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TGGT1 226755126 1 96.27237117 1315.37593 sp|Q61409|PDE3B MOUSE cGMP-inhibited 3&apos;,5&apos;-cyclic phosphodiesterase B 0S=Mus musculus GN=Pde3b PE=1 SV=2//7.90126e-32
TGGT1 226450126 1 16.49884295 59.51015217 -

TGGT1 256650126 1 7338706228 210525579 A

TGGT1 220330426 1 133.3081357 375.8655476 -

TGGT1 239350126 1 529.5805077 1471387768 A

TGGT1 254890126 1 69.02135369 1816660897 -

TGGT1 411400126 1 99.9604852 238.9469884 A

TGGT1 329800126 1 242.108275 548.4710965 -

TGGT1 308090126 1 12770.00014 27390.95681 sp|Q5Y808|ROP4 TOXGO Rhoptry protein 4 OS=Toxoplasma gondii GN=ROP4 PE=15V=1//3.33818e-17

TGGT1 261022426 1 2909.590616 6027.365613 501239610/ DYHA CHLRE Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=2//1.59303e-40

TGGT1 261075126 1 227.8513005 464.410527 1

TGGT1 276910426 1 180.1320833 357.770369 PLAFA ER lumen receptor falciparum GN=ERD2 PE=2 5V/=1//1.08534e-66

TGGT1 310740126 1 434.8174329 855.9186427 A

TGGT1 255245426 1 2117866064 415.8222245 -

TGGT1 269930126 1 482.025706 940.4259263 spIP14543|NID1 HUMAN Nidogen-1 0S=Homo sapiens GN=NID1 PE=1 5V=3//8.35226e-10

TGGT1 2380408126 1 93.92013798 180.5449872 MOUSE Protein disulfid: A4 0S=Mus musculus GN=Pdiad PE=1 SV=3//4.30646e-13

TGGT1 267140126 1 2215232481 425.6537221 spmzssawzo TOXGO Maior surface antigen p30 OS=Toxoplasma gondii PE=15V=1//5.08545¢-14

TGGT1 275650126 1 1767.331667 3390.169876 -

TGGT1 273970126 1 184.7807527 340.4369825 sp1Q67UQ7IMRS2B ORYS) Magnesium transporter MRS2-B 0S=0ryza sativa subsp. japonica GN=MRS2-B PE=2 SV=1//1.15116e-08

TGGT1 225990426 1 615.1058585 1128.704794 51P71019|FABD BACSU Malonyl CoA-acvl carrier protein transacylase OS=Bacillus subtilis (strain 168) GN=fabD PE=3 SV=2//2.21901e-44
TGGT1 313520126 1 1326305411 241.2550114 A

TGGT1 411390126 1 227.1994766 411.1187747 -

TGGT1 209090126 1 5968262678 1077.125446 sp1Q352V5|POMP BOVIN Proteasome maturation protein 0S=Bos taurus GN=POMP PE=2 SV=1//8.48467e-10

TGGT1 262590126 1 297.2758782 536.3445274 -

TGGT1 262040126 1 6621990225 1190.58447 sp|Q9UBQS|EIF3K HUMAN Eukaryotic translation initiation factor 3 subunit K 0S=Homo sapiens GN=EIF3K PE=15V=1//6.00193¢-24

TGGT1 217182426 1 1956384837 3513.354665 5p1Q9LQV2IRDR1 ARATH RNA-dependent RNA polvmerase 1 0S=Arabidopsis thaliana GN=RDR1 PE=2 SV=1//2.84956e-37

TGGT1 293840126 1 3718.789511 6638.524076 A

TGGT1 217700426 1 767.7326534 1366.876508 -

TGGT1 219240126 1 220.8164468 392.53318 sp1Q35285|PTRD1 BOVIN Putative peptidyl-tRNA hydrolase PTRHD1 0S=Bos taurus GN=PTRHD1 PE=2 5V=2//4.12669¢-28

TGGT1 244180426 1 159.2297348 282.2712899 501008746/ MATN2 MOUSE Matrilin-2 0$=Mus musculus GN=Matn2 PE=2 SV=2//6.8743e-19

