559994 1.298 no similarity

EX125056 1.297 weakly similar to ( 167)AT3G57010ibBwls: | strictosidine synthase family proteihr3c21106833-21108295 REVERSE [21830]
EV223015 1.297 no similarity 4.448
ES908593 1.296 weakly similar to ( 139)AT4G05150| Symbols: |icusapeptide/Phox/Bem1p (PB1) domain-containinggimd chr4:2660337-2662
RC_EE565714 1.295 no similarity

EV217656 1.294 no similarity

H07284 1.294 no similarity

ES961512 1.294 no similarity 2.110
ES996702 1.293 no similarity




RC_JCVI_42381 1.292 no original description

EV190691 1.292 no similarity

ES939524 1.292 no similarity

EV150322 1.290 very weakly similar to ( 100)AT5G14995| Symbo|€£ncodes a ECA1 gametogenesis related family iprptdir5:4853416-485372:
JCVI_27796 1.289  weakly similar to ( 107)AT4G27657| Symbols: |i&mto unknown protein [Arabidopsis thaliana] (FsAT4G27652.1) | chr4:1381
EE417919 1.289 no similarity

EE558422 1.288 no similarity

JCVI_18930 1.288 weakly similar to ( 170)AT3G16000| Symbols: MFRMAP1 (MAR BINDING FILAMENT-LIKE PROTEIN 1) | chr&431047-543:
EV099338 1.287 no similarity 2.066
JCVI_38236 1.287 weakly similar to ( 159)AT1G14860| Symbols: ATNUDA'| ATNUDT18 (Arabidopsis thaliana Nudix hydroldssmolog 18); hydro
CX278446 1.287 moderately similar to ( 298)AT4G37050| SymbolsPRLPLA V | PLA V/PLP4 (Patatin-like protein 4);triant reservoir | chr4:174¢f  1.324
JCVI_13997 1.285 no original description

JCVI_15772 1.285 weakly similar to ( 177)AT4G30180| Symbols: hseription factor/ transcription regulator | ch#769034-14769510 FORWARD
EV128968 1.283 no similarity

JCVI_35464 1.283 moderately similar to ( 334)AT4G33210| Symbol§:-Hox family protein (FBL15) | chr4:16015974-16@20 REVERSE no origina
EE419268 1.283 no similarity 1.862
JCVI_26806 1.283 no original description

EV148098 1.282 no similarity

JCVI_7083 1.282 no original description

JCVI_12330 1.282 weakly similar to ( 148)AT5G50915| Symbols: |ibdelix-loop-helix (bHLH) family protein | chr5:227990-20729478 REVERSI
JCVI_5729 1.281 no original description

EV107221 1.280 no similarity

EE569647 1.279 no similarity

EV175792 1.279  weakly similar to ( 148)AT5G27150| Symbols: ATNHXT-NHX1, ATNHX1, NHX1 | NHX1 (NA+/H+ EXCHANGER); sdium ior  1.355
EE449364 1.277  weakly similar to ( 144)AT1G12540| Symbols: |ibd=elix-loop-helix (bHLH) family protein | chrl1:#3135-4273978 FORWARD
EE566939 1.275 no similarity

EV178131 1.275 no similarity

EE472687 1.274 no similarity

RC_ES955688 1.273 no similarity

RC_EE569610 1.273 no similarity

EV064370 1.273 no similarity

EV224957 1.272  very weakly similar to (99.8)AT5G57800| Symbol&fa, YRE, CER3, WAX2 | CER3/FLP1/WAX2/YRE (ECERIFBERI 3); cataly
EE438184 1.272 moderately similar to ( 257)AT4G13310| Symbols:R7YLA20 | CYP71A20 (cytochrome P450, family 71, anfify A, polypeptide !
JCVI_18418 1.271 highly similar to ( 579)AT4G13020| Symbols: MHIKIHK | chr4:7603944-7606729 FORWARDweakly similartb89)CDC2_MAI
EE549228 1.270  very weakly similar to (91.3)AT3G50060| SymbolsYB77 | MYB77; DNA binding / transcription factochr3:18569129-1857003
RC_EE461708 1.270 no similarity

JCVI_3627 1.270 moderately similar to ( 330)AT4G03960| Symbolgyrgsine specific protein phosphatase family profehr4:1887671-1888998 F(
RC_EV015302 1.270 no similarity

JCVI_27951 1.269 moderately similar to ( 202)AT4G33400| Symbolstern protein-related / defective embryo and maristprotein-related | chr4:160
JCVI_218 1.269 moderately similar to ( 365)AT5G27390| Symbolsinjilar to unnamed protein product [Vitis vinife(&B:CAO17664.1); contains
JCVI_10805 1.269 weakly similar to ( 134)AT1G51650| Symbols: | A3fhthase epsilon chain, mitochondrial | chrl:1388619157309 FORWARDv
JCVI_16808 1.268 weakly similar to ( 152)AT1G76740| Symbols: |#&mto unknown protein [Arabidopsis thaliana] (FAAT1G76840.1); similar to «
JCVI_39221 1.267 no original description

EE408376 1.267 weakly similar to ( 162)AT2G03520| Symbols: ATUPSMTUPS4 (ARABIDOPSIS THALIANA UREIDE PERMEASE 4)chr2:10€
JCVI_28642 1.267 no original description

EE518209 1.267 very weakly similar to (89.0)AT1G63100| Symbolscarecrow transcription factor family proteimilc23403056-23405032 REVE
AM394544 1.266 no similarity

EE560298 1.266 no similarity 5.045
CO750106 1.266 no similarity

EE446770 1.265 no similarity

RC_ES958812 1.265 no similarity

CV544986 1.265 no similarity

EX037129 1.264  weakly similar to ( 183)AT1G03050| Symbols: |iep$-terminal homology (ENTH) domain-containing feim / clathrin assembly ¢
EV103962 1.264  weakly similar to ( 146)AT4G13540| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT3G23930.1); similar to 1
JCVI_12210 1.263 no original description

JCVI_13709 1.263 no original description

JCVI_38694 1.263  weakly similar to ( 168)AT2G34480| Symbols: | 6li®somal protein L18A (RPL18aB) | chr2:1453999%41240 REVERSEwee
JCVI_34334 1.262 weakly similar to ( 145)AT2G35930| Symbols: | bxldomain-containing protein | chr2:15090180-150%LREVERSE no original
DY026611 1.259 no similarity

JCVI_38780 1.259 no original description

EE551048 1.258 no similarity -1.240
CD842919 1.258 no similarity 1.001
AMO058087 1.257  weakly similar to (172)AT2G17550| Symbols: |i#mto unknown protein [Arabidopsis thaliana] (FAAT5G02390.1); similar to 1
JCVI_36197 1.257 moderately similar to ( 233)AT4G00350| SymbolMATE efflux family protein | chr4:151978-153988 RW/ARD no original desc
JCVI_21009 1.257 no original description

