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SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1529 1.0103 -1.0034 3.03 4.615 0.456 1702 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9908 D AFFEVVDWDK A 2 1254.5921 1256.5854 1.9933 -2.0067 -10.68 3.388 0.349 1359 1 15 18 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 A AGGWALLVYDPVAK Q 2 1458.7871 1458.789 0.0019 0 1.30 3.915 0.511 1736 1 19 26 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 A AGGWALLVYDPVAK Q 2 1458.7871 1458.7865 -0.0006 0 -0.41 3.799 0.481 1477 1 18 26 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9992 L ALDVWEHSYYYDYGPAR G 3 2103.9326 2103.9329 0.0003 0 0.14 3.824 0.353 1297 1 26 64 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7371 0.0046 0 2.59 4.364 0.526 2385 1 26 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7351 0.0026 0 1.46 4.684 0.487 2169 1 25 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.736 0.0035 0 1.97 5.303 0.55 2252 1 25 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7454 0.0129 0 7.26 4.995 0.57 2514 1 27 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7384 0.0059 0 3.32 4.805 0.594 1879 1 25 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1793.7319 1793.7335 0.0016 0 0.89 4.232 0.532 1225 1 23 36 1 0 1 DAGDFGSSAAAM[147]GNVTHNG
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1793.7319 1792.746 -0.9859 1 7.86 4.856 0.595 1909 1 27 36 1 0 1 DAGDFGSSAAAM[147]GNVTHNG
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7342 0.0017 0 0.96 4.327 0.586 3005 1 27 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1793.7319 1792.7475 -0.9844 1 8.70 5.453 0.612 2103 1 27 36 1 0 1 DAGDFGSSAAAM[147]GNVTHNG
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7364 0.0039 0 2.19 4.721 0.593 1816 1 25 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.734 0.0015 0 0.84 4.21 0.546 1835 1 26 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1793.7319 1793.7294 -0.0025 0 -1.39 4.998 0.615 1607 1 24 36 1 0 1 DAGDFGSSAAAM[147]GNVTHNG
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1793.7319 1792.7459 -0.986 1 7.80 4.956 0.539 1457 1 24 36 1 0 1 DAGDFGSSAAAM[147]GNVTHNG
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7351 0.0026 0 1.46 5.243 0.554 1851 1 25 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R DAGDFGSSAAAMGNVTHNG C 2 1777.7325 1777.7346 0.0021 0 1.18 4.765 0.492 2637 1 27 36 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9933 R DAGDFGSSAAAMGNVTHNG C 2 1793.7319 1792.7451 -0.9868 1 7.36 3.772 0.499 1502 1 25 36 1 0 1 DAGDFGSSAAAM[147]GNVTHNG
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9883 F FEVVDWDK A 2 1036.4865 1036.4854 -0.0011 0 -1.06 2.553 0.284 622.2 8 12 14 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9748 F FEVVDWDK A 2 1036.4865 1036.4868 0.0003 0 0.29 2.506 0.235 630.7 6 12 14 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9679 F FEVVDWDK A 2 1036.4865 1036.4883 0.0018 0 1.74 2.216 0.227 676.8 1 12 14 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9811 A FFEVVDWDK A 2 1183.5549 1183.5575 0.0026 0 2.20 2.53 0.218 1005 1 14 16 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.823 0.0031 0 1.72 4.556 0.509 2177 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.823 0.0031 0 1.72 3.784 0.428 1618 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8191 -0.0008 0 -0.44 4.042 0.505 1988 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8179 -0.002 0 -1.11 3.825 0.476 1669 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8233 0.0034 0 1.89 3.976 0.262 2202 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8253 1.0054 -1.0034 1.14 4.145 0.424 1354 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8201 0.0002 0 0.11 3.899 0.554 1786 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8161 -0.0038 0 -2.11 4.862 0.509 2077 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.819 -0.0009 0 -0.50 3.378 0.51 1264 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8258 0.0059 0 3.27 4.729 0.466 1698 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8229 0.003 0 1.66 4.734 0.353 2195 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8251 0.0052 0 2.89 4.124 0.467 1591 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8181 -0.0018 0 -1.00 4.614 0.549 1918 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8257 1.0058 -1.0034 1.36 4.21 0.468 1688 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8233 0.0034 0 1.89 4.837 0.376 1975 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.82 0.0001 0 0.06 4.016 0.557 2283 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8189 -0.001 0 -0.55 4.681 0.483 1780 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8158 -0.0041 0 -2.28 2.901 0.443 1226 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8202 0.0003 0 0.17 4.641 0.548 1986 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8211 0.0012 0 0.67 3.86 0.486 1679 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8217 0.0018 0 1.00 5.077 0.535 2248 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8284 0.0085 0 4.72 4.298 