
Table SI: Details of PDB files of apoptotic proteins, interfaces from which were used in this study 
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1czy 2 0.25 A 168  TUMOR NECROSIS FACTOR RECEPTOR ASSOCIATED  PROTEIN 2 
   B 168  TUMOR NECROSIS FACTOR RECEPTOR ASSOCIATED  PROTEIN 2 
1d2z 2 0.24 C 108  DEATH DOMAIN OF PELLE 
   D 153  DEATH DOMAIN OF TUBE 
1d4v 2.2 0.27 A 117  DEATH RECEPTOR 5 
   B 163 TNF-RELATED APOPTOSIS INDUCING LIGAND 
1dt7 NA NA A 92 S100 CALCIUM-BINDING PROTEIN 
   B 92 S100 CALCIUM-BINDING PROTEIN 
1ext 1.85 0.24 A 160  TUMOR NECROSIS FACTOR RECEPTOR 
   B 158  TUMOR NECROSIS FACTOR RECEPTOR 
1f1j 2.35 0.26 A 230  CASPASE-7 PROTEASE 
   B 231  CASPASE-7 PROTEASE 
1f2r NA NA C 87  CASPASE-ACTIVATED DNASE 
   I 100  INHIBITOR OF CASPASE-ACTIVATED DNASE 
1f3h 2.58 0.29 A 136  SURVIVIN 
   B 135  SURVIVIN 

1f3v 2 0.26 A 158
 TUMOR NECROSIS FACTOR RECEPTOR TYPE 1 ASSOCIATED DEATH 
DOMAIN PROTEIN 

   B 164  TUMOR NECROSIS FACTOR RECEPTOR-ASSOCIATED  PROTEIN 
1fq3 3.1 0.26 A 221  GRANZYME B 
   B 221  GRANZYME B 
1gfw* 2.8 0.29 A 145  CASPASE-3 (APOPAIN, P20) 
   B 93  CASPASE-3 (APOPAIN, P10) 
1gv4 2 0.26 A 490  PROGRAMED CELL DEATH PROTEIN 8 
   B 490  PROGRAMED CELL DEATH PROTEIN 8 
1hx1 1.9 0.28 A 377  HEAT SHOCK COGNATE 71 KDA 
   B 112  BAG-FAMILY MOLECULAR CHAPERONE REGULATOR-1 
1i4e* 3 0.3 A 293  EARLY 35 KDA PROTEIN 
   B 243  CASPASE-8 
1ibx NA NA A 81  DNA FRAGMENTATION FACTOR 40 

   B 89
 CHIMERA OF IGG BINDING PROTEIN G AND DNA  FRAGMENTATION 
FACTOR 45 

1ikn 2.3 0.28 A 283  PROTEIN (NF-KAPPA-B P65 SUBUNIT) 
   C 113  PROTEIN (NF-KAPPA-B P50D SUBUNIT) 
   D 216  PROTEIN (I-KAPPA-B-ALPHA) 
1itb 2.5 0.33 A 153 INTERLEUKIN-1 BETA 
   B 310 TYPE 1 INTERLEUKIN-1 RECEPTOR 
1j0x 2.4 0.24 O 331  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
   P 331  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
   Q 331  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
   R 331  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
1kfu 2.5 0.28 L 699 M-CALPAIN LARGE SUBUNIT 
   S 184 M-CALPAIN SMALL SUBUNIT 
1nfi 2.7 0.27 A 295 NF-KAPPA-B P65 
   B 107 NF-KAPPA-B P50 
   C 301 NF-KAPPA-B P65 
   D 107 NF-KAPPA-B P50 
   E 213 I-KAPPA-B-ALPHA 
   F 213 I-KAPPA-B-ALPHA 



1nfk 2.3 0.34 A 312  PROTEIN (NUCLEAR FACTOR KAPPA-B (NF-KB)) 
   B 312  PROTEIN (NUCLEAR FACTOR KAPPA-B (NF-KB)) 
1nmq 2.4 0.3 A 238  CASPASE-3 
   B 238  CASPASE-3 
1nw9 2.4 0.24 A 91  BACULOVIRAL IAP REPEAT-CONTAINING PROTEIN 4 
   B 238  CASPASE 9, APOPTOSIS-RELATED CYSTEINE PROTEASE 
1op8 2.5 0.28 A 225  GRANZYME A 
   B 225  GRANZYME A 
1p35* 2.2 0.26 A 299  P35 
   B 298  P35 
1pq1 1.65 0.24 A 147  APOPTOSIS REGULATOR BCL-X 
   B 33  BCL2-LIKE PROTEIN 11 
1pyo 1.65 0.21 A 159  CASPASE-2 
   C 161  CASPASE-2 
   B 98  CASPASE-2 
   D 99  CASPASE-2 
1q7s 2 0.24 A 117  BIT1 
   B 114  BIT1 
1qtn* 1.2 0.24 A 152  CASPASE-8 
   B 90  CASPASE-8 
1rcw 2.5 0.26 A 209  CT610 
   B 210  CT610 
1re6 NA NA A 94  DYNEIN LIGHT CHAIN 2 
   B 94  DYNEIN LIGHT CHAIN 2 
1rgi 3 0.26 G 346  GELSOLIN 
   A 349  ACTIN, ALPHA SKELETAL MUSCLE 
1sr4 2 0.21 A 167  CYTOLETHAL DISTENDING TOXIN SUBUNIT A 
   B 258  CYTOLETHAL DISTENDING TOXIN PROTEIN B 
   C 154  CYTOLETHAL DISTENDING TOXIN PROTEIN C 
1tnr* 2.85 0.21 A 144  TUMOR NECROSIS FACTOR BETA 
   R 139  TUMOR NECROSIS FACTOR RECEPTOR P55 
1ulh 2.31 0.29 A 364  TRYPTOPHANYL-TRNA SYNTHETASE 
   B 379  TRYPTOPHANYL-TRNA SYNTHETASE 
1vkx 2.9 0.32 A 273  PROTEIN (NF-KAPPA B P65 SUBUNIT) 
   B 312  PROTEIN (NF-KAPPA B P50 SUBUNIT) 
1w6n 1.65 0.23 A 133  GALECTIN-1 
   B 134  GALECTIN-1 
1wmg 2.1 0.27 A 86  NETRIN RECEPTOR UNC5H2 
   B 79  NETRIN RECEPTOR UNC5H2 
1www 2.2 0.27 V 108 PROTEIN (NERVE GROWTH FACTOR) 
   W 109 PROTEIN (NERVE GROWTH FACTOR) 
   X 101 PROTEIN (TRKA RECEPTOR) 
   Y 101 PROTEIN (TRKA RECEPTOR) 
1yov 2.6 0.28 A 529  AMYLOID PROTEIN-BINDING PROTEIN 1 
   B 397  UBIQUITIN-ACTIVATING ENZYME E1C 
1zs6 2.3 0.26 B 152  NUCLEOSIDE DIPHOSPHATE KINASE 3 
   D 152  NUCLEOSIDE DIPHOSPHATE KINASE 3 
2a26 1.2 0.2 A 48  CALCYCLIN-BINDING PROTEIN 
   B 46  CALCYCLIN-BINDING PROTEIN 
2a2a 1.47 0.21 A 304  DEATH-ASSOCIATED PROTEIN KINASE 2 
   B 303  DEATH-ASSOCIATED PROTEIN KINASE 2 
2a5y 2.6 0.28 A 173  APOPTOSIS REGULATOR CED-9 
   B 501  CED-4 
2an6 3 0.31 A 191  UBIQUITIN LIGASE SIAH1A 
   B 191  UBIQUITIN LIGASE SIAH1A 



2az5 2.1 0.28 A 132
TUMOR NECROSIS FACTOR (TNF-ALPHA) (TUMOR NECROSIS FACTOR 
LIGAND SUPERFAMILY MEMBER 2) (TNF-A) (CACHECTIN) 

   B 132
TUMOR NECROSIS FACTOR (TNF-ALPHA) (TUMOR NECROSIS FACTOR 
LIGAND SUPERFAMILY MEMBER 2) (TNF-A) (CACHECTIN) 

2beg NA NA A 26  AMYLOID BETA A4 PROTEIN 
   B 26  AMYLOID BETA A4 PROTEIN 
   C 26  AMYLOID BETA A4 PROTEIN 
   D 26  AMYLOID BETA A4 PROTEIN 
   E 26  AMYLOID BETA A4 PROTEIN 
2bzw 2.3 0.25 A 145  APOPTOSIS REGULATOR BCL-X 
   B 27  BCL2-ANTAGONIST OF CELL DEATH 
2c2z* 1.95 0.19 A 150  CASPASE-8 P18 SUBUNIT 
   B 90  CASPASE-8 P10 SUBUNIT 
2clq* 2.3 0.26 A 263  MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 5 
   B 259  MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 5 
2erq 2.5 0.27 A 424  VASCULAR APOPTOSIS-INDUCING PROTEIN 1 
   B 423  VASCULAR APOPTOSIS-INDUCING PROTEIN 1 
2fju 2.2 0.23 A 177  RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 1 

   B 696
 1-PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE PHOSPHODIESTERASE 
BETA 2 

2g5b 2.3 0.28 A 211  6A7 FAB LIGHT CHAIN 
   B 204  6A7 FAB HEAVY CHAIN 
2gys 2.7 0.27 A 397 CYTOKINE RECEPTOR COMMON BETA CHAIN 
   B 406 CYTOKINE RECEPTOR COMMON BETA CHAIN 
2h9g 2.32 0.28 A 211  FAB BDF1, LIGHT CHAIN 
   B 208  FAB BDF1, HEAVY CHAIN 

   R 108
 TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 10B 
PRECURSOR 

2hd0 2.28 0.27 A 127  PROTEASE NS2-3 (P23) 
   B 127  PROTEASE NS2-3 (P23) 
2hwi 2 0.26 A 559  RNA-DIRECTED RNA POLYMERASE (NS5B) (P68) 
   B 561  RNA-DIRECTED RNA POLYMERASE (NS5B) (P68) 
2i3h 1.62 0.18 A 90  BACULOVIRAL IAP REPEAT-CONTAINING PROTEIN 7 
   B 95  BACULOVIRAL IAP REPEAT-CONTAINING PROTEIN 7 
2i9t 2.8 0.29 A 275  TRANSCRIPTION FACTOR P65 
   B 312  NUCLEAR FACTOR NF-KAPPA-B P105 SUBUNIT 

2izx 1.3 0.19 A 39
CAMP-DEPENDENT PROTEIN KINASE TYPE II-ALPHA REGULATORY 
SUBUNIT 

   B 41
CAMP-DEPENDENT PROTEIN KINASE TYPE II-ALPHA REGULATORY 
SUBUNIT 

2j21 1.6 0.22 A 188  CELLULAR TUMOR ANTIGEN P53 
   B 188  CELLULAR TUMOR ANTIGEN P53 
2j90 2 0.22 A 263  DEATH-ASSOCIATED PROTEIN KINASE 3 
   B 262  DEATH-ASSOCIATED PROTEIN KINASE 3 
2jby* 2.41 0.29 A 127  M11L PROTEIN 
   B 25  BCL-2 HOMOLOGOUS ANTAGONIST/KILLER 2 
2jm6 NA NA A 27  NOXA 
   B 162  MYELOID CELL LEUKEMIA-1 PROTEIN MCL-1 HOMOLOG 
2nvu* 2.8 0.27 A 530  NEDD8-ACTIVATING ENZYME E1 REGULATORY SUBUNIT 

   B 789
 MALTOSE BINDING PROTEIN/NEDD8-ACTIVATING ENZYME E1 CATALYTIC 
SUBUNIT CHIMERA 

   C 176  NEDD8-CONJUGATING ENZYME UBC12 
   I 76  NEDD8 
   J 76  NEDD8 
2p1l 2.5 0.26 A 141  APOPTOSIS REGULATOR BCL-X 
   C 141  APOPTOSIS REGULATOR BCL-X 
2p6b 2.3 0.25 A 357 CALMODULIN-DEPENDENT CALCINEURIN A SUBUNIT ALPHA ISOFORM 



   B 146 CALCINEURIN SUBUNIT B ISOFORM 1 

2v1y 2.4 0.29 A 88
PHOSPHATIDYLINOSITOL-4,5-BISPHOSPHATE 3-KINASE CATALYTIC 
SUBUNIT ALPHA ISOFORM 

   B 166 PHOSPHATIDYLINOSITOL 3-KINASE REGULATORY SUBUNIT ALPHA 

3brt 2.25 0.28 A 39
INHIBITOR OF NUCLEAR FACTOR KAPPA-B KINASE SUBUNIT 
BETA,INHIBITOR OF NUCLEAR FACTOR KAPPA-B KINASE SUBUNIT ALPHA 

   B 61 NF-KAPPA-B ESSENTIAL MODULATOR 

   C 43
INHIBITOR OF NUCLEAR FACTOR KAPPA-B KINASE SUBUNIT 
BETA,INHIBITOR OF NUCLEAR FACTOR KAPPA-B KINASE SUBUNIT ALPHA 

   D 62 NF-KAPPA-B ESSENTIAL MODULATOR 
3sak NA NA A 42  PROTEIN (TUMOR SUPPRESSOR P53) 
   B 42  PROTEIN (TUMOR SUPPRESSOR P53) 
   C 42  PROTEIN (TUMOR SUPPRESSOR P53) 
   D 42  PROTEIN (TUMOR SUPPRESSOR P53) 
3ygs 2.5 0.3 C 95  APOPTOTIC PROTEASE ACTIVATING FACTOR 1 
   P 97  PROCASPASE 9 

†NA indicates NMR derived structure 
*Fully derived from Protein Quaternary Structure (PQS) database 



Table SII: Details of PDB files for signal (blue font) and non signaling (black font) protein complexes from 
which interfaces were used in this study 
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1a0c 2.5 0.18 A 437  XYLOSE ISOMERASE 
   B 437  XYLOSE ISOMERASE 
   C 437  XYLOSE ISOMERASE 
   D 437  XYLOSE ISOMERASE 

1a0t 2.4 0.25 P 413  SUCROSE-SPECIFIC PORIN 
   Q 413  SUCROSE-SPECIFIC PORIN 

1a12 1.7 0.22 A 401  REGULATOR OF CHROMOSOME CONDENSATION 1 
   B 401  REGULATOR OF CHROMOSOME CONDENSATION 1 

1a2x 2.3 0.33 A 158  TROPONIN C 
   B 31  TROPONIN I 

1a4i 1.5 0.24 A 285 
 METHYLENETETRAHYDROFOLATE DEHYDROGENASE 
METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE 

   B 295 
 METHYLENETETRAHYDROFOLATE DEHYDROGENASE 
METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE 

1a64 2 0.27 A 94  CD2 
   B 94  CD2 

1a78 2 0.26 A 134  GALECTIN-1 
   B 134  GALECTIN-1 

1a8r 2.1 0.25 A 221  GTP CYCLOHYDROLASE I 
   B 221  GTP CYCLOHYDROLASE I 
   K 221  GTP CYCLOHYDROLASE I 

1a92 1.8 0.28 A 50  DELTA ANTIGEN 
   C 50  DELTA ANTIGEN 

1aa7 2.08 0.28 A 158  INFLUENZA VIRUS MATRIX PROTEIN 
   B 157  INFLUENZA VIRUS MATRIX PROTEIN 

1ab8 2.2 0.28 A 177  ADENYLYL CYCLASE 
   B 176  ADENYLYL CYCLASE 

1ahs 2.3 0.28 A 126  AFRICAN HORSE SICKNESS VIRUS (SEROTYPE 4) VP7 
   B 126  AFRICAN HORSE SICKNESS VIRUS (SEROTYPE 4) VP7 
   C 126  AFRICAN HORSE SICKNESS VIRUS (SEROTYPE 4) VP7 

1aih 2.5 0.27 A 170  HP1 INTEGRASE 
   B 168  HP1 INTEGRASE 

1ajs 1.6 0.27 A 412  ASPARTATE AMINOTRANSFERASE 
   B 411  ASPARTATE AMINOTRANSFERASE 

1aoc 2 0.28 A 175  COAGULOGEN 
   B 175  COAGULOGEN 

1avo 2.8 0.29 A 60  11S REGULATOR 
   C 60  11S REGULATOR 
   M 60  11S REGULATOR 
   B 140  11S REGULATOR 
   D 140  11S REGULATOR 
   N 140  11S REGULATOR 

1avq 2.4 0.29 A 228  LAMBDA EXONUCLEASE 



   B 228  LAMBDA EXONUCLEASE 
1avy* 1.85 0.25 A 68  FIBRITIN 

   B 54  FIBRITIN 
1axi 2.1 0.26 A 175  GROWTH HORMONE 

   B 191  GROWTH HORMONE RECEPTOR 
1ayo* 1.9 0.26 A 130  ALPHA-2-MACROGLOBULIN 

   B 130  ALPHA-2-MACROGLOBULIN 
1b25 1.85 0.22 A 611  PROTEIN (FORMALDEHYDE FERREDOXIN OXIDOREDUCTASE) 

   B 611  PROTEIN (FORMALDEHYDE FERREDOXIN OXIDOREDUCTASE) 
   D 611  PROTEIN (FORMALDEHYDE FERREDOXIN OXIDOREDUCTASE) 

1b2p 1.7 0.21 A 119  PROTEIN (LECTIN) 
   B 119  PROTEIN (LECTIN) 

1b34 2.5 0.29 A 80  PROTEIN (SMALL NUCLEAR RIBONUCLEOPROTEIN SM D1) 
   B 74  PROTEIN (SMALL NUCLEAR RIBONUCLEOPROTEIN SM D2) 

1b35 2.4 0.24 A 260  PROTEIN (CRICKET PARALYSIS VIRUS, VP1) 
   B 255  PROTEIN (CRICKET PARALYSIS VIRUS, VP2) 
   C 282  PROTEIN (CRICKET PARALYSIS VIRUS, VP3) 
   D 57  PROTEIN (CRICKET PARALYSIS VIRUS, VP4) 

1b4f* 1.95 0.27 A 74  EPHB2 
   B 77  EPHB2 
   C 74  EPHB2 
   D 75  EPHB2 
   F 77  EPHB2 
   H 76  EPHB2 

1b5e 1.6 0.21 A 241  PROTEIN (DEOXYCYTIDYLATE HYDROXYMETHYLASE) 
   B 241  PROTEIN (DEOXYCYTIDYLATE HYDROXYMETHYLASE) 

1b5p 1.8 0.24 A 382  PROTEIN (ASPARTATE AMINOTRANSFERASE) 
   B 382  PROTEIN (ASPARTATE AMINOTRANSFERASE) 

1b65 1.82 0.21 A 363  PROTEIN (AMINOPEPTIDASE) 
   B 363  PROTEIN (AMINOPEPTIDASE) 
   C 363  PROTEIN (AMINOPEPTIDASE) 
   D 363  PROTEIN (AMINOPEPTIDASE) 

1b79 2.3 0.29 A 102  DNAB HELICASE 
   B 103  DNAB HELICASE 
   D 103  DNAB HELICASE 

1b8z 1.6 0.24 A 67  PROTEIN (HISTONELIKE PROTEIN HU) 
   B 67  PROTEIN (HISTONELIKE PROTEIN HU) 

1b9l 2.9 0.26 A 119  PROTEIN (EPIMERASE) 
   B 119  PROTEIN (EPIMERASE) 
   C 119  PROTEIN (EPIMERASE) 
   E 119  PROTEIN (EPIMERASE) 
   F 119  PROTEIN (EPIMERASE) 
   G 119  PROTEIN (EPIMERASE) 
   H 119  PROTEIN (EPIMERASE) 

1baz 1.9 0.27 A 49  ARC REPRESSOR 
   B 41  ARC REPRESSOR 
   C 46  ARC REPRESSOR 
   D 40  ARC REPRESSOR 

1beb 1.8 0.24 A 156  BETA-LACTOGLOBULIN 
   B 156  BETA-LACTOGLOBULIN 

1beh 1.75 0.29 A 184  PHOSPHATIDYLETHANOLAMINE BINDING PROTEIN 



   B 183  PHOSPHATIDYLETHANOLAMINE BINDING PROTEIN 
1bou 2.2 0.21 A 132  4,5-DIOXYGENASE ALPHA CHAIN 

   B 298  4,5-DIOXYGENASE BETA CHAIN 
   D 298  4,5-DIOXYGENASE BETA CHAIN 

1brw 2.1 0.28 A 433  PROTEIN (PYRIMIDINE NUCLEOSIDE PHOSPHORYLASE) 
   B 433  PROTEIN (PYRIMIDINE NUCLEOSIDE PHOSPHORYLASE) 

1bu6 2.37 0.28 O 497  PROTEIN (GLYCEROL KINASE) 
   Y 499  PROTEIN (GLYCEROL KINASE) 

1bw0 2.5 0.21 A 411  PROTEIN (TYROSINE AMINOTRANSFERASE) 
   B 412  PROTEIN (TYROSINE AMINOTRANSFERASE) 

1byk 2.5 0.22 A 255  PROTEIN (TREHALOSE OPERON REPRESSOR) 
   B 255  PROTEIN (TREHALOSE OPERON REPRESSOR) 

1c3c* 1.8 0.21 A 424  PROTEIN (ADENYLOSUCCINATE LYASE) 
   B 424  PROTEIN (ADENYLOSUCCINATE LYASE) 

1c6v 3 0.36 A 148  PROTEIN (SIV INTEGRASE) 
   B 142  PROTEIN (SIV INTEGRASE) 
   C 143  PROTEIN (SIV INTEGRASE) 
   D 142  PROTEIN (SIV INTEGRASE) 
   X 55  PROTEIN (SIU89134) 

1c8n 2.25 0.27 A 189  COAT PROTEIN 
   B 189  COAT PROTEIN 

1c8u 1.9 0.25 A 285  ACYL-COA THIOESTERASE II 
   B 285  ACYL-COA THIOESTERASE II 

1c9k 2.2 0.25 A 170  ADENOSYLCOBINAMIDE KINASE 
   B 180  ADENOSYLCOBINAMIDE KINASE 
   C 165  ADENOSYLCOBINAMIDE KINASE 

1cd9* 2.8 0.32 A 171  PROTEIN (GRANULOCYTE COLONY-STIMULATING FACTOR) 
   C 169  PROTEIN (GRANULOCYTE COLONY-STIMULATING FACTOR) 
   B 206  PROTEIN (G-CSF RECEPTOR) 
   D 204  PROTEIN (G-CSF RECEPTOR) 

1chm 1.9 0.22 A 401  CREATINE AMIDINOHYDROLASE 
   B 401  CREATINE AMIDINOHYDROLASE 

1ci4 1.9 0.26 A 87  PROTEIN (BARRIER-TO-AUTOINTEGRATION FACTOR (BAF)) 
   B 87  PROTEIN (BARRIER-TO-AUTOINTEGRATION FACTOR (BAF)) 

1ci6 2.6 0.27 A 56  TRANSCRIPTION FACTOR ATF-4 
   B 47  TRANSCRIPTION FACTOR C/EBP BETA 

1cmc 1.8 0.30 A 104  MET REPRESSOR 
   B 104  MET REPRESSOR 

1cnt 2.4 0.25 1 150  CILIARY NEUROTROPHIC FACTOR 
   4 126  CILIARY NEUROTROPHIC FACTOR 

1cnz 1.76 0.26 A 363  PROTEIN (3-ISOPROPYLMALATE DEHYDROGENASE) 
   B 363  PROTEIN (3-ISOPROPYLMALATE DEHYDROGENASE) 

1cp2 1.93 0.30 A 269  NITROGENASE IRON PROTEIN 
   B 269  NITROGENASE IRON PROTEIN 

1cq3 1.85 0.24 A 224  VIRAL CHEMOKINE INHIBITOR 
   B 224  VIRAL CHEMOKINE INHIBITOR 

1cqx 1.75 0.22 A 403  FLAVOHEMOPROTEIN 
   B 403  FLAVOHEMOPROTEIN 

1cru 1.5 0.20 A 448  PROTEIN (SOLUBLE QUINOPROTEIN GLUCOSE DEHYDROGENASE) 
   B 452  PROTEIN (SOLUBLE QUINOPROTEIN GLUCOSE DEHYDROGENASE) 

1cs1 1.5 0.26 A 383  PROTEIN (CYSTATHIONINE GAMMA-SYNTHASE) 



   B 383  PROTEIN (CYSTATHIONINE GAMMA-SYNTHASE) 
   C 383  PROTEIN (CYSTATHIONINE GAMMA-SYNTHASE) 
   D 383  PROTEIN (CYSTATHIONINE GAMMA-SYNTHASE) 

1ct9 2 0.30 A 497  ASPARAGINE SYNTHETASE B 
   D 495  ASPARAGINE SYNTHETASE B 

1cxz* 2.2 0.27 A 182  PROTEIN (HIS-TAGGED TRANSFORMING PROTEIN RHOA(0-181)) 
   B 86  PROTEIN (PKN) 

1d0q* 1.71 0.23 A 102  DNA PRIMASE 
   B 102  DNA PRIMASE 

1d2v 1.75 0.30 A 104  MYELOPEROXIDASE 
   C 465  MYELOPEROXIDASE 

1d3y 2 0.24 A 289  DNA TOPOISOMERASE VI A SUBUNIT 
   B 290  DNA TOPOISOMERASE VI A SUBUNIT 

1d7m 2.7 0.25 A 101  CORTEXILLIN I 
   B 101  CORTEXILLIN I 

1d8h 2 0.31 A 288  MRNA TRIPHOSPHATASE CET1 
   B 288  MRNA TRIPHOSPHATASE CET1 

1d8w 1.6 0.24 A 394  L-RHAMNOSE ISOMERASE 
   B 394  L-RHAMNOSE ISOMERASE 
   C 393  L-RHAMNOSE ISOMERASE 
   D 394  L-RHAMNOSE ISOMERASE 

1d9c 2 0.28 A 121  INTERFERON-GAMMA 
   B 119  INTERFERON-GAMMA 

1dbq 2.2 0.28 A 276  PURINE REPRESSOR 
   B 276  PURINE REPRESSOR 

1dd4* 2.4 0.24 A 128  50S RIBOSOMAL PROTEIN L7/L12 
   B 128  50S RIBOSOMAL PROTEIN L7/L12 
   C 35  50S RIBOSOMAL PROTEIN L7/L12 
   D 40  50S RIBOSOMAL PROTEIN L7/L12 

1deb* 2.4 0.28 A 54  ADENOMATOUS POLYPOSIS COLI PROTEIN 
   B 53  ADENOMATOUS POLYPOSIS COLI PROTEIN 

1dev 2.2 0.28 A 194  MAD (MOTHERS AGAINST DECAPENTAPLEGIC, DROSOPHILA) HOMOLOG 2 
   C 192  MAD (MOTHERS AGAINST DECAPENTAPLEGIC, DROSOPHILA) HOMOLOG 2 
   B 41  SMAD ANCHOR FOR RECEPTOR ACTIVATION 
   D 39  SMAD ANCHOR FOR RECEPTOR ACTIVATION 

1dgw* 1.7 0.25 A 178  CANAVALIN 
   X 76  CANAVALIN 
   Y 92  CANAVALIN 

1di1* 2.5 0.27 A 290  ARISTOLOCHENE SYNTHASE 
   B 290  ARISTOLOCHENE SYNTHASE 

1dj0 1.5 0.22 A 264  PSEUDOURIDINE SYNTHASE I 
   B 264  PSEUDOURIDINE SYNTHASE I 

1dj7 1.6 0.28 A 109  FERREDOXIN THIOREDOXIN REDUCTASE: CATALYTIC CHAIN 
   B 73  FERREDOXIN THIOREDOXIN REDUCTASE: VARIABLE CHAIN 

1dj8 2 0.26 A 79  PROTEIN HNS-DEPENDENT EXPRESSION A 
   B 79  PROTEIN HNS-DEPENDENT EXPRESSION A 

1dk0 1.77 0.21 A 173  HEME-BINDING PROTEIN A 
   B 173  HEME-BINDING PROTEIN A 

1dkg 2.8 0.32 A 158  NUCLEOTIDE EXCHANGE FACTOR GRPE 
   B 151  NUCLEOTIDE EXCHANGE FACTOR GRPE 
   D 376  MOLECULAR CHAPERONE DNAK 



1dku* 2.2 0.24 A 295  PROTEIN (PHOSPHORIBOSYL PYROPHOSPHATE SYNTHETASE) 
   B 295  PROTEIN (PHOSPHORIBOSYL PYROPHOSPHATE SYNTHETASE) 

1dmh 1.7 0.22 A 309  CATECHOL 1,2-DIOXYGENASE 
   B 309  CATECHOL 1,2-DIOXYGENASE 

1dml 2.7 0.28 A 267  DNA POLYMERASE PROCESSIVITY FACTOR 
   B 36  DNA POLYMERASE 

1dpg 2 0.26 A 485  GLUCOSE 6-PHOSPHATE DEHYDROGENASE 
   B 485  GLUCOSE 6-PHOSPHATE DEHYDROGENASE 

1dqp 1.75 0.23 A 230  GUANINE PHOSPHORIBOSYLTRANSFERASE 
   B 230  GUANINE PHOSPHORIBOSYLTRANSFERASE 

1dqw 2.1 0.26 A 267  OROTIDINE 5'-PHOSPHATE DECARBOXYLASE 
   B 267  OROTIDINE 5'-PHOSPHATE DECARBOXYLASE 

1dtd 1.65 0.23 A 303  CARBOXYPEPTIDASE A2 
   B 61  METALLOCARBOXYPEPTIDASE INHIBITOR 

1duv 1.7 0.22 G 333  ORNITHINE TRANSCARBAMOYLASE 
   H 333  ORNITHINE TRANSCARBAMOYLASE 
   I 333  ORNITHINE TRANSCARBAMOYLASE 

1e2k* 1.7 0.25 A 308  THYMIDINE KINASE 
   B 316  THYMIDINE KINASE 

1e44 2.4 0.23 A 84  IMMUNITY PROTEIN 
   B 96  COLICIN E3 

1e5r* 2.3 0.28 A 260  PROLINE OXIDASE 
   B 262  PROLINE OXIDASE 

1ebf 2.3 0.27 A 358  HOMOSERINE DEHYDROGENASE 
   B 358  HOMOSERINE DEHYDROGENASE 

1ec7 1.9 0.27 A 429  GLUCARATE DEHYDRATASE 
   C 428  GLUCARATE DEHYDRATASE 

1ecs 1.7 0.23 A 120  BLEOMYCIN RESISTANCE PROTEIN 
   B 120  BLEOMYCIN RESISTANCE PROTEIN 

1eer 1.9 0.32 A 166  ERYTHROPOIETIN 
   B 213  ERYTHROPOIETIN RECEPTOR 
   C 213  ERYTHROPOIETIN RECEPTOR 

1ef8* 1.85 0.24 A 256  METHYLMALONYL COA DECARBOXYLASE 
   B 253  METHYLMALONYL COA DECARBOXYLASE 

1efn 2.5 0.28 A 57  FYN TYROSINE KINASE 
   C 57  FYN TYROSINE KINASE 
   B 104  HIV-1 NEF PROTEIN 
   D 104  HIV-1 NEF PROTEIN 