TGGT1 295080126 1 195.8983542 344.7201515 A

TGGT1 261070426 1 949.8769038 1663.096291 sp1QSVQL3|PPT3 ORYS) translocator 3, 05=Orvza sativa subsp. iaponica GN=PPT3 PE=2 SV=1//7.07365e-62
TGGT1 320110126 1 691.8035814. 1193.500533 5p|082797|PCNA TOBAC Proliferating cell nuclear antigen OS=Nicotiana tabacum GN=PCNA PE=2 SV=1//5.30552e-31

TGGT1 309265426 1 547.0330338 940.2198379 501Q8BYKA|RDH12 MOUSE Retinol dehvdrogenase 12 05=Mus musculus GN=Rdh12 PE=2 SV/=1//4.77271e-20

TGGT1 203930126 1 1690.077297 2896.325296 A

TGGT1 201670426 1 361.2504927 618.9991365 501Q98PISIDNAJ MYCPU Chaperone protein Dna) OS=Mycoplasma pulmonis (strain UAB CTIP) GN=dnaJ PE=3 SV=2//1.87466e-07

TGGT1 255310126 1 723.9059978 1235.76955 A

TGGT1 272290426 1 880.960351 1502.017375 sp1Q1XDM1|ODPB PYRYE Pyruvate dehvdrogenase E1 component subunit beta OS=Pyroia vezoensis GN=pdhB PE=3 SV=1//7.89359-138
TGGT1 309160126 1 464.83037 791.5297028 1

TGGT1 251500426 1 1959.893073 3336.181089 5p1Q9CSZ2|EIF3H ARATH Eukarvotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana GN=TIF3H1 PE=15V=2//4.6141e-46
TGGT1 224800126 1 2046830308 348.1228436 A

TGGT1 409990126 1 1009.180514 1705.81634 -

TGGT1 202030126 1 744.0792104 1253.895479 A

TGGT1 266320126 1 821.9431373 1371.246551 -

TGGT1 232390126 1 216.4558923 358.3659878 spIPS6175|RCL1 DROME Probable RNA 3&apos;-terminal phosphate cyclase-like protein OS=Drosophila melanogaster GN=Rtc1 PE=2 SV=3//3.70312e-55
TGGT1 245670426 1 1086336439 1793.879537 sp1Q1XDMO|ODPA PYRYE Pyruvate dehvdrogenase E1 component subunit alpha OS=Pyropia vezoensis GN=pdhA PE=3 SV=1//6.47356e-125
TGGT1 253880126 1 998.0783752 1644.335359 sp|QSZIRBIELOVE CHICK Elongation of very long chain fatty acids protein 6 0S=Gallus gallus GN=ELOVL6 PE=2 SV=1//1.6422¢-25

TGGT1 254900426 1 757.0526368 1242.12822 sp1Q9LST6|PSB2 ORYS) Proteasome subunit beta type-2 0S=Orvza sativa subsp. japonica GN=PBD1 PE=2 5V=2//1.88735e-55

TGGT1 263470126 1 351.4399749 576.5116098 sp|QOIKB1IUCHL3 MOUSE Ubiquitin carboxyl-terminal hydrolase isozyme L3 0S=Mus musculus GN=Uchl3 PE=1 SV=2//5.98536e-48

TGGT1 239010426 1 947.9008157 1547.67992 -

TGGT1 315620126 1 374.6683762 610.6043497 splnsstnvArc ARATH V-type proton ATPase subunit C OS=Arabidopsis thaliana GN=VHA-C PE=1 SV=1//2.54657¢-49

TGGT1 210420426 1 6166254631 1001.810339 P

TGGT1 239530126 1 920.2075761 1491389018 discoideum GN=agxt PE=3 SV=1//4.51097e-101

TGGT1 247460426 1 1953.714491 3160.273733 501P31008|PCNA PLAFK Proliferating cell nuclear antigen OS=Plasmodium falciparum (isolate K1/ Thailand) GN=PCNA PE=3 SV=1//2.39208e-73
TGGT1 273370126 1 7136269703 1153.16296 sp|Q8HB52|COPG1 ORYS) Coatomer subunit gamma-1 05=Oryza sativa subsp. japonica GN=0s03g0227000 PE=2 SV=2//6.84942e-14