RC_CX272297 1.256 no similarity 2.986
JCVI_10234 1.255 moderately similar to ( 244)AT4GBOKUSymbols: | transcription factor | chr4:148@:32871857 REVERSE no original description
EV226155 1.255 no similarity 3.589
RC_EE567596 1.255 no similarity

JCVI_432 1.254  moderately similar to ( 231)AT4G04780| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT5G15690.1); similar
DW999676 1.253  very weakly similar to (89.7)AT5G12050| Symbolssimilar to unnamed protein product [Vitis vindg(GB:CA045643.1) | chr5:3¢
JCVI_31414 1.253 weakly similar to ( 191)AT4G29710| Symbols: | phleodiesterase/nucleotide pyrophosphatase-releted:14547007-14547408 F
JCVI_25393 1.253 no original description

RC_H07474 1.253 no similarity

JCVI_34834 1.252 moderately similar to ( 303)AT3G05630| SymbolsiZPR, PLDP2 | PLDP2 (PHOSPHOLIPASE D ZETA 2); phosiitese D | chr3
JCVI_9651 1.252  weakly similar to ( 146)AT4G25760| Symbols: ATGDURTGDU2 (ARABIDOPSIS THALIANA GLUTAMINE DUMPER 2)| chr4
JCVI_24883 1.251 weakly similar to ( 101)AT2G20100| Symbols: |yithe-responsive family protein | chr2:8685266-8887 FORWARD no original
EE483558 1.250 no similarity 1.667
JCVI_7689 1.250 moderately similar to (400)AT3G24550| Symbols:PERK1 | ATPERK1 (PROLINE EXTENSIN-LIKE RECEPTOR KASE 1); A
EV128726 1.249 no similarity

EE505233 1.248 no similarity

JCVI_2497 1.248 no original description

EE556940 1.248 no similarity




JCVI_40151 1.248 weakly similar to ( 136)AT5G22920| Symbols: |zfinger (C3HC4-type RING finger) family proteicHr5:7665146-7667034 FOF
EL586758 1.248 no similarity

EV217824 1.247 moderately similar to ( 390)AT3G51360| Symbolaspgartyl protease family protein | chr3:1907529877539 REVERSE [21492]
CD832107 1.247  weakly similar to ( 116)AT3G33520| Symbols: ARBE/F3, ESD1, ATARP6 | ATARPS; structural constituehtytoskeleton | chr3
ES961244 1.246 no similarity

JCVI_20201 1.246 moderately similar to ( 352)AT5G24400| Symbols: EMN24 | EMB2024 (EMBRYO DEFECTIVE 2024); catalytichr5:8330535-¢
EV086515 1.245 no similarity

EE501848 1.245 no similarity

EV146237 1.245 weakly similar to ( 152)AT4G21120| Symbols: CATAAT1 (CATIONIC AMINO ACID TRANSPORTER 1); cationiamino acid tr
JCVI_41582 1.244 very weakly similar to (85.5)AT3G49370| Symbo|salcium-dependent protein kinase, putative / CDfKative | chr3:18315939-:
EV169287 1.243 no similarity

EE569976 1.243 no similarity

JCVI_27856 1.242 weakly similar to ( 155)AT4G31430| Symbols: |#&#mto unnamed protein product [Vitis vinifera] BBCA043934.1) | chr4:15248!
EE564834 1.242 no similarity

EE566081 1.240 no similarity

CN733443 1.240 no similarity

CX190646 1.240 no similarity

EE568186 1.239  very weakly similar to (89.4)AT2G42910| Symbolsibose-phosphate pyrophosphokinase 4 / phospisyiildiphosphate synthetas
CD829818 1.239 no similarity -1.695
EV099841 1.239 no similarity

EV181239 1.239 no similarity

EE567251 1.238 no similarity 1.307
EE567468 1.238 no similarity

DY017020 1.237 no similarity

CX194309 1.237 no similarity

RC_EE565477 1.237 no similarity

CN733048 1.236 no similarity

JCVI_21024 1.235 weakly similar to ( 159)AT2G30150| Symbols: | UBBcoronosyl/lUDP-glucosyl transferase family pmotechr2:12881783-12883
JCVI_9495 1.234 moderately similar to ( 230)AT5G61780| Symbolsudor domain-containing protein / nuclease farpilgtein | chr5:24839238-248¢
CD827908 1.234 no similarity

JCVI_35754 1.233 no original description

EE548376 1.233 no similarity

JCVI_41169 1.233  very weakly similar to (92.0)AT4G32300| Symbojdectin protein kinase family protein | chr4:15938-15602441 FORWARD no
JCVI_34278 1.232 no original description

RC_ES957422 1.232 no similarity

ES938120 1.232 no similarity

DY021547 1.231 no similarity

EB041749 1.231 no similarity

EE453815 1.231 very weakly similar to (84.3)AT1G25350| Symbold/&9 | OVA9 (OVULE ABORTION 9); glutamine-tRNA ligas| chr1:8889267

H07287 1.231 no similarity

JCVI_39802 1.229 no original description

EV152480 1.229  very weakly similar to (85.5)AT1G11840| SymbolSE@LX1 | ATGLX1 (GLYOXALASE | HOMOLOG); lactoylglutshione lyase | «
JCVI_23697 1.227 moderately similar to ( 229)AT1G73030| Symbols:S4B.2 | VPS46.2 | chrl:27477599-27478509 FORWARDrignal descriptio
JCVI_20622 1.226 no original description 1.891
CV432552 1.226  very weakly similar to ( 100)AT4G25980| Symbolationic peroxidase, putative | chr4:1318940291316 FORWARD [16490] 4
EV210294 1.224 no similarity 1.490
JCVI_39874 1.224 moderately similar to ( 261)AT2G20030| Symbolging finger (C3HC4-type RING finger) family protej chr2:8654894-8656066
EE503950 1.224 no similarity

JCVI_35218 1.223 moderately similar to ( 216)AT5G67060| Symbols:¢4H HEC1 (HECATE 1); transcription factor | chi6783502-26784227 FOR
JCVI_13157 1.222 moderately similar to ( 320)AT1G18830| Symbolg:ansducin family protein / WD-40 repeat familyopsin | chr1:6489300-64942(
ES967984 1.221 no similarity 1.320
JCVI_42478 1.220 very weakly similar to (96.3)AT5G60390| Symbo|slongation factor 1-alpha / EF-1-alpha | chr56%%52-24307901 FORWARD
EV101103 1.220 weakly similar to ( 188)AT2G34420| Symbols: LHCB1LHB1B2 | LHB1B2 (Photosystem Il light harvestiogmplex gene 1.5); ck
JCVI_22578 1.220 nearly identical (1211)AT2G25800| Symbols: | &mio unknown protein [Arabidopsis thaliana] (TARR'2G20010.2); similar to ut
RC_AMO060878 1.219 no similarity 1.046
JCVI_21427 1.219 no original description