1ehi 2.38 0.26 A 360  D-ALANINE:D-LACTATE LIGASE 
   B 347  D-ALANINE:D-LACTATE LIGASE 

1ei6 2.1 0.25 A 404  PHOSPHONOACETATE HYDROLASE 
   D 395  PHOSPHONOACETATE HYDROLASE 

1ei7 2.45 0.23 A 158  COAT PROTEIN 
   B 158  COAT PROTEIN 

1ek9 2.1 0.26 A 423  OUTER MEMBRANE PROTEIN TOLC 
   B 423  OUTER MEMBRANE PROTEIN TOLC 

1ekj* 1.93 0.25 A 210  BETA-CARBONIC ANHYDRASE 
   B 213  BETA-CARBONIC ANHYDRASE 
   C 217  BETA-CARBONIC ANHYDRASE 
   D 211  BETA-CARBONIC ANHYDRASE 
   E 212  BETA-CARBONIC ANHYDRASE 



   F 214  BETA-CARBONIC ANHYDRASE 
   H 211  BETA-CARBONIC ANHYDRASE 

1ekq* 1.5 0.25 A 253  HYDROXYETHYLTHIAZOLE KINASE 
   B 254  HYDROXYETHYLTHIAZOLE KINASE 

1el6 2 0.23 A 208  BASEPLATE STRUCTURAL PROTEIN GP11 
   B 208  BASEPLATE STRUCTURAL PROTEIN GP11 

1em8 2.1 0.27 A 147  DNA POLYMERASE III CHI SUBUNIT 
   B 110  DNA POLYMERASE III PSI SUBUNIT 

1em9 2.05 0.27 A 147  GAG POLYPROTEIN CAPSID PROTEIN P27 
   B 141  GAG POLYPROTEIN CAPSID PROTEIN P27 

1ep3 2.1 0.24 A 311  DIHYDROOROTATE DEHYDROGENASE B (PYRD SUBUNIT) 
   B 261  DIHYDROOROTATE DEHYDROGENASE B (PYRK SUBUNIT) 

1eq2 2 0.26 A 272  ADP-L-GLYCERO-D-MANNOHEPTOSE 6-EPIMERASE 
   B 299  ADP-L-GLYCERO-D-MANNOHEPTOSE 6-EPIMERASE 

1ete 2.2 0.29 A 134  FLT3 LIGAND 
   B 134  FLT3 LIGAND 

1ev7 2.38 0.29 A 295  TYPE IIE RESTRICTION ENDONUCLEASE NAEI 
   B 293  TYPE IIE RESTRICTION ENDONUCLEASE NAEI 

1evl 1.55 0.23 A 401  THREONYL-TRNA SYNTHETASE 
   B 401  THREONYL-TRNA SYNTHETASE 

1ex2 1.85 0.22 A 185  PROTEIN MAF 
   B 185  PROTEIN MAF 

1exb* 2.1 0.23 A 326  KV BETA2 PROTEIN 
   E 91  POTASSIUM CHANNEL KV1.1 

1exq 1.6 0.27 A 147  POL POLYPROTEIN 
   B 145  POL POLYPROTEIN 

1ext 1.85 0.24 A 160  TUMOR NECROSIS FACTOR RECEPTOR 
   B 158  TUMOR NECROSIS FACTOR RECEPTOR 

1exz 2.3 0.29 A 133  STEM CELL FACTOR 
   B 140  STEM CELL FACTOR 

1eyq 1.85 0.26 A 212  CHALCONE-FLAVONONE ISOMERASE 1 
   B 212  CHALCONE-FLAVONONE ISOMERASE 1 

1ez0 2.1 0.25 A 504  ALDEHYDE DEHYDROGENASE 
   D 502  ALDEHYDE DEHYDROGENASE 

1ez3* 1.9 0.29 A 124  SYNTAXIN-1A 
   B 124  SYNTAXIN-1A 
   C 124  SYNTAXIN-1A 

1ezf 2.15 0.26 A 323  FARNESYL-DIPHOSPHATE FARNESYLTRANSFERASE 
   B 324  FARNESYL-DIPHOSPHATE FARNESYLTRANSFERASE 
   C 320  FARNESYL-DIPHOSPHATE FARNESYLTRANSFERASE 

1ezg 1.4 0.26 A 82  THERMAL HYSTERESIS PROTEIN ISOFORM YL-1 
   B 82  THERMAL HYSTERESIS PROTEIN ISOFORM YL-1 

1ezi 2 0.26 A 211  CMP-N-ACETYLNEURAMINIC ACID SYNTHETASE 
   B 208  CMP-N-ACETYLNEURAMINIC ACID SYNTHETASE 

1f06 2.1 0.21 A 320  MESO-DIAMINOPIMELATE D-DEHYDROGENASE 
   B 320  MESO-DIAMINOPIMELATE D-DEHYDROGENASE 

1f1m 1.8 0.24 A 162  OUTER SURFACE PROTEIN C 
   B 162  OUTER SURFACE PROTEIN C 

1f2t 1.6 0.23 A 145  RAD50 ABC-ATPASE 
   B 143  RAD50 ABC-ATPASE 

1f3m 2.3 0.26 A 70  SERINE/THREONINE-PROTEIN KINASE PAK-ALPHA 



   B 70  SERINE/THREONINE-PROTEIN KINASE PAK-ALPHA 
   C 287  SERINE/THREONINE-PROTEIN KINASE PAK-ALPHA 

1f3u 1.7 0.26 A 118  TRANSCRIPTION INITIATION FACTOR IIF, BETA SUBUNIT 
   B 139  TRANSCRIPTION INITIATION FACTOR IIF, ALPHA SUBUNIT 

1f3v* 2 0.26 A 158 
 TUMOR NECROSIS FACTOR RECEPTOR TYPE 1 ASSOCIATED DEATH DOMAIN 
PROTEIN 

   B 164  TUMOR NECROSIS FACTOR RECEPTOR-ASSOCIATED PROTEIN 
1f5m 1.9 0.25 A 176  GAF 

   B 177  GAF 
1f60 1.67 0.22 A 440  ELONGATION FACTOR EEF1A 

   B 90  ELONGATION FACTOR EEF1BA 
1f6b 1.7 0.24 A 176  SAR1 

   B 180  SAR1 
1f7d* 1.4 0.29 A 118  POL POLYPROTEIN 

   B 117  POL POLYPROTEIN 
1f89 2.4 0.26 A 271  32.5 KDA PROTEIN YLR351C 

   B 271  32.5 KDA PROTEIN YLR351C 
1f8m 1.8 0.25 A 427  ISOCITRATE LYASE 

   B 427  ISOCITRATE LYASE 
   C 427  ISOCITRATE LYASE 
   D 427  ISOCITRATE LYASE 

1f9z 1.5 0.27 A 128  GLYOXALASE I 
   B 128  GLYOXALASE I 

1fgj* 2.8 0.31 A 499  HYDROXYLAMINE OXIDOREDUCTASE 
   B 499  HYDROXYLAMINE OXIDOREDUCTASE 

1fip 1.9 0.31 A 73  FACTOR FOR INVERSION STIMULATION (FIS) 
   B 73  FACTOR FOR INVERSION STIMULATION (FIS) 

1fiu 1.6 0.20 A 286  TYPE II RESTRICTION ENZYME NGOMI 
   B 286  TYPE II RESTRICTION ENZYME NGOMI 
   C 286  TYPE II RESTRICTION ENZYME NGOMI 
   D 286  TYPE II RESTRICTION ENZYME NGOMI 

1fj2 1.5 0.24 A 229  PROTEIN (ACYL PROTEIN THIOESTERASE 1) 
   B 229  PROTEIN (ACYL PROTEIN THIOESTERASE 1) 

1fjh 1.68 0.23 A 236  3ALPHA-HYDROXYSTEROID DEHYDROGENASE/CARBONYL REDUCTASE 
   B 236  3ALPHA-HYDROXYSTEROID DEHYDROGENASE/CARBONYL REDUCTASE 

1fjr* 2.3 0.23 A 188  METHUSELAH ECTODOMAIN 
   B 188  METHUSELAH ECTODOMAIN 

1flc 3.2 0.27 A 427  HAEMAGGLUTININ-ESTERASE-FUSION GLYCOPROTEIN 
   C 427  HAEMAGGLUTININ-ESTERASE-FUSION GLYCOPROTEIN 
   E 427  HAEMAGGLUTININ-ESTERASE-FUSION GLYCOPROTEIN 
   B 162  HAEMAGGLUTININ-ESTERASE-FUSION GLYCOPROTEIN 
   D 162  HAEMAGGLUTININ-ESTERASE-FUSION GLYCOPROTEIN 
   F 162  HAEMAGGLUTININ-ESTERASE-FUSION GLYCOPROTEIN 

1flm 1.3 0.27 A 122  PROTEIN (FMN-BINDING PROTEIN) 
   B 122  PROTEIN (FMN-BINDING PROTEIN) 

1fn9 1.8 0.20 A 365  OUTER-CAPSID PROTEIN SIGMA 3 
   B 365  OUTER-CAPSID PROTEIN SIGMA 3 

1fs0* 2.1 0.27 E 128  ATP SYNTHASE EPSILON SUBUNIT 
   G 219  ATP SYNTHASE GAMMA SUBUNIT 

1fs1 1.8 0.27 A 41  CYCLIN A/CDK2-ASSOCIATED P19 
   B 116  CYCLIN A/CDK2-ASSOCIATED P45 

1ftr 1.7 0.27 A 296  FORMYLMETHANOFURAN\:TETRAHYDROMETHANOPTERIN 



FORMYLTRANSFERASE 

   B 296 
 FORMYLMETHANOFURAN\:TETRAHYDROMETHANOPTERIN 
FORMYLTRANSFERASE 

   C 296 
 FORMYLMETHANOFURAN\:TETRAHYDROMETHANOPTERIN 
FORMYLTRANSFERASE 

   D 296 
 FORMYLMETHANOFURAN\:TETRAHYDROMETHANOPTERIN 
FORMYLTRANSFERASE 

1fui 2.5 0.21 A 591  L-FUCOSE ISOMERASE 
   B 591  L-FUCOSE ISOMERASE 

1fwx 1.6 0.26 A 591  NITROUS OXIDE REDUCTASE 
   B 589  NITROUS OXIDE REDUCTASE 

1fxk* 2.3 0.27 A 103  PREFOLDIN 
   B 105  PREFOLDIN 
   C 133  PROTEIN (PREFOLDIN) 

1fzc 2.3 0.29 A 74  FIBRIN 
   D 74  FIBRIN 
   B 308  FIBRIN 
   C 301  FIBRIN 
   F 301  FIBRIN 

1g0o 1.7 0.21 A 272  TRIHYDROXYNAPHTHALENE REDUCTASE 
   B 272  TRIHYDROXYNAPHTHALENE REDUCTASE 
   C 281  TRIHYDROXYNAPHTHALENE REDUCTASE 
   D 281  TRIHYDROXYNAPHTHALENE REDUCTASE 

1g0s 1.9 0.24 A 201  HYPOTHETICAL 23.7 KDA PROTEIN IN ICC-TOLC INTERGENIC REGION 
   B 202  HYPOTHETICAL 23.7 KDA PROTEIN IN ICC-TOLC INTERGENIC REGION 

1g2c 2.3 0.29 A 50  FUSION PROTEIN (F) 
   C 48  FUSION PROTEIN (F) 
   E 48  FUSION PROTEIN (F) 
   B 40  FUSION PROTEIN (F) 
   D 36  FUSION PROTEIN (F) 
   F 36  FUSION PROTEIN (F) 

1g31* 2.3 0.25 A 107  GP31 
   B 107  GP31 
   C 107  GP31 
   D 107  GP31 
   E 107  GP31 
   F 107  GP31 
   G 107  GP31 

1g3j 2.1 0.26 A 522  BETA-CATENIN ARMADILLO REPEAT REGION 
   B 41  TCF3-CBD (CATENIN BINDING DOMAIN) 

1g3k* 1.9 0.23 A 173  ATP-DEPENDENT PROTEASE HSLV 
   B 173  ATP-DEPENDENT PROTEASE HSLV 
   C 173  ATP-DEPENDENT PROTEASE HSLV 

1g4m 1.9 0.27 A 356  BETA-ARRESTIN1 
   B 357  BETA-ARRESTIN1 

1g4y* 1.6 0.25 B 81  CALCIUM-ACTIVATED POTASSIUM CHANNEL RSK2 
   R 147  CALMODULIN 

1g6u* 1.48 0.24 A 48  DOMAIN SWAPPED DIMER 
   B 48  DOMAIN SWAPPED DIMER 

1g73 2 0.27 A 157  SECOND MITOCHONDRIA-DERIVED ACTIVATOR OF CASPASES 
   B 157  SECOND MITOCHONDRIA-DERIVED ACTIVATOR OF CASPASES 
   C 89  INHIBITORS OF APOPTOSIS-LIKE PROTEIN ILP 



   D 102  INHIBITORS OF APOPTOSIS-LIKE PROTEIN ILP 
1g8e 1.8 0.30 A 98  FLAGELLAR TRANSCRIPTIONAL ACTIVATOR FLHD 

   B 80  FLAGELLAR TRANSCRIPTIONAL ACTIVATOR FLHD 
1g8q 1.6 0.24 A 90  CD81 ANTIGEN, EXTRACELLULAR DOMAIN 

   B 86  CD81 ANTIGEN, EXTRACELLULAR DOMAIN 
1gcq 1.68 0.24 B 57  GROWTH FACTOR RECEPTOR-BOUND PROTEIN 2 

   C 69  VAV PROTO-ONCOGENE 
1gkp 1.29 0.18 A 457  HYDANTOINASE 

   B 457  HYDANTOINASE 
1gl2 1.9 0.22 A 54  ENDOBREVIN 

   B 60  SYNTAXIN 7 
   C 60  VESICLE TRANSPORT V-SNARE PROTEIN VTI1-LIKE 1 
   D 55  SYNTAXIN 8 

1gme* 2.7 0.29 A 150  HEAT SHOCK PROTEIN 16.9B 
   B 109  HEAT SHOCK PROTEIN 16.9B 
   C 150  HEAT SHOCK PROTEIN 16.9B 
   D 110  HEAT SHOCK PROTEIN 16.9B 

1gmj 2.2 0.28 A 65  ATPASE INHIBITOR 
   B 60  ATPASE INHIBITOR 

1gml 2.2 0.23 A 154  CCT-GAMMA 
   D 148  CCT-GAMMA 

1go4 2.05 0.27 A 196  MITOTIC SPINDLE ASSEMBLY CHECKPOINT PROTEIN MAD2A 
   D 193  MITOTIC SPINDLE ASSEMBLY CHECKPOINT PROTEIN MAD2A 
   G 100  MAD1 (MITOTIC ARREST DEFICIENT)-LIKE 1 
   H 93  MAD1 (MITOTIC ARREST DEFICIENT)-LIKE 1 

1got 2 0.27 A 326  GT-ALPHA/GI-ALPHA CHIMERA 
   B 339  GT-BETA 
   G 58  GT-GAMMA 

1gq6* 1.75 0.17 A 295  PROCLAVAMINATE AMIDINO HYDROLASE 
   B 301  PROCLAVAMINATE AMIDINO HYDROLASE 
   C 292  PROCLAVAMINATE AMIDINO HYDROLASE 

1gux 1.85 0.29 A 177  RETINOBLASTOMA PROTEIN 
   B 141  RETINOBLASTOMA PROTEIN 

1gvj 1.53 0.24 A 142  C-ETS-1 PROTEIN 
   B 146  C-ETS-1 PROTEIN 

1gvn 1.95 0.24 A 88  EPSILON 
   C 86  EPSILON 
   B 273  ZETA 
   D 271  ZETA 

1gw5* 2.59 0.34 A 584  ADAPTOR-RELATED PROTEIN COMPLEX 2 ALPHA 2 SUBUNIT 
   B 579  ADAPTER-RELATED PROTEIN COMPLEX 2 BETA 1 SUBUNIT 
   M 396  CLATHRIN COAT ASSEMBLY PROTEIN AP50 
   S 142  CLATHRIN COAT ASSEMBLY PROTEIN AP17 

1gwy 1.71 0.26 A 175  STICHOLYSIN II 
   B 175  STICHOLYSIN II 

1gxj 2 0.27 A 161  CHROMOSOME SEGREGATION SMC PROTEIN 
   B 162  CHROMOSOME SEGREGATION SMC PROTEIN 

1gxr 1.65 0.26 A 335  TRANSDUCIN-LIKE ENHANCER PROTEIN 1 
   B 324  TRANSDUCIN-LIKE ENHANCER PROTEIN 1 

1gzs 2.3 0.26 A 178  GTP-BINDING PROTEIN 
   B 165  SOPE 



1h03 1.7 0.23 P 125  COMPLEMENT DECAY-ACCELERATING FACTOR 
   Q 125  COMPLEMENT DECAY-ACCELERATING FACTOR 

1h21 2.5 0.26 A 240  SPLIT-SORET CYTOCHROME C 
   B 240  SPLIT-SORET CYTOCHROME C 

1h2i* 2.7 0.26 A 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   B 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   C 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   D 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   F 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   K 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   M 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 
   O 186  DNA REPAIR PROTEIN RAD52 HOMOLOG 

1h2s* 1.93 0.26 A 225  SENSORY RHODOPSIN II 
   B 60  SENSORY RHODOPSIN II TRANSDUCER 

1h3g 2.1 0.22 A 574  CYCLOMALTODEXTRINASE 
   B 574  CYCLOMALTODEXTRINASE 

1h5q 1.5 0.21 A 260  NADP-DEPENDENT MANNITOL DEHYDROGENASE 
   B 260  NADP-DEPENDENT MANNITOL DEHYDROGENASE 
   C 260  NADP-DEPENDENT MANNITOL DEHYDROGENASE 
   D 260  NADP-DEPENDENT MANNITOL DEHYDROGENASE 

1h5w* 2.1 0.25 A 249  UPPER COLLAR PROTEIN 
   B 255  UPPER COLLAR PROTEIN 
   C 251  UPPER COLLAR PROTEIN 

1h6d* 2.05 0.23 A 383  PRECURSOR FORM OF GLUCOSE-FRUCTOSE OXIDOREDUCTASE 
   B 381  PRECURSOR FORM OF GLUCOSE-FRUCTOSE OXIDOREDUCTASE 
   C 382  PRECURSOR FORM OF GLUCOSE-FRUCTOSE OXIDOREDUCTASE 
   D 382  PRECURSOR FORM OF GLUCOSE-FRUCTOSE OXIDOREDUCTASE 

1h6g 2.2 0.26 A 248  ALPHA-1 CATENIN 
   B 235  ALPHA-1 CATENIN 

1h6k 2 0.23 A 728  CBP80 
   X 77  20 KDA NUCLEAR CAP BINDING PROTEIN 

1hcn 2.6 0.27 A 85  HUMAN CHORIONIC GONADOTROPIN 
   B 110  HUMAN CHORIONIC GONADOTROPIN 

1he1 2 0.22 A 135  EXOENZYME S 
   C 176  RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 1 

1hei 2.1 0.32 A 443  HCV HELICASE 
   B 412  HCV HELICASE 

1hf2 2.2 0.30 A 196  SEPTUM SITE-DETERMINING PROTEIN MINC 
   B 206  SEPTUM SITE-DETERMINING PROTEIN MINC 
   C 202  SEPTUM SITE-DETERMINING PROTEIN MINC 
   D 190  SEPTUM SITE-DETERMINING PROTEIN MINC 

1hi9* 2.4 0.27 A 274  DIPEPTIDE TRANSPORT PROTEIN DPPA 
   B 274  DIPEPTIDE TRANSPORT PROTEIN DPPA 

1hjr 2.5 0.27 A 158  HOLLIDAY JUNCTION RESOLVASE (RUVC) 
   C 158  HOLLIDAY JUNCTION RESOLVASE (RUVC) 

1hkq 2.75 0.27 A 125  REPLICATION PROTEIN 
   B 125  REPLICATION PROTEIN 

1hl9* 2.25 0.23 A 420  PUTATIVE ALPHA-L-FUCOSIDASE 
   B 426  PUTATIVE ALPHA-L-FUCOSIDASE 

1hqk 1.6 0.24 A 154  6,7-DIMETHYL-8-RIBITYLLUMAZINE SYNTHASE 
   B 154  6,7-DIMETHYL-8-RIBITYLLUMAZINE SYNTHASE 



1hr6 2.5 0.28 A 457  MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT 
   B 439  MITOCHONDRIAL PROCESSING PEPTIDASE BETA SUBUNIT 

1hrh 2.4 0.28 A 125  RIBONUCLEASE H 
   B 122  RIBONUCLEASE H 

1hrk 2 0.23 A 359  FERROCHELATASE 
   B 359  FERROCHELATASE 

1hul 2.4 0.37 A 108  INTERLEUKIN-5 
   B 108  INTERLEUKIN-5 

1hw1 1.5 0.22 A 226  FATTY ACID METABOLISM REGULATOR PROTEIN 
   B 226  FATTY ACID METABOLISM REGULATOR PROTEIN 

1hx1 1.9 0.28 A 377  HEAT SHOCK COGNATE 71 KDA 
   B 112  BAG-FAMILY MOLECULAR CHAPERONE REGULATOR-1 

1hyn 2.6 0.29 P 293  BAND 3 ANION TRANSPORT PROTEIN 
   Q 302  BAND 3 ANION TRANSPORT PROTEIN 

1hyo 1.3 0.20 A 416  FUMARYLACETOACETATE HYDROLASE 
   B 419  FUMARYLACETOACETATE HYDROLASE 

1hzd 2.2 0.25 A 266  AU-BINDING PROTEIN/ENOYL-COA HYDRATASE 
   B 265  AU-BINDING PROTEIN/ENOYL-COA HYDRATASE 
   D 265  AU-BINDING PROTEIN/ENOYL-COA HYDRATASE 
   E 266  AU-BINDING PROTEIN/ENOYL-COA HYDRATASE 

1i0l 1.72 0.27 A 192  HYPOXANTHINE-GUANINE PHOSPHORIBOSYLTRANSFERASE 
   B 194  HYPOXANTHINE-GUANINE PHOSPHORIBOSYLTRANSFERASE 

1i1q* 1.9 0.25 A 512  ANTHRANILATE SYNTHASE COMPONENT I 
   B 186  ANTHRANILATE SYNTHASE COMPONENT II 

1i1r* 2.4 0.26 A 301  INTERLEUKIN-6 RECEPTOR BETA CHAIN 
   B 167  VIRAL IL-6 

1i36 2 0.23 A 258  CONSERVED HYPOTHETICAL PROTEIN MTH1747 
   B 258  CONSERVED HYPOTHETICAL PROTEIN MTH1747 

1i3c 1.9 0.22 A 142  RESPONSE REGULATOR RCP1 
   B 138  RESPONSE REGULATOR RCP1 

1i4d 2.5 0.30 A 188  ARFAPTIN 2 
   B 185  ARFAPTIN 2 
   D 177  RAS-RELATED C3 BOTULINUM TOXIN SUBSTRATE 1 

1i4j 1.8 0.26 A 110  50S RIBOSOMAL PROTEIN L22 
   B 110  50S RIBOSOMAL PROTEIN L22 

1i7n* 1.9 0.27 A 308  SYNAPSIN II 
   B 308  SYNAPSIN II 

1i8d 2 0.30 A 206  RIBOFLAVIN SYNTHASE 
   B 201  RIBOFLAVIN SYNTHASE 
   C 185  RIBOFLAVIN SYNTHASE 

1i8n 2.2 0.24 A 89  ANTI-PLATELET PROTEIN 
   B 89  ANTI-PLATELET PROTEIN 
   C 89  ANTI-PLATELET PROTEIN 

1ia9 2 0.29 A 276  TRANSIENT RECEPTOR POTENTIAL-RELATED PROTEIN 
   B 280  TRANSIENT RECEPTOR POTENTIAL-RELATED PROTEIN 

1iar 2.3 0.29 A 129  PROTEIN (INTERLEUKIN-4) 
   B 188  PROTEIN (INTERLEUKIN-4 RECEPTOR ALPHA CHAIN) 

1ibx 2.3 0.29 A 81  DNA FRAGMENTATION FACTOR 40 
   B 89  CHIMERA OF IGG BINDING PROTEIN G AND DNA FRAGMENTATION FACTOR 45 

1ii7 2.2 0.26 A 333  MRE11 NUCLEASE 
   B 332  MRE11 NUCLEASE 



1ik9 2.3 0.27 A 207  DNA REPAIR PROTEIN XRCC4 
   B 195  DNA REPAIR PROTEIN XRCC4 
   C 28  DNA LIGASE IV 

1inl 1.5 0.21 A 285  SPERMIDINE SYNTHASE 
   B 291  SPERMIDINE SYNTHASE 
   D 282  SPERMIDINE SYNTHASE 

1ird* 1.25 0.21 A 141  HEMOGLOBIN ALPHA CHAIN 
   B 146  HEMOGLOBIN BETA CHAIN 

1it2* 1.6 0.24 A 146  HEMOGLOBIN 
   B 146  HEMOGLOBIN 

1itv 1.95 0.28 A 195  MMP9 
   B 195  MMP9 

1iu8* 1.6 0.21 A 206  PYRROLIDONE-CARBOXYLATE PEPTIDASE 
   B 206  PYRROLIDONE-CARBOXYLATE PEPTIDASE 

1iv3 1.52 0.26 A 150  2-C-METHYL-D-ERYTHRITOL 2,4-CYCLODIPHOSPHATE SYNTHASE 
   B 150  2-C-METHYL-D-ERYTHRITOL 2,4-CYCLODIPHOSPHATE SYNTHASE 

1ixc* 2.2 0.25 A 284  LYSR-TYPE REGULATORY PROTEIN 
   B 284  LYSR-TYPE REGULATORY PROTEIN 

1ixm 2.6 0.31 A 168  PROTEIN (SPORULATION RESPONSE REGULATORY PROTEIN) 
   B 175  PROTEIN (SPORULATION RESPONSE REGULATORY PROTEIN) 

1iz6 2 0.24 B 136  INITIATION FACTOR 5A 
   C 135  INITIATION FACTOR 5A 

1izn 2.1 0.26 A 275  CAPZ ALPHA-1 SUBUNIT 
   C 273  CAPZ ALPHA-1 SUBUNIT 
   B 270  CAPZ BETA-1 SUBUNIT 
   D 270  CAPZ BETA-1 SUBUNIT 

1j1d 2.61 0.30 A 159  TROPONIN C 
   D 160  TROPONIN C 
   B 70  TROPONIN T 
   E 75  TROPONIN T 
   C 118  TROPONIN I 
   F 116  TROPONIN I 

1j2g 2.2 0.22 A 306  URICASE 
   B 306  URICASE 
   C 306  URICASE 
   D 306  URICASE 

1j2r 1.3 0.17 A 188  HYPOTHETICAL ISOCHORISMATASE FAMILY PROTEIN YECD 
   B 185  HYPOTHETICAL ISOCHORISMATASE FAMILY PROTEIN YECD 

1j30* 1.7 0.22 A 141  144AA LONG HYPOTHETICAL RUBRERYTHRIN 
   B 137  144AA LONG HYPOTHETICAL RUBRERYTHRIN 

1j31 1.6 0.19 A 255  HYPOTHETICAL PROTEIN PH0642 
   B 255  HYPOTHETICAL PROTEIN PH0642 
   C 255  HYPOTHETICAL PROTEIN PH0642 
   D 255  HYPOTHETICAL PROTEIN PH0642 

1j34 1.55 0.21 A 129  COAGULATION FACTOR IX-BINDING PROTEIN A CHAIN 
   B 123  COAGULATION FACTOR IX-BINDING PROTEIN B CHAIN 

1j3m 2 0.26 A 127  THE CONSERVED HYPOTHETICAL PROTEIN TT1751 
   B 127  THE CONSERVED HYPOTHETICAL PROTEIN TT1751 

1j5s 2.85 0.27 A 451  URONATE ISOMERASE 
   B 450  URONATE ISOMERASE 

1j9l* 1.9 0.24 A 247  STATIONARY PHASE SURVIVAL PROTEIN 



   B 247  STATIONARY PHASE SURVIVAL PROTEIN 
1jad 2.4 0.30 A 235  PHOSPHOLIPASE C BETA 

   B 235  PHOSPHOLIPASE C BETA 
1jb0 2.5 0.22 A 740  PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A1 

   B 739  PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 
   C 80  PHOTOSYSTEM I IRON-SULFUR CENTER 
   D 138  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT II 
   E 69  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT IV 
   F 141  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT III 
   I 38  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT VIII 
   J 41  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT IX 
   K 46  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT X 
   L 151  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT XI 
   M 31  PHOTOSYSTEM 1 REACTION CENTRE SUBUNIT XII 
   X 29  PHOTOSYSTEM I SUBUNIT PSAX 

1jc4 2 0.26 A 139  METHYLMALONYL-COA EPIMERASE 
   B 138  METHYLMALONYL-COA EPIMERASE 

1jcd 1.3 0.26 A 50  MAJOR OUTER MEMBRANE LIPOPROTEIN 
   B 52  MAJOR OUTER MEMBRANE LIPOPROTEIN 
   C 50  MAJOR OUTER MEMBRANE LIPOPROTEIN 

1jdh 1.9 0.23 A 508  BETA-CATENIN 
   B 38  HTCF-4 

1je0 1.6 0.25 A 226  5'-METHYLTHIOADENOSINE PHOSPHORYLASE 
   B 226  5'-METHYLTHIOADENOSINE PHOSPHORYLASE 
   C 227  5'-METHYLTHIOADENOSINE PHOSPHORYLASE 

1je5 1.9 0.27 A 181  HELIX-DESTABILIZING PROTEIN 
   B 182  HELIX-DESTABILIZING PROTEIN 

1jek* 1.5 0.27 A 40  ENV POLYPROTEIN 
   B 34  ENV POLYPROTEIN 

1jfl 1.9 0.22 A 228  ASPARTATE RACEMASE 
   B 228  ASPARTATE RACEMASE 

1jg5 2.6 0.21 A 83  GTP CYCLOHYDROLASE I FEEDBACK REGULATORY PROTEIN 
   B 83  GTP CYCLOHYDROLASE I FEEDBACK REGULATORY PROTEIN 