TGGT1 222270426 1 610.0058598 985.0331865 -

TGGT1 313080126 1 1474.069298 2370.626925 A

TGGT1 217750426 1 592.8637832 951.3391416 -

TGGT1 203370126 1 951.0247262 1515.111295 A

TGGT1 252280426 1 614.6562472 978.3594381 -

TGGT1 287230126 1 315.1333464 500.0360158 sp1Q09764|YA7B SCHPO Uncharacterized protein C24H6.11c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC24H6.11c PE=3 5V=1//1.14791e-41
TGGT1 232520426 1 449.8018253 713.1846958 sp|Q9VEB3|RPF2 DROME Ribosome production factor 2 homolog 0S=Drosophila melanogaster GN=Non3 PE=2 5V=3//2.00734e-32

TGGT1 319720126 1 298.9415168 473.8039448 A

TGGT1 266300126 1 1290.246181 2044.720573 -

TGGT1 228190126 1 1413.436269 2236.103793 sp1Q54C49 EIF3F DICDI Eukaryotic translation initiation factor 3 subunit F OS=Dictyostelium discoideum GN=eif3f PE=3 5V=1//4.17272¢-37
TGGT1 294640126 1 3736.567949 5907.676903 PLAF4 reductase large subunit OS=Plasmodium falciparum (isolate Dd2) GN=RNR1 PE=2 SV=1//0
TGGT1 289800126 1 5426157838 857.0483795 sp1Q90515| TMEDA TAKRU emp24 d protein 10 rubripes GN=tmed10 PE=3 SV=1//4.46934¢-17
TGGT1 258800426 1 322.5490895 509.1186728 sp|Q8RXG3|M2K5 ARATH Mitogen-activated protein kinase kinase 5 OS=Arabidopsis thaliana GN=MKKS PE=15V=2//1.49872e-10

TGGT1 301480126 1 221.8903932 350.0672392 A

TGGT1 258060126 1 800.1644178 1260.569227 -

TGGT1 411270126 1 413.3714974 650.8453542 A~

TGGT1 231890426 1 657.3957289 1031.208263 spIBOJXE2|FABH MICAN 3-oxoacyl-facyl-carrier-protein] svnthase 3 OS=Microcystis aeruginosa (strain NIES-843) GN=fabH PE=3 SV=1//7.29815e-115
TGGT1 214770126 1 752.0746194 1178510237 spIP22125|RAB1 DIPOM Ras-related protein ORAB-1 0S=Diplobatis ommata PE=2 SV=1//1.90156e-107

TGGT1 228290426 1 1713.486093 2678.666304 sp|QOWTL7|LYPA2 MOUSE Acvl-protein thioesterase 2 0=Mus musculus GN=Lypla2 PE=1 5V=1//1.50701e-36

TGGT1 283710126 1 1112.609721 1737.456999 sp|QBYWSBIASCL2 ORYS) ASCL-like protein 2 0S=Orvza sativa subsp. japonica GN=050280728300 PE=3 5V=2//5.84521e-20

TGGT1 217740426 1 1646.807973 2571.118705 spIP51831|FABG BACSU 3-oxoacyl-facyl-carrier-protein] reductase FabG 0S=Bacillus subtilis (strain 168) GN=fabG PE=3 5V=3//6.60156e-57
TGGT1 224880126 1 126170818 1968.355029 sp|QBI1G4IKIP1 ASHGO Kinesin-like protein KIP1 0S=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=KIP1 PE=3 SV=1//1.10656¢-54
TGGT1 362090126 1 371.3044561 579.0381424 -

TGGT1 238040A126 1 537.2757755 836.6365436 1 DANRE KDEL protein 1 05=Danio rerio GN=kdelc1 PE=2 SV=1//9.19987e-92

TGGT1 218760426 1 498.8624872 775.5585748 51P93798|SNAA VITVI Alpha-soluble NSF attachment protein OS=Vitis vinifera PE=2 SV=1//2.61356e-42