ES951218 1.218 no similarity

JCVI_22340 1.218 no original description

EV105059 1.218 no similarity

EV178195 1.217 moderately similar to ( 309)AT1G22870| Symbolgrdtein kinase family protein | chr1:8089490-8082 FORWARD [21487] 82 9
EV110475 1.217 no similarity -1.217
JCVI_3538 1.217 moderately similar to ( 326)AT1G75910| Symbols:LBX EXL4 (extracellular lipase 4); acyltransferasarboxylesterase/ lipase | ¢
EE552044 1.216 very weakly similar to (81.6)RL7A_ORY[20184] 1 221 257 1.613
AM395789 1.216  weakly similar to ( 143)AT5G35930| Symbols: | AMBpendent synthetase and ligase family proteirbl £t4084427-14091634 RE  1.094
JCVI_13220 1.215 moderately similar to ( 252)AT3G07840| Symbolgollygalacturonase, putative / pectinase, putdtive3:2501899-2503481 REVE
JCVI_8900 1.214 moderately similar to (209)AT4G22310| Symbolsinjilar to unknown protein [Arabidopsis thaliatf@AIR:AT4G14695.1); similar
JCVI_17093 1.214 very weakly similar to (92.0)AT5G54690| SymbolABT12, LGT6, IRX8 | GAUT12/IRX8/LGT6 (GALACTURONOSITRANSFE
EV225710 1.213 no similarity

EV090756 1.212 no similarity

JCVI_33407 1.212  weakly similar to ( 187)AT1G48360| Symbols: |iamto unnamed protein product [Vitis vinifera] BBCAO45274.1); contains Inte
ES967449 1.212 no similarity

JCVI_9638 1.211  weakly similar to ( 183)AT1G52415| Symbols: |iamto Expressed protein [Arabidopsis thalianah([®:AT4G28405.1); contains |
EV037482 1.211 no similarity

JCVI_1957 1.211  weakly similar to ( 117)AT5G48480| Symbols: |ritieal to Uncharacterized protein At5g48480 [Araipdis Thaliana] (GB:Q9LV6!
EV065172 1.210 no similarity

JCVI_36018 1.210 no original description

JCVI_39538 1.210 moderately similar to ( 257)AT4G20030| Symbol&®NA recognition motif (RRM)-containing proteinfjré:10846372-10847256 F
JCVI_30471 1.210 no original description

JCVI_11395 1.210 moderately similar to ( 217)AT3G46480| Symbolsxifloreductase, acting on paired donors, withripemation or reduction of mole
JCVI_42352 1.208 moderately similar to ( 342)AT3G09630| Symbol§0$ ribosomal protein L4/L1 (RPL4A) | chr3:29538955449 FORWARD no
EV157622 1.207 no similarity

JCVI_18484 1.207 moderately similar to ( 347)AT5G58784| Symbolsteljyydrodolichyl diphosphate synthase, putativ& DDL-PP synthase, putative
JCVI_3808 1.207  weakly similar to ( 168)AT5G59310| Symbols: LTR4TP4 (LIPID TRANSFER PROTEIN 4); lipid binding h5:23942522-23942




EV011894 1.206 no similarity

JCVI_32121 1.206 no original description

EX037308 1.205 moderately similar to ( 314)AT1G26310| Symbols:LGAAGL10, CAL | CAL (CAULIFLOWER); DNA binding /ranscription factc
JCVI_32296 1.205 moderately similar to ( 224)AT3G01440| Symbolsxygen evolving enhancer 3 (PsbQ) family proteinrB:168485-169414 FORV
JCVI_16072 1.204 moderately similar to ( 214)AT5G66800| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT3G50640.1); similar
EE516834 1.204 weakly similar to ( 161)AT1G66620| Symbols: |e®in absentia (SINA) protein, putative | chrl:284850-24857707 REVERSEve
AT000438 1.203 no similarity

JCVI_36165 1.202 no original description

EE564606 1.201 no similarity 1.813
JCVI_21906 1.200 no original description

EE546397 1.199 no similarity 3.205
JCVI_5915 1.198 moderately similar to ( 228)AT3G50270| Symbolsrafhsferase family protein | chr3:18646908-1864826RWARD no original de
JCVI_27059 1.198 moderately similar to ( 291)AT3G56620| Symbolstdgral membrane family protein / nodulin MtN2dlated | chr3:20983675-20¢
JCVI_12374 1.197 weakly similar to ( 175)AT4G30739nbols: | oxidoreductase | chr4:14972218-1497FIBVERSE no original description

EE556970 1.197 no similarity

DN961164 1.195 no similarity 0.308
JCVI_17941 1.194 no original description

JCVI_28053 1.194 no original description

ES912768 1.193 moderately similar to ( 248)AT5G19880| Symbolperoxidase, putative | chr5:6720580-6722413 REVBRSZKly similar to ( 150)
EV149614 1.193 very weakly similar to (92.8)AT5G42980| SymbolsA3, ATTRXH3, TRXH3, ATTRX3 | ATTRX3 (thioredoxin Hype 3); thiol-dit
JCVI_10422 1.193 no original description

EV127720 1.193 no similarity

JCVI_34489 1.191 moderately similar to ( 346)AT5G09540| Symbol®NAJ heat shock N-terminal domain-containing pirotehr5:2962423-296326
JCVI_3134 1.191 highly similar to ( 526)AT1G04770| Symbols: | materility MS5 family protein | chr1:1336563-138B/REVERSE no original de
EE481259 1.190 weakly similar to ( 165)AT5G58230| Symbols: MEERGSI1 | MSI1 (MULTICOPY SUPRESSOR OF IRA1) | chr8573338-2357!
JCVI_8705 1.190 moderately similar to ( 294)AT5G54080| Symbols:IEHGO (HOMOGENTISATE 1,2-DIOXYGENASE); homogertis 1,2-diox  2.093
JCVI_20091 1.190 weakly similar to ( 164)AT4G36120| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FsSAT1G19835.1); similar to
EE552450 1.190 no similarity

EE516683 1.189 weakly similar to ( 115)AT2G33130| Symbols: RALAL[LRALFL18 (RALF-LIKE 18) | chr2:14053598-140539BR&VERSE [2018
JCVI_28244 1.189 moderately similar to ( 244)AT5G37770| Symbols: ICM, TCH2 | TCH2 (TOUCH 2); calcium ion bindinghr6:15016305-15016"
JCVI_32418 1.188 very weakly similar to (80.5)AT3G28770| Symbo|similar to unknown protein [Arabidopsis thaliaf@pIR:AT3G28810.1); simila  1.278
EE476768 1.188 moderately similar to ( 254)AT5G17350| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G03280.1); similar
JCVI_39321 1.188 very weakly similar to (82.0)AT5G13000| SymbolsSIA2, ATGSL12 | ATGSL12 (GLUCAN SYNTHASE-LIKE 12};3-beta-gluci
EV150273 1.188 no similarity