1jh6* 1.8 0.26 A 181  CYCLIC PHOSPHODIESTERASE 
   B 181  CYCLIC PHOSPHODIESTERASE 

1jhf 1.8 0.26 A 197  LEXA REPRESSOR 
   B 111  LEXA REPRESSOR 

1ji4 2.52 0.22 A 144  NEUTROPHIL-ACTIVATING PROTEIN A 
   B 144  NEUTROPHIL-ACTIVATING PROTEIN A 
   D 144  NEUTROPHIL-ACTIVATING PROTEIN A 
   F 144  NEUTROPHIL-ACTIVATING PROTEIN A 
   G 144  NEUTROPHIL-ACTIVATING PROTEIN A 
   H 144  NEUTROPHIL-ACTIVATING PROTEIN A 

1jiw 1.74 0.20 P 470  ALKALINE METALLOPROTEINASE 
   I 105  PROTEINASE INHIBITOR 

1jkx 1.6 0.24 A 209  PHOSPHORIBOSYLGLYCINAMIDE FORMYLTRANSFERASE 
   B 209  PHOSPHORIBOSYLGLYCINAMIDE FORMYLTRANSFERASE 

1jlv 1.75 0.23 A 207  GLUTATHIONE TRANSFERASE GST1-3 
   B 207  GLUTATHIONE TRANSFERASE GST1-3 

1jly 2.2 0.25 A 299  AGGLUTININ 
   B 299  AGGLUTININ 



1jm0 1.7 0.25 A 48  PROTEIN (FOUR-HELIX BUNDLE MODEL) 
   B 48  PROTEIN (FOUR-HELIX BUNDLE MODEL) 

1jmv 1.85 0.24 A 140  UNIVERSAL STRESS PROTEIN A 
   B 137  UNIVERSAL STRESS PROTEIN A 

1jog 2.4 0.28 A 129  HYPOTHETICAL PROTEIN HI0074 
   B 129  HYPOTHETICAL PROTEIN HI0074 

1jpy 2.85 0.28 A 121  INTERLEUKIN 17F 
   B 121  INTERLEUKIN 17F 

1jr8 1.5 0.23 A 105  ERV2 PROTEIN, MITOCHONDRIAL 
   B 105  ERV2 PROTEIN, MITOCHONDRIAL 

1js1 2 0.25 X 324  TRANSCARBAMYLASE 
   Y 318  TRANSCARBAMYLASE 
   Z 318  TRANSCARBAMYLASE 

1js3 2.25 0.19 A 464  DOPA DECARBOXYLASE 
   B 464  DOPA DECARBOXYLASE 

1js8 2.3 0.26 A 382  HEMOCYANIN 
   B 382  HEMOCYANIN 

1jsd* 1.8 0.23 A 317  HAEMAGGLUTININ (HA1 CHAIN) 
   B 160  HAEMAGGLUTININ (HA2 CHAIN) 

1jsu 2.3 0.26 A 285  CYCLIN-DEPENDENT KINASE-2 
   B 258  CYCLIN A 
   C 69  P27 

1jy2 1.4 0.24 N 43  FIBRINOGEN ALPHA CHAIN 
   Q 43  FIBRINOGEN ALPHA CHAIN 
   O 51  FIBRINOGEN BETA CHAIN 
   R 50  FIBRINOGEN BETA CHAIN 
   P 44  FIBRINOGEN GAMMA-B CHAIN 
   S 47  FIBRINOGEN GAMMA-B CHAIN 

1jzt 1.94 0.24 A 240  HYPOTHETICAL 27.5 KDA PROTEIN IN SPX19-GCR2 INTERGENIC REGION 
   B 240  HYPOTHETICAL 27.5 KDA PROTEIN IN SPX19-GCR2 INTERGENIC REGION 

1k0d 2.2 0.26 A 221  URE2 PROTEIN 
   B 231  URE2 PROTEIN 

1k0w* 2.1 0.25 A 223  L-RIBULOSE 5 PHOSPHATE 4-EPIMERASE 
   B 223  L-RIBULOSE 5 PHOSPHATE 4-EPIMERASE 

1k1e 1.67 0.23 A 177  DEOXY-D-MANNOSE-OCTULOSONATE 8-PHOSPHATE PHOSPHATASE 
   B 177  DEOXY-D-MANNOSE-OCTULOSONATE 8-PHOSPHATE PHOSPHATASE 
   C 174  DEOXY-D-MANNOSE-OCTULOSONATE 8-PHOSPHATE PHOSPHATASE 
   D 170  DEOXY-D-MANNOSE-OCTULOSONATE 8-PHOSPHATE PHOSPHATASE 

1k32 2 0.26 A 
102

3  TRICORN PROTEASE 

   B 
102

3  TRICORN PROTEASE 

   C 
102

3  TRICORN PROTEASE 

   D 
102

3  TRICORN PROTEASE 
1k3b* 2.15 0.23 A 119  DIPEPTYDIL-PEPTIDASE I EXCLUSION DOMAIN 

   B 164  DIPEPTYDIL-PEPTIDASE I LIGHT CHAIN 
   C 69  DIPEPTYDIL-PEPTIDASE I HEAVY CHAIN 

1k3r 2.3 0.28 A 262  CONSERVED PROTEIN MT0001 
   B 264  CONSERVED PROTEIN MT0001 

1k94 1.7 0.23 A 165  GRANCALCIN 



   B 165  GRANCALCIN 
1ka8 2.95 0.28 A 100  PUTATIVE P4-SPECIFIC DNA PRIMASE 

   B 100  PUTATIVE P4-SPECIFIC DNA PRIMASE 
1kfc* 1.5 0.22 A 254  TRYPTOPHAN SYNTHASE ALPHA CHAIN 

   B 392  TRYPTOPHAN SYNTHASE BETA CHAIN 
1kgn 1.85 0.21 A 296  RIBONUCLEOTIDE REDUCTASE PROTEIN R2F 

   B 296  RIBONUCLEOTIDE REDUCTASE PROTEIN R2F 
1kht 2.5 0.25 A 190  ADENYLATE KINASE 

   B 191  ADENYLATE KINASE 
1kil 2.3 0.31 A 65  SYNAPTOBREVIN SNARE MOTIF 

   B 59  SYNTAXIN SNARE MOTIF SHORT 
   C 72  SNAP-25 N-TERMINAL SNARE MOTIF 
   D 66  SNAP-25 C-TERMINAL SNARE MOTIF 
   E 41  COMPLEXIN I SNARE-COMPLEX BINDING REGION 

1kjn 2.2 0.25 A 148  MTH0777 
   B 148  MTH0777 

1kk8 2.3 0.27 A 793  MYOSIN HEAVY CHAIN, STRIATED MUSCLE 
   B 139  MYOSIN REGULATORY LIGHT CHAIN, STRIATED ADDUCTOR MUSCLE 
   C 154  MYOSIN ESSENTIAL LIGHT CHAIN,STRIATED ADDUCTOR MUSCLE 

1kke 2.6 0.23 A 206  SIGMA 1 PROTEIN 
   B 205  SIGMA 1 PROTEIN 

1kko 1.33 0.19 A 401  3-METHYLASPARTATE AMMONIA-LYASE 
   B 401  3-METHYLASPARTATE AMMONIA-LYASE 

1kny 2.5 0.30 A 253  KANAMYCIN NUCLEOTIDYLTRANSFERASE 
   B 253  KANAMYCIN NUCLEOTIDYLTRANSFERASE 

1kol* 1.65 0.21 A 396  FORMALDEHYDE DEHYDROGENASE 
   B 396  FORMALDEHYDE DEHYDROGENASE 

1kq1* 1.55 0.26 A 60  HOST FACTOR FOR Q BETA 
   B 61  HOST FACTOR FOR Q BETA 
   H 66  HOST FACTOR FOR Q BETA 

1kqf* 1.6 0.20 A 981  FORMATE DEHYDROGENASE, NITRATE-INDUCIBLE, MAJOR SUBUNIT 
   B 289  FORMATE DEHYDROGENASE, NITRATE-INDUCIBLE, IRON-SULFUR SUBUNIT 

   C 216 
 FORMATE DEHYDROGENASE, NITRATE-INDUCIBLE, CYTOCHROME B556(FDN) 
SUBUNIT 

1kve 1.8 0.20 A 63  SMK TOXIN 
   C 63  SMK TOXIN 
   B 77  SMK TOXIN 
   D 77  SMK TOXIN 

1kwa* 1.93 0.30 A 88  HCASK/LIN-2 PROTEIN 
   B 86  HCASK/LIN-2 PROTEIN 

1kxp 2.1 0.24 A 349  ACTIN,ALPHA SKELETAL MUSCLE 
   D 438  HUMAN VITAMIN D-BINDING PROTEIN 

1kzh 2.55 0.24 A 550  PHOSPHOFRUCTOKINASE 
   B 530  PHOSPHOFRUCTOKINASE 

1kzq 1.7 0.23 A 253  MAJOR SURFACE ANTIGEN P30 
   B 253  MAJOR SURFACE ANTIGEN P30 

1l1o 2.8 0.28 A 115  REPLICATION PROTEIN A 14 KDA SUBUNIT 
   B 123  REPLICATION PROTEIN A 32 KDA SUBUNIT 
   C 173  REPLICATION PROTEIN A 70 KDA DNA-BINDING SUBUNIT 

1l3a 2.3 0.27 A 166  P24: PLANT TRANSCRIPTIONAL REGULATOR PBF-2 
   B 170  P24: PLANT TRANSCRIPTIONAL REGULATOR PBF-2 
   C 182  P24: PLANT TRANSCRIPTIONAL REGULATOR PBF-2 



   D 171  P24: PLANT TRANSCRIPTIONAL REGULATOR PBF-2 
1l3i* 1.95 0.26 A 178  PRECORRIN-6Y METHYLTRANSFERASE/PUTATIVE DECARBOXYLASE 

   B 178  PRECORRIN-6Y METHYLTRANSFERASE/PUTATIVE DECARBOXYLASE 
   C 178  PRECORRIN-6Y METHYLTRANSFERASE/PUTATIVE DECARBOXYLASE 
   D 178  PRECORRIN-6Y METHYLTRANSFERASE/PUTATIVE DECARBOXYLASE 
   E 178  PRECORRIN-6Y METHYLTRANSFERASE/PUTATIVE DECARBOXYLASE 

1l5a* 2.55 0.26 A 424  AMIDE SYNTHASE 
   B 424  AMIDE SYNTHASE 
   C 424  AMIDE SYNTHASE 

1l6x* 1.65 0.28 A 207  IMMUNOGLOBULIN GAMMA-1 HEAVY CHAIN CONSTANT REGION 
   B 34  MINIMIZED B-DOMAIN OF PROTEIN A Z34C 

1l7a* 1.5 0.19 A 318  CEPHALOSPORIN C DEACETYLASE 
   B 318  CEPHALOSPORIN C DEACETYLASE 

1l7v 3.2 0.29 A 313  VITAMIN B12 TRANSPORT SYSTEM PERMEASE PROTEIN  BTUC 
   B 313  VITAMIN B12 TRANSPORT SYSTEM PERMEASE PROTEIN  BTUC 
   C 224  VITAMIN B12 TRANSPORT ATP-BINDING PROTEIN BTUD 
   D 224  VITAMIN B12 TRANSPORT ATP-BINDING PROTEIN BTUD 

1l8b 1.8 0.25 A 177  EUKARYOTIC TRANSLATION INITIATION FACTOR 4E 
   B 190  EUKARYOTIC TRANSLATION INITIATION FACTOR 4E 

1l8d 2.2 0.28 A 103  DNA DOUBLE-STRAND BREAK REPAIR RAD50 ATPASE 
   B 102  DNA DOUBLE-STRAND BREAK REPAIR RAD50 ATPASE 

1l8w 2.3 0.29 A 269  VLSE1 
   B 294  VLSE1 
   C 272  VLSE1 
   D 298  VLSE1 

1ldd 2 0.27 A 74  ANAPHASE PROMOTING COMPLEX 
   B 74  ANAPHASE PROMOTING COMPLEX 
   C 74  ANAPHASE PROMOTING COMPLEX 
   D 74  ANAPHASE PROMOTING COMPLEX 

1lh0 2 0.24 A 213  OMP SYNTHASE 
   B 206  OMP SYNTHASE 

1lj2 2.38 0.27 A 106  NONSTRUCTURAL RNA-BINDING PROTEIN 34 
   B 110  NONSTRUCTURAL RNA-BINDING PROTEIN 34 
   D 27  EUKARYOTIC PROTEIN SYNTHESIS INITIATION FACTOR 

1lkt 2.6 0.27 A 104  TAILSPIKE PROTEIN 
   B 104  TAILSPIKE PROTEIN 

1lm4 1.45 0.20 A 189  PEPTIDE DEFORMYLASE PDF1 
   B 183  PEPTIDE DEFORMYLASE PDF1 

1lm5 1.8 0.25 A 189  SUBDOMAIN OF DESMOPLAKIN CARBOXY-TERMINAL DOMAIN (DPCT) 
   B 193  SUBDOMAIN OF DESMOPLAKIN CARBOXY-TERMINAL DOMAIN (DPCT) 

1lnw 2.1 0.29 A 137  MULTIDRUG RESISTANCE OPERON REPRESSOR 
   B 135  MULTIDRUG RESISTANCE OPERON REPRESSOR 

1lp1 2.3 0.26 A 55  AFFIBODY BINDING PROTEIN Z 
   B 54  IMMUNOGLOBULIN G BINDING PROTEIN A 

1lss* 2.3 0.27 A 132  TRK SYSTEM POTASSIUM UPTAKE PROTEIN TRKA HOMOLOG 
   B 132  TRK SYSTEM POTASSIUM UPTAKE PROTEIN TRKA HOMOLOG 
   C 132  TRK SYSTEM POTASSIUM UPTAKE PROTEIN TRKA HOMOLOG 

1lvf 2.1 0.27 A 106  SYNTAXIN 6 
   B 104  SYNTAXIN 6 

1lw1 2.3 0.29 A 175  ALKYLHYDROPEROXIDASE D 
   B 173  ALKYLHYDROPEROXIDASE D 



1m0d* 1.9 0.23 A 129  ENDODEOXYRIBONUCLEASE I 
   B 129  ENDODEOXYRIBONUCLEASE I 
   C 129  ENDODEOXYRIBONUCLEASE I 
   D 129  ENDODEOXYRIBONUCLEASE I 

1m1e 2.1 0.23 A 512  BETA-CATENIN 
   B 65  ICAT 

1m1f 1.4 0.18 A 107  KID TOXIN PROTEIN 
   B 105  KID TOXIN PROTEIN 

1m1l* 2.65 0.26 A 236  SUPPRESSOR OF FUSED 
   B 236  SUPPRESSOR OF FUSED 
   C 234  SUPPRESSOR OF FUSED 
   D 234  SUPPRESSOR OF FUSED 

1m1z 1.95 0.23 A 480  BETA-LACTAM SYNTHETASE 
   B 490  BETA-LACTAM SYNTHETASE 

1m2d 1.05 0.23 A 101  [2FE-2S] FERREDOXIN 
   B 101  [2FE-2S] FERREDOXIN 

1m2o 2.5 0.29 A 718  PROTEIN TRANSPORT PROTEIN SEC23 
   B 164  GTP-BINDING PROTEIN SAR1 

1m2t 1.89 0.24 A 248  MISTLETOE LECTIN I A CHAIN 
   B 262  MISTLETOE LECTIN I B CHAIN 

1m3i 2.9 0.28 A 465  PERFRINGOLYSIN O 
   C 465  PERFRINGOLYSIN O 

1m4i 1.5 0.21 A 181  AMINOGLYCOSIDE 2'-N-ACETYLTRANSFERASE 
   B 176  AMINOGLYCOSIDE 2'-N-ACETYLTRANSFERASE 

1m55 1.4 0.20 A 193  REP PROTEIN 
   B 193  REP PROTEIN 

1m5w 1.96 0.25 A 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   B 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   C 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   D 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   E 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   F 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   G 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 
   H 242  PYRIDOXAL PHOSPHATE BIOSYNTHETIC PROTEIN PDXJ 

1m6p 1.8 0.28 A 146  CATION-DEPENDENT MANNOSE-6-PHOSPHATE RECEPTOR 
   B 146  CATION-DEPENDENT MANNOSE-6-PHOSPHATE RECEPTOR 

1m6s 1.8 0.21 A 342  L-ALLO-THREONINE ALDOLASE 
   B 342  L-ALLO-THREONINE ALDOLASE 
   C 342  L-ALLO-THREONINE ALDOLASE 
   D 343  L-ALLO-THREONINE ALDOLASE 

1m7g 1.43 0.21 A 208  ADENYLYLSULFATE KINASE 
   B 182  ADENYLYLSULFATE KINASE 

1m98 2.1 0.28 A 316  ORANGE CAROTENOID PROTEIN 
   B 314  ORANGE CAROTENOID PROTEIN 

1miw 3 0.26 A 385  TRNA CCA-ADDING ENZYME 
   B 385  TRNA CCA-ADDING ENZYME 

1mk4* 1.7 0.23 A 157  HYPOTHETICAL PROTEIN YQJY 
   B 157  HYPOTHETICAL PROTEIN YQJY 

1mka 2 0.21 A 171  BETA-HYDROXYDECANOYL THIOL ESTER DEHYDRASE 
   B 171  BETA-HYDROXYDECANOYL THIOL ESTER DEHYDRASE 

1mkf 2.1 0.27 A 371  M3 



   B 371  M3 
1mox 2.5 0.29 A 499  EPIDERMAL GROWTH FACTOR RECEPTOR 

   C 49  TRANSFORMING GROWTH FACTOR ALPHA 
1mpy 2.8 0.28 A 307  CATECHOL 2,3-DIOXYGENASE 

   B 307  CATECHOL 2,3-DIOXYGENASE 
   C 307  CATECHOL 2,3-DIOXYGENASE 
   D 307  CATECHOL 2,3-DIOXYGENASE 

1mqv* 1.78 0.27 A 123  CYTOCHROME C' 
   B 123  CYTOCHROME C' 

1mr1 2.85 0.28 A 195  MOTHERS AGAINST DECAPENTAPLEGIC HOMOLOG 4 
   D 96  SKI ONCOGENE 

1msp* 2.5 0.23 A 124  MAJOR SPERM PROTEIN 
   B 122  MAJOR SPERM PROTEIN 

1mtp 1.5 0.22 A 320  SERINE PROTEINASE INHIBITOR (SERPIN), CHAIN A 
   B 35  SERINE PROTEINASE INHIBITOR (SERPIN), CHAIN B 

1muc* 1.85 0.22 A 360  MUCONATE LACTONIZING ENZYME 
   B 360  MUCONATE LACTONIZING ENZYME 

1mvf 1.65 0.25 D 44  PEMI-LIKE PROTEIN 1 
   E 44  PEMI-LIKE PROTEIN 1 

1mww 2.08 0.27 A 120  HYPOTHETICAL PROTEIN HI1388.1 
   B 118  HYPOTHETICAL PROTEIN HI1388.1 

1mxr 1.42 0.19 A 339  RIBONUCLEOTIDE REDUCTASE R2 
   B 339  RIBONUCLEOTIDE REDUCTASE R2 

1my7 1.49 0.25 A 107  NF-KAPPAB P65 (RELA) SUBUNIT 
   B 102  NF-KAPPAB P65 (RELA) SUBUNIT 

1mz9 1.7 0.25 A 45  CARTILAGE OLIGOMERIC MATRIX PROTEIN 
   B 45  CARTILAGE OLIGOMERIC MATRIX PROTEIN 
   E 45  CARTILAGE OLIGOMERIC MATRIX PROTEIN 

1n0l 2.3 0.28 A 212  CHAPERONE PROTEIN PAPD 
   B 116  MATURE FIMBRIAL PROTEIN PAPE 

1n1j 1.67 0.21 A 87  NF-YB 
   B 78  NF-YC 

1n2a 1.9 0.26 A 201  GLUTATHIONE S-TRANSFERASE 
   B 187  GLUTATHIONE S-TRANSFERASE 

1n69 2.2 0.26 A 78  SAPOSIN B 
   B 80  SAPOSIN B 

1n7k* 2 0.26 A 234  DEOXYRIBOSE-PHOSPHATE ALDOLASE 
   B 234  DEOXYRIBOSE-PHOSPHATE ALDOLASE 

1n7s 1.45 0.22 A 63  VESICLE-ASSOCIATED MEMBRANE PROTEIN 2 
   B 68  SYNTAXIN 1A 
   C 79  SNAP-25A 
   D 66  SNAP-25A 

1n7z 2 0.24 A 316  BASEPLATE STRUCTURAL PROTEIN GP8 
   B 316  BASEPLATE STRUCTURAL PROTEIN GP8 

1na6 2.1 0.28 A 365  RESTRICTION ENDONUCLEASE ECORII 
   B 395  RESTRICTION ENDONUCLEASE ECORII 

1nez 2.1 0.28 A 274  H-2 CLASS I HISTOCOMPATIBILITY ANTIGEN, TLA(C) ALPHA CHAIN 
   B 99  BETA-2-MICROGLOBULIN 
   G 122  T-CELL SURFACE GLYCOPROTEIN CD8 ALPHA CHAIN 
   H 120  T-CELL SURFACE GLYCOPROTEIN CD8 ALPHA CHAIN 

1ni4 1.95 0.24 A 350  PYRUVATE DEHYDROGENASE E1 COMPONENT: ALPHA SUBUNIT 



   C 350  PYRUVATE DEHYDROGENASE E1 COMPONENT: ALPHA SUBUNIT 
   B 317  PYRUVATE DEHYDROGENASE E1 COMPONENT: BETA SUBUNIT 
   D 317  PYRUVATE DEHYDROGENASE E1 COMPONENT: BETA SUBUNIT 

1nkz 2 0.19 A 52  LIGHT-HARVESTING PROTEIN B-800/850, ALPHA CHAIN 
   C 52  LIGHT-HARVESTING PROTEIN B-800/850, ALPHA CHAIN 
   B 41  LIGHT-HARVESTING PROTEIN B-800/850, BETA CHAIN 
   D 41  LIGHT-HARVESTING PROTEIN B-800/850, BETA CHAIN 

1nlf 1.95 0.24 A 254  REGULATORY PROTEIN REPA 
   B 254  REGULATORY PROTEIN REPA 

1nlq 1.5 0.25 A 105  NUCLEOPLASMIN-LIKE PROTEIN 
   B 97  NUCLEOPLASMIN-LIKE PROTEIN 

1nmo* 2.2 0.26 A 243  HYPOTHETICAL PROTEIN YBGI 
   B 243  HYPOTHETICAL PROTEIN YBGI 
   C 243  HYPOTHETICAL PROTEIN YBGI 

1nnw 1.9 0.24 A 251  HYPOTHETICAL PROTEIN 
   B 252  HYPOTHETICAL PROTEIN 

1no4 2.2 0.26 A 77  HEAD MORPHOGENESIS PROTEIN 
   B 75  HEAD MORPHOGENESIS PROTEIN 

1no7 2.9 0.29 A 542  MAJOR CAPSID PROTEIN 
   B 534  MAJOR CAPSID PROTEIN 

1now* 2.2 0.22 A 480  BETA-HEXOSAMINIDASE BETA CHAIN 
   B 480  BETA-HEXOSAMINIDASE BETA CHAIN 

1np3 2 0.24 A 327  KETOL-ACID REDUCTOISOMERASE 
   B 327  KETOL-ACID REDUCTOISOMERASE 
   C 327  KETOL-ACID REDUCTOISOMERASE 

1npe 2.3 0.25 A 263  NIDOGEN 
   B 164  LAMININ GAMMA-1 CHAIN 

1npy 1.75 0.22 A 269  HYPOTHETICAL SHIKIMATE 5-DEHYDROGENASE-LIKE PROTEIN HI0607 
   C 270  HYPOTHETICAL SHIKIMATE 5-DEHYDROGENASE-LIKE PROTEIN HI0607 

1nrz 1.75 0.24 A 163  PTS SYSTEM, SORBOSE-SPECIFIC IIB COMPONENT 
   B 163  PTS SYSTEM, SORBOSE-SPECIFIC IIB COMPONENT 

1ns5 1.68 0.21 A 149  HYPOTHETICAL PROTEIN YBEA 
   B 151  HYPOTHETICAL PROTEIN YBEA 

1nsc 1.7 0.21 A 390  NEURAMINIDASE 
   B 390  NEURAMINIDASE 

1nsl 2.7 0.28 A 173  PROBABLE ACETYLTRANSFERASE 
   B 173  PROBABLE ACETYLTRANSFERASE 
   D 177  PROBABLE ACETYLTRANSFERASE 

1nt2 2.9 0.32 A 209  FIBRILLARIN-LIKE PRE-RRNA PROCESSING PROTEIN 
   B 236  CONSERVED HYPOTHETICAL PROTEIN 

1nuu* 1.9 0.24 A 213  FKSG76 
   B 212  FKSG76 

1nxh 2.8 0.32 A 119  MTH396 PROTEIN 
   B 113  MTH396 PROTEIN 

1o0s* 2 0.26 A 602  NAD-DEPENDENT MALIC ENZYME 
   B 592  NAD-DEPENDENT MALIC ENZYME 

1o7d 2.7 0.29 A 292  LYSOSOMAL ALPHA-MANNOSIDASE 
   B 76  LYSOSOMAL ALPHA-MANNOSIDASE 
   C 151  LYSOSOMAL ALPHA-MANNOSIDASE 
   D 270  LYSOSOMAL ALPHA-MANNOSIDASE 
   E 109  LYSOSOMAL ALPHA-MANNOSIDASE 



1o8b 1.25 0.24 A 163  RIBOSE 5-PHOSPHATE ISOMERASE 
   B 206  RIBOSE 5-PHOSPHATE ISOMERASE 

1o9y 2.29 0.23 A 71  HRCQ2 
   D 72  HRCQ2 

1oa8 1.7 0.25 A 128  ATAXIN-1 
   B 128  ATAXIN-1 

1obf* 1.7 0.19 O 334  GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 
   P 334  GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 

1ock 1.8 0.23 A 412  MALONAMIDASE E2 
   B 412  MALONAMIDASE E2 

1ofu 2.1 0.26 A 307  CELL DIVISION PROTEIN FTSZ 
   X 119  HYPOTHETICAL PROTEIN PA3008 
   Y 119  HYPOTHETICAL PROTEIN PA3008 

1og6 2.8 0.24 A 298  HYPOTHETICAL OXIDOREDUCTASE YDHF 
   B 294  HYPOTHETICAL OXIDOREDUCTASE YDHF 

1oh0 1.1 0.22 A 125  STEROID DELTA-ISOMERASE 
   B 128  STEROID DELTA-ISOMERASE 

1ohf 2.8 0.22 A 539  NUDAURELIA CAPENSIS OMEGA VIRUS CAPSID PROTEIN 
   B 547  NUDAURELIA CAPENSIS OMEGA VIRUS CAPSID PROTEIN 
   C 590  NUDAURELIA CAPENSIS OMEGA VIRUS CAPSID PROTEIN 

1ohv 2.3 0.22 A 461  4-AMINOBUTYRATE AMINOTRANSFERASE 
   B 461  4-AMINOBUTYRATE AMINOTRANSFERASE 

1oi2 1.75 0.20 A 336  HYPOTHETICAL PROTEIN YCGT 
   B 336  HYPOTHETICAL PROTEIN YCGT 

1oi6 1.4 0.17 A 202  PCZA361.16 
   B 203  PCZA361.16 

1ol5 2.5 0.25 A 264  SERINE/THREONINE KINASE 6 
   B 30  RESTRICTED EXPRESSION PROLIFERATION ASSOCIATED PROTEIN 100 

1omo 2.32 0.26 A 320  ALANINE DEHYDROGENASE 
   B 320  ALANINE DEHYDROGENASE 

1omz* 2.1 0.23 A 253  ALPHA-1,4-N-ACETYLHEXOSAMINYLTRANSFERASE EXTL2 
   B 255  ALPHA-1,4-N-ACETYLHEXOSAMINYLTRANSFERASE EXTL2 

1on2 1.61 0.26 A 135  TRANSCRIPTIONAL REGULATOR MNTR 
   B 135  TRANSCRIPTIONAL REGULATOR MNTR 

1oo0 1.85 0.26 A 144  MAGO NASHI PROTEIN 
   B 92  CG8781-PA 

1or0 2 0.18 A 152  GLUTARYL 7-AMINOCEPHALOSPORANIC ACID ACYLASE 
   B 510  GLUTARYL ACYLASE 

1orj* 2.25 0.25 A 126  FLAGELLAR PROTEIN FLIS 
   B 105  FLAGELLAR PROTEIN FLIS 
   C 104  FLAGELLAR PROTEIN FLIS 
   D 125  FLAGELLAR PROTEIN FLIS 

1orv 1.8 0.25 A 728  DIPEPTIDYL PEPTIDASE IV 
   B 728  DIPEPTIDYL PEPTIDASE IV 

1ory 2.45 0.26 A 119  FLAGELLAR PROTEIN FLIS 
   B 40  FLAGELLIN 

1osy 1.7 0.21 A 114  IMMUNOMODULATORY PROTEIN FIP-FVE 
   B 112  IMMUNOMODULATORY PROTEIN FIP-FVE 

1ot7 2.9 0.28 A 229  BILE ACID RECEPTOR 
   B 229  BILE ACID RECEPTOR 

1otf 1.9 0.28 A 59  4-OXALOCROTONATE TAUTOMERASE 



   C 59  4-OXALOCROTONATE TAUTOMERASE 
   D 59  4-OXALOCROTONATE TAUTOMERASE 
   E 59  4-OXALOCROTONATE TAUTOMERASE 
   F 59  4-OXALOCROTONATE TAUTOMERASE 

1otg 2.1 0.28 A 125  5-CARBOXYMETHYL-2-HYDROXYMUCONATE ISOMERASE 
   B 125  5-CARBOXYMETHYL-2-HYDROXYMUCONATE ISOMERASE 

1otk 2 0.23 A 244  PHENYLACETIC ACID DEGRADATION PROTEIN PAAC 
   B 244  PHENYLACETIC ACID DEGRADATION PROTEIN PAAC 

1otv* 2.1 0.23 A 254  COENZYME PQQ SYNTHESIS PROTEIN C 
   B 254  COENZYME PQQ SYNTHESIS PROTEIN C 

1ov9 2.3 0.27 A 45  VICH PROTEIN 
   B 48  VICH PROTEIN 

1ovl 2.2 0.26 A 226  ORPHAN NUCLEAR RECEPTOR NURR1 (MSE 414, 496, 511) 
   B 233  ORPHAN NUCLEAR RECEPTOR NURR1 (MSE 496, 511) 