0.441 1951 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8208 0.0009 0 0.50 3.956 0.544 1641 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8267 0.0068 0 3.77 4.041 0.51 1569 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8225 0.0026 0 1.44 4.619 0.459 2292 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8255 0.0056 0 3.11 4.178 0.28 1937 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8198 -0.0001 0 -0.06 4.77 0.536 2050 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8218 0.0019 0 1.05 4.982 0.529 2089 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8217 0.0018 0 1.00 3.933 0.586 2050 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8244 0.0045 0 2.50 2.919 0.396 1014 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8189 -0.001 0 -0.55 4.777 0.504 2054 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8225 0.0026 0 1.44 3.136 0.364 1143 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8225 0.0026 0 1.44 4.616 0.527 2043 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8242 0.0043 0 2.39 4.212 0.51 2229 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8192 -0.0007 0 -0.39 3.939 0.536 2502 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8275 1.0076 -1.0034 2.36 3.062 0.426 970.8 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8224 0.0025 0 1.39 3.715 0.485 1648 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8321 1.0122 -1.0034 4.91 3.411 0.428 1135 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8196 -0.0003 0 -0.17 4.08 0.454 1641 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8189 -0.001 0 -0.55 4.743 0.511 2293 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8189 -0.001 0 -0.55 4.635 0.515 2154 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8231 0.0032 0 1.78 3.942 0.528 1677 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8172 -0.0027 0 -1.50 2.91 0.364 921 1 16 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8219 0.002 0 1.11 4.71 0.473 1897 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8212 0.0013 0 0.72 3.602 0.486 1769 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8235 0.0036 0 2.00 3.429 0.506 1845 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8187 -0.0012 0 -0.67 3.055 0.318 495.9 2 13 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8255 0.0056 0 3.11 4.399 0.436 1607 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.82 0.0001 0 0.06 2.799 0.41 1292 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8194 -0.0005 0 -0.28 3.336 0.484 1542 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8114 -0.0085 0 -4.72 3.318 0.457 1331 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8262 0.0063 0 3.50 4.078 0.408 1413 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8219 0.002 0 1.11 4.884 0.49 2267 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8129 -0.007 0 -3.88 3.732 0.471 1393 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8172 -0.0027 0 -1.50 3.783 0.426 1345 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.825 0.0051 0 2.83 3.913 0.547 1740 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8194 -0.0005 0 -0.28 4.486 0.522 1803 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8162 -0.0037 0 -2.05 3.299 0.381 1104 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8245 0.0046 0 2.55 3.894 0.539 2240 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8253 1.0054 -1.0034 1.14 3.008 0.402 802.9 1 15 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8253 1.0054 -1.0034 1.14 4.928 0.523 2137 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8197 -0.0002 0 -0.11 4.135 0.544 2237 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8134 -0.0065 0 -3.61 4.463 0.46 1770 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8225 0.0026 0 1.44 4.894 0.511 2212 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8195 -0.0004 0 -0.22 4.894 0.534 2239 1 23 28 2 0 1

Supplementary Table 4. Summary of the proteins and peptides identified in tryptic digested membrane proteome (OD 600 = 0.7). The protein information include the Integr8 protein ID, protein identification (ProteinProphet ) probability, protein description, gene name, locus name, protein length, percentage of protein sequence covered by MS
identified peptides (% coverage), number of unique peptide identifications, and total number of identified peptides. The peptide information include the peptide identification (PeptideProphet ) probability, N-terminus adjacent amino acid residue, matched peptide sequence, C-terminus adjacent amino acid residue, precursor charge, calculated
neutral peptide mass, measured precursor neutral mass, measured and calculated peptide mass difference, mass difference adjustment, mass difference (ppm), SEQUEST  scores (XCorr, deltCn, Sp score, Sp rank), number of matched b- and y-ions, number of theoretical b- and y- ions, number of tryptic termini, number of tryptic missed cleavages,
number of matched protein, alternative matched protein ID, and modification. Listed are the peptides with an identification probability  >  0.9.



SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8236 0.0037 0 2.05 3.772 0.506 1701 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1803.8253 2.0054 -2.0067 -0.72 4.261 0.38 1182 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8186 -0.0013 0 -0.72 3.775 0.5 1429 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8217 0.0018 0 1.00 4.713 0.365 1899 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.822 0.0021 0 1.17 4.714 0.484 2077 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8213 0.0014 0 0.78 4.953 0.355 2214 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8198 -0.0001 0 -0.06 3.406 0.519 1049 1 16 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8195 -0.0004 0 -0.22 3.547 0.278 1183 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8203 0.0004 0 0.22 4.773 0.52 2050 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8233 0.0034 0 1.89 4.766 0.527 1977 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1803.8454 2.0255 -2.0067 10.43 4.348 0.451 1526 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8263 0.0064 0 3.55 4.695 0.443 1705 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8198 -0.0001 0 -0.06 4.081 0.535 1798 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8218 0.0019 0 1.05 4.124 0.28 1972 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8256 0.0057 0 3.16 4.771 0.53 1707 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8194 -0.0005 0 -0.28 4.837 0.498 2417 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8223 0.0024 0 1.33 3.561 0.569 1502 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8185 -0.0014 0 -0.78 4.028 0.585 1959 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8198 -0.0001 0 -0.06 5.159 0.526 2260 1 23 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8247 0.0048 0 2.66 4.462 0.428 1721 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8211 0.0012 0 0.67 3.921 0.294 1840 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8187 -0.0012 0 -0.67 3.453 0.497 1163 1 16 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8186 -0.0013 0 -0.72 4.746 0.508 1876 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8201 0.0002 0 0.11 4.708 0.542 1994 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8224 0.0025 0 1.39 3.59 0.515 1378 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8233 0.0034 0 1.89 4.381 0.498 1669 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8203 0.0004 0 0.22 3.992 0.554 1904 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8053 -0.0146 0 -8.10 2.997 0.302 1024 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8253 1.0054 -1.0034 1.14 4.162 0.486 1565 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8139 0.994 -1.0034 -5.19 3.345 0.432 818.2 1 16 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.819 -0.0009 0 -0.50 4.004 0.39 1513 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8208 0.0009 0 0.50 4.708 0.546 1340 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8201 0.0002 0 0.11 4.656 0.528 2068 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8255 0.0056 0 3.11 4.004 0.561 2417 1 22 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8185 -0.0014 0 -0.78 4.303 0.43 1668 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8211 0.0012 0 0.67 4.917 0.52 1853 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8228 0.0029 0 1.61 3.754 0.529 1483 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8253 1.0054 -1.0034 1.14 3.783 0.479 1293 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8205 0.0006 0 0.33 3.944 0.501 1761 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8177 -0.0022 0 -1.22 4.42 0.448 1474 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8291 1.0092 -1.0034 3.25 3.981 0.433 1274 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8145 -0.0054 0 -3.00 3.957 0.372 1282 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8195 -0.0004 0 -0.22 3.748 0.494 1664 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8241 0.0042 0 2.33 3.19 0.466 1360 1 19 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8266 0.0067 0 3.72 4.641 0.51 2011 1 21 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8164 -0.0035 0 -1.94 4.216 0.506 1705 1 20 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R GDFIDAFFEVVDWDK A 2 1801.8199 1803.8253 2.0054 -2.0067 -0.72 3.515 0.365 647.6 1 15 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8253 0.0054 0 3.00 2.575 0.344 576.7 2 14 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8279 1.008 -1.0034 2.58 2.829 0.389 799.1 1 15 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8053 -0.0146 0 -8.10 2.959 0.215 1015 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8281 1.0082 -1.0034 2.69 3.159 0.333 1068 1 17 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9998 R GDFIDAFFEVVDWDK A 2 1801.8199 1800.8322 -0.9877 1 6.83 3.286 0.458 1207 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9998 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8189 -0.001 0 -0.55 2.992 0.197 628.6 1 15 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9997 R GDFIDAFFEVVDWDK A 2 1801.8199 1803.8251 2.0052 -2.0067 -0.83 3.769 0.265 1485 1 18 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9992 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8253 0.0054 0 3.00 2.401 0.217 356.7 3 11 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9992 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.3454 -0.4745 0 -263.34 1.977 0.293 550.4 3 13 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9991 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8253 0.0054 0 3.00 2.156 0.252 385.8 3 12 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9986 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8253 0.0054 0 3.00 1.986 0.225 293.6 1 12 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9978 R GDFIDAFFEVVDWDK A 2 1801.8199 1801.8216 0.0017 0 0.94 2.287 0.144 788.5 1 15 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9969 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.5854 0.7655 -1.0034 -132.01 2.378 0.223 568.9 1 13 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.993 R GDFIDAFFEVVDWDK A 2 1801.8199 1802.8253 1.0054 -1.0034 1.14 2.264 0.19 821.1 1 16 28 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDKAAEEYEK S 2 2622.1802 2622.1875 0.0073 0 2.78 4.67 0.474 1878 1 25 42 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDKAAEEYEK S 2 2622.1802 2622.1839 0.0037 0 1.41 4.597 0.479 1959 1 25 42 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2624.1865 2.0063 -2.0067 -0.15 3.931 0.395 503.4 1 29 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2622.1856 0.0054 0 2.06 4.287 0.464 791.8 1 34 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2622.1856 0.0054 0 2.06 3.295 0.35 925.6 1 34 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1804 1.0002 -1.0034 -1.20 3.543 0.403 850.4 1 32 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2622.1841 0.0039 0 1.49 3.307 0.332 1173 1 38 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9998 R GDFIDAFFEVVDWDKAAEEYEK S 2 2622.1802 2622.1846 0.0044 0 1.68 4.024 0.255 1565 1 23 42 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9997 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2622.1853 0.0051 0 1.94 2.977 0.278 1114 1 37 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9992 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1812 1.001 -1.0034 -0.90 3.307 0.271 505.1 1 27 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.999 R GDFIDAFFEVVDWDKAAEEYEK S 2 2622.1802 2622.1873 0.0071 0 2.71 3.6 0.194 1779 1 24 42 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9925 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1782 0.998 -1.0034 -2.04 2.879 0.216 450.5 3 24 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.981 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1782 0.998 -1.0034 -2.04 2.626 0.171 370 1 22 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9579 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1909 1.0107 -1.0034 2.80 2.859 0.111 573.9 1 27 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9548 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1782 0.998 -1.0034 -2.04 2.431 0.144 480.8 1 23 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9088 R GDFIDAFFEVVDWDKAAEEYEK S 3 2622.1802 2623.1782 0.998 -1.0034 -2.04 2.424 0.142 349.8 7 23 84 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1548 0.0122 0 5.32 4.655 0.473 1950 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1526 1.01 -1.0034 2.90 4.478 0.48 1813 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1529 0.0103 0 4.49 4.975 0.483 2484 1 26 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1553 1.0127 -1.0034 4.08 4.785 0.42 1913 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1507 1.0081 -1.0034 2.07 3.825 0.448 1596 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1638 0.0212 0 9.25 4.876 0.419 2184 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1487 0.0061 0 2.66 3.092 0.361 647 1 17 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.148 1.0054 -1.0034 0.89 5.087 0.475 2252 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1502 0.0076 0 3.32 4.617 0.438 1692 