JCVI_22208 1.188 very weakly similar to (81.3)AT2G43710| Symbol&B2, SSI2 | SSI2 (fatty acid biosynthesis 2); deglyl-carrier-protein] desatura
JCVI_27767 1.188 moderately similar to ( 254)AT1G22360| Symbols{A3T85A2 | ATUGT85A2 (UDP-GLUCOSYL TRANSFERASE 85A2)DP-g  3.359
JCVI_5733 1.186 moderately similar to (204)AT1G21910| Symbol&PP domain-containing transcription factor fanphtein | chrl:7696644-7697
EE444230 1.186 moderately similar to ( 225)AT1G04110| SymbolsD80 SDD1 (STOMATAL DENSITY AND DISTRIBUTION); sulidase | chrl:1
JCVI_39320 1.185 weakly similar to ( 143)AT2G44440| Symbols: | grissterminus domain-containing protein / ENT domedmtaining protein | chr2:
EV078713 1.185 no similarity

JCVI_27559 1.185 highly similar to ( 972)AT4G33330| Symbols: PGSIFBGSIP3 (PLANT GLYCOGENIN-LIKE STARCH INITIATIONPROTEIN 3
EV141101 1.184 no similarity

JCVI_17229 1.183  weakly similar to ( 105)AT1G30090| Symbols: |dketepeat-containing F-box family protein | chrE%9730-10560926 REVERSE
JCVI_24981 1.183 no original description 2.685
ES930799 1.182 very weakly similar to ( 100)AT5G02010| SymbolSSROPGEF7, ROPGEF7 | ATROPGEF7/ROPGEF7 (KINASE PARRNPRO"
EV092818 1.182 no similarity

JCVI_19370 1.181 no original description

EE460363 1.181 no similarity

EV163624 1.179  weakly similar to ( 170)AT3G22270| Symbols: |iimto unknown protein [Arabidopsis thaliana] (FAAT4G14990.1); similar to 1
JCVI_21812 1.178 no original description

JCVI_36563 1.178 no original description 1.433
EV104180 1.176  weakly similar to ( 160)AT2G01600| Symbols: |ig$-terminal homology (ENTH) domain-containing fem | chr2:268974-2723!
JCVI_40106 1.176 moderately similar to ( 225)AT5G26250| Symbolsugdar transporter, putative | chr5:9196761-919883RWARDweakly similar tc
EV205459 1.175 no similarity

EV107555 1.174  very weakly similar to (87.0)AT1G74940| Symbo|senescence-associated protein-related | chri9285428150726 FORWARD |
JCVI_7629 1.174 moderately similar to ( 203)AT2G47880| Symbolgiutaredoxin family protein | chr2:19612194-19602%-ORWARD no original (
EV106984 1.173 no similarity

JCVI_8132 1.173 moderately similar to ( 210)AT3G23910| Symbolsiniilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G24255.1); similar
CD829816 1.172 no similarity

EV128714 1.172 no similarity

JCVI_25373 1.171 moderately similar to ( 321)AT3G46960| Symbol&TP-dependent helicase | chr3:17301989-17309052HRESE no original desc
RC_ES967585 1.169 no similarity

RC_EE558216 1.168 no similarity

L46475 1.167 no similarity

EX131157 1.167 weakly similar to ( 147)AT5G42310| Symbols: |aércopeptide (PPR) repeat-containing protein$d6933088-16935466 FOR\
JCVI_22967 1.167 weakly similar to ( 179)AT3G58430| Symbols: |#&mto meprin and TRAF homology domain-containprgtein / MATH domain-c
EE414049 1.166 no similarity

EE410226 1.166 no similarity

EV063338 1.166 no similarity 1.720
RC_EE526833 1.166 no similarity

JCVI_19079 1.165 weakly similar to ( 106)AT4G27657| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FsAT4G27652.1) | chr4:1381
EV214081 1.164 weakly similar to ( 195)AT1G49470| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT1G55230.1); similar to |
CX192459 1.164 no similarity

JCVI_12482 1.164 weakly similar to ( 129)AT2G19110| Symbols: HMAUMA4 (Heavy metal ATPase 4); cadmium-transporéigPase | chr2:82865
EV104851 1.162 no similarity 1.837
JCVI_2170 1.160 moderately similar to ( 332)AT5G64840| Symbols:GON5 | ATGCNS5 (Arabidopsis thaliana general contanh-repressible 5) | ch
EV171239 1.159 no similarity

EV184925 1.159 no similarity

JCVI_20977 1.159 weakly similar to ( 115)AT5G46370| Symbols: ATTRKECO2, ATKCO2 | KCO2 (CA2+ ACTIVATED OUTWARD RECHYING
JCVI_12760 1.158  very weakly similar to (82.0)AT5G14620| Symbol$viD7, DRM2 | DRM2 (DOMAINS REARRANGED METHYLTRANSFERSE
EV146900 1.157 no similarity

JCVI_17711 1.157 no original description

JCVI_14258 1.157 very weakly similar to (85.5)AT5G05830| Symboj|=inc finger (C3HC4-type RING finger) family pratg chr5:1755911-1756826




EE468341 1.157 no similarity

EE566453 1.157 weakly similar to ( 140)AT4G35750| Symbols: | RB®Pase-activating protein-related | chr4:1694086941679 REVERSE [201¢
CD812594 1.157 weakly similar to ( 143)AT2G47330inBypls: | DEAD/DEAH box helicase, putative | ch@436153-19438687 REVERSE [13976]
EV124157 1.157 moderately similar to (216)AT1G01790| SymbolsKEA1, KEAL | KEAL (K EFFLUX ANTIPORTER 1); potassiuhydrogen ant
CX193946 1.156 weakly similar to ( 155)AT4G25630| Symbols: ATFIBZB2 | FIB2 (FIBRILLARIN 2) | chr4:13074248-130Z64 FORWARD [168
EE470884 1.156 no similarity

EV152808 1.156 weakly similar to ( 101)AT4G04690fBwls: | F-box family protein (FBX15) | chr4:238392375133 REVERSE [21484]
ES951296 1.155 moderately similar to ( 233)AT4G1Q@&30nbols: | glutaredoxin family protein | chr486621-6567625 REVERSE [21423]
ES978926 1.155 no similarity

EE470870 1.155 no similarity

EV151880 1.154 weakly similar to ( 147)AT4G21560| Symbols: |walar protein sorting-associated protein 28 famiigtein / VPS28 family protein
JCVI_38305 1.154 moderately similar to ( 288)AT1G55870| Symbols:PARN, AHG2 | AHG2/ATPARN | chr1:20899850-209017 XDFRVARD no ol
EH426427 1.154 moderately similar to ( 203)AT5G20490| SymbolsXAR, XIK | XIK (Myosin-like protein XIK); motor/ potein binding | chr5:6927 1.388
EX132052 1.153 moderately similar to ( 254)AT5G13590| Symbolsinjilar to unnamed protein product [Vitis vinife(&B:CA041555.1) | chr5:43"
JCVI_19138 1.153 no original description

EV104616 1.152 no similarity

ES968782 1.152 no similarity

EL587353 1.151  weakly similar to ( 108)AT1G15790| Symbols: |iamto protein binding / transcription cofactorrgbidopsis thaliana] (TAIR:AT1C
JCVI_19076 1.151 no original description 3.098
EE561884 1.150 weakly similar to ( 107)AT1G22240| Symbols: APUIMBPUMS8 (ARABIDOPSIS PUMILIO 8); RNA binding | chra853073-7854! -1.097
AM395567 1.150 no similarity