1oxw* 2.2 0.27 A 349  PATATIN 
   C 350  PATATIN 

1p0k* 1.9 0.22 A 306  ISOPENTENYL-DIPHOSPHATE DELTA-ISOMERASE 
   B 309  ISOPENTENYL-DIPHOSPHATE DELTA-ISOMERASE 

1p1j* 1.7 0.19 A 525  INOSITOL-3-PHOSPHATE SYNTHASE 
   B 516  INOSITOL-3-PHOSPHATE SYNTHASE 

1p35* 2.2 0.26 A 299  P35 
   B 298  P35 
   C 295  P35 

1p4o 1.5 0.24 A 308  INSULIN-LIKE GROWTH FACTOR I RECEPTOR PROTEIN 
   B 314  INSULIN-LIKE GROWTH FACTOR I RECEPTOR PROTEIN 

1p65 2.6 0.27 A 57  NUCLEOCAPSID PROTEIN 
   B 57  NUCLEOCAPSID PROTEIN 

1p91 2.8 0.30 A 261  RIBOSOMAL RNA LARGE SUBUNIT METHYLTRANSFERASE A 
   B 251  RIBOSOMAL RNA LARGE SUBUNIT METHYLTRANSFERASE A 

1p9e 2.4 0.26 A 294  METHYL PARATHION HYDROLASE 
   B 294  METHYL PARATHION HYDROLASE 

1p9o 2.3 0.27 A 269  PHOSPHOPANTOTHENOYLCYSTEINE SYNTHETASE 
   B 280  PHOSPHOPANTOTHENOYLCYSTEINE SYNTHETASE 

1pb6 2.5 0.28 A 198  HYPOTHETICAL TRANSCRIPTIONAL REGULATOR YCDC 
   B 198  HYPOTHETICAL TRANSCRIPTIONAL REGULATOR YCDC 

1pbw 2 0.24 A 184  PHOSPHATIDYLINOSITOL 3-KINASE 
   B 195  PHOSPHATIDYLINOSITOL 3-KINASE 

1pc6 2.51 0.29 A 141  PROTEIN NINB 
   B 133  PROTEIN NINB 

1pd3 2.6 0.24 A 54  NONSTRUCTURAL PROTEIN NS2 
   B 54  NONSTRUCTURAL PROTEIN NS2 

1pe1* 1.74 0.24 A 258  2-DEHYDRO-3-DEOXYPHOSPHOOCTONATE ALDOLASE 
   B 256  2-DEHYDRO-3-DEOXYPHOSPHOOCTONATE ALDOLASE 

1pix* 2.2 0.23 A 586  GLUTACONYL-COA DECARBOXYLASE A SUBUNIT 
   B 586  GLUTACONYL-COA DECARBOXYLASE A SUBUNIT 

1pjh* 2.1 0.19 A 259  ENOYL-COA ISOMERASE 
   B 260  ENOYL-COA ISOMERASE 

1pk6 1.85 0.24 A 133  COMPLEMENT C1Q SUBCOMPONENT, A CHAIN PRECURSOR 
   B 132  COMPLEMENT C1Q SUBCOMPONENT, B CHAIN PRECURSOR 
   C 129  COMPLEMENT C1Q SUBCOMPONENT, C CHAIN PRECURSOR 

1pkh* 1.42 0.24 A 182  BIFUNCTIONAL DEAMINASE/DIPHOSPHATASE 



   B 175  BIFUNCTIONAL DEAMINASE/DIPHOSPHATASE 
1pl5 2.5 0.29 A 75  REGULATORY PROTEIN SIR4 

   S 76  REGULATORY PROTEIN SIR4 
1pm3 3.15 0.29 A 69  MTH1895 

   B 68  MTH1895 
1pqw 2.66 0.23 A 183  POLYKETIDE SYNTHASE 

   B 175  POLYKETIDE SYNTHASE 
1pv1 2.3 0.30 A 290  HYPOTHETICAL 33.9 KDA ESTERASE IN SMC3-MRPL8 INTERGENIC REGION 

   B 290  HYPOTHETICAL 33.9 KDA ESTERASE IN SMC3-MRPL8 INTERGENIC REGION 
1pvm 1.5 0.23 A 178  CONSERVED HYPOTHETICAL PROTEIN TA0289 

   B 184  CONSERVED HYPOTHETICAL PROTEIN TA0289 
1px5 1.74 0.22 A 327  2'-5'-OLIGOADENYLATE SYNTHETASE 1 

   B 339  2'-5'-OLIGOADENYLATE SYNTHETASE 1 

1pya 2.5 0.22 A 81 
 PYRUVOYL-DEPENDENT HISTIDINE DECARBOXYLASE (L-HISTIDINE 
CARBOXYLASE) 

   B 228 
 PYRUVOYL-DEPENDENT HISTIDINE DECARBOXYLASE (L-HISTIDINE 
CARBOXYLASE) 

1q08 1.9 0.21 A 94  ZN(II)-RESPONSIVE REGULATOR OF ZNTA 
   B 89  ZN(II)-RESPONSIVE REGULATOR OF ZNTA 

1q15 2.3 0.25 A 491  CARA 
   B 491  CARA 
   C 491  CARA 
   D 473  CARA 

1q3o 1.8 0.25 A 104  SHANK1 
   B 104  SHANK1 

1q52 1.8 0.22 A 269  MENB 
   B 279  MENB 
   C 269  MENB 
   D 269  MENB 
   E 269  MENB 
   F 269  MENB 
   G 269  MENB 

1q67 2.3 0.27 A 146  DECAPPING PROTEIN INVOLVED IN MRNA DEGRADATION-DCP1P 
   B 161  DECAPPING PROTEIN INVOLVED IN MRNA DEGRADATION-DCP1P 

1q7z 1.7 0.24 A 559  5-METHYLTETRAHYDROFOLATE S-HOMOCYSTEINE METHYLTRANSFERASE 
   B 548  5-METHYLTETRAHYDROFOLATE S-HOMOCYSTEINE METHYLTRANSFERASE 

1q8f 1.7 0.17 A 308  PYRIMIDINE NUCLEOSIDE HYDROLASE 
   B 308  PYRIMIDINE NUCLEOSIDE HYDROLASE 
   C 308  PYRIMIDINE NUCLEOSIDE HYDROLASE 

1q8r 1.9 0.23 A 118  CROSSOVER JUNCTION ENDODEOXYRIBONUCLEASE RUSA 
   B 109  CROSSOVER JUNCTION ENDODEOXYRIBONUCLEASE RUSA 

1qb5 1.9 0.26 D 99  PROTEIN (HEAT LABILE ENTEROTOXIN TYPE IIB B-PENTAMER) 
   E 99  PROTEIN (HEAT LABILE ENTEROTOXIN TYPE IIB B-PENTAMER) 

1qbk 3 0.32 B 856  KARYOPHERIN BETA2 
   C 187  RAN 

1qd6 2.1 0.28 C 240  PROTEIN (OUTER MEMBRANE PHOSPHOLIPASE (OMPLA)) 
   D 239  PROTEIN (OUTER MEMBRANE PHOSPHOLIPASE (OMPLA)) 

1qex* 2.3 0.28 A 288  PROTEIN (BACTERIOPHAGE T4 GENE PRODUCT 9 (GP9)) 
   B 288  PROTEIN (BACTERIOPHAGE T4 GENE PRODUCT 9 (GP9)) 

1qfh 2.2 0.27 A 212  PROTEIN (GELATION FACTOR) 
   B 212  PROTEIN (GELATION FACTOR) 

1qft* 1.25 0.27 A 175  PROTEIN (FEMALE-SPECIFIC HISTAMINE BINDING PROTEIN 2) 



   B 170  PROTEIN (FEMALE-SPECIFIC HISTAMINE BINDING PROTEIN 2) 
1qfx* 2.4 0.23 A 441  PROTEIN (PH 2.5 ACID PHOSPHATASE) 

   B 443  PROTEIN (PH 2.5 ACID PHOSPHATASE) 
1qge 1.7 0.23 D 219  PROTEIN (TRIACYLGLYCEROL HYDROLASE) 

   E 97  PROTEIN (TRIACYLGLYCEROL HYDROLASE) 
1qh5 1.45 0.23 A 260  PROTEIN (HYDROXYACYLGLUTATHIONE HYDROLASE) 

   B 260  PROTEIN (HYDROXYACYLGLUTATHIONE HYDROLASE) 
1qi9 2.05 0.22 A 555  PROTEIN (VANADIUM BROMOPEROXIDASE) 

   B 555  PROTEIN (VANADIUM BROMOPEROXIDASE) 
1qkr 1.8 0.25 A 172  VINCULIN 

   B 171  VINCULIN 
1qks 1.28 0.20 A 559  CYTOCHROME CD1 NITRITE REDUCTASE 

   B 559  CYTOCHROME CD1 NITRITE REDUCTASE 
1ql0 1.1 0.20 A 241  NUCLEASE 

   B 241  NUCLEASE 
1qmh* 2.1 0.28 A 334  RNA 3'-TERMINAL PHOSPHATE CYCLASE 

   B 335  RNA 3'-TERMINAL PHOSPHATE CYCLASE 
1qmv 1.7 0.26 A 195  HUMAN THIOREDOXIN PEROXIDASE-B 

   B 195  HUMAN THIOREDOXIN PEROXIDASE-B 
   C 195  HUMAN THIOREDOXIN PEROXIDASE-B 
   D 195  HUMAN THIOREDOXIN PEROXIDASE-B 
   E 195  HUMAN THIOREDOXIN PEROXIDASE-B 
   I 195  HUMAN THIOREDOXIN PEROXIDASE-B 

1qo0* 2.25 0.26 A 373  AMIC 
   B 374  AMIC 
   D 189  AMIR 
   E 194  AMIR 

1qo2* 1.85 0.25 A 238 
 N-((5-PHOSPHORIBOSYL)-FORMIMINO)-5-AMINOIMIDAZOL-4-CARBOXAMID 
RIBONUCLEOTID ISOMERASE 

   B 238 
 N-((5-PHOSPHORIBOSYL)-FORMIMINO)-5-AMINOIMIDAZOL-4-CARBOXAMID 
RIBONUCLEOTID ISOMERASE 

1qo7 1.8 0.23 A 385  EPOXIDE HYDROLASE 
   B 385  EPOXIDE HYDROLASE 

1qsd* 2.2 0.30 A 102  PROTEIN (BETA-TUBULIN BINDING POST-CHAPERONIN COFACTOR) 
   B 102  PROTEIN (BETA-TUBULIN BINDING POST-CHAPERONIN COFACTOR) 

1qu9 1.2 0.24 A 126  YJGF PROTEIN 
   B 126  YJGF PROTEIN 

1qv9* 1.54 0.23 A 266  F420-DEPENDENT METHYLENETETRAHYDROMETHANOPTERIN DEHYDROGENASE
   B 266  F420-DEPENDENT METHYLENETETRAHYDROMETHANOPTERIN DEHYDROGENASE
   C 266  F420-DEPENDENT METHYLENETETRAHYDROMETHANOPTERIN DEHYDROGENASE

1qw9* 1.2 0.18 A 497  ALPHA-L-ARABINOFURANOSIDASE 
   B 497  ALPHA-L-ARABINOFURANOSIDASE 

1qwj 2.8 0.30 A 228  CYTIDINE MONOPHOSPHO-N-ACETYLNEURAMINIC ACID SYNTHETASE 
   B 229  CYTIDINE MONOPHOSPHO-N-ACETYLNEURAMINIC ACID SYNTHETASE 

1r0d* 1.9 0.27 A 189  HUNTINGTIN INTERACTING PROTEIN 12 
   B 186  HUNTINGTIN INTERACTING PROTEIN 12 

1r0m* 1.3 0.17 A 360  N-ACYLAMINO ACID RACEMASE 
   B 360  N-ACYLAMINO ACID RACEMASE 
   C 360  N-ACYLAMINO ACID RACEMASE 
   D 360  N-ACYLAMINO ACID RACEMASE 

1r0v 2 0.24 A 244  TRNA-INTRON ENDONUCLEASE 
   B 244  TRNA-INTRON ENDONUCLEASE 



1r17 1.86 0.22 A 321  FIBRINOGEN-BINDING PROTEIN SDRG 
   B 320  FIBRINOGEN-BINDING PROTEIN SDRG 

1r1t 1.7 0.25 A 98  TRANSCRIPTIONAL REPRESSOR SMTB 
   B 99  TRANSCRIPTIONAL REPRESSOR SMTB 

1r44 2.25 0.30 B 202  D-ALANYL-D-ALANINE DIPEPTIDASE 
   C 202  D-ALANYL-D-ALANINE DIPEPTIDASE 

1r6o 2.25 0.21 A 142  ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA 
   C 94  ATP-DEPENDENT CLP PROTEASE ADAPTOR PROTEIN CLPS 

1r7l 2 0.26 A 103  PHAGE PROTEIN 
   B 109  PHAGE PROTEIN 

1r9d 1.8 0.24 A 786  GLYCEROL DEHYDRATASE 
   B 786  GLYCEROL DEHYDRATASE 

1re6 2.5 0.26 A 94  DYNEIN LIGHT CHAIN 2 
   B 94  DYNEIN LIGHT CHAIN 2 

1rew 1.86 0.23 A 103  BONE MORPHOGENETIC PROTEIN 2 
   B 103  BONE MORPHOGENETIC PROTEIN 2 
   C 86  BONE MORPHOGENTIC PROTEIN RECEPTOR TYPE IA 
   D 89  BONE MORPHOGENTIC PROTEIN RECEPTOR TYPE IA 

1rfy* 1.6 0.22 A 89  TRANSCRIPTIONAL REPRESSOR TRAM 
   B 88  TRANSCRIPTIONAL REPRESSOR TRAM 

1rh5 3.2 0.29 A 410  PREPROTEIN TRANSLOCASE SECY SUBUNIT 
   B 56  PREPROTEIN TRANSLOCASE SECE SUBUNIT 
   C 32  SECBETA 

1rj8 2.23 0.24 A 140  ECTODYSPLASIN-A ISOFORM EDA-A2 
   B 140  ECTODYSPLASIN-A ISOFORM EDA-A2 
   D 140  ECTODYSPLASIN-A ISOFORM EDA-A2 
   F 140  ECTODYSPLASIN-A ISOFORM EDA-A2 
   G 140  ECTODYSPLASIN-A ISOFORM EDA-A2 

1rkw 2.62 0.28 A 186  TRANSCRIPTIONAL REGULATOR QACR 
   B 186  TRANSCRIPTIONAL REGULATOR QACR 

1ro7 1.8 0.25 A 255  ALPHA-2,3/8-SIALYLTRANSFERASE 
   B 234  ALPHA-2,3/8-SIALYLTRANSFERASE 

1rqp* 1.8 0.22 A 291  5'-FLUORO-5'-DEOXYADENOSINE SYNTHASE 
   B 291  5'-FLUORO-5'-DEOXYADENOSINE SYNTHASE 
   C 291  5'-FLUORO-5'-DEOXYADENOSINE SYNTHASE 

1rrm 1.6 0.21 A 373  LACTALDEHYDE REDUCTASE 
   B 372  LACTALDEHYDE REDUCTASE 

1rsg 1.9 0.25 A 470  FMS1 PROTEIN 
   B 480  FMS1 PROTEIN 

1rya 1.3 0.19 A 160  GDP-MANNOSE MANNOSYL HYDROLASE 
   B 160  GDP-MANNOSE MANNOSYL HYDROLASE 

1ryp* 1.9 0.33 A 243  20S PROTEASOME 
   B 250  20S PROTEASOME 
   C 244  20S PROTEASOME 
   G 244  20S PROTEASOME 
   H 205  20S PROTEASOME 

1s0p 1.4 0.21 A 176  ADENYLYL CYCLASE-ASSOCIATED PROTEIN 
   B 176  ADENYLYL CYCLASE-ASSOCIATED PROTEIN 

1s0y 2.3 0.27 A 62  ALPHA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 
   C 60  ALPHA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 
   E 61  ALPHA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 



   B 55  BETA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 
   D 56  BETA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 
   F 57  BETA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 
   H 56  BETA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 
   J 55  BETA-SUBUNIT OF TRANS-3-CHLOROACRYLIC ACID DEHALOGENASE 

1s12 2 0.28 A 94  HYPOTHETICAL PROTEIN TM1457 
   D 91  HYPOTHETICAL PROTEIN TM1457 

1s3z 2 0.21 A 147  AMINOGLYCOSIDE 6'-N-ACETYLTRANSFERASE 
   B 145  AMINOGLYCOSIDE 6'-N-ACETYLTRANSFERASE 

1s4k 1.9 0.22 A 115  PUTATIVE CYTOPLASMIC PROTEIN YDIL 
   B 115  PUTATIVE CYTOPLASMIC PROTEIN YDIL 

1s4n 2.01 0.23 A 337  GLYCOLIPID 2-ALPHA-MANNOSYLTRANSFERASE 
   B 335  GLYCOLIPID 2-ALPHA-MANNOSYLTRANSFERASE 

1s5a 1.7 0.24 A 135  HYPOTHETICAL PROTEIN YESE 
   B 138  HYPOTHETICAL PROTEIN YESE 
   D 134  HYPOTHETICAL PROTEIN YESE 

1s5u 1.7 0.23 A 129  PROTEIN YBGC 
   B 128  PROTEIN YBGC 
   C 130  PROTEIN YBGC 
   D 129  PROTEIN YBGC 

1s7m 2.1 0.25 A 158  HIA 
   B 157  HIA 

1s98* 2.3 0.25 A 97  PROTEIN YFHF 
   B 97  PROTEIN YFHF 

1s99 1.65 0.22 A 179  YKOF 
   B 173  YKOF 

1s9r* 1.6 0.20 A 409  ARGININE DEIMINASE 
   B 409  ARGININE DEIMINASE 

1sac 2 0.20 A 204  SERUM AMYLOID P COMPONENT 
   B 204  SERUM AMYLOID P COMPONENT 

1sbz* 2 0.22 A 172  PROBABLE AROMATIC ACID DECARBOXYLASE 
   B 165  PROBABLE AROMATIC ACID DECARBOXYLASE 
   C 165  PROBABLE AROMATIC ACID DECARBOXYLASE 
   D 174  PROBABLE AROMATIC ACID DECARBOXYLASE 

1sd4 2 0.24 A 118  PENICILLINASE REPRESSOR 
   B 118  PENICILLINASE REPRESSOR 

1sdd 2.8 0.30 A 268  COAGULATION FACTOR V 
   B 601  COAGULATION FACTOR V 

1sf8 2.6 0.26 A 112  CHAPERONE PROTEIN HTPG 
   G 118  CHAPERONE PROTEIN HTPG 

1sfk 3.2 0.31 A 73  CORE PROTEIN 
   B 57  CORE PROTEIN 
   C 73  CORE PROTEIN 
   D 73  CORE PROTEIN 
   E 73  CORE PROTEIN 
   F 73  CORE PROTEIN 
   G 73  CORE PROTEIN 
   H 58  CORE PROTEIN 

1sgm* 2 0.29 A 184  PUTATIVE HTH-TYPE TRANSCRIPTIONAL REGULATOR YXAF 
   B 184  PUTATIVE HTH-TYPE TRANSCRIPTIONAL REGULATOR YXAF 

1shs 2.9 0.25 A 115  SMALL HEAT SHOCK PROTEIN 



   B 115  SMALL HEAT SHOCK PROTEIN 
   C 115  SMALL HEAT SHOCK PROTEIN 
   D 115  SMALL HEAT SHOCK PROTEIN 
   F 115  SMALL HEAT SHOCK PROTEIN 
   H 115  SMALL HEAT SHOCK PROTEIN 

1sj7 2.5 0.29 A 167  TALIN 1 
   B 170  TALIN 1 

1skv 2.6 0.27 A 62  HYPOTHETICAL 7.5 KDA PROTEIN 
   B 59  HYPOTHETICAL 7.5 KDA PROTEIN 

1sq5 2.2 0.23 A 302  PANTOTHENATE KINASE 
   D 304  PANTOTHENATE KINASE 

1sqe 1.5 0.25 A 101  HYPOTHETICAL PROTEIN PG130 
   B 106  HYPOTHETICAL PROTEIN PG130 

1sqs 1.5 0.22 A 228  CONSERVED HYPOTHETICAL PROTEIN 
   B 228  CONSERVED HYPOTHETICAL PROTEIN 

1sr4 2 0.21 A 167  CYTOLETHAL DISTENDING TOXIN SUBUNIT A 
   B 258  CYTOLETHAL DISTENDING TOXIN PROTEIN B 
   C 154  CYTOLETHAL DISTENDING TOXIN PROTEIN C 

1sr9 2 0.20 A 562  2-ISOPROPYLMALATE SYNTHASE 
   B 566  2-ISOPROPYLMALATE SYNTHASE 

1srq 2.9 0.28 A 330  GTPASE-ACTIVATING PROTEIN 1 
   B 304  GTPASE-ACTIVATING PROTEIN 1 

1ss4 1.84 0.24 A 143  GLYOXALASE FAMILY PROTEIN 
   B 140  GLYOXALASE FAMILY PROTEIN 

1ssq* 1.85 0.26 A 241  SERINE ACETYLTRANSFERASE 
   D 257  SERINE ACETYLTRANSFERASE 

1stm 1.9 0.26 A 141  SATELLITE PANICUM MOSAIC VIRUS 
   B 141  SATELLITE PANICUM MOSAIC VIRUS 

1stz 2.2 0.26 A 323  HEAT-INDUCIBLE TRANSCRIPTION REPRESSOR HRCA HOMOLOG 
   C 311  HEAT-INDUCIBLE TRANSCRIPTION REPRESSOR HRCA HOMOLOG 

1svf* 1.4 0.20 A 64  PROTEIN (FUSION GLYCOPROTEIN) 
   C 62  PROTEIN (FUSION GLYCOPROTEIN) 
   B 38  PROTEIN (FUSION GLYCOPROTEIN) 

1svm 1.94 0.24 A 362  LARGE T ANTIGEN 
   B 362  LARGE T ANTIGEN 

1svv* 2.1 0.23 A 328  THREONINE ALDOLASE 
   B 330  THREONINE ALDOLASE 

1sw6 2.1 0.25 A 254  REGULATORY PROTEIN SWI6 
   B 254  REGULATORY PROTEIN SWI6 

1swv 2.3 0.28 A 257  PHOSPHONOACETALDEHYDE HYDROLASE 
   B 257  PHOSPHONOACETALDEHYDE HYDROLASE 

1sxj* 2.85 0.31 A 441  ACTIVATOR 1 95 KDA SUBUNIT 
   B 316  ACTIVATOR 1 37 KDA SUBUNIT 
   C 322  ACTIVATOR 1 40 KDA SUBUNIT 
   D 328  ACTIVATOR 1 41 KDA SUBUNIT 
   E 317  ACTIVATOR 1 40 KDA SUBUNIT 
   F 252  PROLIFERATING CELL NUCLEAR ANTIGEN 
   G 251  PROLIFERATING CELL NUCLEAR ANTIGEN 
   H 260  PROLIFERATING CELL NUCLEAR ANTIGEN 

1szq 2.7 0.25 A 461  2-METHYLCITRATE DEHYDRATASE 
   B 461  2-METHYLCITRATE DEHYDRATASE 



1t06 1.9 0.24 A 235  HYPOTHETICAL PROTEIN 
   B 235  HYPOTHETICAL PROTEIN 

1t0f 1.85 0.24 A 264  TRANSPOSON TN7 TRANSPOSITION PROTEIN TNSA 
   C 49  TRANSPOSON TN7 TRANSPOSITION PROTEIN TNSC 

1t0h 1.97 0.21 A 94  VOLTAGE-GATED CALCIUM CHANNEL SUBUNIT BETA2A 
   B 182  VOLTAGE-GATED CALCIUM CHANNEL SUBUNIT BETA2A 

1t0p 1.66 0.24 A 174  INTEGRIN ALPHA-L 
   B 86  INTERCELLULAR ADHESION MOLECULE-3 

1t0t 1.75 0.19 V 243  APC35880 
   W 243  APC35880 

1t3g 2.3 0.27 A 147  X-LINKED INTERLEUKIN-1 RECEPTOR ACCESSORY PROTEIN-LIKE 1 
   B 146  X-LINKED INTERLEUKIN-1 RECEPTOR ACCESSORY PROTEIN-LIKE 1 

1t3w* 2.8 0.31 A 131  DNA PRIMASE 
   B 132  DNA PRIMASE 

1t4b 1.6 0.20 A 367  ASPARTATE-SEMIALDEHYDE DEHYDROGENASE 
   B 367  ASPARTATE-SEMIALDEHYDE DEHYDROGENASE 

1t4h 1.8 0.23 A 261  SERINE/THREONINE-PROTEIN KINASE WNK1 
   B 193  SERINE/THREONINE-PROTEIN KINASE WNK1 

1t4o 2.5 0.28 A 81  RIBONUCLEASE III 
   B 88  RIBONUCLEASE III 

1t62 3 0.26 A 153  CONSERVED HYPOTHETICAL PROTEIN 
   B 163  CONSERVED HYPOTHETICAL PROTEIN 

1t6s* 1.95 0.25 A 162  CONSERVED HYPOTHETICAL PROTEIN 
   B 162  CONSERVED HYPOTHETICAL PROTEIN 

1t7l 2 0.24 A 734 
 5-METHYLTETRAHYDROPTEROYLTRIGLUTAMATE--HOMOCYSTEINE 
METHYLTRANSFERASE 

   B 731 
 5-METHYLTETRAHYDROPTEROYLTRIGLUTAMATE--HOMOCYSTEINE 
METHYLTRANSFERASE 

1t82 1.7 0.22 A 138  HYPOTHETICAL ACETYLTRANSFERASE 
   B 142  HYPOTHETICAL ACETYLTRANSFERASE 

1t8s 2.6 0.26 A 439  AMP NUCLEOSIDASE 
   B 440  AMP NUCLEOSIDASE 
   E 439  AMP NUCLEOSIDASE 
   F 439  AMP NUCLEOSIDASE 

1t98 2.9 0.27 A 261  CHROMOSOME PARTITION PROTEIN MUKF 
   B 256  CHROMOSOME PARTITION PROTEIN MUKF 

1tbx* 2.7 0.26 A 93  HYPOTHETICAL 11.0 KDA PROTEIN 
   B 89  HYPOTHETICAL 11.0 KDA PROTEIN 

1te5 2 0.28 A 253  CONSERVED HYPOTHETICAL PROTEIN 
   B 253  CONSERVED HYPOTHETICAL PROTEIN 

1ted 2.25 0.27 A 368  PKS18 
   B 359  PKS18 

1tf0 2.7 0.30 A 556  SERUM ALBUMIN 
   B 53  PEPTOSTREPTOCOCCAL ALBUMIN-BINDING PROTEIN 

1tf7 2.8 0.28 A 484  KAIC 
   B 484  KAIC 

1th7 1.68 0.24 A 78  SMALL NUCLEAR RIBOPROTEIN PROTEIN 
   B 78  SMALL NUCLEAR RIBOPROTEIN PROTEIN 
   D 78  SMALL NUCLEAR RIBOPROTEIN PROTEIN 
   E 78  SMALL NUCLEAR RIBOPROTEIN PROTEIN 
   F 78  SMALL NUCLEAR RIBOPROTEIN PROTEIN 

1tiq 1.9 0.24 A 166  PROTEASE SYNTHASE AND SPORULATION NEGATIVE REGULATORY PROTEIN PAI 



1 

   B 161 
 PROTEASE SYNTHASE AND SPORULATION NEGATIVE REGULATORY PROTEIN PAI 
1 

1tjo 1.6 0.21 A 180  IRON-RICH DPSA-HOMOLOG PROTEIN 
   B 175  IRON-RICH DPSA-HOMOLOG PROTEIN 
   C 175  IRON-RICH DPSA-HOMOLOG PROTEIN 
   D 175  IRON-RICH DPSA-HOMOLOG PROTEIN 

1tk9 2.1 0.21 A 183  PHOSPHOHEPTOSE ISOMERASE 1 
   B 183  PHOSPHOHEPTOSE ISOMERASE 1 
   C 183  PHOSPHOHEPTOSE ISOMERASE 1 
   D 183  PHOSPHOHEPTOSE ISOMERASE 1 

1tkk 2.1 0.29 A 359  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   B 358  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   C 359  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   D 359  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   E 359  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   F 358  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   G 359  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 
   H 359  SIMILAR TO CHLOROMUCONATE CYCLOISOMERASE 

1tlj 2.8 0.27 A 189  HYPOTHETICAL UPF0130 PROTEIN SSO0622 
   B 188  HYPOTHETICAL UPF0130 PROTEIN SSO0622 

1tlt* 2.7 0.29 A 304  PUTATIVE OXIDOREDUCTASE (VIRULENCE FACTOR MVIM HOMOLOG) 
   B 305  PUTATIVE OXIDOREDUCTASE (VIRULENCE FACTOR MVIM HOMOLOG) 

1to6 2.5 0.28 A 371  GLYCERATE KINASE 
   B 371  GLYCERATE KINASE 

1tqy 2 0.25 A 421  BETA-KETOACYL SYNTHASE/ACYL TRANSFERASE 
   B 402  ACTINORHODIN POLYKETIDE PUTATIVE BETA-KETOACYL SYNTHASE 2 

1tr8* 2.27 0.24 A 86  CONSERVED PROTEIN (MTH177) 
   B 86  CONSERVED PROTEIN (MTH177) 

1tt7 2.7 0.26 A 325  YHFP 
   D 325  YHFP 

1tu3* 2.31 0.28 A 165  RAS-RELATED PROTEIN RAB-5A 
   B 166  RAS-RELATED PROTEIN RAB-5A 
   C 166  RAS-RELATED PROTEIN RAB-5A 
   D 147  RAS-RELATED PROTEIN RAB-5A 
   E 167  RAS-RELATED PROTEIN RAB-5A 
   F 46  RAB GTPASE BINDING EFFECTOR PROTEIN 1 
   G 51  RAB GTPASE BINDING EFFECTOR PROTEIN 1 
   H 44  RAB GTPASE BINDING EFFECTOR PROTEIN 1 
   I 45  RAB GTPASE BINDING EFFECTOR PROTEIN 1 
   J 53  RAB GTPASE BINDING EFFECTOR PROTEIN 1 

1tu5 2.37 0.24 A 632  COPPER AMINE OXIDASE, LIVER ISOZYME 
   B 632  COPPER AMINE OXIDASE, LIVER ISOZYME 

1tue 2.1 0.26 A 201  REPLICATION PROTEIN E1 
   D 202  REPLICATION PROTEIN E1 
   B 194  REGULATORY PROTEIN E2 
   E 196  REGULATORY PROTEIN E2 