TGGT1 312530126 1 76651319 1189.213047 5p1Q86U06IRBM23 HUMAN Probable RNA-binding protein 23 0S=Homo sapiens GN=RBM23 PE=1 5V=1//8.26409¢-28

TGGT1 310240426 1 928.0569511 1438.928663 -

TGGT1 299210126 1 1649.778977 2550.396639 sp|QBPEI7|PYRG1 DANRE CTP synthase 1 05=Danio rerio GN=ctps1 PE=15V=1//0

TGGT1 240280426 1 1093.145027 1687129859 snmscseumnoz ARATH Endonuclease 2 OS=Arabidopsls thallana GN=ENDO2 PE=1 SV: //5.90673e-06

TGGT1 280600126 1 2259.81748 3484.481163 ligase, cytoplasmic O! discoideum GN=hiss PE=3 SV=1//6.3986e-126

TGGT1 21836226 1 701.5470953 1081.005072 -

TGGT1 249480126 1 1086643452 1674.258236 sp|Q5ZKQ3IRPAP3 CHICK RNA polymerase Il-associated protein 3 05=Gallus gallus GN=RPAP3 PE=2 SV=1//3.67048¢-07

TGGT1 201700426 1 100239426 1540.502274 sp|Q9SRILISCI3A ARATH Protein transport protein SEC13 homolog A OS=Arabidopsis thaliana GN=SEC13A PE=1 SV=1//1.40925e-49

TGGT1 314750126 1 485.7825419 746.554498 sp|QOUT32|RLIDB SCHPO Putative ribosome biogenesis protein C8F11.04 0S=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC8F11.04 PE=3 5V=1//3.26033¢-14.
TGGT1 279420426 1 2336.995739 3574.449902 -

TGGT1 237250126 1 1160.251626 1772683263 1

TGGT1 224850426 1 4463342385 6819.156997 50113310/ PABP4 HUMAN Polyadenvlate-binding protein 4 0S=Homo sapiens GN=PABPCA PE=1 SV=1//1.28906e-14

TGGT1 300285126 1 375.3768956 573.2794082 1

TGGT1 308050426 1 440.3051932 672.3653411 5p1018883| TXND9 BOVIN Thioredoxin domain-containing protein 9 05=Bos taurus GN=TXNDC PE=2 5V=2//1.93608e-29

TGGT1 253730126 1 1197.148745 1827.004397 sp1Q752C21XPO2 DANRE Exportin-2 OS=Danio rerio GN=cse1l PE=2 SV=1//2.72215¢-86

TGGT1 229200426 1 460.4955863 702.4640872 -

TGGT1 270550126 1 510.6714277 778.8738631 spIASGISS|PROA SYNPW Gamma-glutamyl phosphate reductase OS=Synechococcus sp. (strain WH7803) GN=proA PE=3 SV=1//1.4382e-124
TGGT1 290660126 1 3622.182121 5505.964498 //6.292e-17
TGGT1 263260126 1 2184.075675 3308.285693 //9.44614¢-08
TGGT1 209140426 1 572.9305802 867.0417333

TGGT1 247470126 1 1391.803583 2090.532553 =K07C5.4 PE=3 SV=1//1.63302¢-114
TGGT1 235920126 1 1269.602741 1904163013

TGGT1 210960126 1 519.1456549 776.5879563 sp|Q54E21|RFC2 DICDI Probable replication factor C subunit 2 0S=Dictyostelium discoideum GN=rfc2 PE=3 SV=1//1.5664e-119

TGGT1 217820426 1 1526.068838 2281.898504 5p1Q54KZ8|EIF3M DICDI Eukarvotic translation initiation factor 3 subunit M OS=Dictyostelium discoideum GN=eif3m PE=1 5V=1//5.86982e-40
TGGT1 269650126 1 1326.406776 1977.590378 splqunslesuA HUMAN Protein LsM14 homolog A OS=Homo sapiens GN=LSM14A PE=1 S

TGGT1 300280126 1 593.4623476 881.9095577 | DICDI Small nuclear d protein B nrob PE=3 SV=1//1.43779%-21
TGGT1 305590126 1 1816.964606 2689.01412 splqstmAaccs DICDI ABC transporter C family member 9 OS=Dictyostelium discoideum GN=abcC9 PE=3 SV=1//1.03404¢-08