EV226946 1.149 no similarity

EE562182 1.149 no similarity

EV130747 1.149 no similarity

JCVI_16629 1.148 moderately similar to ( 248)AT3G51780| Symbols:B#G4 | ATBAG4 (ARABIDOPSIS THALIANA BCL-2-ASSOCIATID ATHA!
EV210662 1.147 no similarity

EV099499 1.146 no similarity

EX124506 1.145 weakly similar to ( 144)AT4G29090| Symbols: |ewse transcriptase, putative / RNA-dependent DNixmerase, putative | chr4:1<
EE538327 1.144 no similarity

EV207690 1.143 no similarity

RC_JCVI_32770 1.143 no original description

EX036222 1.143 moderately similar to (409)AT4G22730| Symbolteufine-rich repeat transmembrane protein kinasgtive | chr4:11941395-119
RC_ES965944 1.142 no similarity

EE563724 1.141 weakly similar to ( 166)AT5G60615| Symbols: | Bdes a defensin-like (DEFL) family protein. | cl2%$383179-24383545 REVEF
RC_EX015383 1.140 no similarity

JCVI_24416 1.139  highly similar to ( 707)AT3G46520| Symbols: ACTLRCT12 (ACTIN-12); structural constituent of cykeseton | chr3:17139552-1
EE444120 1.139 weakly similar to ( 186)AT3G05670n8wls: | PHD finger family protein | chr3:165389457028 FORWARD [20160]
JCVI_36364 1.138 highly similar to ( 505)AT3G20350| Symbols: | 8anto unknown protein [Arabidopsis thaliana] (FsAT1G50660.1); similar to u
EV156212 1.134 no similarity

EX035128 1.134 moderately similar to ( 393)AT2G36780| Symbol&!D|P-glucoronosyl/UDP-glucosyl transferase famitgtpin | chr2:15424697-15  1.439
EX031510 1.134 no similarity

EE546863 1.134 no similarity

JCVI_198 1.132 moderately similar to ( 292)AT3G2583¢mbols: | zinc ion binding | chr3:9491073-948P FORWARD no original description
JCVI_8079 1.132  weakly similar to ( 155)AT5G61880| Symbols: jsiling molecule-related | chr5:24867824-2486873&W@RD no original descri
JCVI_14185 1.132 no original description

EV111276 1.131 no similarity

JCVI_35629 1.130 no original description

CX191134 1.130 no similarity

EV104642 1.129 no similarity

EE560434 1.125 no similarity

JCVI_34940 1.123 no original description

RC_ES963926 1.121 no similarity

EX089618 1.121  very weakly similar to (84.0)AT2G33000| SymboJaibiquitin-associated (UBA)/TS-N domain-containjmgtein-related | chr2:140
AM395361 1.121 no similarity

EE546528 1.120 no similarity

EV166563 1.119 no similarity

EE417103 1.118 moderately similar to ( 253)AT3G55720| Symbolsinjilar to unknown protein [Arabidopsis thaliaf@AIR:AT5G05840.1); similar
EX041917 1.118 no similarity

EV035083 1.115  weakly similar to ( 135)AT4G31560fByls: HCF153 | HCF153 | chr4:15295225-15296034 \WARD [21441]

JCVI_9275 1.115 no original description

EE410492 1.115 no similarity

AT000499 1.115 no similarity

JCVI_5468 1.115 moderately similar to ( 296)AT5G67300| Symbols:MYBR1, ATMYB44, MYBR1 | ATMYB44/ATMYBR1/MYBR1 (MYB DOM/
JCVI_39718 1.115 very weakly similar to (85.9)AT5G09680| Symbo|sytochrome b5 domain-containing protein | chr9233-3000186 REVERSE
EV142971 1.114 no similarity

JCVI_28912 1.114 moderately similar to ( 233)AT2G45110| Symbols:AB4, ATHEXP BETA 1.1, ATEXPB4 | ATEXPB4 (ARABIDOPSITHALIAN;,
RC_H07276 1.113 no similarity

JCVI_8672 1.112  weakly similar to ( 136)AT2G25720| Symbols: |iamto hypothetical protein SDM1_56t00007 [Solandemissum] (GB:AAU903:
EX016787 1.111 weakly similar to ( 136)AT5G09630iBpls: | protein binding / zinc ion binding | cl#886017-2987177 REVERSE [21808]
JCVI_28425 1.111 no original description 1.256
ES264714 1.110 moderately similar to ( 306)AT3G13850| SymbolsDZ | LBD22 (LOB DOMAIN-CONTAINING PROTEIN 22) | ¢B:4559917-4
EE414902 1.109 no similarity -1.004
JCVI_31954 1.109 weakly similar to ( 124)AT1G26320| Symbols: | NAldependent oxidoreductase, putative | chr1:9105297016 FORWARD no
EE518095 1.108 no similarity

RC_JCVI_42177 1.107 no original description

CV973890 1.107 no similarity 1.186
RC_EX083949 1.106 no similarity

RC_EE544274 1.106 no similarity

CX190870 1.105 weakly similar to ( 114)AT1G02335| Symbols: GL22L22 (GERMIN-LIKE PROTEIN SUBFAMILY 2 MEMBER 2 PREURSOF
JCVI_10850 1.105 moderately similar to ( 225)AT1G15010| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G01300.1); similar
RC_EE561316 1.104 no similarity

EX073784 1.103 no similarity

EE568516 1.102 no similarity




JCVI_16325 1.101 no original description

EV221580 1.101 no similarity

EV100923 1.100 no similarity

ES930632 1.099 no similarity

EV144282 1.099 no similarity

ES991430 1.099 moderately similar to ( 307)AT5G13600| Symbolghdtotropic-responsive NPH3 family protein | cAB0435-4382500 FORWAI
CV546281 1.097 weakly similar to ( 150)AT3G10610| Symbols: | 4i®somal protein S17 (RPS17C) | chr3:3319464-886FORWARD [16551]
RC_JCVI_31046 1.097 no original description

EV216499 1.095 no similarity

JCVI_39149 1.095 no original description 2.105
ES959318 1.094 no similarity

JCVI_37107 1.094 no original description

CD834522 1.094 weakly similar to ( 185)AT4G15350| Symbols: CYPA@Y CYP705A2 (cytochrome P450, family 705, subigni, polypeptide 2);
JCVI_30071 1.093 moderately similar to (416)AT4G24150| SymbolsGRF8 | AIGRF8 (GROWTH-REGULATING FACTOR 8) | chr2535982-125
EV112906 1.092 no similarity

EE563564 1.092 no similarity

EV088013 1.092 weakly similar to (191)POLX_TOBACL{14]