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2291.1355 -1.0071 1 -3.10 4.746 0.473 1825 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1629 0.0203 0 8.86 4.782 0.503 2151 1 25 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1541 1.0115 -1.0034 3.56 3.646 0.359 1072 1 20 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1548 1.0122 -1.0034 3.86 5.106 0.481 2237 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1533 1.0107 -1.0034 3.21 4.979 0.509 2181 1 25 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1504 1.0078 -1.0034 1.94 3.43 0.478 1090 1 20 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1453 1.0027 -1.0034 -0.28 4.44 0.45 1828 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1489 1.0063 -1.0034 1.29 4.21 0.45 1309 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1692 1.0266 -1.0034 10.14 4.871 0.437 1980 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1585 0.0159 0 6.94 4.752 0.489 2230 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1646 1.022 -1.0034 8.14 4.872 0.48 2364 1 26 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1509 0.0083 0 3.62 4.443 0.435 1972 1 25 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1397 0.9971 -1.0034 -2.73 4.338 0.416 1729 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1558 1.0132 -1.0034 4.30 4.771 0.497 1920 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1489 0.0063 0 2.75 4.797 0.469 2436 1 25 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1509 0.0083 0 3.62 2.956 0.325 553.7 1 17 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1482 1.0056 -1.0034 0.98 4.492 0.414 1962 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1602 1.0176 -1.0034 6.22 4.182 0.407 1603 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1619 1.0193 -1.0034 6.96 4.581 0.484 1728 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1558 0.0132 0 5.76 4.98 0.409 1762 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1577 1.0151 -1.0034 5.13 3.982 0.418 2177 1 25 44 2 0 1



SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.158 0.0154 0 6.72 4.358 0.418 1965 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1443 1.0017 -1.0034 -0.72 3.921 0.377 964.8 1 19 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1502 1.0076 -1.0034 1.85 4.603 0.495 1396 1 21 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1458 1.0032 -1.0034 -0.07 4.396 0.332 1413 1 21 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1387 0.9961 -1.0034 -3.16 4.661 0.496 1613 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1431 0.0005 0 0.22 5.103 0.421 1985 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1529 1.0103 -1.0034 3.03 4.19 0.406 1718 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1321 0.9895 -1.0034 -6.04 4.334 0.442 1836 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1546 1.012 -1.0034 3.77 5.167 0.509 2273 1 26 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1533 1.0107 -1.0034 3.21 4.685 0.449 1840 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1736 1.031 -1.0034 12.06 4.556 0.452 1560 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1485 1.0059 -1.0034 1.11 4.131 0.452 1302 1 20 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1619 0.0193 0 8.42 3.994 0.448 1397 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1453 1.0027 -1.0034 -0.28 5.121 0.491 2328 1 26 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1626 0.02 0 8.73 3.164 0.346 793.3 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1392 -0.0034 0 -1.48 4.674 0.443 1862 1 24 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1453 1.0027 -1.0034 -0.28 4.037 0.459 995 1 20 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1668 1.0242 -1.0034 9.10 4.547 0.438 1971 1 23 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1555 0.0129 0 5.63 3.114 0.392 662.8 1 18 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1411 -0.0015 0 -0.65 4.724 0.495 2455 1 26 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.7053 0.5627 -1.0034 -192.24 3.943 0.482 1366 1 20 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1304 -0.0122 0 -5.32 2.689 0.353 355.4 1 16 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1768 1.0342 -1.0034 13.46 4.673 0.488 1484 1 22 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2293.1453 1.0027 -1.0034 -0.28 3.82 0.389 1305 1 21 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1514 0.0088 0 3.84 2.767 0.294 594.2 1 18 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1529 0.0103 0 4.49 2.816 0.308 343.4 3 14 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9998 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1463 