TGGT1 282210426 1 846.9282338 1247326403 -1~

TGGT1 203830126 1 1114.597835 1641.094523 sp|QIACDS| TRIMS SAGOE Tripartite motif-containing protein 5 0S=Saguinus oedipus GN=TRIMS PE=3 5V=1//6.84962¢-10

TGGT1 309200126 1 1623.313791 2389.365212 11

TGGT1 253380126 1 3473.26062 5101.442823 1

TGGT1 226830426 1 4129832721 6062.056168 501056613 |HYOU1 XENLA Hypoxia up-regulated protein 1 (Fragment) OS=Xenopus laevis G

TGGT1 209160126 1 112430527 1649.962457 sp|QBK1Q0INMT1 RAT Glycylpeptide N-tetradecanoyltransferase 1 0S=Rattus norvegicus Gi

TGGT1 246500426 1 746.2867179 1093.455354 sp|Q8RXFLISF3AL ARATH Probable splicing factor 3A subunit 1 0S=Arabidopsis thaliana GN: //2.04999-09

TGGT1 293730126 1 1018.946363 1492391436 Q95B58|ZDH19 ARATH Protein 80 thaliana GN=PATOS P!

TGGT1 269190426 1 6340.665133 9281.191038 5p1Q9C136/G3P1 MUCCL hosph: 5V=1//2.10622e-135
TGGT1 238180126 1 1148.672903 1672.970961 sp1Q55C75|PSMD6 DICDI 265 proteasome non-ATPase regulatory subunit 6 OS=I Dl:(vos(ehum discoideum GN=psmD6 PE=1SV=1//4.63746e-103
TGGT1 250955126 1 1971614393 2868.170946 1~

TGGT1 297870126 1 1528.211577 222157801 A

TGGT1 297245426 1 1065.413474 1547.78944 -

TGGT1 258150126 1 1262.152637 1832.241434 spIP34120|PSA7 DICDI Proteasome subunit alpha type-7 OS=Dictyostelium discoideum GN=psmA7 PE=3 SV=1//9.63248¢-85

TGGT1 203450426 1 1015.959896 1472737075 P

TGGT1 311680126 1 870.3679548 1260.770998 CHICK FUN14 d protein 1 05=Gallus gallus GN=FUNDC1 PE=3 5V=1//3.90515¢-08

TGGT1 233100426 1 996.7489568 1443.693614 501Q54Q31|PHB2 DICDI Prohibitin-2 OS=Dictvostelium discoideum GN=phbB PE=3 SV=1//3.26578e-97

TGGT1 243710126 1 2235.108989 3233.841899 sp|P47207|TCPB  CAEEL T-complex protein 1 subunit beta OS=Caenorhabditis elegans GN=cct-2 PE=15V=2//0

TGGT1 272740426 1 1419.035702 2050.986992 sp|QINWOB|RPC2 HUMAN DNA-directed RNA polymerase lll subunit RPC2 OS=Homo sapiens GN=POLR38 PE=15V=2//0

TGGT1 226430126 1 182578416 2632.093062 1

TGGT1 215060426 1 1019.327252 1465.857238 501Q4POI7ISARL USTMA Small COPII coat GTPase SARL 0S=Ustilago mavdis (strain 521 / FGSC 8021) GN=SAR1 PE=3 SV=1//8.40674e-89
TGGT1 287500126 1 1946576554 2792.146914 sp|QGEE31|TCPQ CHICK T-complex protein 1 subunit theta 0S=Gallus gallus GN=CCT8 PE=1 SV=3//3.32778e-142

TGGT1 315360126 1 1235.510492 1771316687 -

TGGT1 266366126 1 3688.54292 5286.010964 sp|Q9SQN2|FBT3 ARATH Probable folate-bi transporter 3 0 thaliana 10 PE=2 SV=1//1.67411e-14