JCVI_38437 1.091 weakly similar to ( 118)AT1G23600| Symbols: | mto unknown protein [Arabidopsis thaliana] (FAAT1G23570.2); similar to 1
EE418004 1.090 weakly similar to ( 135)AT5G14670| Symbols: ATARER | ATARFA1B (ADP-RIBOSYLATION FACTOR A1B); GTP biding / pt
EV205151 1.090 no similarity

ES968154 1.089 no similarity

EX022131 1.089 no similarity

ES968127 1.087 no similarity

JCVI_39772 1.087 weakly similar to ( 182)AT2G47270| Symbols: hseription factor/ transcription regulator | chi2418811-19419119 REVERSE r
JCVI_8777 1.087 moderately similar to ( 234)AT1G04250| SymbolsAI&, AXR3 | AXR3 (AUXIN RESISTANT 3); transcriptiofactor | chr1:11363
JCVI_41343 1.086 no original description

EE563352 1.085 no similarity

EX050638 1.085 weakly similar to ( 150)AT2G13770| Symbols: |#mto ribosomal protein-like [Oryza sativa (japean cultivar-group)] (GB:BAD37
JCVI_38473 1.085 very weakly similar to (80.5)AT1G76920| Symbo|dz-box family protein (FBX3) | chr1:28897189-28898 FORWARD no origin.
JCVI_20996 1.085 no original description

JCVI_22562 1.084 very weakly similar to (82.0)AT2G22440| Symboj|similar to reverse transcriptase, putative / Rt\ependent DNA polymerase, p
EE561437 1.084 no similarity

RC_EL591193 1.083 no similarity

EV110683 1.082 no similarity

JCVI_17733 1.081 moderately similar to ( 218)AT4G22390| Symbol&:-Hox family protein-related | chr4:11813769-11886 REVERSE no original |
ES960748 1.081 no similarity

EE567830 1.079 no similarity

JCVI_19775 1.079 moderately similar to ( 466)AT5G13530| Symbols:&KEKEG (KEEP ON GOING); protein binding / protdiimase/ ubiquitin-prote
JCVI_28778 1.077 no original description 2.222
JCVI_21849 1.076 moderately similar to ( 486)AT5G41080| Symbolglyterophosphoryl diester phosphodiesterase faondiein | chr5:16459217-16
RC_EV130845 1.075 no similarity

CX271629 1.075 weakly similar to ( 118)AT1G60720| Symbols: |#mto unknown protein [Arabidopsis thaliana] (FAAT1G33710.1); similar to |
EV140246 1.074 no similarity

JCVI_17398 1.073 moderately similar to ( 288)AT4G14210| Symbols:S?PDE226, PDS3 | PDS3 (PHYTOENE DESATURASE) | @1190421-8194
EV220592 1.073 no similarity

JCVI_16185 1.071 weakly similar to ( 193)AT1G20239mnbols: | nucleic acid binding | chr1:700508172006 REVERSE no original description
ES966548 1.070 no similarity

JCVI_35557 1.070 moderately similar to ( 213)AT1G01260| Symbolbagic helix-loop-helix (bHLH) family protein | chdi09595-111367 FORWARL
JCVI_293 1.069 weakly similar to ( 169)AT3G12480| Symbols: hseription factor, putative | chr3:3958072-3960E8IRWARD no original descri
EV152233 1.069 no similarity 1.294
JCVI_38516 1.069 no original description

EV194445 1.067 weakly similar to ( 120)AT1G31550| Symbols: | GBS8otif lipase, putative | chr1:11295616-11297265MERSE [21489] 41 722
EE567416 1.066 no similarity

JCVI_11761 1.065 no original description 1.254
DY003886 1.064 weakly similar to ( 140)AT3G63350| Symbols: HSFAZR-HSFA7B | AT-HSFA7B (Arabidopsis thaliana heabck transcription f
ES933334 1.063 no similarity

JCVI_4571 1.062 moderately similar to ( 266)AT5G59820| SymbolsTA&, RHL41 | RHL41 (RESPONSIVE TO HIGH LIGHT 41)jcieic acid bind
JCVI_3696 1.062 moderately similar to ( 420)AT5G26110| Symbol&TP binding / protein kinase | chr5:9118242-911B®EVERSE no original de
JCVI_5445 1.061 no original description

DW997179 1.061 no similarity

CD826637 1.060 moderately similar to ( 350)AT4G02350| Symbolsxdcyst complex subunit Sec15-like family proteitr4:1038157-1040571 FC
JCVI_40879 1.060 very weakly similar to (83.6)AT5G46910| Symbo|granscription factor jumoniji (jmj) family protejrchr5:19065007-19068107 F(
DT317682 1.060 no similarity

JCVI_16376 1.060 moderately similar to ( 464)AT5G65910| Symbol&SP domain-containing protein | chr5:26378818-263% REVERSE no origit
JCVI_13274 1.056 moderately similar to ( 369)AT3G24800| SymbolsTRRPRT1 (PROTEOLYSIS 1); ubiquitin-protein ligdsehr3:9055660-90578!
EV134884 1.056 no similarity

EE530681 1.055 no similarity

CX188787 1.055 no similarity

RC_ES978013 1.055 no similarity

EV131420 1.054 no similarity

EE559481 1.054 no similarity

JCVI_15747 1.054 weakly similar to ( 148)AT4G27280| Symbols: |caain-binding EF hand family protein | chr4:136637664168 REVERSE no ¢
JCVI_31294 1.052 moderately similar to (459)AT4G38890| Symbolsihydrouridine synthase family protein | chr4:18383-18139094 REVERSE r  -1.448
JCVI_39499 1.052 weakly similar to ( 108)AT2G24650| Symbols: hseriptional factor B3 family protein | chr2:10487810494650 REVERSE no o
EE567405 1.051 no similarity

EV107687 1.050 no similarity

JCVI_7424 1.050 no original description

EV039920 1.049 moderately similar to ( 239)AT2G42550| Symbolgrdtein kinase family protein | chr2:17720274-173@8 FORWARDvery weakl
JCVI_14583 1.049 weakly similar to ( 118)AT5G24490| Symbols: | 3ii®somal protein, putative | chr5:8365693-8367E@RWARDvery weakly sir
EE524452 1.048 weakly similar to ( 169)AT1G14560| Symbols: |eohiondrial substrate carrier family protein | ch@B81295-4983077 FORWARD
EV100862 1.048 very weakly similar to (85.9)AT1G57750| SymbolsAM1, CYP96A15 | CYP96A15/MAH1 (MID-CHAIN ALKANE HYDROXYLA
JCVI_40 1.048 moderately similar to ( 432)AT1G78630| Symbols: EM73 | EMB1473 (EMBRYO DEFECTIVE 1473); structucanstituent of ril
EE504672 1.047 no similarity




JCVI_18195 1.047 moderately similar to ( 215)AT3G15210| Symbols:ERF-4, ERF4, RAP2.5, ATERF4 | ATERF-4/ATERFA/ERFAAR.5 (ETHYLE
JCVI_12621 1.044 no original description