1twd 1.7 0.22 A 225  COPPER HOMEOSTASIS PROTEIN CUTC 
   B 226  COPPER HOMEOSTASIS PROTEIN CUTC 

1tx4 1.65 0.22 A 196  P50-RHOGAP 
   B 174  TRANSFORMING PROTEIN RHOA 

1txk 2.5 0.23 A 480  GLUCANS BIOSYNTHESIS PROTEIN G 



   B 477  GLUCANS BIOSYNTHESIS PROTEIN G 
1txv 2.75 0.24 A 452  INTEGRIN ALPHA-IIB 

   B 440  INTEGRIN BETA-3 
1tyy 2.6 0.29 A 293  PUTATIVE SUGAR KINASE 

   B 292  PUTATIVE SUGAR KINASE 
1tz9 2.9 0.29 A 334  MANNONATE DEHYDRATASE 

   B 334  MANNONATE DEHYDRATASE 
1tzj 1.99 0.25 A 331  1-AMINOCYCLOPROPANE-1-CARBOXYLATE DEAMINASE 

   B 328  1-AMINOCYCLOPROPANE-1-CARBOXYLATE DEAMINASE 
1tzy 1.9 0.22 A 106  HISTONE H2A-IV 

   E 104  HISTONE H2A-IV 
   B 92  HISTONE H2B 
   F 93  HISTONE H2B 
   C 95  HISTONE H3 
   G 98  HISTONE H3 
   D 83  HISTONE H4-VI 
   H 84  HISTONE H4-VI 

1tzz* 1.86 0.25 A 374  HYPOTHETICAL PROTEIN L1841 
   B 379  HYPOTHETICAL PROTEIN L1841 

1u0m 2.22 0.29 A 348  PUTATIVE POLYKETIDE SYNTHASE 
   B 348  PUTATIVE POLYKETIDE SYNTHASE 

1u19 2.2 0.22 A 348  RHODOPSIN 
   B 348  RHODOPSIN 

1u1i 1.9 0.22 A 392  MYO-INOSITOL-1-PHOSPHATE SYNTHASE 
   B 392  MYO-INOSITOL-1-PHOSPHATE SYNTHASE 
   C 392  MYO-INOSITOL-1-PHOSPHATE SYNTHASE 
   D 392  MYO-INOSITOL-1-PHOSPHATE SYNTHASE 

1u2m 2.3 0.26 A 84  HISTONE-LIKE PROTEIN HLP-1 
   B 114  HISTONE-LIKE PROTEIN HLP-1 
   C 137  HISTONE-LIKE PROTEIN HLP-1 

1u58 1.9 0.23 A 222  MHC-I HOMOLOG M144 
   B 98  BETA-2-MICROGLOBULIN 

1u5k 2 0.21 A 242  HYPOTHETICAL PROTEIN 
   B 232  HYPOTHETICAL PROTEIN 

1u5u 2 0.24 A 366  ALLENE OXIDE SYNTHASE-LIPOXYGENASE PROTEIN 
   B 366  ALLENE OXIDE SYNTHASE-LIPOXYGENASE PROTEIN 

1u6l 2.81 0.26 A 127  HYPOTHETICAL PROTEIN 
   B 127  HYPOTHETICAL PROTEIN 

1u7e 2 0.22 A 338  CAMP-DEPENDENT PROTEIN KINASE, ALPHA-CATALYTIC SUBUNIT 
   B 152  CAMP-DEPENDENT PROTEIN KINASE TYPE I-ALPHA REGULATORY CHAIN 

1u7k 1.85 0.24 A 129  GAG POLYPROTEIN 
   B 129  GAG POLYPROTEIN 
   C 129  GAG POLYPROTEIN 
   D 129  GAG POLYPROTEIN 
   F 129  GAG POLYPROTEIN 

1u7z 2.3 0.27 A 216  COENZYME A BIOSYNTHESIS BIFUNCTIONAL PROTEIN COABC 
   B 218  COENZYME A BIOSYNTHESIS BIFUNCTIONAL PROTEIN COABC 

1u8s 2.45 0.27 A 171  GLYCINE CLEAVAGE SYSTEM TRANSCRIPTIONAL REPRESSOR, PUTATIVE 
   B 172  GLYCINE CLEAVAGE SYSTEM TRANSCRIPTIONAL REPRESSOR, PUTATIVE 

1u8v 1.6 0.21 A 490  GAMMA-AMINOBUTYRATE METABOLISM DEHYDRATASE/ISOMERASE 
   B 490  GAMMA-AMINOBUTYRATE METABOLISM DEHYDRATASE/ISOMERASE 



   C 490  GAMMA-AMINOBUTYRATE METABOLISM DEHYDRATASE/ISOMERASE 
1uad 2.1 0.25 A 173  RAS-RELATED PROTEIN RAL-A 

   C 92  EXOCYST COMPLEX COMPONENT SEC5 
1uan* 2 0.24 A 220  HYPOTHETICAL PROTEIN TT1542 

   B 219  HYPOTHETICAL PROTEIN TT1542 
1uc2 2.15 0.20 A 480  HYPOTHETICAL PROTEIN PH1602 

   B 480  HYPOTHETICAL PROTEIN PH1602 
1uc8 2 0.27 A 254  LYSINE BIOSYNTHESIS ENZYME 

   B 251  LYSINE BIOSYNTHESIS ENZYME 
1udd 2.15 0.25 A 215  TRANSCRIPTIONAL REGULATOR 

   B 213  TRANSCRIPTIONAL REGULATOR 
   C 215  TRANSCRIPTIONAL REGULATOR 
   D 213  TRANSCRIPTIONAL REGULATOR 

1ueh 1.73 0.21 A 214  UNDECAPRENYL PYROPHOSPHATE SYNTHASE 
   B 225  UNDECAPRENYL PYROPHOSPHATE SYNTHASE 

1uf3* 2.1 0.25 A 222  HYPOTHETICAL PROTEIN TT1561 
   B 221  HYPOTHETICAL PROTEIN TT1561 
   C 220  HYPOTHETICAL PROTEIN TT1561 
   D 222  HYPOTHETICAL PROTEIN TT1561 
   E 222  HYPOTHETICAL PROTEIN TT1561 
   F 222  HYPOTHETICAL PROTEIN TT1561 
   G 222  HYPOTHETICAL PROTEIN TT1561 
   H 222  HYPOTHETICAL PROTEIN TT1561 

1ufi 1.65 0.31 A 48  MAJOR CENTROMERE AUTOANTIGEN B 
   B 46  MAJOR CENTROMERE AUTOANTIGEN B 

1uh5* 2.2 0.21 A 287  ENOYL-ACP REDUCTASE 
   B 287  ENOYL-ACP REDUCTASE 

1uhv 2.1 0.26 A 500  BETA-XYLOSIDASE 
   B 500  BETA-XYLOSIDASE 
   C 500  BETA-XYLOSIDASE 

1ui5 2.4 0.29 A 195  A-FACTOR RECEPTOR HOMOLOG 
   B 199  A-FACTOR RECEPTOR HOMOLOG 

1uii 2 0.24 A 61  GEMININ 
   B 61  GEMININ 

1uix 1.8 0.24 A 68  RHO-ASSOCIATED KINASE 
   B 67  RHO-ASSOCIATED KINASE 

1ujw 2.75 0.29 A 576  VITAMIN B12 RECEPTOR 
   B 116  COLICIN E3 

1um0 1.95 0.24 A 365  CHORISMATE SYNTHASE 
   B 365  CHORISMATE SYNTHASE 
   C 365  CHORISMATE SYNTHASE 
   D 365  CHORISMATE SYNTHASE 

1unl 2.2 0.22 A 292  CYCLIN-DEPENDENT KINASE 5 
   D 150  CYCLIN-DEPENDENT KINASE 5 ACTIVATOR 1 

1unn 1.9 0.24 A 366  DNA POLYMERASE III BETA SUBUNIT 
   B 366  DNA POLYMERASE III BETA SUBUNIT 
   C 111  DNA POLYMERASE IV 
   D 112  DNA POLYMERASE IV 

1upa 2.35 0.20 A 548  CARBOXYETHYLARGININE SYNTHASE 
   B 549  CARBOXYETHYLARGININE SYNTHASE 

1upt 1.7 0.25 B 54  GOLGI AUTOANTIGEN, GOLGIN SUBFAMILY A MEMBER 4 



   D 48  GOLGI AUTOANTIGEN, GOLGIN SUBFAMILY A MEMBER 4 
1uqt 2 0.25 A 452  ALPHA,ALPHA-TREHALOSE-PHOSPHATE SYNTHASE 

   B 450  ALPHA,ALPHA-TREHALOSE-PHOSPHATE SYNTHASE 

1urj 3 0.29 A 
102

9  MAJOR DNA-BINDING PROTEIN 

   B 
103

1  MAJOR DNA-BINDING PROTEIN 
1us7 2.3 0.24 A 207  HEAT SHOCK PROTEIN HSP82 

   B 194  HSP90 CO-CHAPERONE CDC37 
1usl 1.88 0.20 A 157  RIBOSE 5-PHOSPHATE ISOMERASE B 

   B 157  RIBOSE 5-PHOSPHATE ISOMERASE B 
1usu 2.15 0.27 A 246  HEAT SHOCK PROTEIN HSP82 

   B 132  AHA1 
1utc 2.3 0.25 A 352  CLATHRIN HEAVY CHAIN 

   B 353  CLATHRIN HEAVY CHAIN 
1uu1 2.38 0.27 A 330  HISTIDINOL-PHOSPHATE AMINOTRANSFERASE 

   B 335  HISTIDINOL-PHOSPHATE AMINOTRANSFERASE 
   C 335  HISTIDINOL-PHOSPHATE AMINOTRANSFERASE 

1uuj 1.75 0.25 A 74  PLATELET-ACTIVATING FACTOR ACETYLHYDROLASE IB ALPHA SUBUNIT 
   B 72  PLATELET-ACTIVATING FACTOR ACETYLHYDROLASE IB ALPHA SUBUNIT 

1uun 2.5 0.25 A 184  MSPA 
   B 184  MSPA 

1uv7 1.7 0.24 A 74  GENERAL SECRETION PATHWAY PROTEIN M 
   B 72  GENERAL SECRETION PATHWAY PROTEIN M 

1uw4 1.95 0.23 A 91  UPF3X 
   B 248  REGULATOR OF NONSENSE TRANSCRIPTS 2 

1uyr* 2.5 0.25 A 698  ACETYL-COA CARBOXYLASE 
   B 695  ACETYL-COA CARBOXYLASE 

1uz3 1.1 0.25 A 102  EMSY PROTEIN 
   B 97  EMSY PROTEIN 

1v0e 1.9 0.20 A 666  ENDO-ALPHA-SIALIDASE 
   B 666  ENDO-ALPHA-SIALIDASE 

1v18 2.1 0.25 A 508  BETA-CATENIN 
   B 36  ADENOMATOUS POLYPOSIS COLI 

1v54* 1.8 0.23 A 513  CYTOCHROME C OXIDASE POLYPEPTIDE I 
   B 226  CYTOCHROME C OXIDASE POLYPEPTIDE II 
   C 259  CYTOCHROME C OXIDASE POLYPEPTIDE III 
   D 144  CYTOCHROME C OXIDASE SUBUNIT IV ISOFORM 1 
   E 105  CYTOCHROME C OXIDASE POLYPEPTIDE VA 
   F 98  CYTOCHROME C OXIDASE POLYPEPTIDE VB 
   S 98  CYTOCHROME C OXIDASE POLYPEPTIDE VB 
   G 83  CYTOCHROME C OXIDASE POLYPEPTIDE VIA-HEART 
   T 83  CYTOCHROME C OXIDASE POLYPEPTIDE VIA-HEART 
   H 79  CYTOCHROME C OXIDASE POLYPEPTIDE VIB 
   I 72  CYTOCHROME C OXIDASE POLYPEPTIDE VIC 
   J 58  CYTOCHROME C OXIDASE POLYPEPTIDE VIIA-HEART 
   K 49  CYTOCHROME C OXIDASE POLYPEPTIDE VIIB 
   L 46  CYTOCHROME C OXIDASE POLYPEPTIDE VIIC 
   M 43  CYTOCHROME C OXIDASE POLYPEPTIDE VIII-HEART 

1v5i 1.5 0.19 A 274  SUBTILISIN BPN' 
   B 76  IA-1=SERINE PROTEINASE INHIBITOR 

1v6z 2 0.25 A 226  HYPOTHETICAL PROTEIN TTHA0657 



   B 224  HYPOTHETICAL PROTEIN TTHA0657 
1v74 2 0.23 A 107  COLICIN D 

   B 87  COLICIN D IMMUNITY PROTEIN 
1v7b 1.9 0.24 A 175  TRANSCRIPTIONAL REGULATOR 

   B 172  TRANSCRIPTIONAL REGULATOR 
1v7c 2 0.23 A 351  THREONINE SYNTHASE 

   B 351  THREONINE SYNTHASE 
1v7l 1.98 0.25 A 162  3-ISOPROPYLMALATE DEHYDRATASE SMALL SUBUNIT 

   B 163  3-ISOPROPYLMALATE DEHYDRATASE SMALL SUBUNIT 
1v7m 2.51 0.32 L 212  MONOCLONAL TN1 FAB LIGHT CHAIN 

   H 217  MONOCLONAL TN1 FAB HEAVY CHAIN 
   V 145  THROMBOPOIETIN 

1v7z 1.6 0.20 A 257  CREATININE AMIDOHYDROLASE 
   B 257  CREATININE AMIDOHYDROLASE 
   C 257  CREATININE AMIDOHYDROLASE 
   D 257  CREATININE AMIDOHYDROLASE 
   F 257  CREATININE AMIDOHYDROLASE 

1v84 1.82 0.24 A 245 
 GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-
GLUCURONOSYLTRANSFERASE 1 

   B 243 
 GALACTOSYLGALACTOSYLXYLOSYLPROTEIN 3-BETA-
GLUCURONOSYLTRANSFERASE 1 

1v8d* 2.16 0.25 A 189  HYPOTHETICAL PROTEIN (TT1679) 
   B 185  HYPOTHETICAL PROTEIN (TT1679) 
   C 188  HYPOTHETICAL PROTEIN (TT1679) 

1v9y 1.32 0.27 A 103  HEME PAS SENSOR PROTEIN 
   B 103  HEME PAS SENSOR PROTEIN 

1vbk 1.9 0.22 A 307  HYPOTHETICAL PROTEIN PH1313 
   B 296  HYPOTHETICAL PROTEIN PH1313 

1vc1 2 0.21 A 110  PUTATIVE ANTI-SIGMA FACTOR ANTAGONIST TM1442 
   B 110  PUTATIVE ANTI-SIGMA FACTOR ANTAGONIST TM1442 

1vch 1.94 0.26 A 169  PHOSPHORIBOSYLTRANSFERASE-RELATED PROTEIN 
   B 170  PHOSPHORIBOSYLTRANSFERASE-RELATED PROTEIN 

1vdm 2.5 0.24 A 151  PURINE PHOSPHORIBOSYLTRANSFERASE 
   B 149  PURINE PHOSPHORIBOSYLTRANSFERASE 
   C 143  PURINE PHOSPHORIBOSYLTRANSFERASE 
   D 147  PURINE PHOSPHORIBOSYLTRANSFERASE 
   E 149  PURINE PHOSPHORIBOSYLTRANSFERASE 
   F 150  PURINE PHOSPHORIBOSYLTRANSFERASE 
   G 152  PURINE PHOSPHORIBOSYLTRANSFERASE 
   H 149  PURINE PHOSPHORIBOSYLTRANSFERASE 
   J 147  PURINE PHOSPHORIBOSYLTRANSFERASE 
   L 149  PURINE PHOSPHORIBOSYLTRANSFERASE 

1ve2 1.8 0.24 A 222  UROPORPHYRIN-III C-METHYLTRANSFERASE 
   B 220  UROPORPHYRIN-III C-METHYLTRANSFERASE 

1ve6 2.1 0.23 A 574  ACYLAMINO-ACID-RELEASING ENZYME 
   B 574  ACYLAMINO-ACID-RELEASING ENZYME 

1vef 1.35 0.21 A 387  ACETYLORNITHINE/ACETYL-LYSINE AMINOTRANSFERASE 
   B 387  ACETYLORNITHINE/ACETYL-LYSINE AMINOTRANSFERASE 

1vf6* 2.1 0.26 A 58  PALS1-ASSOCIATED TIGHT JUNCTION PROTEIN 
   B 60  PALS1-ASSOCIATED TIGHT JUNCTION PROTEIN 
   C 51  MAGUK P55 SUBFAMILY MEMBER 5 
   D 48  MAGUK P55 SUBFAMILY MEMBER 5 



1vf7 2.4 0.28 A 237  MULTIDRUG RESISTANCE PROTEIN MEXA 
   B 235  MULTIDRUG RESISTANCE PROTEIN MEXA 
   G 237  MULTIDRUG RESISTANCE PROTEIN MEXA 
   H 241  MULTIDRUG RESISTANCE PROTEIN MEXA 

1vfj 1.7 0.23 A 116  NITROGEN REGULATORY PROTEIN P-II 
   B 93  NITROGEN REGULATORY PROTEIN P-II 
   C 91  NITROGEN REGULATORY PROTEIN P-II 

1vgy 1.9 0.27 A 370  SUCCINYL-DIAMINOPIMELATE DESUCCINYLASE 
   B 370  SUCCINYL-DIAMINOPIMELATE DESUCCINYLASE 

1vh6 2.5 0.32 A 96  FLAGELLAR PROTEIN FLIS 
   B 102  FLAGELLAR PROTEIN FLIS 

1vi9 1.96 0.26 A 279  PYRIDOXAMINE KINASE 
   B 279  PYRIDOXAMINE KINASE 

1vj2 1.65 0.25 A 114  NOVEL MANGANESE-CONTAINING CUPIN TM1459 
   B 114  NOVEL MANGANESE-CONTAINING CUPIN TM1459 

1vjl 1.9 0.25 A 140  HYPOTHETICAL PROTEIN TM0160 
   B 134  HYPOTHETICAL PROTEIN TM0160 

1vkd 2.1 0.20 A 322  CONSERVED HYPOTHETICAL PROTEIN TM1225 
   B 321  CONSERVED HYPOTHETICAL PROTEIN TM1225 

1vl5 1.95 0.21 A 226  UNKNOWN CONSERVED PROTEIN BH2331 
   C 208  UNKNOWN CONSERVED PROTEIN BH2331 

1vm0* 1.8 0.22 A 89  UNKNOWN PROTEIN 
   B 99  UNKNOWN PROTEIN 

1vp6 1.7 0.22 A 133  HYPOTHETICAL PROTEIN, SIMILAR TO POTASSIUM CHANNEL PROTEIN 
   C 133  HYPOTHETICAL PROTEIN, SIMILAR TO POTASSIUM CHANNEL PROTEIN 

1vp7 2.4 0.24 A 67  EXODEOXYRIBONUCLEASE VII SMALL SUBUNIT 
   B 76  EXODEOXYRIBONUCLEASE VII SMALL SUBUNIT 

1vps 1.9 0.21 A 285  POLYOMAVIRUS VP1 PENTAMER 
   B 289  POLYOMAVIRUS VP1 PENTAMER 

1vr0 2.49 0.23 B 228  PROBABLE 2-PHOSPHOSULFOLACTATE PHOSPHATASE 
   C 230  PROBABLE 2-PHOSPHOSULFOLACTATE PHOSPHATASE 

1vrb 2.6 0.27 A 297  PUTATIVE ASPARAGINYL HYDROXYLASE 
   B 306  PUTATIVE ASPARAGINYL HYDROXYLASE 

1vzi 1.15 0.27 A 125  DESULFOFERRODOXIN 
   B 125  DESULFOFERRODOXIN 

1vzy* 1.97 0.23 A 290  33 KDA CHAPERONIN 
   B 286  33 KDA CHAPERONIN 

1w0m 2.5 0.23 A 226  TRIOSEPHOSPHATE ISOMERASE 
   B 226  TRIOSEPHOSPHATE ISOMERASE 
   C 226  TRIOSEPHOSPHATE ISOMERASE 

1w1w 2.9 0.28 A 274  STRUCTURAL MAINTENANCE OF CHROMOSOME 1 
   E 71  SISTER CHROMATID COHESION PROTEIN 1 

1w27* 1.7 0.20 A 689  PHENYLALANINE AMMONIA-LYASE 1 
   B 689  PHENYLALANINE AMMONIA-LYASE 1 

1w2w* 1.75 0.20 A 207  5-METHYLTHIORIBOSE-1-PHOSPHATE ISOMERASE 
   B 190  5-METHYLTHIORIBOSE-1-PHOSPHATE ISOMERASE 
   N 190  5-METHYLTHIORIBOSE-1-PHOSPHATE ISOMERASE 

1w36* 3.1 0.30 B 
115

8  EXODEOXYRIBONUCLEASE V BETA CHAIN 

   C 
112

2  EXODEOXYRIBONUCLEASE V GAMMA CHAIN 
   D 539  EXODEOXYRIBONUCLEASE V ALPHA CHAIN 



1w44 2 0.23 A 304  NTPASE P4 
   B 304  NTPASE P4 

1w61 2.1 0.19 A 353  B-CELL MITOGEN 
   B 357  B-CELL MITOGEN 

1w6s 1.2 0.19 A 596  METHANOL DEHYDROGENASE SUBUNIT 1 
   C 597  METHANOL DEHYDROGENASE SUBUNIT 1 
   B 73  METHANOL DEHYDROGENASE SUBUNIT 2 

1w96 1.8 0.23 A 549  ACETYL-COENZYME A CARBOXYLASE 
   B 542  ACETYL-COENZYME A CARBOXYLASE 

1w98 2.15 0.25 A 297  CELL DIVISION PROTEIN KINASE 2 
   B 270  G1/S-SPECIFIC CYCLIN E1 

1w9c 2.3 0.28 A 321  CRM1 PROTEIN 
   B 321  CRM1 PROTEIN 

1w9z 2.56 0.25 A 257  VP9 
   B 257  VP9 

1wa5* 2 0.27 A 170  GTP-BINDING NUCLEAR PROTEIN RAN 
   B 464  IMPORTIN ALPHA SUBUNIT 
   C 938  IMPORTIN ALPHA RE-EXPORTER 

1waa 1.8 0.27 A 92  TITIN 
   B 89  TITIN 
   C 93  TITIN 
   D 93  TITIN 
   E 92  TITIN 
   F 93  TITIN 

1wbh 1.55 0.22 A 213  KHG/KDPG ALDOLASE 
   B 214  KHG/KDPG ALDOLASE 

1wc3 1.9 0.24 A 199  ADENYLATE CYCLASE 
   B 195  ADENYLATE CYCLASE 

1wdd* 1.35 0.18 A 464  RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN 
   E 463  RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN 
   S 121  RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 
   W 121  RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN C 

1wdj 2 0.24 A 186  HYPOTHETICAL PROTEIN TT1808 
   B 152  HYPOTHETICAL PROTEIN TT1808 

1wiw 2 0.24 A 278  GLUCOSE-6-PHOSPHATE ISOMERASE LIKE PROTEIN 
   B 279  GLUCOSE-6-PHOSPHATE ISOMERASE LIKE PROTEIN 

1wkv 2 0.23 A 382  CYSTEINE SYNTHASE 
   B 383  CYSTEINE SYNTHASE 

1wle 1.65 0.23 A 465  SERYL-TRNA SYNTHETASE 
   B 469  SERYL-TRNA SYNTHETASE 

1wlq 2.8 0.29 A 69  GEMININ 
   B 77  GEMININ 
   D 64  GEMININ 
   E 77  GEMININ 
   C 178  CDT1 PROTEIN 

1wls 2.16 0.25 A 316  L-ASPARAGINASE 
   B 316  L-ASPARAGINASE 

1wmg 2.1 0.27 A 86  NETRIN RECEPTOR UNC5H2 
   B 79  NETRIN RECEPTOR UNC5H2 

1wmw 1.55 0.20 A 328  GERANYLGERANYL DIPHOSPHATE SYNTHETASE 
   B 319  GERANYLGERANYL DIPHOSPHATE SYNTHETASE 



   D 140  LECTIN CEL-I, N-ACETYL-D-GALACTOSAMINE-SPECIFIC C-TYPE 
1wn5 1.8 0.22 A 125  BLASTICIDIN-S DEAMINASE 

   B 125  BLASTICIDIN-S DEAMINASE 
   C 125  BLASTICIDIN-S DEAMINASE 
   D 125  BLASTICIDIN-S DEAMINASE 

1wo8 1.7 0.20 A 126  METHYLGLYOXAL SYNTHASE 
   B 123  METHYLGLYOXAL SYNTHASE 
   C 123  METHYLGLYOXAL SYNTHASE 
   F 123  METHYLGLYOXAL SYNTHASE 

1woc 2 0.28 A 97  PRIMOSOMAL REPLICATION PROTEIN N 
   D 97  PRIMOSOMAL REPLICATION PROTEIN N 

1wp8 2.2 0.27 A 64  FUSION 
   B 64  FUSION 

1wq6* 2 0.27 A 57  AML1-ETO 
   B 57  AML1-ETO 

1wqj 1.6 0.26 B 80  INSULIN-LIKE GROWTH FACTOR BINDING PROTEIN 4 
   I 62  INSULIN-LIKE GROWTH FACTOR IB 

1wrd 1.75 0.26 A 98  TARGET OF MYB PROTEIN 1 
   B 76  UBIQUITIN 

1wrv 1.5 0.22 A 297  BRANCHED-CHAIN AMINO ACID AMINOTRANSFERASE 
   B 305  BRANCHED-CHAIN AMINO ACID AMINOTRANSFERASE 

1wsp 2.9 0.31 B 84  AXIN 1 PROTEIN 
   C 84  AXIN 1 PROTEIN 

1wtj 1.55 0.22 A 332  UREIDOGLYCOLATE DEHYDROGENASE 
   B 337  UREIDOGLYCOLATE DEHYDROGENASE 

1wu9 1.54 0.22 A 59  MICROTUBULE-ASSOCIATED PROTEIN RP/EB FAMILY  MEMBER 1 
   B 67  MICROTUBULE-ASSOCIATED PROTEIN RP/EB FAMILY  MEMBER 1 

1wur* 1.82 0.24 A 185  GTP CYCLOHYDROLASE I 
   B 185  GTP CYCLOHYDROLASE I 

1wvq 1.45 0.22 A 162  HYPOTHETICAL PROTEIN PAE2307 
   B 162  HYPOTHETICAL PROTEIN PAE2307 

1ww8 2.5 0.24 A 427  MALATE OXIDOREDUCTASE 
   B 428  MALATE OXIDOREDUCTASE 

1wwh 2.7 0.23 A 81  NUCLEOPORIN 35 
   B 79  NUCLEOPORIN 35 

1wwj 1.9 0.28 A 99  CIRCADIAN CLOCK PROTEIN KAIB 
   B 91  CIRCADIAN CLOCK PROTEIN KAIB 
   C 98  CIRCADIAN CLOCK PROTEIN KAIB 
   D 98  CIRCADIAN CLOCK PROTEIN KAIB 

1wwl 2.5 0.28 A 308  MONOCYTE DIFFERENTIATION ANTIGEN CD14 
   B 312  MONOCYTE DIFFERENTIATION ANTIGEN CD14 

1wwm 2.61 0.28 A 178  HYPOTHETICAL PROTEIN TT2028 
   B 159  HYPOTHETICAL PROTEIN TT2028 

1wxx 1.8 0.23 A 378  HYPOTHETICAL PROTEIN TTHA1280 
   B 378  HYPOTHETICAL PROTEIN TTHA1280 

1wy5 2.42 0.25 A 311  HYPOTHETICAL UPF0072 PROTEIN AQ_1887 
   B 311  HYPOTHETICAL UPF0072 PROTEIN AQ_1887 

1wyu 2.1 0.23 A 437  GLYCINE DEHYDROGENASE (DECARBOXYLATING) SUBUNIT 1 
   C 437  GLYCINE DEHYDROGENASE (DECARBOXYLATING) SUBUNIT 1 
   B 473  GLYCINE DEHYDROGENASE SUBUNIT 2 (P-PROTEIN) 
   D 473  GLYCINE DEHYDROGENASE SUBUNIT 2 (P-PROTEIN) 



1wyz 2.5 0.29 A 220  PUTATIVE S-ADENOSYLMETHIONINE-DEPENDENT METHYTRANSFERASE 
   C 220  PUTATIVE S-ADENOSYLMETHIONINE-DEPENDENT METHYTRANSFERASE 

1wz3 1.8 0.24 A 84  AUTOPHAGY 12B 
   B 84  AUTOPHAGY 12B 

1wz8 1.8 0.26 A 263  ENOYL-COA HYDRATASE 
   B 263  ENOYL-COA HYDRATASE 
   D 263  ENOYL-COA HYDRATASE 
   E 263  ENOYL-COA HYDRATASE 

1x0g 2.5 0.24 B 110  ISCA 
   D 104  ISCA 

1x0v 2.3 0.25 A 340  GLYCEROL-3-PHOSPHATE DEHYDROGENASE [NAD+],CYTOPLASMIC 
   B 340  GLYCEROL-3-PHOSPHATE DEHYDROGENASE [NAD+],CYTOPLASMIC 

1x13 1.9 0.22 A 368  NAD(P) TRANSHYDROGENASE SUBUNIT ALPHA 
   B 364  NAD(P) TRANSHYDROGENASE SUBUNIT ALPHA 

1x2i 1.45 0.24 A 68  HEF HELICASE/NUCLEASE 
   B 68  HEF HELICASE/NUCLEASE 

1x3e* 2.15 0.24 A 110  SINGLE-STRAND BINDING PROTEIN 
   B 119  SINGLE-STRAND BINDING PROTEIN 

1x79* 2.41 0.28 A 82  ADP-RIBOSYLATION FACTOR BINDING PROTEIN GGA1 
   B 90  RAB GTPASE BINDING EFFECTOR PROTEIN 1 
   C 88  RAB GTPASE BINDING EFFECTOR PROTEIN 1 

1x7d 1.6 0.19 A 332  ORNITHINE CYCLODEAMINASE 
   B 331  ORNITHINE CYCLODEAMINASE 

1x7o 2.37 0.25 A 261  RRNA METHYLTRANSFERASE 
   B 251  RRNA METHYLTRANSFERASE 

1x8d 1.8 0.28 A 104  HYPOTHETICAL PROTEIN YIIL 
   B 104  HYPOTHETICAL PROTEIN YIIL 

1x9f* 2.6 0.25 A 147  GLOBIN IV, EXTRACELLULAR 
   I 147  GLOBIN IV, EXTRACELLULAR 
   B 145  GLOBIN II, EXTRACELLULAR 
   C 149  GLOBIN III, EXTRACELLULAR 
   G 149  GLOBIN III, EXTRACELLULAR 
   D 140  HEMOGLOBIN CHAIN D1 
   L 140  HEMOGLOBIN CHAIN D1 