TGGT1 290600426 1 1381.534864 1977.975591 5p1Q8GTQIISUCAL SOLLC Succinyl-CoA ligase [ADP-forming] subunit alpha-1, mitochondrial OS=Solanum Ivcopersicum GN=SCOA PE=15V=1//3.47574e-139
TGGT1 227650126 1 1086.36221 1554384419 sp|QOFIIS|EB1B ARATH Microtubule-associated protein RP/EB family member 18 OS=Arabidopsis thaliana GN=EB1B PE=1 SV=1//7.42101e-39
TGGT1 219520426 1 1564.778832 2234.548928 5p|QOURX7IANM1 SCHPO Protein arginine N-methyltransferase 1 0S=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rmt1 PE=15V=2//7.81647e-145
TGGT1 269980126 1 4566.659402 6508.400146 sp1Q54XK2|SCE1A DICDI Protein transport protein Sec61 subunit alpha OS=Dictyostelium discoideum GN=sec61a PE=3 SV=1//0

TGGT1 275610426 1 2387.34974 3394.214085 5p1080673| CAMK1 ARATH CDPK-related kinase 1 0S=Arabidopsis thaliana GN=CRK1 PE=1 SV/=1//1.44847¢-16

76
TGGT1 256000126 1 1468.523641 2087.611642  -0.50749 0.0010485  0.026776 PLAFA ER lumen receptor Of falciparum GN=ERD2 PE=2 SV=1//1.68595¢-92
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HNAME?

0.0010237

3.276-45

0.026224

3.05E-42

50100041011PO5 HUMAN Importin-5 OS=Homo sapiens GN=IPOS PE=1 SV=4//3.46538¢e-06

component 4 of pyruvate complex, o
501Q9Y383| TMED7 HUMAN Transmembrane emp24 domain-containing protein 7 05=Homo sapiens GN=TMED7 PE=1 5V=2//8.22477e-11
sp|QBT685| ABCGC DICDI ABC transporter G family member 12 0S=Dictyostelium discoideum GN=abcG12 PE=3 SV=1//1.01377e-49

thaliana GN=LTA2 PE=2 5V=1//1.48784e-13

5p1Q748X8| EFTU. GEOSL Elongation factor Tu OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=tuf1 PE=3 SV=1//1.08697e-172

5p1P55862|MCMSA XENLA DNA replication licensing factor mcmS-A Of
spIP97310|MCM2 MOUSE DNA replication licensing factor MCM2 0S=Mus musculus GN=Mcm2 PE=1 SV=3//3.39335¢-159
sp|QBMECSISYN PARUW RNA ligase Of (strain UWE25) GN=asn$ PE=3 SV=1//3.35879e-172
sp|Q5Y808|ROP4 TOXGO Rhoptry protein 4 OS=Toxoplasma gondii GN=ROP4 PE=1 SV=1//1.96698e-81

sp1Q6P878IEIF3L XENTR Eukarvotic translation initiation factor 3 subunit L OS=Xenopus tropicalis GN=eif3| PE=2 SV=1//1.61084e-96

enopus laevis G 5V=2//1.10936e-149

s01Q5Y808|ROP4  TOXGO Rhontry protein 4 OS=Toxoplasma gondii GN=ROP4 PE=1 SV=1//2.47048e-13
N ligase annuus PE=2 SV=1//1.37664e-163
BOVIN subunit beta,

05=Bos taurus GN=BCKDHB PE=15V=2//1.15377e-160

ARATH fi 6-phosphate subunit beta 2
51P23254| TKTL YEAST Transketolase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / $288c) GN=TKL1 PE=15V=4//0
sp|P42825|DNAJ2 ARATH Chaperone protein dnal 2 OS=Arabidopsis thaliana GN=ATJ2 PE=1 5V=2//3.27851e-127
ISAHH1 ARATH 1 thaliana GN=SAHH1 PE=15V=1//0
spIPS6480|ATPB MOUSE ATP synthase subunit beta, mitochondrial 0S=Mus musculus GN= E=15V=2//0
5p1Q8T882| TADH ARAIR Tauropine dehvdrogenase OS=Arabella iricolor GN=tadh PE=15V=1//1.61004e-56
sp1Q61609]520A1 MOUSE Sodium-dependent phosphate transporter 1 0S=Mus musculus GN=Slc20a1 PE=1 SV=1//8.52597e-36

PE=35V=1//6.68423¢-26
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