JCVI_30114 1.042 no original description

EV099936 1.041 moderately similar to ( 241)AT1G20020| SymbolsiANR2 | ATLFNR2 (LEAF FNR 2); poly(U) binding | cti6942842-6944859
JCVI_33471 1.041 no original description 2.085
EV178823 1.038 no similarity

EV098082 1.037 no similarity 1.317
JCVI_39622 1.037  weakly similar to ( 157)AT2G15910| Symbols: | C8ic finger domain-containing protein | chr2:6989%942415 REVERSE no !
JCVI_6413 1.037 weakly similar to ( 102)AT1G08920| Symbols: |&ugansporter, putative | chr1:2867449-2870193 WARD no original descripti
EV091597 1.035 moderately similar to ( 261)AT5G23890| Symbolsinjilar to unknown protein [Arabidopsis thaliatf@AIR:AT5G52410.2); similar  1.086
CA991582 1.035 very weakly similar to (83.6)AT4G38800| SymbolSEMTN1 | ATMTN1; catalytic/ methylthioadenosine neokidase | chr4:18113!
RC_JCVI_35546 1.034 no original description

EE568839 1.034 no similarity

JCVI_20936 1.032 no original description

EV218157 1.032 no similarity

BG543914 1.031  weakly similar to ( 102)AT4G31700| Symbols: RP&PS6 (RIBOSOMAL PROTEIN S6) | chr4:15346312-15381REVERSEVve|
JCVI_26963 1.029 very weakly similar to (88.2)AT2G38500| Symbo|similar to DTA4 (DOWNSTREAM TARGET OF AGL15-4) fAbidopsis thalic
JCVI_15983 1.027 moderately similar to ( 394)AT1G10910| Symbolsinjilar to PTAC2 (PLASTID TRANSCRIPTIONALLY ACTIVE) [Arabidopsis
ES965081 1.027 no similarity

JCVI_19002 1.026  weakly similar to ( 124)AT4G02075| Symbols: PITRIT1 (PITCHOUN 1); protein binding / zinc ion bind | chr4:913555-916414
CX268927 1.025 no similarity

EV103978 1.025 no similarity

EV208389 1.025 no similarity

EX016865 1.024 no similarity

JCVI_33662 1.024 no original description

EV135772 1.024 no similarity

EV204179 1.022 no similarity

EE401649 1.022 weakly similar to ( 103)AT2G42380| Symbols: |BZtanscription factor family protein | chr2:17688217655738 REVERSE [201
JCVI_20087 1.022 weakly similar to ( 182)AT1G19230| Symbols: |piestory burst oxidase protein E (RbohE) / NADPHdase | chr1:6644180-664¢
EV148759 1.020 no similarity

JCVI_18052 1.020 moderately similar to ( 254)AT3G11980| Symbols:2M31S2 (MALE STERILITY 2) | chr3:3814490-381693@RWARD no origir
EV218684 1.019 no similarity

JCVI_41904 1.018 no original description

JCVI_29660 1.018 moderately similar to ( 262)AT2G44520| Symbols:XA0 | COX10 (CYTOCHROME C OXIDASE 10); prenyltraesise | chr2:18
JCVI_10099 1.018 moderately similar to ( 225)AT5G51750| Symbols:SBIT1.3 | ATSBT1.3; subtilase | chr5:21037492-21B39BORWARD no origi
JCVI_18456 1.017  weakly similar to ( 180)AT1G07150| Symbols: MAPKKE& | MAPKKK13 (Mitogen-activated protein kinase & kinase 13); kina
RC_H07682 1.017 no similarity

RC_EV112452 1.016 no similarity

EV206757 1.015 weakly similar to ( 102)AT3G27690| Symbols: LHCB2LHCB2, LHCB2:4 | LHCB2:4 (Photosystem |l lighilvesting complex ge
EV197442 1.015 very weakly similar to (99.0)AT4G38970| Symboldructose-bisphosphate aldolase, putative | cBi83763-18165653 REVERSE
JCVI_39268 1.015 moderately similar to ( 245)AT5G41270| Symbolsinjilar to Os01g0541600 [Oryza sativa (japonidéivar-group)] (GB:NP_0010
EE472257 1.013 weakly similar to ( 159)AT4G11580h8vls: | F-box family protein | chr4:7006642-7082 REVERSE [20163]

JCVI_5111 1.011 no original description

RC_JCVI_41878 1.011 no original description

EV222917 1.011 moderately similar to ( 237)AT5G60390| Symbolsiohgation factor 1-alpha / EF-1-alpha | chr5:B%82-24307901 FORWARDnN
EX087640 1.009 moderately similar to (212)AT1G23380| Symbols:AT6L, KNAT6S, KNAT6 | KNAT6 (Knotted-like Arabidops thaliana 6); DN,
JCVI_39590 1.008 moderately similar to ( 366)AT4G23460| Symbolbeta-adaptin, putative | chr4:12243909-12248908 EHESE no original descrip
EX065651 1.008 moderately similar to (298)AT1G55570| Symbols:S3R | SKS12 (SKU5 Similar 12); copper ion bindimxidoreductase | chrl:2(
EX093982 1.007 moderately similar to ( 378)AT1G12260| Symbols: EM49, ANAC007, VND4 | VND4 (VASCULAR RELATED NAC-DMAIN F
EV226859 1.006 moderately similar to ( 326)AT5G24470| SymbolsRBRAPRR5 | APRR5 (PSEUDO-RESPONSE REGULATOR &pgcription r
EV170364 1.004  weakly similar to ( 174)AT5G06950| Symbols: TGAHBP-1B | AHBP-1B (bZIP transcription factor HBP-hbmolog) | chr5:215:
EL590426 1.002 moderately similar to (276)AT5G02010| Symbols:ROPGEF7, ROPGEF7 | ATROPGEF7/ROPGEF7 (KINASE PARRNROT
EV058225 1.002 weakly similar to ( 179)AT5G25320hBpls: | ACT domain-containing protein | chr5:8486-8789533 REVERSE [21442]
EE449456 0.999 no similarity

EL587091 0.998 no similarity

JCVI_14015 0.997 moderately similar to ( 370)AT5G37300| Symbolsinjilar to unknown protein [Arabidopsis thaliaff@AIR:AT2G38995.1); similar
EV195092 0.996 very weakly similar to (97.1)AT1G69800| Symbo|<CBS domain-containing protein | chr1:2627807972888 REVERSE [21489
EV209409 0.988  weakly similar to ( 169)AT5G25150| Symbols: TAFRAF5 (TBP-ASSOCIATED FACTOR 5); nucleotide bindipghr5:8677120-8
EV158470 0.988 no similarity

JCVI_41467 0.983 no original description

JCVI_4595 0.979 moderately similar to ( 266)AT4G34970| Symbolsct|n binding | chr4:16653789-16654598 FORWARDweaknilar to ( 176)AD
JCVI_5890 0.977  weakly similar to ( 192)AT2G22500| Symbols: |ashiondrial substrate carrier family protein | cBE%20611-9571552 REVERSE r
JCVI_12349 0.976 no original description 1.277
EE565485 0.971 no similarity