0.0037 0 1.61 2.598 0.244 570.4 1 16 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9996 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2292.1494 0.0068 0 2.97 2.301 0.25 481.6 1 15 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9988 K GEFEAAASAAGGWALLVYDPVAK Q 2 2292.1426 2294.1626 2.02 -2.0067 5.80 2.967 0.266 1338 1 21 44 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9962 N GLESAEETLAENR D 2 1417.6685 1417.6682 -0.0003 0 -0.21 2.742 0.337 1490 1 18 24 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R IEEDFGSYEGWK G 2 1458.6303 1458.6254 -0.0049 0 -3.36 3.473 0.477 1772 1 20 22 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R IEEDFGSYEGWK G 2 1458.6303 1458.6254 -0.0049 0 -3.36 3.359 0.415 1472 1 19 22 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3732.783 0.0206 0 5.52 4.927 0.494 1165 1 38 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3732.7617 -0.0007 0 -0.19 4.933 0.398 1329 1 41 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3733.7776 1.0152 -1.0034 3.17 4.031 0.373 1117 1 35 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9502 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3734.7647 2.0023 -2.0067 -1.18 3.336 0.126 325.3 10 26 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9494 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3734.7681 2.0057 -2.0067 -0.27 2.856 0.117 753.5 1 30 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.942 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3733.7779 1.0155 -1.0034 3.25 2.748 0.171 366.2 28 23 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9374 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3734.7603 1.9979 -2.0067 -2.36 2.379 0.166 309.9 3 24 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9373 R IEEDFGSYEGWKGEFEAAASAAGGWALLVYDPVAK Q 3 3732.7624 3734.7813 2.0189 -2.0067 3.27 2.886 0.116 413.4 2 23 136 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 4 4167.9867 4168.9947 1.008 -1.0034 1.12 5.122 0.459 1252 1 50 210 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 1 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 4 4167.9867 4168.9966 1.0099 -1.0034 1.57 4.614 0.415 863.6 1 44 210 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 5 4167.9867 4167.9898 0.0031 0 0.74 2.238 0.324 480.8 2 58 280 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9998 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 4 4167.9867 4170.0108 2.0241 -2.0067 4.17 4.702 0.28 1036 1 49 210 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9992 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 5 4167.9867 4167.9864 -0.0003 0 -0.07 2.215 0.186 519 1 58 280 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9991 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 5 4167.9867 4167.9912 0.0045 0 1.08 2.098 0.221 407.3 2 56 280 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9924 R NVPVDKHDQGALWGSHPILALDVWEHSYYYDYGPAR G 5 4167.9867 4167.9966 0.0099 0 2.38 1.999 0.141 459.2 3 57 280 2 1 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9998 D PNGGGEPEGELLDR I 2 1438.6688 1438.6654 -0.0034 0 -2.36 3.834 0.435 1024 1 21 26 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9995 D PNGGGEPEGELLDR I 2 1438.6688 1438.6759 0.0071 0 4.94 3.326 0.413 974.1 1 20 26 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9999 A SAAGGWALLVYDPVAK Q 2 1616.8562 1616.8609 0.0047 0 2.91 4.094 0.459 2100 1 23 30 1 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9992 M SEHSNPELPPLPYDYDALEPHISEQVLTWHHDTHHQGYVNGLE D 5 6100.8164 6101.8286 1.0122 -1.0034 1.45 4.662 0.378 704.6 1 63 416 2 0 1
SODM_HALMAReview 1 Superoxide dismutase [Mn] (EC 1.15.1.1)  sod rrnAC0831 203 88.2 19 259 0.9818 M SEHSNPELPPLPYDYDALEPHISEQVLTWHHDTHHQGYVNGLE D 5 6100.8164 6102.814 1.9976 -2.0067 -1.49 3.706 0.209 789.9 1 62 416 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1856.9783 0.0039 0 2.10 4.759 0.584 2791 1 27 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R GGDWIDEQAAQATGTPVDK V 2 1957.9017 1957.9046 0.0029 0 1.48 5.253 0.523 2080 1 24 36 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R GGDWIDEQAAQATGTPVDK V 2 1957.9017 1957.9037 0.002 0 1.02 5.251 0.478 1981 1 24 36 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R GGDWIDEQAAQATGTPVDK V 2 1957.9017 1957.9054 0.0037 0 1.89 4.093 0.484 1934 1 23 36 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R GGDWIDEQAAQATGTPVDK V 2 1957.9017 1957.902 0.0003 0 0.15 4.06 0.498 2037 1 24 36 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R GGDWIDEQAAQATGTPVDKVTSVK E 3 2472.2132 2472.2163 0.0031 0 1.25 3.47 