1xao 2.07 0.26 A 115  MITOCHONDRIAL PROTEIN IMPORT PROTEIN MAS5 
   B 115  MITOCHONDRIAL PROTEIN IMPORT PROTEIN MAS5 

1xcb 2.9 0.28 A 204  REDOX-SENSING TRANSCRIPTIONAL REPRESSOR REX 
   B 196  REDOX-SENSING TRANSCRIPTIONAL REPRESSOR REX 

1xcc 2.3 0.23 A 219  1-CYS PEROXIREDOXIN 
   C 218  1-CYS PEROXIREDOXIN 

1xdi 2.81 0.28 A 459  RV3303C-LPDA 
   B 459  RV3303C-LPDA 

1xea 2.65 0.27 A 304  OXIDOREDUCTASE, GFO/IDH/MOCA FAMILY 
   B 304  OXIDOREDUCTASE, GFO/IDH/MOCA FAMILY 
   C 304  OXIDOREDUCTASE, GFO/IDH/MOCA FAMILY 
   D 304  OXIDOREDUCTASE, GFO/IDH/MOCA FAMILY 

1xeq* 2.1 0.26 A 89  NONSTRUCTURAL PROTEIN NS1 
   B 85  NONSTRUCTURAL PROTEIN NS1 

1xf1 1.9 0.27 A 910  C5A PEPTIDASE 
   B 910  C5A PEPTIDASE 

1xf5 2.6 0.24 A 220  MONOCLONAL ANTIBODY 19D9D6 LIGHT CHAIN 



   C 220  MONOCLONAL ANTIBODY 19D9D6 LIGHT CHAIN 
   B 218  MONOCLONAL ANTIBODY 19D9D6 HEAVY CHAIN 
   L 71  PROTEIN L 
   M 67  PROTEIN L 

1xfs 1.7 0.26 A 149  CONSERVED HYPOTHETICAL PROTEIN 
   B 149  CONSERVED HYPOTHETICAL PROTEIN 

1xg4 1.6 0.20 A 287  PROBABLE METHYLISOCITRATE LYASE 
   B 286  PROBABLE METHYLISOCITRATE LYASE 
   C 287  PROBABLE METHYLISOCITRATE LYASE 
   D 283  PROBABLE METHYLISOCITRATE LYASE 

1xk4 1.8 0.21 A 87  CALGRANULIN A 
   C 89  CALGRANULIN B 

1xk7 1.6 0.21 B 390  CROTONOBETAINYL-COA:CARNITINE COA-TRANSFERASE 
   C 390  CROTONOBETAINYL-COA:CARNITINE COA-TRANSFERASE 

1xkz 1.75 0.23 C 248  REGULATORY PROTEIN BLAR1 
   D 244  REGULATORY PROTEIN BLAR1 

1xl3 2.2 0.25 A 191  SECRETION CONTROL PROTEIN 
   C 88  PROTEIN TYPE A 

1xl4 2.6 0.25 A 289  INWARD RECTIFIER POTASSIUM CHANNEL 
   B 277  INWARD RECTIFIER POTASSIUM CHANNEL 

1xly 1.95 0.24 A 224  SHE2P 
   B 184  SHE2P 

1xo1 2.5 0.31 A 245  5'-EXONUCLEASE 
   B 245  5'-EXONUCLEASE 

1xou 2.8 0.27 A 68  ESPA 
   B 84  Z5138 GENE PRODUCT 

1xqb 2.85 0.32 A 183  HYPOTHETICAL UPF0066 PROTEIN HI0510 
   B 183  HYPOTHETICAL UPF0066 PROTEIN HI0510 

1xqr 2.1 0.25 A 259  HSPBP1 PROTEIN 
   B 259  HSPBP1 PROTEIN 

1xr4 2.37 0.24 A 494  PUTATIVE CITRATE LYASE ALPHA CHAIN/CITRATE-ACP TRANSFERASE 
   B 494  PUTATIVE CITRATE LYASE ALPHA CHAIN/CITRATE-ACP TRANSFERASE 

1xs0 1.58 0.26 B 127  INHIBITOR OF VERTEBRATE LYSOZYME 
   C 129  INHIBITOR OF VERTEBRATE LYSOZYME 

1xtt 1.8 0.23 A 215  PROBABLE URACIL PHOSPHORIBOSYLTRANSFERASE 
   B 208  PROBABLE URACIL PHOSPHORIBOSYLTRANSFERASE 
   D 208  PROBABLE URACIL PHOSPHORIBOSYLTRANSFERASE 

1xu1 1.9 0.20 A 137  TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 13 
   B 137  TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 13 
   R 38  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 13B 
   T 39  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 13B 

1xu2 2.35 0.21 A 137  TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 13 
   B 137  TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 13 
   D 137  TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 13 
   R 36  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 17 
   S 37  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 17 
   T 35  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 17 

1xv2 2 0.24 A 227  HYPOTHETICAL PROTEIN, SIMILAR TO ALPHA-ACETOLACTATE DECARBOXYLASE 
   B 227  HYPOTHETICAL PROTEIN, SIMILAR TO ALPHA-ACETOLACTATE DECARBOXYLASE 

1xva* 2.2 0.26 A 292  GLYCINE N-METHYLTRANSFERASE 
   B 292  GLYCINE N-METHYLTRANSFERASE 



1xvh 2 0.24 A 119  HYPOTHETICAL PROTEIN, SIMILAR TO STREPTOCOCCAL ADHESIN EMB 
   B 117  HYPOTHETICAL PROTEIN, SIMILAR TO STREPTOCOCCAL ADHESIN EMB 

1xvs 2.01 0.27 A 120  PROTEIN APAG 
   B 120  PROTEIN APAG 

1xwd 2.92 0.26 A 90  GLYCOPROTEIN HORMONES ALPHA CHAIN 
   D 87  GLYCOPROTEIN HORMONES ALPHA CHAIN 
   B 105  FOLLITROPIN BETA CHAIN 
   E 105  FOLLITROPIN BETA CHAIN 
   C 242  FOLLICLE STIMULATING HORMONE RECEPTOR 
   F 233  FOLLICLE STIMULATING HORMONE RECEPTOR 

1xx1 1.75 0.23 A 285  SPHINGOMYELINASE I 
   B 285  SPHINGOMYELINASE I 

1xxa 2.2 0.33 A 71  ARGININE REPRESSOR 
   B 72  ARGININE REPRESSOR 
   C 73  ARGININE REPRESSOR 

1xzp 2.3 0.25 A 456  PROBABLE TRNA MODIFICATION GTPASE TRME 
   B 131  PROBABLE TRNA MODIFICATION GTPASE TRME 

1xzw 2.5 0.26 A 424  PURPLE ACID PHOSPHATASE 
   B 426  PURPLE ACID PHOSPHATASE 

1y0b 1.8 0.23 A 190  XANTHINE PHOSPHORIBOSYLTRANSFERASE 
   B 189  XANTHINE PHOSPHORIBOSYLTRANSFERASE 
   C 186  XANTHINE PHOSPHORIBOSYLTRANSFERASE 
   D 191  XANTHINE PHOSPHORIBOSYLTRANSFERASE 

1y12 1.95 0.23 A 154  HYPOTHETICAL PROTEIN PA0085 
   C 155  HYPOTHETICAL PROTEIN PA0085 

1y13 2.2 0.24 A 162  6-PYRUVOYL TETRAHYDROPTERIN SYNTHASE 
   B 162  6-PYRUVOYL TETRAHYDROPTERIN SYNTHASE 

1y1l 2.8 0.30 A 124  ARSENATE REDUCTASE (ARSC) 
   D 124  ARSENATE REDUCTASE (ARSC) 

1y1o 2.2 0.25 A 166  PENICILLIN-BINDING PROTEIN-RELATED FACTOR A 
   B 166  PENICILLIN-BINDING PROTEIN-RELATED FACTOR A 

1y2o 2.2 0.27 A 240  BAI1-ASSOCIATED PROTEIN 2 ISOFORM 1 
   B 240  BAI1-ASSOCIATED PROTEIN 2 ISOFORM 1 

1y43 1.4 0.23 A 32  ASPERGILLOPEPSIN II LIGHT CHAIN 
   B 171  ASPERGILLOPEPSIN II HEAVY CHAIN 

1y44 2.1 0.25 A 265  RIBONUCLEASE Z 
   B 292  RIBONUCLEASE Z 

1y4m 1.6 0.26 A 53  HERV-FRD_6P24.1 PROVIRUS ANCESTRAL ENV POLYPROTEIN 
   B 53  HERV-FRD_6P24.1 PROVIRUS ANCESTRAL ENV POLYPROTEIN 
   C 53  HERV-FRD_6P24.1 PROVIRUS ANCESTRAL ENV POLYPROTEIN 

1y56 2.86 0.23 A 484  HYPOTHETICAL PROTEIN PH1363 
   B 374  SARCOSINE OXIDASE 

1y5h 1.5 0.23 A 118  HYPOTHETICAL PROTEIN RV2626C 
   B 117  HYPOTHETICAL PROTEIN RV2626C 

1y71 1.95 0.27 A 107  KINASE-ASSOCIATED PROTEIN B 
   B 110  KINASE-ASSOCIATED PROTEIN B 

1y7p 1.9 0.26 A 212  HYPOTHETICAL PROTEIN AF1403 
   C 206  HYPOTHETICAL PROTEIN AF1403 

1y7t 1.65 0.21 A 327  MALATE DEHYDROGENASE 
   B 327  MALATE DEHYDROGENASE 

1y8q 2.25 0.25 A 313  UBIQUITIN-LIKE 1 ACTIVATING ENZYME E1A 



   B 510  UBIQUITIN-LIKE 2 ACTIVATING ENZYME E1B 
1y8t 2 0.28 A 281  HYPOTHETICAL PROTEIN RV0983 

   B 270  HYPOTHETICAL PROTEIN RV0983 
   C 253  HYPOTHETICAL PROTEIN RV0983 

1y8x 2.4 0.26 A 157  UBIQUITIN-CONJUGATING ENZYME E2 M 
   B 90  UBIQUITIN-ACTIVATING ENZYME E1C 

1y96 2 0.25 A 86  GEM-ASSOCIATED PROTEIN 6 
   B 85  GEM-ASSOCIATED PROTEIN 7 

1y97 2.5 0.26 A 211  THREE PRIME REPAIR EXONUCLEASE 2 
   B 209  THREE PRIME REPAIR EXONUCLEASE 2 

1y9i 1.8 0.25 A 158  LOW TEMPERATURE REQUIREMENT C PROTEIN 
   B 158  LOW TEMPERATURE REQUIREMENT C PROTEIN 
   C 158  LOW TEMPERATURE REQUIREMENT C PROTEIN 
   D 158  LOW TEMPERATURE REQUIREMENT C PROTEIN 

1ya0 2.55 0.29 A 458  SMG-7 TRANSCRIPT VARIANT 2 
   B 464  SMG-7 TRANSCRIPT VARIANT 2 

1yak* 2.5 0.26 A 219  TRANSCRIPTIONAL ACTIVATOR TENA 
   B 218  TRANSCRIPTIONAL ACTIVATOR TENA 
   C 220  TRANSCRIPTIONAL ACTIVATOR TENA 
   D 219  TRANSCRIPTIONAL ACTIVATOR TENA 

1yav 2.1 0.26 A 134  HYPOTHETICAL PROTEIN BSU14130 
   B 135  HYPOTHETICAL PROTEIN BSU14130 

1yax 2.4 0.28 C 153  VIRULENCE SENSOR PROTEIN PHOQ, SENSOR DOMAIN 
   D 134  VIRULENCE SENSOR PROTEIN PHOQ, SENSOR DOMAIN 

1ybk 1.45 0.23 A 52  TETRABRACHION 
   B 52  TETRABRACHION 

1yco 2.4 0.28 A 276  BRANCHED-CHAIN PHOSPHOTRANSACYLASE 
   B 267  BRANCHED-CHAIN PHOSPHOTRANSACYLASE 

1ycy* 2.8 0.31 A 60  CONSERVED HYPOTHETICAL PROTEIN 
   B 60  CONSERVED HYPOTHETICAL PROTEIN 
   C 60  CONSERVED HYPOTHETICAL PROTEIN 

1ydm 2.5 0.30 B 179  HYPOTHETICAL PROTEIN YQGN 
   C 179  HYPOTHETICAL PROTEIN YQGN 

1ydw 2.49 0.28 A 337  AX110P-LIKE PROTEIN 
   B 344  AX110P-LIKE PROTEIN 

1ydy 1.7 0.23 A 328  GLYCEROPHOSPHORYL DIESTER PHOSPHODIESTERASE 
   B 328  GLYCEROPHOSPHORYL DIESTER PHOSPHODIESTERASE 

1yew 2.8 0.30 A 382  PARTICULATE METHANE MONOOXYGENASE, B SUBUNIT 
   E 382  PARTICULATE METHANE MONOOXYGENASE, B SUBUNIT 
   B 238  PARTICULATE METHANE MONOOXYGENASE, A SUBUNIT 
   F 238  PARTICULATE METHANE MONOOXYGENASE, A SUBUNIT 
   C 188  PARTICULATE METHANE MONOOXYGENASE SUBUNIT C2 

1yhn* 3 0.28 A 183  RAS-RELATED PROTEIN RAB-7 
   B 65  RAB INTERACTING LYSOSOMAL PROTEIN 

1yiz 1.55 0.28 A 417  KYNURENINE AMINOTRANSFERASE GLUTAMINE TRANSMINASE 
   B 417  KYNURENINE AMINOTRANSFERASE GLUTAMINE TRANSMINASE 

1yjd* 2.7 0.28 L 212  FAB FRAGMENT OF 5.11A1 ANTIBODY LIGHT CHAIN 
   H 217  FAB FRAGMENT OF 5.11A1 ANTIBODY HEAVY CHAIN 
   C 118  T-CELL-SPECIFIC SURFACE GLYCOPROTEIN CD28 

1ykh 3 0.29 A 95  RNA POLYMERASE II MEDIATOR COMPLEX PROTEIN MED7 
   B 114  RNA POLYMERASE II HOLOENZYME COMPONENT SRB7 



1yki 1.7 0.17 A 216  OXYGEN-INSENSITIVE NAD(P)H NITROREDUCTASE 
   B 217  OXYGEN-INSENSITIVE NAD(P)H NITROREDUCTASE 

1ykj 2 0.27 A 394  P-HYDROXYBENZOATE HYDROXYLASE 
   B 392  P-HYDROXYBENZOATE HYDROXYLASE 

1ylk* 2 0.23 A 163  HYPOTHETICAL PROTEIN RV1284/MT1322 
   B 163  HYPOTHETICAL PROTEIN RV1284/MT1322 
   C 163  HYPOTHETICAL PROTEIN RV1284/MT1322 
   D 163  HYPOTHETICAL PROTEIN RV1284/MT1322 

1ylm 1.83 0.24 A 139  HYPOTHETICAL PROTEIN BSU32300 
   B 139  HYPOTHETICAL PROTEIN BSU32300 

1ylq 2.02 0.27 A 93  PUTATIVE NUCLEOTIDYLTRANSFERASE, HYPOTHETICAL PROTEIN AF0614 
   B 93  PUTATIVE NUCLEOTIDYLTRANSFERASE, HYPOTHETICAL PROTEIN AF0614 

1ylx 1.6 0.25 A 94  HYPOTHETICAL PROTEIN APC35702 
   B 94  HYPOTHETICAL PROTEIN APC35702 

1ynb* 1.76 0.24 A 167  HYPOTHETICAL PROTEIN AF1432 
   B 167  HYPOTHETICAL PROTEIN AF1432 
   C 167  HYPOTHETICAL PROTEIN AF1432 

1ynf 1.9 0.25 A 420  SUCCINYLARGININE DIHYDROLASE 
   F 420  SUCCINYLARGININE DIHYDROLASE 

1yoc 1.7 0.20 A 145  HYPOTHETICAL PROTEIN PA1835 
   B 147  HYPOTHETICAL PROTEIN PA1835 

1yov 2.6 0.28 A 529  AMYLOID PROTEIN-BINDING PROTEIN 1 
   B 397  UBIQUITIN-ACTIVATING ENZYME E1C 

1yox 2.3 0.28 A 186  HYPOTHETICAL PROTEIN PA3696 
   B 191  HYPOTHETICAL PROTEIN PA3696 
   C 192  HYPOTHETICAL PROTEIN PA3696 
   D 204  HYPOTHETICAL PROTEIN PA3696 
   E 198  HYPOTHETICAL PROTEIN PA3696 
   F 182  HYPOTHETICAL PROTEIN PA3696 

1yp2 2.11 0.23 A 428  GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE SMALL SUBUNIT 
   B 426  GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE SMALL SUBUNIT 

1ypq 1.4 0.19 A 131  OXIDISED LOW DENSITY LIPOPROTEIN (LECTIN-LIKE) RECEPTOR 1 
   B 135  OXIDISED LOW DENSITY LIPOPROTEIN (LECTIN-LIKE) RECEPTOR 1 

1yqd 1.65 0.21 A 359  SINAPYL ALCOHOL DEHYDROGENASE 
   B 359  SINAPYL ALCOHOL DEHYDROGENASE 

1yrt 2.1 0.27 A 351  BIFUNCTIONAL HEMOLYSIN-ADENYLATE CYCLASE 
   B 69  CALMODULIN 

1yt5 2.3 0.28 A 256  INORGANIC POLYPHOSPHATE/ATP-NAD KINASE 
   D 256  INORGANIC POLYPHOSPHATE/ATP-NAD KINASE 

1yta 2.2 0.25 A 175  OLIGORIBONUCLEASE 
   B 175  OLIGORIBONUCLEASE 

1yuk 1.8 0.25 A 94  INTEGRIN BETA-2 A CHAIN 
   B 120  INTEGRIN BETA-2 B CHAIN 

1yvw 2.6 0.26 A 90  PHOSPHORIBOSYL-ATP PYROPHOSPHATASE 
   B 90  PHOSPHORIBOSYL-ATP PYROPHOSPHATASE 

1yw0 2.7 0.29 A 238  TRYPTOPHAN 2,3-DIOXYGENASE 
   B 237  TRYPTOPHAN 2,3-DIOXYGENASE 
   C 238  TRYPTOPHAN 2,3-DIOXYGENASE 
   D 238  TRYPTOPHAN 2,3-DIOXYGENASE 

1yy7 2.02 0.22 A 206  STRINGENT STARVATION PROTEIN A 
   B 204  STRINGENT STARVATION PROTEIN A 



1yyq 2.1 0.26 A 353  TRICHODIENE SYNTHASE 
   B 351  TRICHODIENE SYNTHASE 

1z02 1.8 0.24 A 427  2-OXO-1,2-DIHYDROQUINOLINE 8-MONOOXYGENASE, OXYGENASE COMPONENT 
   B 427  2-OXO-1,2-DIHYDROQUINOLINE 8-MONOOXYGENASE, OXYGENASE COMPONENT 

1z0j 1.32 0.24 A 169  RAS-RELATED PROTEIN RAB-22A 
   B 51  FYVE-FINGER-CONTAINING RAB5 EFFECTOR PROTEIN  RABENOSYN-5 

1z0x 2.4 0.28 A 206  TRANSCRIPTIONAL REGULATOR, TETR FAMILY 
   B 200  TRANSCRIPTIONAL REGULATOR, TETR FAMILY 

1z2l 2.25 0.27 A 411  ALLANTOATE AMIDOHYDROLASE 
   B 410  ALLANTOATE AMIDOHYDROLASE 

1z2w 2 0.24 A 182  VACUOLAR PROTEIN SORTING 29 
   B 182  VACUOLAR PROTEIN SORTING 29 

1z3e 1.5 0.22 A 119  REGULATORY PROTEIN SPX 
   B 67  DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 

1z54 2.1 0.25 A 132  PROBABLE THIOESTERASE 
   B 131  PROBABLE THIOESTERASE 
   C 129  PROBABLE THIOESTERASE 
   D 130  PROBABLE THIOESTERASE 

1z6b* 2.09 0.22 A 142  FATTY ACID SYNTHESIS PROTEIN 
   B 132  FATTY ACID SYNTHESIS PROTEIN 
   C 138  FATTY ACID SYNTHESIS PROTEIN 
   D 132  FATTY ACID SYNTHESIS PROTEIN 
   E 137  FATTY ACID SYNTHESIS PROTEIN 

1z6o 1.91 0.19 A 212  FERRITIN LIGHT CHAIN 
   C 212  FERRITIN LIGHT CHAIN 
   E 212  FERRITIN LIGHT CHAIN 
   H 212  FERRITIN LIGHT CHAIN 
   M 191  FERRITIN HEAVY CHAIN 
   N 191  FERRITIN HEAVY CHAIN 
   O 191  FERRITIN HEAVY CHAIN 
   P 191  FERRITIN HEAVY CHAIN 
   Q 191  FERRITIN HEAVY CHAIN 
   T 191  FERRITIN HEAVY CHAIN 
   U 191  FERRITIN HEAVY CHAIN 
   X 191  FERRITIN HEAVY CHAIN 

1z6r 2.7 0.26 C 373  MLC PROTEIN 
   D 373  MLC PROTEIN 

1z94 2.1 0.28 A 138  CONSERVED HYPOTHETICAL PROTEIN 
   B 141  CONSERVED HYPOTHETICAL PROTEIN 
   D 141  CONSERVED HYPOTHETICAL PROTEIN 

1z9h 2.6 0.25 A 274  MEMBRANE-ASSOCIATED PROSTAGLANDIN E SYNTHASE-2 
   B 274  MEMBRANE-ASSOCIATED PROSTAGLANDIN E SYNTHASE-2 

1za7 2.7 0.25 A 151  COAT PROTEIN 
   B 165  COAT PROTEIN 
   C 165  COAT PROTEIN 

1zai 1.76 0.19 A 363  FRUCTOSE-BISPHOSPHATE ALDOLASE A 
   B 363  FRUCTOSE-BISPHOSPHATE ALDOLASE A 
   C 363  FRUCTOSE-BISPHOSPHATE ALDOLASE A 
   D 363  FRUCTOSE-BISPHOSPHATE ALDOLASE A 

1zbo 2.6 0.30 A 191  HYPOTHETICAL PROTEIN BPP1347 
   B 194  HYPOTHETICAL PROTEIN BPP1347 



1zh1 2.5 0.29 A 163  NON-STRUCTURAL POLYPROTEIN 
   B 163  NON-STRUCTURAL POLYPROTEIN 

1zhs 1.8 0.22 A 113  MANNAN-BINDING LECTIN 
   B 113  MANNAN-BINDING LECTIN 

1zkd 2.1 0.26 A 349  DUF185 
   B 348  DUF185 

1zlj 2 0.21 B 66  DORMANCY SURVIVAL REGULATOR 
   C 67  DORMANCY SURVIVAL REGULATOR 

1zmt 1.7 0.22 A 252  HALOALCOHOL DEHALOGENASE HHEC 
   B 252  HALOALCOHOL DEHALOGENASE HHEC 
   C 252  HALOALCOHOL DEHALOGENASE HHEC 
   D 252  HALOALCOHOL DEHALOGENASE HHEC 

1zoq 2.37 0.23 A 191  INTERFERON REGULATORY FACTOR 3 
   C 47  CREB-BINDING PROTEIN 

1zos 1.6 0.21 A 230  5'-METHYLTHIOADENOSINE / S-ADENOSYLHOMOCYSTEINE NUCLEOSIDASE 
   B 230  5'-METHYLTHIOADENOSINE / S-ADENOSYLHOMOCYSTEINE NUCLEOSIDASE 

1zp4 1.85 0.23 A 282  5,10-METHYLENETETRAHYDROFOLATE REDUCTASE 
   C 267  5,10-METHYLENETETRAHYDROFOLATE REDUCTASE 

1zps 1.7 0.24 A 124  PHOSPHORIBOSYL-AMP CYCLOHYDROLASE 
   B 128  PHOSPHORIBOSYL-AMP CYCLOHYDROLASE 

1zpy 2.2 0.27 A 89  HYPOTHETICAL PROTEIN NE0167 
   B 88  HYPOTHETICAL PROTEIN NE0167 
   C 89  HYPOTHETICAL PROTEIN NE0167 
   D 90  HYPOTHETICAL PROTEIN NE0167 
   E 89  HYPOTHETICAL PROTEIN NE0167 
   F 89  HYPOTHETICAL PROTEIN NE0167 
   G 90  HYPOTHETICAL PROTEIN NE0167 
   H 89  HYPOTHETICAL PROTEIN NE0167 
   I 89  HYPOTHETICAL PROTEIN NE0167 
   J 88  HYPOTHETICAL PROTEIN NE0167 

1zru 1.73 0.20 A 253  LACTOPHAGE P2 RECEPTOR BINDING PROTEIN 
   B 251  LACTOPHAGE P2 RECEPTOR BINDING PROTEIN 

1zs4 1.7 0.23 A 82  REGULATORY PROTEIN CII 
   B 82  REGULATORY PROTEIN CII 
   C 79  REGULATORY PROTEIN CII 
   D 73  REGULATORY PROTEIN CII 

1zso 2.17 0.23 A 153  HYPOTHETICAL PROTEIN 
   B 156  HYPOTHETICAL PROTEIN 

1ztd 2 0.27 A 125  HYPOTHETICAL PROTEIN PFU-631545-001 
   B 125  HYPOTHETICAL PROTEIN PFU-631545-001 

1zun 2.7 0.28 A 196  SULFATE ADENYLYLTRANSFERASE SUBUNIT 2 
   B 382  SULFATE ADENYLATE TRANSFERASE, SUBUNIT 1/ADENYLYLSULFATE KINASE 

1zuw 1.75 0.24 A 261  GLUTAMATE RACEMASE 1 
   C 262  GLUTAMATE RACEMASE 1 

1zvn 2.16 0.24 A 99  MN-CADHERIN 
   B 99  MN-CADHERIN 

1zvp 2.2 0.25 A 128  HYPOTHETICAL PROTEIN VC0802 
   D 131  HYPOTHETICAL PROTEIN VC0802 

1zww 2.3 0.29 A 199  SH3-CONTAINING GRB2-LIKE PROTEIN 2 
   B 196  SH3-CONTAINING GRB2-LIKE PROTEIN 2 

1zyn 2.3 0.26 A 196  ALKYL HYDROPEROXIDE REDUCTASE SUBUNIT F 



   B 196  ALKYL HYDROPEROXIDE REDUCTASE SUBUNIT F 
1zzg 1.95 0.19 A 415  GLUCOSE-6-PHOSPHATE ISOMERASE 

   B 415  GLUCOSE-6-PHOSPHATE ISOMERASE 
2a19 2.5 0.29 A 165  EUKARYOTIC TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 

   B 263  INTERFERON-INDUCED, DOUBLE-STRANDED RNA-ACTIVATED PROTEIN KINASE 
   C 203  INTERFERON-INDUCED, DOUBLE-STRANDED RNA-ACTIVATED PROTEIN KINASE 

2a1j 2.7 0.28 A 62  DNA REPAIR ENDONUCLEASE XPF 
   B 79  DNA EXCISION REPAIR PROTEIN ERCC-1 

2a2j 2.5 0.26 A 202  PYRIDOXAMINE 5'-PHOSPHATE OXIDASE 
   B 202  PYRIDOXAMINE 5'-PHOSPHATE OXIDASE 

2a2l* 2.2 0.31 A 145  UNKNOWN 
   B 145  UNKNOWN 
   D 143  UNKNOWN 

2a35 1.5 0.20 A 208  HYPOTHETICAL PROTEIN PA4017 
   B 208  HYPOTHETICAL PROTEIN PA4017 

2a3q 2.32 0.24 A 112  HYPOTHETICAL PROTEIN 
   B 108  HYPOTHETICAL PROTEIN 

2a3v 2.8 0.26 A 313  SITE-SPECIFIC RECOMBINASE INTI4 
   B 320  SITE-SPECIFIC RECOMBINASE INTI4 
   C 317  SITE-SPECIFIC RECOMBINASE INTI4 
   D 320  SITE-SPECIFIC RECOMBINASE INTI4 

2a4x 1.4 0.26 A 131  MITOMYCIN-BINDING PROTEIN 
   B 128  MITOMYCIN-BINDING PROTEIN 

2a5z 2.02 0.20 A 232  HYPOTHETICAL PROTEIN SO2946 
   B 232  HYPOTHETICAL PROTEIN SO2946 

2a6a 2.5 0.24 A 191  HYPOTHETICAL PROTEIN TM0874 
   B 186  HYPOTHETICAL PROTEIN TM0874 

2a6p 2.2 0.23 A 193  POSSIBLE PHOSPHOGLYCERATE MUTASE GPM2 
   B 193  POSSIBLE PHOSPHOGLYCERATE MUTASE GPM2 

2a6t 2.5 0.29 A 230  SPAC19A8.12 
   B 173  SPAC19A8.12 

2a9u 2.1 0.26 A 133  UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 8 
   B 126  UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 8 

2aaw 2.4 0.24 A 205  GLUTATHIONE S-TRANSFERASE 
   C 211  GLUTATHIONE S-TRANSFERASE 

2ab5 2.2 0.27 A 249  MRNA MATURASE 
   B 246  MRNA MATURASE 

2aco 1.8 0.21 A 168  OUTER MEMBRANE LIPOPROTEIN BLC 
   B 166  OUTER MEMBRANE LIPOPROTEIN BLC 

2aef 1.7 0.27 A 221  CALCIUM-GATED POTASSIUM CHANNEL MTHK 
   B 219  CALCIUM-GATED POTASSIUM CHANNEL MTHK 

2af6 2.01 0.24 A 241  THYMIDYLATE SYNTHASE THYX 
   B 241  THYMIDYLATE SYNTHASE THYX 
   C 238  THYMIDYLATE SYNTHASE THYX 
   D 238  THYMIDYLATE SYNTHASE THYX 

2afa 2.15 0.25 A 399  NAG ISOMERASE 
   B 399  NAG ISOMERASE 
   D 399  NAG ISOMERASE 

2afb* 2.05 0.23 A 322  2-KETO-3-DEOXYGLUCONATE KINASE 
   B 319  2-KETO-3-DEOXYGLUCONATE KINASE 

2ag0 2.58 0.22 A 554  BENZALDEHYDE LYASE 



   B 554  BENZALDEHYDE LYASE 
   C 554  BENZALDEHYDE LYASE 
   D 554  BENZALDEHYDE LYASE 

2agy 1.1 0.16 D 108  AROMATIC AMINE DEHYDROGENASE 
   H 104  AROMATIC AMINE DEHYDROGENASE 
   A 360  AROMATIC AMINE DEHYDROGENASE 
   B 361  AROMATIC AMINE DEHYDROGENASE 