RC_EV012511 0.967 no similarity

EE392280 0.954 very weakly similar to (96.7)AT1G45190| Symboj|ssimilar to unknown protein [Arabidopsis thaliaf@AIR:AT3G11990.1); contal
JCVI_2142 0.950 no original description

JCVI_14932 0.945 no original description

EV220691 0.943 no similarity

EV142319 0.943 no similarity

JCVI_27062 0.936 no original description

JCVI_13988 0.936 moderately similar to ( 213)AT4G21895| Symbolsinjilar to AT hook motif-containing protein [Aradbpsis thaliana] (TAIR:AT5G
EV130062 0.932 no similarity

EE535293 0.929 moderately similar to ( 240)AT5G1]58@nbols: | catalytic | chr5:3709735-3713995 RREE [20150]

JCVI_35720 0.921 moderately similar to ( 305)AT4GB@BSymbols: | anion exchanger | chr4:156859088867 REVERSE no original description
EV098714 0.920 moderately similar to ( 266)AT2G35610| Symbolsiniilar to unknown protein [Arabidopsis thaliaff@AIR:AT1G70630.1); similar
HO07700 0.919 no similarity

JCVI_15621 0.919 no original description

JCVI_34192 0.914 no original description

JCVI_25545 0.911 moderately similar to ( 248)AT1G11020| Symbolginf finger (C3HC4-type RING finger) family protej chr1:3676968-3678350
JCVI_16737 0.897 no original description

JCVI_19949 0.896 moderately similar to ( 297)AT2G19050| SymbolSDSL-motif lipase/hydrolase family protein | ct8260498-8262616 FORWAF
ES966296 0.878 no similarity




RC_EV204033 0.878 no similarity

JCVI_26199 0.867 no original description

JCVI_19464 0.860 highly similar to ( 565)AT1G04990| Symbols: |ziinger (CCCH-type) family protein | chr1:141936421453 REVERSEmodera
JCVI_41069 0.859 highly similar to ( 556)AT2G38010| Symbols: |amidase family protein | chr2:15913940-15916945 A@RD no original descrig
JCVI_31489 0.858 moderately similar to ( 308)AT2G41840| Symbold0$ ribosomal protein S2 (RPS2C) | chr2:1746708468476 REVERSE no o -0.964
EE568162 0.854 no similarity

EV143884 0.853 no similarity

JCVI_23627 0.846 moderately similar to ( 295)AT5G67310| Symbols:RBLG1 | CYP81G1 (cytochrome P450, family 81, sulija®, polypeptide 1);
JCVI_23654 0.846 no original description -1.526
JCVI_15762 0.845 moderately similar to ( 462)AT4G18480| Symbols:42HCH-42, CHL11, CHLI-1, CHLI1 | CHLI1 (CHLORINA2Z); magnesium ci
EE558080 0.842 no similarity

CV433940 0.831 no similarity

JCVI_11165 0.817 no original description

RC_EV013640 0.815 no similarity

EV127571 0.815 no similarity

JCVI_15980 0.805 weakly similar to ( 112)AT1G54050| Symbols: |4LRDa class IIl heat shock protein (HSP17.4-Cltihf1:20183226-20183790 RE
EV176914 0.802 no similarity

RC_EE565963 0.802 no similarity

JCVI_36562 0.801 no original description

EE560924 0.786 no similarity

EV123380 0.775  weakly similar to ( 135)AT4G00440| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FRsAT2G45900.1); similar to 1
ES960782 0.772 no similarity

JCVI_3653 0.770 moderately similar to (473)AT1G26480| Symbols1@FOTA, GRF12 | GRF12 (GENERAL REGULATORY FACTOR)i protein
ES983837 0.766 no similarity

RC_EX064898 0.765 no similarity

DY010873 0.756 no similarity

JCVI_1068 0.745 moderately similar to ( 212)AT3G04320| Symbolsndopeptidase inhibitor | chr3:1143822-1144433 YWARD no original descrip
JCVI_37982 0.740 no original description

CX271816 0.729 weakly similar to ( 102)AT1G04150iBwls: | C2 domain-containing protein | chrl:1082-2084245 REVERSE [16815]
JCVI_33335 0.728 weakly similar to ( 187)AT3G06390| Symbols: final membrane family protein | chr3:1938919-1939REVERSE no original de
DN965438 0.723 no similarity

JCVI_33057 0.719 weakly similar to ( 111)AT5G60850| Symbols: OBR2BP4 (OBF BINDING PROTEIN 4); DNA binding / trangation factor | chrt
RC_ES966655 0.718 no similarity

CX190760 0.706 no similarity

EE562726 0.702  very weakly similar to (93.6)AT2G01450| SymbolSMPK17 | ATMPK17 (Arabidopsis thaliana MAP kinasg)IMAP kinase | chr
JCVI_19732 0.696 moderately similar to ( 270)AT1G47610| Symbolg:afsducin family protein / WD-40 repeat familyf#in | chr1:17507276-1750¢
DY007829 0.683  weakly similar to ( 113)AT4G14695| Symbols: |#amto unknown protein [Arabidopsis thaliana] (FAAT4G22310.1); similar to |
EV132032 0.672 no similarity

CV432515 0.644  weakly similar to ( 138)AT3G10400| Symbols: | Rk&ognition motif (RRM)-containing protein | cH3232641-3233426 FORW/
JCVI_41442 0.643 no original description

EX134503 0.634 no similarity

EX133342 0.631 no similarity

JCVI_14485 0.604 no original description

EV107694 0.594 no similarity

JCVI_18802 0.577 moderately similar to ( 350)AT4G28040| Symbolsodiulin MtN21 family protein | chr4:13940887-1324Z FORWARD no origin
CD823053 0.528 no similarity

EX095814 0.509 weakly similar to ( 180)AT1G34220| Symbols: |iamto unknown protein [Arabidopsis thaliana] (FsAT4G35730.1); similar to |
EX110598 0.502 no similarity

JCVI_34124 0.497 moderately similar to ( 370)AT5G51760| Symbols:@H| AHG1 (ABA-HYPERSENSITIVE GERMINATION 1); proie serine/thre
JCVI_22401 0.470 moderately similar to ( 340)AT5G06930| Symbolsinjilar to nucleolar protein gar2-related [Araljd thaliana] (TAIR:AT2G423:
JCVI_39816 0.469 no original description

EX070812 0.410 no similarity

JCVI_9447 0.250 no original description

EE523558 0.206 moderately similar to ( 209)AT1G17890| Symbols:R2H GER2; catalytic | chr1:6154471-6155589 REVER&EKly similar to ( 15
JCVI_25196 0.172 moderately similar to ( 272)AT2G28880| Symbols: EN97 | EMB1997 (EMBRYO DEFECTIVE 1997); anthratelaynthase/ cat
JCVI_35033 0.110 weakly similar to ( 184)AT5G56290| Symbols: PEX3HX5 (PEROXIN 5); peroxisome matrix targeting sigh binding | chr5:228(
RC_ES979191 0.069 no similarity

RC_ES955671 0.033 no similarity