0.328 937 1 35 92 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R GGDWIDEQAAQATGTPVDKVTSVK E 3 2472.2132 2472.2195 0.0063 0 2.55 3.975 0.268 537 1 30 92 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R GGDWIDEQAAQATGTPVDKVTSVK E 3 2472.2132 2472.2173 0.0041 0 1.66 3.5 0.283 926.5 1 36 92 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7926 0.0037 0 2.33 3.464 0.388 1264 1 22 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7854 -0.0035 0 -2.20 3.474 0.397 931.6 1 21 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7914 0.0025 0 1.57 3.625 0.374 1147 1 22 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R INDSEIPFSISDVR Q 2 1590.7889 1590.7912 0.0023 0 1.45 3.458 0.391 1271 1 22 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9998 R INDSEIPFSISDVR Q 2 1590.7889 1590.7912 0.0023 0 1.45 3.411 0.13 925.2 1 21 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 R INDSEIPFSISDVR Q 2 1590.7889 1590.7915 0.0026 0 1.63 3.122 0.145 1107 1 21 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9996 R INDSEIPFSISDVR Q 2 1590.7889 1590.7934 0.0045 0 2.83 3.129 0.115 1013 1 20 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9993 R INDSEIPFSISDVR Q 2 1590.7889 1590.7913 0.0024 0 1.51 3.001 0.1 1259 1 22 26 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R KDDRVYIVGDDALNFANIFSEETR R 4 2786.3511 2786.3526 0.0015 0 0.54 4.143 0.412 1954 1 48 138 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R KDDRVYIVGDDALNFANIFSEETR R 3 2786.3511 2786.356 0.0049 0 1.76 6.533 0.501 3147 1 41 92 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R KDDRVYIVGDDALNFANIFSEETR R 3 2786.3511 2786.3545 0.0034 0 1.22 4.278 0.238 1126 1 27 92 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9985 R KDDRVYIVGDDALNFANIFSEETR R 4 2786.3511 2786.3538 0.0027 0 0.97 2.942 0.128 1173 1 39 138 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.996 R KDDRVYIVGDDALNFANIFSEETR R 4 2786.3511 2787.3709 1.0198 -1.0034 5.90 3.013 0.147 1512 1 39 138 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2362.188 0.0035 0 1.48 3.76 0.38 1367 1 27 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2362.1865 0.002 0 0.85 3.839 0.404 1274 1 27 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2362.1905 0.006 0 2.54 3.918 0.429 1188 1 26 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2362.1887 0.0042 0 1.78 3.804 0.379 1219 1 26 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9998 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2362.1912 0.0067 0 2.84 3.353 0.163 633.3 1 20 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9996 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2361.1668 -1.0177 1 -7.49 2.97 0.433 1088 1 22 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9992 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2361.1629 -1.0216 1 -9.14 2.906 0.398 1107 1 23 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9967 R LFFSVPADPIDADVSTLYHQK T 2 2362.1845 2361.1663 -1.0182 1 -7.70 3.235 0.262 1020 1 22 40 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.943 0.0005 0 0.27 3.304 0.565 1214 1 22 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9434 0.0009 0 0.48 3.146 0.428 904.6 1 20 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.945 0.0025 0 1.34 2.929 0.558 859.5 1 19 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9461 0.0036 0 1.92 4.14 0.517 1345 1 23 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K LITEQVVGQPEYPNER L 3 1870.9425 1870.9445 0.002 0 1.07 3.567 0.384 1693 1 30 60 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 K LITEQVVGQPEYPNER L 2 1870.9425 1870.945 0.0025 0 1.34 3.171 0.141 803.8 1 19 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 K LITEQVVGQPEYPNER L 2 1870.9425 1870.943 0.0005 0 0.27 3.226 0.129 683.7 1 17 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9983 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9451 0.0026 0 1.39 2.91 0.069 683.4 1 17 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9955 K LITEQVVGQPEYPNER L 2 1870.9425 1870.9479 0.0054 0 2.89 2.688 0.038 614.8 1 16 30 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2134.9553 1.0206 -1.0034 8.08 3.534 0.466 1089 1 19 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2133.9344 -0.0003 0 -0.14 5.988 0.569 3478 1 28 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2133.9378 0.0031 0 1.45 5.913 0.556 3609 1 28 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2134.9453 1.0106 -1.0034 3.40 3.096 0.449 1057 1 19 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2133.94 0.0053 0 2.48 6.046 0.576 3615 1 28 