2ahm* 2.4 0.25 A 77  REPLICASE POLYPROTEIN 1AB, LIGHT CHAIN 
   B 77  REPLICASE POLYPROTEIN 1AB, LIGHT CHAIN 
   C 74  REPLICASE POLYPROTEIN 1AB, LIGHT CHAIN 
   D 76  REPLICASE POLYPROTEIN 1AB, LIGHT CHAIN 
   E 155  REPLICASE POLYPROTEIN 1AB, HEAVY CHAIN 
   F 143  REPLICASE POLYPROTEIN 1AB, HEAVY CHAIN 
   G 191  REPLICASE POLYPROTEIN 1AB, HEAVY CHAIN 
   H 191  REPLICASE POLYPROTEIN 1AB, HEAVY CHAIN 

2aho 3 0.29 A 401  TRANSLATION INITIATION FACTOR 2 GAMMA SUBUNIT 
   B 259  TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 

2ahr 2.15 0.21 A 250  PUTATIVE PYRROLINE CARBOXYLATE REDUCTASE 
   D 251  PUTATIVE PYRROLINE CARBOXYLATE REDUCTASE 

2ahu 1.9 0.22 A 505  PUTATIVE ENZYME YDIF 
   D 505  PUTATIVE ENZYME YDIF 

2ahy 2.4 0.26 A 104  POTASSIUM CHANNEL PROTEIN 
   B 103  POTASSIUM CHANNEL PROTEIN 

2ajr 2.46 0.24 A 312  SUGAR KINASE, PFKB FAMILY 
   B 312  SUGAR KINASE, PFKB FAMILY 

2amd 1.85 0.25 A 309  3C-LIKE PROTEINASE 
   B 304  3C-LIKE PROTEINASE 

2an1 2 0.23 A 275  PUTATIVE KINASE 
   D 268  PUTATIVE KINASE 

2anu 2.4 0.22 A 220  HYPOTHETICAL PROTEIN TM0559 
   B 217  HYPOTHETICAL PROTEIN TM0559 

2ao9 1.9 0.24 A 117  PHAGE PROTEIN 
   B 114  PHAGE PROTEIN 
   C 117  PHAGE PROTEIN 
   D 107  PHAGE PROTEIN 
   E 115  PHAGE PROTEIN 
   F 110  PHAGE PROTEIN 
   G 106  PHAGE PROTEIN 
   H 114  PHAGE PROTEIN 
   I 99  PHAGE PROTEIN 

2aq6 1.7 0.19 A 143  PYRIDOXINE 5'-PHOSPHATE OXIDASE 
   B 143  PYRIDOXINE 5'-PHOSPHATE OXIDASE 

2aql 2.3 0.27 A 158  MORTALITY FACTOR 4-LIKE PROTEIN 1 
   B 152  MORTALITY FACTOR 4-LIKE PROTEIN 1 

2arh 2.46 0.29 A 196  HYPOTHETICAL PROTEIN AQ_1966 
   B 195  HYPOTHETICAL PROTEIN AQ_1966 
   C 188  HYPOTHETICAL PROTEIN AQ_1966 

2ask 1.55 0.26 A 101  ARTEMIN 
   B 101  ARTEMIN 

2auh 3.2 0.25 A 297  INSULIN RECEPTOR 
   B 37  GROWTH FACTOR RECEPTOR-BOUND PROTEIN 14 



2aus 2.1 0.25 C 311  PSEUDOURIDINE SYNTHASE 
   A 309  PSEUDOURIDINE SYNTHASE 
   D 53  RIBOSOME BIOGENESIS PROTEIN NOP10 

2avd 1.7 0.21 A 219  CATECHOL-O-METHYLTRANSFERASE 
   B 219  CATECHOL-O-METHYLTRANSFERASE 

2avt 2 0.28 A 372  DNA POLYMERASE III BETA SUBUNIT 
   B 371  DNA POLYMERASE III BETA SUBUNIT 

2avu 3 0.26 A 76  TRANSCRIPTIONAL ACTIVATOR FLHD 
   B 104  TRANSCRIPTIONAL ACTIVATOR FLHD 
   E 156  FLAGELLAR TRANSCRIPTIONAL ACTIVATOR FLHC 

2awi 2.25 0.27 A 294  PRGX 
   B 294  PRGX 

2axp 2.5 0.29 A 171  HYPOTHETICAL PROTEIN BSU20280 
   B 171  HYPOTHETICAL PROTEIN BSU20280 

2aze 2.55 0.26 A 149  TRANSCRIPTION FACTOR DP-1 
   B 101  TRANSCRIPTION FACTOR E2F1 
   C 44  RETINOBLASTOMA-ASSOCIATED PROTEIN 

2azk 2.7 0.32 A 276  GERANYLGERANYL PYROPHOSPHATE SYNTHETASE 
   B 276  GERANYLGERANYL PYROPHOSPHATE SYNTHETASE 

2azn 2.7 0.25 A 214  PUTATIVE 5-AMINO-6-(5-PHOSPHORIBOSYLAMINO)URACIL REDUCTASE 
   D 214  PUTATIVE 5-AMINO-6-(5-PHOSPHORIBOSYLAMINO)URACIL REDUCTASE 

2b0r 2.6 0.27 A 164  POSSIBLE ADENYL CYCLASE-ASSOCIATED PROTEIN 
   B 158  POSSIBLE ADENYL CYCLASE-ASSOCIATED PROTEIN 

2b26 3.2 0.34 A 157  SIS1 PROTEIN 
   B 147  SIS1 PROTEIN 

2b4h 1.6 0.23 A 227  OUTER CAPSID PROTEIN VP4 
   B 218  OUTER CAPSID PROTEIN VP4 

2b5g 1.7 0.24 A 159  DIAMINE ACETYLTRANSFERASE 1 
   B 153  DIAMINE ACETYLTRANSFERASE 1 

2b5i 2.3 0.27 A 120  INTERLEUKIN-2 
   B 196  INTERLEUKIN-2 RECEPTOR BETA CHAIN 
   C 191  CYTOKINE RECEPTOR COMMON GAMMA CHAIN 
   D 122  INTERLEUKIN-2 RECEPTOR ALPHA CHAIN 

2b5l 2.85 0.30 A 
113

2  DAMAGE-SPECIFIC DNA BINDING PROTEIN 1 
   C 174  NONSTRUCTURAL PROTEIN V 

2b7f 2.6 0.28 A 116  HTLV PROTEASE 
   B 116  HTLV PROTEASE 

2b7n* 2.3 0.26 A 273  PROBABLE NICOTINATE-NUCLEOTIDE PYROPHOSPHORYLASE 
   B 273  PROBABLE NICOTINATE-NUCLEOTIDE PYROPHOSPHORYLASE 

2b82* 1.25 0.19 A 211  CLASS B ACID PHOSPHATASE 
   B 211  CLASS B ACID PHOSPHATASE 

2b99 2.22 0.30 A 146  RIBOFLAVIN SYNTHASE 
   B 143  RIBOFLAVIN SYNTHASE 
   E 152  RIBOFLAVIN SYNTHASE 

2b9d 1.6 0.25 A 52  E7 PROTEIN 
   B 52  E7 PROTEIN 

2ba0 2.7 0.26 A 218  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP4 
   B 222  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP4 
   C 218  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP4 
   F 246  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP41 
   E 243  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP41 



   D 243  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP41 
   I 253  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP42 
   H 256  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP42 
   G 255  ARCHEAL EXOSOME RNA BINDING PROTEIN RRP42 

2ba1 2.7 0.28 A 179  ARCHAEAL EXOSOME RNA BINDING PROTEIN CSL4 
   B 179  ARCHAEAL EXOSOME RNA BINDING PROTEIN CSL4 
   C 179  ARCHAEAL EXOSOME RNA BINDING PROTEIN CSL4 
   D 245  ARCHAEAL EXOSOME COMPLEX EXONUCLEASE RRP41 
   E 245  ARCHAEAL EXOSOME COMPLEX EXONUCLEASE RRP41 
   F 245  ARCHAEAL EXOSOME COMPLEX EXONUCLEASE RRP41 
   G 247  ARCHAEAL EXOSOME COMPLEX EXONUCLEASE RRP42 
   I 247  ARCHAEAL EXOSOME COMPLEX EXONUCLEASE RRP42 

2ba2 1.8 0.28 A 81  HYPOTHETICAL UPF0134 PROTEIN MPN010 
   B 80  HYPOTHETICAL UPF0134 PROTEIN MPN010 
   C 81  HYPOTHETICAL UPF0134 PROTEIN MPN010 

2baz 2.3 0.24 A 128  HYPOTHETICAL PROTEIN BSU20020 
   B 128  HYPOTHETICAL PROTEIN BSU20020 

2bc4 2.27 0.27 A 188  HLA CLASS II HISTOCOMPATIBILITY ANTIGEN, DM ALPHA CHAIN 
   B 191  HLA CLASS II HISTOCOMPATIBILITY ANTIGEN, DM BETA CHAIN 

2bdr 1.6 0.22 A 159  UREIDOGLYCOLATE HYDROLASE 
   B 159  UREIDOGLYCOLATE HYDROLASE 

2be1 2.98 0.28 A 301  SERINE/THREONINE-PROTEIN KINASE/ENDORIBONUCLEASE IRE1 
   B 301  SERINE/THREONINE-PROTEIN KINASE/ENDORIBONUCLEASE IRE1 

2bec 2.7 0.29 A 181  CALCINEURIN B HOMOLOGOUS PROTEIN 2 
   B 25  SODIUM/HYDROGEN EXCHANGER 1 

2bfx 1.8 0.23 A 270  LOC398457 PROTEIN 
   D 43  XL-INCENP 

2bg5 1.82 0.25 A 307  PHOSPHOENOLPYRUVATE-PROTEIN KINASE 
   B 307  PHOSPHOENOLPYRUVATE-PROTEIN KINASE 

2bgc 2.3 0.27 A 234  PRFA 
   B 236  PRFA 

2bh1 2.4 0.25 A 238  GENERAL SECRETION PATHWAY PROTEIN L 
   X 68  GENERAL SECRETION PATHWAY PROTEIN E, 

2bhv 3 0.29 A 191  COMB10 
   E 190  COMB10 

2bhw 2.5 0.24 A 223  CHLOROPHYLL A-B BINDING PROTEIN AB80 
   B 223  CHLOROPHYLL A-B BINDING PROTEIN AB80 

2bj0 2 0.25 A 203  ACETYLCHOLINE-BINDING PROTEIN 
   B 203  ACETYLCHOLINE-BINDING PROTEIN 
   E 203  ACETYLCHOLINE-BINDING PROTEIN 

2bm5 2 0.22 A 183  PENTAPEPTIDE REPEAT FAMILY PROTEIN 
   B 181  PENTAPEPTIDE REPEAT FAMILY PROTEIN 

2bm8 2.5 0.25 A 232  CEPHALOSPORIN HYDROXYLASE CMCI 
   B 233  CEPHALOSPORIN HYDROXYLASE CMCI 
   E 233  CEPHALOSPORIN HYDROXYLASE CMCI 

2bne* 2.3 0.25 A 234  URIDYLATE KINASE 
   B 238  URIDYLATE KINASE 

2bng 2.5 0.25 B 131  MB2760 
   C 138  MB2760 

2bnl 2 0.20 A 127  MODULATOR PROTEIN RSBR 
   B 126  MODULATOR PROTEIN RSBR 



2bnu 1.4 0.20 A 203  T-CELL RECEPTOR ALPHA CHAIN C REGION 
   B 241  T-CELL RECEPTOR BETA CHAIN C REGION 

2bo4 1.95 0.19 A 381  MANNOSYLGLYCERATE SYNTHASE 
   B 381  MANNOSYLGLYCERATE SYNTHASE 
   D 381  MANNOSYLGLYCERATE SYNTHASE 

2bol 2.5 0.26 A 301  SMALL HEAT SHOCK PROTEIN 
   B 291  SMALL HEAT SHOCK PROTEIN 

2bps 2.7 0.30 A 81  YUKD PROTEIN 
   B 81  YUKD PROTEIN 

2bpt 1.99 0.23 A 860  IMPORTIN BETA-1 SUBUNIT 
   B 29  NUCLEOPORIN NUP1 

2bsq 3 0.27 A 144  TRAFFICKING PROTEIN B 
   B 141  TRAFFICKING PROTEIN B 
   C 144  TRAFFICKING PROTEIN B 
   E 69  TRAFFICKING PROTEIN A 
   F 65  TRAFFICKING PROTEIN A 
   H 64  TRAFFICKING PROTEIN A 

2bti 2 0.25 A 57  CARBON STORAGE REGULATOR HOMOLOG 
   B 56  CARBON STORAGE REGULATOR HOMOLOG 

2bto 2.5 0.24 A 413  TUBULIN BTUBA 
   B 423  TUBULIN BTUBA 
   T 103  THIOREDOXIN 1 

2bw3* 2 0.21 A 509  TRANSPOSASE 
   B 82  TRANSPOSASE 

2bwb 2.3 0.31 A 46  UBIQUITIN-LIKE PROTEIN DSK2 
   B 44  UBIQUITIN-LIKE PROTEIN DSK2 

2bwf 1.15 0.20 A 77  UBIQUITIN-LIKE PROTEIN DSK2 
   B 77  UBIQUITIN-LIKE PROTEIN DSK2 

2c1d 1.92 0.21 A 263  SOXA 
   B 137  SOXX 

2c1m 2.2 0.25 A 424  IMPORTIN-ALPHA2 SUBUNIT 
   B 46  NUCLEOPORIN 50 KDA 

2c1t 2.6 0.25 A 423  IMPORTIN ALPHA SUBUNIT 
   C 36  NUCLEOPORIN NUP2 

2c1v 1.2 0.19 A 335  DI-HAEM CYTOCHROME C PEROXIDASE 
   B 335  DI-HAEM CYTOCHROME C PEROXIDASE 

2c2i 1.8 0.23 A 147  RV0130 
   B 147  RV0130 

2c5q 1.7 0.18 A 232  RRAA-LIKE PROTEIN YER010C 
   B 231  RRAA-LIKE PROTEIN YER010C 

2c5r 2.9 0.29 A 64  EARLY PROTEIN P16.7 
   B 64  EARLY PROTEIN P16.7 
   C 64  EARLY PROTEIN P16.7 
   D 64  EARLY PROTEIN P16.7 
   E 64  EARLY PROTEIN P16.7 
   F 64  EARLY PROTEIN P16.7 

2c5u 2.21 0.26 A 360  RNA LIGASE 
   B 360  RNA LIGASE 

2c9o 2.2 0.26 A 398  RUVB-LIKE 1 
   B 393  RUVB-LIKE 1 
   C 311  RUVB-LIKE 1 



2cb4 2.5 0.19 A 253  MOSQUITOCIDAL TOXIN 
   B 253  MOSQUITOCIDAL TOXIN 

2cc3 2.2 0.30 A 144  PROTEIN VIRB8 
   B 144  PROTEIN VIRB8 

2cfa* 2.3 0.26 A 179  THYMIDYLATE SYNTHASE 
   B 178  THYMIDYLATE SYNTHASE 

2ch5 1.9 0.20 A 344  NAGK PROTEIN 
   B 342  NAGK PROTEIN 

2ch7 2.5 0.30 A 309  METHYL-ACCEPTING CHEMOTAXIS PROTEIN 
   B 308  METHYL-ACCEPTING CHEMOTAXIS PROTEIN 

2ckl 2 0.21 A 98  POLYCOMB GROUP RING FINGER PROTEIN 4 
   B 96  UBIQUITIN LIGASE PROTEIN RING2 

2clb 2.4 0.22 A 165  DPS-LIKE PROTEIN 
   B 163  DPS-LIKE PROTEIN 
   C 165  DPS-LIKE PROTEIN 

2cme 2.8 0.29 A 78  HYPOTHETICAL PROTEIN 5 
   B 79  HYPOTHETICAL PROTEIN 5 

2cmz 2.4 0.23 A 409  SPIKE GLYCOPROTEIN 
   B 410  SPIKE GLYCOPROTEIN 
   C 408  SPIKE GLYCOPROTEIN 

2cpg 1.6 0.23 A 43  TRANSCRIPTIONAL REPRESSOR COPG 
   B 45  TRANSCRIPTIONAL REPRESSOR COPG 

2cqz 2.6 0.23 A 173  177AA LONG HYPOTHETICAL PROTEIN 
   B 173  177AA LONG HYPOTHETICAL PROTEIN 
   C 173  177AA LONG HYPOTHETICAL PROTEIN 
   D 173  177AA LONG HYPOTHETICAL PROTEIN 
   E 173  177AA LONG HYPOTHETICAL PROTEIN 
   F 173  177AA LONG HYPOTHETICAL PROTEIN 

2ct9 2.2 0.27 A 185  CALCIUM-BINDING PROTEIN P22 
   B 198  CALCIUM-BINDING PROTEIN P22 

2cvd 1.45 0.21 A 198  GLUTATHIONE-REQUIRING PROSTAGLANDIN D SYNTHASE 
   D 198  GLUTATHIONE-REQUIRING PROSTAGLANDIN D SYNTHASE 

2cvh 2.2 0.25 A 220  DNA REPAIR AND RECOMBINATION PROTEIN RADB 
   B 220  DNA REPAIR AND RECOMBINATION PROTEIN RADB 

2cvi 1.5 0.23 A 83  75AA LONG HYPOTHETICAL REGULATORY PROTEIN ASNC 
   B 83  75AA LONG HYPOTHETICAL REGULATORY PROTEIN ASNC 

2cw6 2.1 0.27 A 296  HYDROXYMETHYLGLUTARYL-COA LYASE, MITOCHONDRIAL 
   B 296  HYDROXYMETHYLGLUTARYL-COA LYASE, MITOCHONDRIAL 

2cwk* 1.75 0.23 A 153  NUCLEOSIDE-DIPHOSPHATE KINASE 
   B 152  NUCLEOSIDE-DIPHOSPHATE KINASE 

2cwl* 1.65 0.18 A 299  MANGANESE-FREE PSEUDOCATALASE 
   B 298  MANGANESE-FREE PSEUDOCATALASE 

2cwz 1.85 0.23 A 133  THIOESTERASE FAMILY PROTEIN 
   B 132  THIOESTERASE FAMILY PROTEIN 

2cxn 1.4 0.19 A 557  GLUCOSE-6-PHOSPHATE ISOMERASE 
   B 557  GLUCOSE-6-PHOSPHATE ISOMERASE 

2czc 2 0.24 A 334  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
   B 333  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
   C 333  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 
   D 332  GLYCERALDEHYDE-3-PHOSPHATE DEHYDROGENASE 

2czv 2 0.26 A 208  RIBONUCLEASE P PROTEIN COMPONENT 3 



   C 118  RIBONUCLEASE P PROTEIN COMPONENT 2 
   D 119  RIBONUCLEASE P PROTEIN COMPONENT 2 

2d0o 2 0.23 A 606  DIOL DEHYDRATASE-REACTIVATING FACTOR LARGE SUBUNIT 
   C 604  DIOL DEHYDRATASE-REACTIVATING FACTOR LARGE SUBUNIT 
   B 108  DIOL DEHYDRATASE-REACTIVATING FACTOR SMALL SUBUNIT 
   D 108  DIOL DEHYDRATASE-REACTIVATING FACTOR SMALL SUBUNIT 

2d1h 2.05 0.27 A 98  109AA LONG HYPOTHETICAL TRANSCRIPTIONAL REGULATOR 
   B 96  109AA LONG HYPOTHETICAL TRANSCRIPTIONAL REGULATOR 

2d1p 2.15 0.24 D 130  HYPOTHETICAL UPF0163 PROTEIN YHEN 
   G 130  HYPOTHETICAL UPF0163 PROTEIN YHEN 
   E 118  HYPOTHETICAL UPF0116 PROTEIN YHEM 
   H 118  HYPOTHETICAL UPF0116 PROTEIN YHEM 
   F 95  HYPOTHETICAL PROTEIN YHEL 
   I 95  HYPOTHETICAL PROTEIN YHEL 

2d2m 2.85 0.28 A 140  GIANT HEMOGLOBIN, A1(B) GLOBIN CHAIN 
   B 142  GIANT HEMOGLOBIN, A2(A5) GLOBIN CHAIN 
   C 146  GIANT HEMOGLOBIN, B2(C) GLOBIN CHAIN 
   D 145  GIANT HEMOGLOBIN, B1(D) GLOBIN CHAIN 

2d2x 2.3 0.23 A 353  2-DEOXY-SCYLLO-INOSOSE SYNTHASE 
   B 352  2-DEOXY-SCYLLO-INOSOSE SYNTHASE 

2d3a 2.63 0.22 A 353  GLUTAMINE SYNTHETASE 
   B 353  GLUTAMINE SYNTHETASE 

2d4g 2.3 0.26 A 165  HYPOTHETICAL PROTEIN BSU11850 
   B 165  HYPOTHETICAL PROTEIN BSU11850 

2d68 1.6 0.25 A 75  FOP 
   B 77  FOP 

2d6y 2.3 0.26 A 182  PUTATIVE TETR FAMILY REGULATORY PROTEIN 
   B 184  PUTATIVE TETR FAMILY REGULATORY PROTEIN 

2d74 2.8 0.29 A 403  TRANSLATION INITIATION FACTOR 2 GAMMA SUBUNIT 
   B 137  TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 

2d7c 1.75 0.22 A 166  RAS-RELATED PROTEIN RAB-11A 
   B 166  RAS-RELATED PROTEIN RAB-11A 
   C 40  RAB11 FAMILY-INTERACTING PROTEIN 3 
   D 40  RAB11 FAMILY-INTERACTING PROTEIN 3 

2d7e 2.5 0.29 A 105  PRIMOSOMAL PROTEIN N' 
   B 104  PRIMOSOMAL PROTEIN N' 

2d7v 1.97 0.26 A 152  HYPOTHETICAL PROTEIN VCA0330 
   B 151  HYPOTHETICAL PROTEIN VCA0330 

2d8d 1.15 0.22 A 80  PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE/CHORISMATE MUTASE 
   B 83  PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE/CHORISMATE MUTASE 

2dbb 2 0.23 A 146  PUTATIVE HTH-TYPE TRANSCRIPTIONAL REGULATOR                PH0061 
   B 148  PUTATIVE HTH-TYPE TRANSCRIPTIONAL REGULATOR                PH0061 

2dbs 2.1 0.27 A 78  HYPOTHETICAL PROTEIN TTHC002 
   B 80  HYPOTHETICAL PROTEIN TTHC002 

2dc4 1.65 0.24 A 164  165AA LONG HYPOTHETICAL PROTEIN 
   B 164  165AA LONG HYPOTHETICAL PROTEIN 

2ddm 2.1 0.22 A 264  PYRIDOXINE KINASE 
   B 271  PYRIDOXINE KINASE 

2deo 3 0.24 A 195  441AA LONG HYPOTHETICAL NFED PROTEIN 
   B 196  441AA LONG HYPOTHETICAL NFED PROTEIN 

2dg5 1.6 0.20 A 340  GAMMA-GLUTAMYLTRANSPEPTIDASE 



   B 185  GAMMA-GLUTAMYLTRANSPEPTIDASE 
2dh4 1.98 0.24 A 326  YPL069C 

   B 326  YPL069C 

2dhh 2.8 0.31 A 
102

2  ACRB 

   B 
102

2  ACRB 

   C 
102

2  ACRB 
2di4* 2.79 0.30 A 176  CELL DIVISION PROTEIN FTSH HOMOLOG 

   B 175  CELL DIVISION PROTEIN FTSH HOMOLOG 
2dj6 2.1 0.23 A 105  HYPOTHETICAL PROTEIN PH0634 

   B 115  HYPOTHETICAL PROTEIN PH0634 
   C 105  HYPOTHETICAL PROTEIN PH0634 

2djw 2.4 0.29 A 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   B 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   C 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   D 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   E 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   F 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   G 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 
   I 80  PROBABLE TRANSCRIPTIONAL REGULATOR, ASNC FAMILY 

2doq 3 0.30 A 141  CELL DIVISION CONTROL PROTEIN 31 
   B 144  CELL DIVISION CONTROL PROTEIN 31 
   C 125  CELL DIVISION CONTROL PROTEIN 31 
   D 81  SFI1P 

2dou 2.3 0.25 A 372  PROBABLE N-SUCCINYLDIAMINOPIMELATE AMINOTRANSFERASE 
   B 368  PROBABLE N-SUCCINYLDIAMINOPIMELATE AMINOTRANSFERASE 

2dvt 1.7 0.20 A 325  THERMOPHILIC REVERSIBLE GAMMA-RESORCYLATE DECARBOXYLASE 
   B 324  THERMOPHILIC REVERSIBLE GAMMA-RESORCYLATE DECARBOXYLASE 
   C 323  THERMOPHILIC REVERSIBLE GAMMA-RESORCYLATE DECARBOXYLASE 
   D 321  THERMOPHILIC REVERSIBLE GAMMA-RESORCYLATE DECARBOXYLASE 

2dxq 1.8 0.22 A 145  ACETYLTRANSFERASE 
   B 142  ACETYLTRANSFERASE 

2e2a 2.1 0.25 A 104  PROTEIN (ENZYME IIA) 
   B 104  PROTEIN (ENZYME IIA) 
   C 99  PROTEIN (ENZYME IIA) 

2ebo 1.9 0.27 A 74  EBOLA VIRUS ENVELOPE GLYCOPROTEIN 
   B 74  EBOLA VIRUS ENVELOPE GLYCOPROTEIN 
   C 74  EBOLA VIRUS ENVELOPE GLYCOPROTEIN 

2es4 1.85 0.22 A 316  LIPASE 
   D 269  LIPASE CHAPERONE 

2euc 2.5 0.33 A 105  HYPOTHETICAL PROTEIN YFMB 
   B 105  HYPOTHETICAL PROTEIN YFMB 

2ews 2.05 0.29 A 260  PANTOTHENATE KINASE 
   B 258  PANTOTHENATE KINASE 

2ex3 3 0.23 A 570  DNA POLYMERASE 
   B 196  DNA TERMINAL PROTEIN 

2ext 1.8 0.22 A 63  TRANSCRIPTION ATTENUATION PROTEIN MTRB 
   B 66  TRANSCRIPTION ATTENUATION PROTEIN MTRB 
   C 66  TRANSCRIPTION ATTENUATION PROTEIN MTRB 

2ey4 2.11 0.26 A 329  PROBABLE TRNA PSEUDOURIDINE SYNTHASE B 



   C 73  SMALL NUCLEOLAR RNP SIMILAR TO GAR1 
   E 52  RIBOSOME BIOGENESIS PROTEIN NOP10 

2ez9* 1.6 0.18 A 585  PYRUVATE OXIDASE 
   B 585  PYRUVATE OXIDASE 

2f0c 1.65 0.19 A 147  PHAGE TP901-1 ORF49 (BPP) 
   B 148  PHAGE TP901-1 ORF49 (BPP) 

2f1r 2.1 0.25 A 148  MOLYBDOPTERIN-GUANINE DINUCLEOTIDE BIOSYNTHESIS PROTEIN B (MOBB) 
   B 146  MOLYBDOPTERIN-GUANINE DINUCLEOTIDE BIOSYNTHESIS PROTEIN B (MOBB) 

2f2c 2.8 0.30 A 244  CYCLIN HOMOLOG 
   B 280  CELL DIVISION PROTEIN KINASE 6 

2f2f 2.4 0.25 A 153  CYTOLETHAL DISTENDING TOXIN A 
   B 261  CYTOLETHAL DISTENDING TOXIN B 
   C 154  CYTOLETHAL DISTENDING TOXIN C 

2f2h 1.95 0.23 A 773  PUTATIVE FAMILY 31 GLUCOSIDASE YICI 
   B 773  PUTATIVE FAMILY 31 GLUCOSIDASE YICI 
   D 773  PUTATIVE FAMILY 31 GLUCOSIDASE YICI 
   F 773  PUTATIVE FAMILY 31 GLUCOSIDASE YICI 

2f3x 3.1 0.23 A 143  TRANSCRIPTION FACTOR FAPR 
   B 143  TRANSCRIPTION FACTOR FAPR 

2f4e 2.32 0.28 A 131  ATFKBP42 
   B 127  ATFKBP42 

2f4m 1.85 0.24 A 295  PEPTIDE N-GLYCANASE 
   B 61  UV EXCISION REPAIR PROTEIN RAD23 HOMOLOG B 

2f4n 2.5 0.27 A 233  HYPOTHETICAL PROTEIN MJ1651 
   B 235  HYPOTHETICAL PROTEIN MJ1651 
   C 235  HYPOTHETICAL PROTEIN MJ1651 

2f5g 1.7 0.23 A 130  TRANSPOSASE, PUTATIVE 
   B 130  TRANSPOSASE, PUTATIVE 

2f7k 2.8 0.27 A 323  PYRIDOXAL KINASE 
   B 323  PYRIDOXAL KINASE 

2f86* 2.64 0.30 B 129  HYPOTHETICAL PROTEIN K11E8.1D 
   D 129  HYPOTHETICAL PROTEIN K11E8.1D 
   F 129  HYPOTHETICAL PROTEIN K11E8.1D 
   H 129  HYPOTHETICAL PROTEIN K11E8.1D 
   N 129  HYPOTHETICAL PROTEIN K11E8.1D 

2f96 2.09 0.20 A 196  RIBONUCLEASE T 
   B 196  RIBONUCLEASE T 

2f9d 2.5 0.28 A 114  PRE-MRNA BRANCH SITE PROTEIN P14 
   P 37  SPLICING FACTOR 3B SUBUNIT 1 

2fbk 2.3 0.29 A 156  TRANSCRIPTIONAL REGULATOR, MARR FAMILY 
   B 156  TRANSCRIPTIONAL REGULATOR, MARR FAMILY 

2fdo 2.4 0.25 B 90  HYPOTHETICAL PROTEIN AF2331 
   A 89  HYPOTHETICAL PROTEIN AF2331 

2fe8* 1.85 0.23 A 315  REPLICASE POLYPROTEIN 1AB 
   B 314  REPLICASE POLYPROTEIN 1AB 
   C 313  REPLICASE POLYPROTEIN 1AB 

2fep* 2.45 0.28 A 273  CATABOLITE CONTROL PROTEIN A 
   S 86  PHOSPHOCARRIER PROTEIN HPR 

2ff4 1.9 0.24 A 379  PROBABLE REGULATORY PROTEIN EMBR 
   B 373  PROBABLE REGULATORY PROTEIN EMBR 

2ffj 2.45 0.26 A 264  CONSERVED HYPOTHETICAL PROTEIN 



   B 267  CONSERVED HYPOTHETICAL PROTEIN 
2fge 2.1 0.26 A 959  ZINC METALLOPROTEASE (INSULINASE FAMILY) 

   B 959  ZINC METALLOPROTEASE (INSULINASE FAMILY) 
2fhz 1.15 0.20 A 106  COLICIN-E5 IMMUNITY PROTEIN 

   B 93  COLICIN-E5 
2fip 2 0.26 A 115  LATE GENES ACTIVATOR 

   B 115  LATE GENES ACTIVATOR 
2fjr 1.95 0.25 A 189  REPRESSOR PROTEIN CI 

   B 189  REPRESSOR PROTEIN CI 
2fmm 1.8 0.24 E 118  PROTEIN EMSY 

   A 68  CHROMOBOX PROTEIN HOMOLOG 1 
   B 67  CHROMOBOX PROTEIN HOMOLOG 1 
   C 67  CHROMOBOX PROTEIN HOMOLOG 1 
   D 66  CHROMOBOX PROTEIN HOMOLOG 1 

2fok 2.3 0.31 A 558  FOKI RESTRICTION ENDONUCLEASE 
   B 560  FOKI RESTRICTION ENDONUCLEASE 

2fp4 2.08 0.24 A 304  SUCCINYL-COA LIGASE [GDP-FORMING] ALPHA-CHAIN, MITOCHONDRIAL 
   B 393  SUCCINYL-COA LIGASE [GDP-FORMING] BETA-CHAIN, MITOCHONDRIAL 

2fp8 2.3 0.22 A 302  STRICTOSIDINE SYNTHASE 
   B 303  STRICTOSIDINE SYNTHASE 

2fpr 1.7 0.22 A 156  HISTIDINE BIOSYNTHESIS BIFUNCTIONAL PROTEIN HISB 
   B 160  HISTIDINE BIOSYNTHESIS BIFUNCTIONAL PROTEIN HISB 

2fqm 2.3 0.29 A 65  PHOSPHOPROTEIN 
   B 63  PHOSPHOPROTEIN 

2fre 1.9 0.21 A 195  NAD(P)H-FLAVIN OXIDOREDUCTASE 
   B 193  NAD(P)H-FLAVIN OXIDOREDUCTASE 

2ft0 1.66 0.22 A 222  TDP-FUCOSAMINE ACETYLTRANSFERASE 
   B 222  TDP-FUCOSAMINE ACETYLTRANSFERASE 

2ftx 1.9 0.23 A 87  HYPOTHETICAL 25.2 KDA PROTEIN IN AFG3-SEB2 INTERGENIC REGION 
   B 59  HYPOTHETICAL 24.6 KDA PROTEIN IN ILV2-ADE17 INTERGENIC REGION 

2fuq 2.15 0.24 A 746  HEPARINASE II PROTEIN 
   B 746  HEPARINASE II PROTEIN 

2fzf 2.7 0.30 A 158  HYPOTHETICAL PROTEIN 
   B 158  HYPOTHETICAL PROTEIN 

2g0b 3 0.29 A 188  FEEM 
   B 189  FEEM 

2g1i 2.26 0.21 A 540  PYRUVATE DECARBOXYLASE 
   B 544  PYRUVATE DECARBOXYLASE 

2g2u 1.6 0.19 A 265  BETA-LACTAMASE SHV-1 
   B 165  BETA-LACTAMASE INHIBITORY PROTEIN 

2g38 2.2 0.31 A 77  PE FAMILY PROTEIN 
   B 173  PPE FAMILY PROTEIN 

2g3k 3.05 0.27 A 93  VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS28 
   B 93  VACUOLAR PROTEIN SORTING-ASSOCIATED PROTEIN VPS28 

2g47 2.1 0.22 A 964  INSULIN-DEGRADING ENZYME 
   B 965  INSULIN-DEGRADING ENZYME 

2g5c 1.9 0.26 A 270  PREPHENATE DEHYDROGENASE 
   C 271  PREPHENATE DEHYDROGENASE 

2g5f 1.8 0.24 A 435  COG0147: ANTHRANILATE/PARA-AMINOBENZOATE SYNTHASES COMPONENT I 
   B 430  COG0147: ANTHRANILATE/PARA-AMINOBENZOATE SYNTHASES COMPONENT I 

2g6t* 3 0.26 A 298 
 UNCHARACTERIZED PROTEIN, HOMOLOG HI1244 FROM HAEMOPHILUS 
INFLUENZAE 



   B 298 
 UNCHARACTERIZED PROTEIN, HOMOLOG HI1244 FROM HAEMOPHILUS 
INFLUENZAE 

2g95 1.9 0.27 A 456  NICOTINAMIDE PHOSPHORIBOSYLTRANSFERASE 
   B 460  NICOTINAMIDE PHOSPHORIBOSYLTRANSFERASE 

2ga9 2.3 0.26 A 288  CAP-SPECIFIC MRNA (NUCLEOSIDE-2'-O-)-METHYLTRANSFERASE 
   D 445  POLY(A) POLYMERASE CATALYTIC SUBUNIT 

2gag 1.85 0.23 A 965  HETEROTETRAMERIC SARCOSINE OXIDASE ALPHA-SUBUNIT 
   B 403  HETEROTETRAMERIC SARCOSINE OXIDASE BETA-SUBUNIT 
   C 190  HETEROTETRAMERIC SARCOSINE OXIDASE GAMMA-SUBUNIT 
   D 91  HETEROTETRAMERIC SARCOSINE OXIDASE DELTA-SUBUNIT 

2gak 2 0.22 A 374  BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE 
   B 364  BETA-1,6-N-ACETYLGLUCOSAMINYLTRANSFERASE 

2gas 1.6 0.23 A 307  ISOFLAVONE REDUCTASE 
   B 307  ISOFLAVONE REDUCTASE 

2gb7 1.7 0.24 A 293  R.ECL18KI 
   B 295  R.ECL18KI 

2gbo* 2.2 0.24 A 79  UPF0358 PROTEIN EF2458 
   B 79  UPF0358 PROTEIN EF2458 

2gd5 2.8 0.30 A 131  CHARGED MULTIVESICULAR BODY PROTEIN 3 
   B 144  CHARGED MULTIVESICULAR BODY PROTEIN 3 

2gdg 1.45 0.18 A 114  MACROPHAGE MIGRATION INHIBITORY FACTOR 
   B 114  MACROPHAGE MIGRATION INHIBITORY FACTOR 

2ge7 2 0.25 A 107  NUCLEOCAPSID PROTEIN 
   B 108  NUCLEOCAPSID PROTEIN 

2gef 2.2 0.27 A 194  PROTEASE VP4 
   B 199  PROTEASE VP4 

2gf4* 2.07 0.24 A 85  PROTEIN VNG1086C 
   B 72  PROTEIN VNG1086C 

2gf6 1.91 0.26 A 131  CONSERVED HYPOTHETICAL PROTEIN 
   B 131  CONSERVED HYPOTHETICAL PROTEIN 

2gh1 2.5 0.23 A 273  METHYLTRANSFERASE 
   B 273  METHYLTRANSFERASE 

2ghp 2.7 0.26 A 228  U4/U6 SNRNA-ASSOCIATED SPLICING FACTOR PRP24 
   C 228  U4/U6 SNRNA-ASSOCIATED SPLICING FACTOR PRP24 

2ghv 2.2 0.21 E 183  SPIKE GLYCOPROTEIN 
   C 183  SPIKE GLYCOPROTEIN 

2giy 1.78 0.22 A 179  GLYCOPROTEIN E 
   B 178  GLYCOPROTEIN E 

2gk9 2.8 0.22 A 243  PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KINASE, TYPE II, GAMMA 
   B 250  PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KINASE, TYPE II, GAMMA 
   C 245  PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KINASE, TYPE II, GAMMA 
   D 250  PHOSPHATIDYLINOSITOL-4-PHOSPHATE 5-KINASE, TYPE II, GAMMA 

2gl7 2.6 0.27 A 512  BETA-CATENIN 
   B 30  TRANSCRIPTION FACTOR 7-LIKE 2 

2glf 2.8 0.24 A 437  PROBABLE M18-FAMILY AMINOPEPTIDASE 1 
   B 437  PROBABLE M18-FAMILY AMINOPEPTIDASE 1 
   C 437  PROBABLE M18-FAMILY AMINOPEPTIDASE 1 
   D 437  PROBABLE M18-FAMILY AMINOPEPTIDASE 1 

2glx 2.2 0.25 D 332  1,5-ANHYDRO-D-FRUCTOSE REDUCTASE 
   F 332  1,5-ANHYDRO-D-FRUCTOSE REDUCTASE 

2gm3 2.46 0.26 A 150  UNKNOWN PROTEIN 
   B 142  UNKNOWN PROTEIN 



2gm5 2.1 0.26 A 119  TRANSPOSON GAMMA-DELTA RESOLVASE 
   B 111  TRANSPOSON GAMMA-DELTA RESOLVASE 
   C 113  TRANSPOSON GAMMA-DELTA RESOLVASE 
   D 114  TRANSPOSON GAMMA-DELTA RESOLVASE 

2gmy 1.6 0.19 A 147  HYPOTHETICAL PROTEIN ATU0492 
   B 146  HYPOTHETICAL PROTEIN ATU0492 
   E 145  HYPOTHETICAL PROTEIN ATU0492 

2gok 1.87 0.23 A 404  IMIDAZOLONEPROPIONASE 
   B 404  IMIDAZOLONEPROPIONASE 

2goy 2.7 0.27 A 222  ADENOSINE PHOSPHOSULFATE REDUCTASE 
   B 223  ADENOSINE PHOSPHOSULFATE REDUCTASE 
   C 222  ADENOSINE PHOSPHOSULFATE REDUCTASE 

2gqr 2 0.24 A 228  PHOSPHORIBOSYLAMINOIMIDAZOLE-SUCCINOCARBOXAMIDE SYNTHASE 
   B 228  PHOSPHORIBOSYLAMINOIMIDAZOLE-SUCCINOCARBOXAMIDE SYNTHASE 

2gr8 2 0.22 A 78  ADHESIN 
   C 78  ADHESIN 

2gra 3.1 0.25 A 277  PYRROLINE-5-CARBOXYLATE REDUCTASE 1 
   B 276  PYRROLINE-5-CARBOXYLATE REDUCTASE 1 
   C 277  PYRROLINE-5-CARBOXYLATE REDUCTASE 1 
   D 277  PYRROLINE-5-CARBOXYLATE REDUCTASE 1 
   E 277  PYRROLINE-5-CARBOXYLATE REDUCTASE 1 

2grr 1.3 0.22 A 157  UBIQUITIN-CONJUGATING ENZYME E2 I 
   B 157  RAN GTPASE-ACTIVATING PROTEIN 1 

2gsc 2.45 0.28 A 113  CONSERVED HYPOTHETICAL PROTEIN 
   B 117  CONSERVED HYPOTHETICAL PROTEIN 
   C 110  CONSERVED HYPOTHETICAL PROTEIN 
   D 115  CONSERVED HYPOTHETICAL PROTEIN 
   E 112  CONSERVED HYPOTHETICAL PROTEIN 

2gsv 1.9 0.26 A 65  HYPOTHETICAL PROTEIN YVFG 
   B 66  HYPOTHETICAL PROTEIN YVFG 

2gtd 2 0.25 A 248  TYPE III PANTOTHENATE KINASE 
   B 248  TYPE III PANTOTHENATE KINASE 
   D 248  TYPE III PANTOTHENATE KINASE 

2gu9 1.4 0.25 A 111  TETRACENOMYCIN POLYKETIDE SYNTHESIS PROTEIN 
   B 110  TETRACENOMYCIN POLYKETIDE SYNTHESIS PROTEIN 

2gum 2.1 0.28 A 576  GLYCOPROTEIN B 
   B 581  GLYCOPROTEIN B 
   C 575  GLYCOPROTEIN B 

2gv5 3 0.30 A 144  CELL DIVISION CONTROL PROTEIN 31 
   B 143  CELL DIVISION CONTROL PROTEIN 31 
   C 72  SFI1P 

2gvh 2.5 0.24 A 240  AGR_L_2016P 
   B 242  AGR_L_2016P 

2gwf 2.3 0.24 A 136  UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 8 
   B 121  RING FINGER PROTEIN 41 

2gwg 1.8 0.21 A 320  4-OXALOMESACONATE HYDRATASE 
   B 317  4-OXALOMESACONATE HYDRATASE 

2gx9 2.1 0.22 A 120  NS1 EFFECTOR DOMAIN 
   B 117  NS1 EFFECTOR DOMAIN 

2gxf 3.1 0.29 A 114  HYPOTHETICAL PROTEIN YYBH 
   B 114  HYPOTHETICAL PROTEIN YYBH 



2gz1 1.8 0.19 A 357  ASPARTATE BETA-SEMIALDEHYDE DEHYDROGENASE 
   B 357  ASPARTATE BETA-SEMIALDEHYDE DEHYDROGENASE 

2gz4 1.5 0.18 A 200  HYPOTHETICAL PROTEIN ATU1052 
   C 196  HYPOTHETICAL PROTEIN ATU1052 

2gza* 2.6 0.28 A 324  TYPE IV SECRETION SYSTEM PROTEIN VIRB11 
   B 322  TYPE IV SECRETION SYSTEM PROTEIN VIRB11 
   C 336  TYPE IV SECRETION SYSTEM PROTEIN VIRB11 

2h21 2.45 0.29 A 424  RIBULOSE-1,5 BISPHOSPHATE CARBOXYLASE/OXYGENASE 
   B 440  RIBULOSE-1,5 BISPHOSPHATE CARBOXYLASE/OXYGENASE 
   C 438  RIBULOSE-1,5 BISPHOSPHATE CARBOXYLASE/OXYGENASE 

2h29 2 0.25 A 188  PROBABLE NICOTINATE-NUCLEOTIDE ADENYLYLTRANSFERASE 
   B 188  PROBABLE NICOTINATE-NUCLEOTIDE ADENYLYLTRANSFERASE 

2h3r 2.7 0.30 A 87  HYPOTHETICAL PROTEIN BQLF2 
   B 85  HYPOTHETICAL PROTEIN BQLF2 

2h4m 3.05 0.25 B 810  TRANSPORTIN-1 
   D 27  HNRPA1 PROTEIN 

2h4u 2.2 0.27 A 121  THIOESTERASE SUPERFAMILY MEMBER 2 
   B 121  THIOESTERASE SUPERFAMILY MEMBER 2 
   C 121  THIOESTERASE SUPERFAMILY MEMBER 2 
   D 130  THIOESTERASE SUPERFAMILY MEMBER 2 

2h5x 2.7 0.27 A 183  HOLLIDAY JUNCTION ATP-DEPENDENT DNA HELICASE RUVA 
   B 183  HOLLIDAY JUNCTION ATP-DEPENDENT DNA HELICASE RUVA 

2h6f 1.5 0.20 A 315 
 PROTEIN  FARNESYLTRANSFERASE/GERANYLGERANYLTRANSFERASE TYPE I 
ALPHA   SUBUNIT         

   B 410  PROTEIN  FARNESYLTRANSFERASE BETA SUBUNIT         
2h88 1.74 0.21 A 612  SUCCINATE DEHYDROGENASE FLAVOPROTEIN SUBUNIT 

   B 239  SUCCINATE DEHYDROGENASE IP SUBUNIT 
2h8g 1.5 0.22 A 246  5'-METHYLTHIOADENOSINE NUCLEOSIDASE 

   B 244  5'-METHYLTHIOADENOSINE NUCLEOSIDASE 

2h9a 1.9 0.26 A 383 
 CARBON MONOXIDE DEHYDROGENASE CORRINOID/IRON-SULFUR PROTEIN, 
GAMMA SUBUNIT 

   B 307  CO DEHYDROGENASE/ACETYL-COA SYNTHASE, IRON-SULFUR PROTEIN 
2ha9 2.7 0.27 A 397  UPF0210 PROTEIN SP0239 

   B 398  UPF0210 PROTEIN SP0239 
2hd0 2.28 0.27 A 127  PROTEASE NS2-3 (P23) 

   B 127  PROTEASE NS2-3 (P23) 
2hd3 2.4 0.29 A 93  ETHANOLAMINE UTILIZATION PROTEIN EUTN 

   B 94  ETHANOLAMINE UTILIZATION PROTEIN EUTN 
   C 81  ETHANOLAMINE UTILIZATION PROTEIN EUTN 
   D 93  ETHANOLAMINE UTILIZATION PROTEIN EUTN 
   E 94  ETHANOLAMINE UTILIZATION PROTEIN EUTN 
   F 76  ETHANOLAMINE UTILIZATION PROTEIN EUTN 

2hek* 2 0.22 A 369  HYPOTHETICAL PROTEIN 
   B 369  HYPOTHETICAL PROTEIN 

2her 2.37 0.22 A 335  FARNESYL PYROPHOSPHATE SYNTHASE 
   B 331  FARNESYL PYROPHOSPHATE SYNTHASE 

2hey 2 0.25 F 135  TUMOR NECROSIS FACTOR LIGAND SUPERFAMILY MEMBER 4 
   R 138  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 4 
   T 135  TUMOR NECROSIS FACTOR RECEPTOR SUPERFAMILY MEMBER 4 

2hf1 1.9 0.28 A 59  TETRAACYLDISACCHARIDE-1-P 4-KINASE 
   B 57  TETRAACYLDISACCHARIDE-1-P 4-KINASE 

2hg4 2.73 0.26 A 867  6-DEOXYERYTHRONOLIDE B SYNTHASE 



   B 867  6-DEOXYERYTHRONOLIDE B SYNTHASE 
2hiq 2 0.27 A 96  HYPOTHETICAL PROTEIN YDHR 

   B 96  HYPOTHETICAL PROTEIN YDHR 
2hk0 2 0.23 A 283  D-PSICOSE 3-EPIMERASE 

   B 283  D-PSICOSE 3-EPIMERASE 
   D 283  D-PSICOSE 3-EPIMERASE 

2hne 2 0.27 A 426  L-FUCONATE DEHYDRATASE 
   B 432  L-FUCONATE DEHYDRATASE 

2hqx 1.42 0.27 A 90  P100 CO-ACTIVATOR TUDOR DOMAIN 
   B 90  P100 CO-ACTIVATOR TUDOR DOMAIN 

2hr0 2.26 0.19 A 641  COMPLEMENT C3 BETA CHAIN 
   B 907  COMPLEMENT C3 ALPHA' CHAIN 

2hsn* 2.2 0.28 A 160  METHIONYL-TRNA SYNTHETASE, CYTOPLASMIC 
   B 120  GU4 NUCLEIC-BINDING PROTEIN 1 

2hv2 2.4 0.23 A 381  HYPOTHETICAL PROTEIN 
   B 381  HYPOTHETICAL PROTEIN 

2hvg* 2.3 0.25 A 442  ADENYLOSUCCINATE LYASE 
   B 442  ADENYLOSUCCINATE LYASE 

2hxo 2.4 0.26 A 205  PUTATIVE TETR-FAMILY TRANSCRIPTIONAL REGULATOR 
   B 205  PUTATIVE TETR-FAMILY TRANSCRIPTIONAL REGULATOR 

2hxr 2.05 0.26 A 196  HTH-TYPE TRANSCRIPTIONAL REGULATOR CYNR 
   B 198  HTH-TYPE TRANSCRIPTIONAL REGULATOR CYNR 

2hy5* 1.72 0.21 A 130  PUTATIVE SULFURTRANSFERASE DSRE 
   B 132  INTRACELLULAR SULFUR OXIDATION PROTEIN DSRF 
   C 101  DSRH 

2hzb 2.8 0.24 A 306  HYPOTHETICAL UPF0052 PROTEIN BH3568 
   B 306  HYPOTHETICAL UPF0052 PROTEIN BH3568 

2hzm 2.4 0.26 A 205  RNA POLYMERASE II MEDIATOR COMPLEX SUBUNIT 20 
   B 227  RNA POLYMERASE II MEDIATOR COMPLEX SUBUNIT 18 

2hzt 2 0.28 A 91  PUTATIVE HTH-TYPE TRANSCRIPTIONAL REGULATOR YTCD 
   B 91  PUTATIVE HTH-TYPE TRANSCRIPTIONAL REGULATOR YTCD 

2i00 2.3 0.27 A 397  ACETYLTRANSFERASE, GNAT FAMILY 
   B 396  ACETYLTRANSFERASE, GNAT FAMILY 
   C 398  ACETYLTRANSFERASE, GNAT FAMILY 
   D 396  ACETYLTRANSFERASE, GNAT FAMILY 
   E 396  ACETYLTRANSFERASE, GNAT FAMILY 
   F 398  ACETYLTRANSFERASE, GNAT FAMILY 

2i15 2.4 0.29 A 122  HYPOTHETICAL PROTEIN MG296 HOMOLOG 
   C 115  HYPOTHETICAL PROTEIN MG296 HOMOLOG 

2i1a 2.3 0.27 A 114  DNA DAMAGE-INDUCIBLE PROTEIN DDI1 
   B 115  DNA DAMAGE-INDUCIBLE PROTEIN DDI1 

2i2l 2.8 0.29 A 127  YOPX PROTEIN 
   B 130  YOPX PROTEIN 

2i3h 1.62 0.18 A 90  BACULOVIRAL IAP REPEAT-CONTAINING PROTEIN 7 
   B 95  BACULOVIRAL IAP REPEAT-CONTAINING PROTEIN 7 

2i45 2.5 0.27 A 93  HYPOTHETICAL PROTEIN 
   B 94  HYPOTHETICAL PROTEIN 

2i4l 2 0.22 A 439  PROLINE-TRNA LIGASE 
   B 441  PROLINE-TRNA LIGASE 

2i4r* 2.8 0.26 A 76  V-TYPE ATP SYNTHASE SUBUNIT F 
   B 77  V-TYPE ATP SYNTHASE SUBUNIT F 



2i5e 2.1 0.25 A 205  HYPOTHETICAL PROTEIN MM_2497 
   B 205  HYPOTHETICAL PROTEIN MM_2497 

2i5g 2.6 0.25 A 317  AMIDOHYDROLASE 
   B 317  AMIDOHYDROLASE 

2i5q* 2.1 0.26 A 381  L-RHAMNONATE DEHYDRATASE 
   B 384  L-RHAMNONATE DEHYDRATASE 

2i71 1.7 0.23 A 366  HYPOTHETICAL PROTEIN 
   B 371  HYPOTHETICAL PROTEIN 

2i76 3 0.29 A 244  HYPOTHETICAL PROTEIN 
   B 239  HYPOTHETICAL PROTEIN 

2i79 2.1 0.25 A 171  ACETYLTRANSFERASE, GNAT FAMILY 
   E 168  ACETYLTRANSFERASE, GNAT FAMILY 

2i7r 2.2 0.26 A 112  CONSERVED DOMAIN PROTEIN 
   B 112  CONSERVED DOMAIN PROTEIN 

2i9d 2.3 0.23 A 210  CHLORAMPHENICOL ACETYLTRANSFERASE 
   B 189  CHLORAMPHENICOL ACETYLTRANSFERASE 
   C 189  CHLORAMPHENICOL ACETYLTRANSFERASE 

2i9u 2.05 0.22 A 419  CYTOSINE/GUANINE DEAMINASE RELATED PROTEIN 
   B 419  CYTOSINE/GUANINE DEAMINASE RELATED PROTEIN 

2i9x 1.8 0.22 A 81  PUTATIVE SEPTATION PROTEIN SPOVG 
   B 80  PUTATIVE SEPTATION PROTEIN SPOVG 

2iaz 2.4 0.29 A 105  HYPOTHETICAL PROTEIN SP1372 
   B 110  HYPOTHETICAL PROTEIN SP1372 
   C 105  HYPOTHETICAL PROTEIN SP1372 
   D 110  HYPOTHETICAL PROTEIN SP1372 

2ib0 2 0.24 A 142  CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN 
   B 132  CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN 

2ic7 1.78 0.21 A 185  MALTOSE TRANSACETYLASE 
   B 185  MALTOSE TRANSACETYLASE 

2id1 3 0.27 A 117  HYPOTHETICAL PROTEIN 
   B 117  HYPOTHETICAL PROTEIN 

2idb* 2.9 0.27 A 463  3-OCTAPRENYL-4-HYDROXYBENZOATE CARBOXY-LYASE 
   B 444  3-OCTAPRENYL-4-HYDROXYBENZOATE CARBOXY-LYASE 
   C 446  3-OCTAPRENYL-4-HYDROXYBENZOATE CARBOXY-LYASE 

2iea 1.85 0.20 A 801  PYRUVATE DEHYDROGENASE E1 COMPONENT 
   B 801  PYRUVATE DEHYDROGENASE E1 COMPONENT 

2iee 2.2 0.24 A 244  PROBABLE ABC TRANSPORTER EXTRACELLULAR-BINDING PROTEIN YCKB 
   B 237  PROBABLE ABC TRANSPORTER EXTRACELLULAR-BINDING PROTEIN YCKB 

2if7 3 0.27 A 188  SLAM FAMILY MEMBER 6 
   B 191  SLAM FAMILY MEMBER 6 

2ig8 1.9 0.20 A 142  HYPOTHETICAL PROTEIN PA3499 
   B 143  HYPOTHETICAL PROTEIN PA3499 

2ikk 1.8 0.23 A 144  HYPOTHETICAL TRANSCRIPTIONAL REGULATOR YURK 
   B 143  HYPOTHETICAL TRANSCRIPTIONAL REGULATOR YURK 

2imj 1.5 0.19 A 156  HYPOTHETICAL PROTEIN DUF1348 
   B 154  HYPOTHETICAL PROTEIN DUF1348 

2in5 2.3 0.26 A 190  HYPOTHETICAL LIPOPROTEIN YMCC 
   B 183  HYPOTHETICAL LIPOPROTEIN YMCC 

2inf 2.3 0.25 A 344  UROPORPHYRINOGEN DECARBOXYLASE 
   B 344  UROPORPHYRINOGEN DECARBOXYLASE 

2iqi 2.7 0.28 A 173  HYPOTHETICAL PROTEIN XCC0632 



   B 171  HYPOTHETICAL PROTEIN XCC0632 
   C 171  HYPOTHETICAL PROTEIN XCC0632 
   D 171  HYPOTHETICAL PROTEIN XCC0632 

2isn 1.9 0.28 A 324  NYSGXRC-8828Z, PHOSPHATASE 
   B 322  NYSGXRC-8828Z, PHOSPHATASE 

2iu5 1.6 0.23 A 180  HYPOTHETICAL PROTEIN YCEG 
   B 178  HYPOTHETICAL PROTEIN YCEG 

2iut 2.25 0.27 A 409  DNA TRANSLOCASE FTSK 
   B 409  DNA TRANSLOCASE FTSK 

2iuy 2.1 0.23 A 337  GLYCOSYLTRANSFERASE 
   B 336  GLYCOSYLTRANSFERASE 

2ivf* 1.88 0.18 A 912  ETHYLBENZENE DEHYDROGENASE ALPHA-SUBUNIT 
   B 337  ETHYLBENZENE DEHYDROGENASE BETA-SUBUNIT 
   C 214  ETHYLBENZENE DEHYDROGENASE GAMMA-SUBUNIT 

2ix2 2.2 0.27 A 226  DNA POLYMERASE SLIDING CLAMP B 
   B 245  DNA POLYMERASE SLIDING CLAMP C 
   C 241  DNA POLYMERASE SLIDING CLAMP A 

2j04 3.2 0.26 A 587  HYPOTHETICAL PROTEIN YPL007C 
   B 472  YDR362CP 
   D 469  YDR362CP 

2j0n 2.1 0.26 A 171  INVASIN IPAD 
   B 187  INVASIN IPAD 

2j1n 2 0.21 A 346  OUTER MEMBRANE PROTEIN C 
   B 346  OUTER MEMBRANE PROTEIN C 

2j6x 2.1 0.26 A 370  LACTATE OXIDASE 
   B 367  LACTATE OXIDASE 

2j85 2.39 0.24 A 114  STIV B116 
   B 113  STIV B116 

2jm6 2.39 0.24 A 27  NOXA 
   B 162  MYELOID CELL LEUKEMIA-1 PROTEIN MCL-1 HOMOLOG 

2mpr 2.4 0.22 A 421  MALTOPORIN 
   B 421  MALTOPORIN 

2ou1* 2 0.22 A 72  APOLIPOPROTEIN A-II 
   B 71  APOLIPOPROTEIN A-II 
   C 73  APOLIPOPROTEIN A-II 
   D 72  APOLIPOPROTEIN A-II 
   E 72  APOLIPOPROTEIN A-II 
   H 72  APOLIPOPROTEIN A-II 
   I 72  APOLIPOPROTEIN A-II 
   J 70  APOLIPOPROTEIN A-II 
   L 72  APOLIPOPROTEIN A-II 

2prg 2.3 0.26 A 271  PEROXISOME PROLIFERATOR ACTIVATED RECEPTOR GAMMA 
   B 246  PEROXISOME PROLIFERATOR ACTIVATED RECEPTOR GAMMA 
   C 32  NUCLEAR RECEPTOR COACTIVATOR SRC-1 

2scp 2 0.26 A 174  SARCOPLASMIC CALCIUM-BINDING PROTEIN 
   B 174  SARCOPLASMIC CALCIUM-BINDING PROTEIN 

2sic* 1.8 0.26 E 275  SUBTILISIN BPN' 
   I 107  STREPTOMYCES SUBTILISIN INHIBITOR (SSI) 

2spc 1.8 0.26 A 107  SPECTRIN 
   B 107  SPECTRIN 

2sqc 2 0.19 A 623  SQUALENE-HOPENE CYCLASE 



   B 623  SQUALENE-HOPENE CYCLASE 
2tnf 1.4 0.24 A 148  PROTEIN (TUMOR NECROSIS FACTOR ALPHA) 

   B 148  PROTEIN (TUMOR NECROSIS FACTOR ALPHA) 
   C 148  PROTEIN (TUMOR NECROSIS FACTOR ALPHA) 

2vsg 2.7 0.24 A 358  VARIANT SURFACE GLYCOPROTEIN ILTAT 1.24 
   B 358  VARIANT SURFACE GLYCOPROTEIN ILTAT 1.24 

3daa 1.9 0.25 A 277  D-AMINO ACID AMINOTRANSFERASE 
   B 277  D-AMINO ACID AMINOTRANSFERASE 

3eip 1.8 0.27 A 84  PROTEIN (COLICIN E3 IMMUNITY PROTEIN) 
   B 84  PROTEIN (COLICIN E3 IMMUNITY PROTEIN) 

3ygs 2.5 0.30 C 95  APOPTOTIC PROTEASE ACTIVATING FACTOR 1 
   P 97  PROCASPASE 9 

7ahl 1.89 0.26 A 293  ALPHA-HEMOLYSIN 
   B 293  ALPHA-HEMOLYSIN 

†NA refers to NMR derived structures 
*Fully derived from Protein Quaternary Structure (PQS) database 
 