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2133.9461 0.0114 0 5.34 5.531 0.581 3185 1 27 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2133.9346 -0.0001 0 -0.05 4.347 0.208 1980 1 23 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R NSFVEIDYSDMAEQMLSR S 2 2165.9335 2165.9282 -0.0053 0 -2.45 2.696 0.354 472.9 2 18 34 2 0 1 NSFVEIDYSDM[147]AEQM[147]LSR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R NSFVEIDYSDMAEQMLSR S 2 2149.9341 2149.9324 -0.0017 0 -0.79 5.773 0.546 3572 1 28 34 2 0 1 NSFVEIDYSDMAEQM[147]LSR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2135.0708 1.1361 -1.0034 62.21 4.628 0.197 2782 1 25 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 R NSFVEIDYSDMAEQMLSR S 2 2149.9341 2149.9319 -0.0022 0 -1.02 4.66 0.347 1156 1 25 34 2 0 1 NSFVEIDYSDMAEQM[147]LSR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9993 R NSFVEIDYSDMAEQMLSR S 2 2149.9341 2149.928 -0.0061 0 -2.84 4.086 0.558 2615 1 27 34 2 0 1 NSFVEIDYSDM[147]AEQMLSR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9502 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2134.9654 1.0307 -1.0034 12.82 1.854 0.16 343.6 2 12 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9219 R NSFVEIDYSDMAEQMLSR S 2 2133.9347 2134.9453 1.0106 -1.0034 3.40 1.973 0.137 342.3 6 12 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 D PIDADVSTLYHQK T 3 1485.7463 1485.7461 -0.0002 0 -0.13 4.121 0.471 1398 1 28 48 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 D PIDADVSTLYHQK T 2 1485.7463 1485.7472 0.0009 0 0.61 3.935 0.515 1026 1 16 24 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 D PIDADVSTLYHQK T 2 1485.7463 1485.7489 0.0026 0 1.75 4.137 0.57 2069 1 21 24 1 0 1



Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 D PIDADVSTLYHQK T 2 1485.7463 1485.7467 0.0004 0 0.27 4.352 0.589 2050 1 21 24 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 D PIDADVSTLYHQK T 2 1485.7463 1485.75 0.0037 0 2.49 4.15 0.542 1940 1 20 24 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 D PIDADVSTLYHQK T 3 1485.7463 1485.7487 0.0024 0 1.62 4.184 0.422 1484 1 29 48 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 D PIDADVSTLYHQK T 3 1485.7463 1485.7487 0.0024 0 1.62 4.08 0.433 1474 1 28 48 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9971 D PIDADVSTLYHQK T 3 1485.7463 1485.7483 0.002 0 1.35 3.004 0.327 891.9 1 24 48 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9955 D PIDADVSTLYHQK T 3 1485.7463 1487.7682 2.0219 -2.0067 10.23 3.425 0.349 1639 1 27 48 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9743 D PIDADVSTLYHQK T 3 1485.7463 1485.7282 -0.0181 0 -12.18 2.888 0.258 450.9 4 21 48 1 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 M PQGLDVGTMNLLSAR Q 2 1570.8137 1570.8157 0.002 0 1.27 4.385 0.553 2070 1 24 28 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 M PQGLDVGTMNLLSAR Q 2 1586.8131 1586.8117 -0.0014 0 -0.88 4.171 0.454 1865 1 24 28 2 0 1 PQGLDVGTM[147]NLLSAR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 M PQGLDVGTMNLLSAR Q 2 1586.8131 1586.8119 -0.0012 0 -0.76 4.053 0.446 1912 1 24 28 2 0 1 PQGLDVGTM[147]NLLSAR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 M PQGLDVGTMNLLSAR Q 2 1586.8131 1586.8123 -0.0008 0 -0.50 4.126 0.475 1682 1 23 28 2 0 1 PQGLDVGTM[147]NLLSAR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 M PQGLDVGTMNLLSAR Q 2 1586.8131 1586.8103 -0.0028 0 -1.76 3.958 0.401 2121 1 25 28 2 0 1 PQGLDVGTM[147]NLLSAR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9989 M PQGLDVGTMNLLSARQDGNETVFVQQR N 3 2972.4774 2972.4832 0.0058 0 1.95 3.845 0.421 1106 1 36 104 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9982 M PQGLDVGTMNLLSARQDGNETVFVQQR N 3 2988.4768 2988.4766 -0.0002 0 -0.07 3.453 0.42 600.4 1 28 104 2 1 1 PQGLDVGTM[147]NLLSARQDGNETVFVQQR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9879 M PQGLDVGTMNLLSARQDGNETVFVQQR N 3 2972.4774 2972.4854 0.008 0 2.69 4.055 0.293 906.5 1 32 104 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9686 M PQGLDVGTMNLLSARQDGNETVFVQQR N 3 2972.4774 2972.4783 0.0009 0 0.30 3.294 0.292 899.8 1 32 104 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1856.9781 0.0037 0 1.99 4.681 0.589 2879 1 27 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1856.9778 0.0034 0 1.83 5.054 0.517 2720 1 27 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QAENPLYSVAQGALVAAR S 3 1856.9744 1856.9771 0.0027 0 1.45 4.099 0.302 1376 1 29 68 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QAENPLYSVAQGALVAAR S 3 1856.9744 1856.9767 0.0023 0 1.24 5.09 0.361 2387 1 36 68 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QAENPLYSVAQGALVAAR S 2 1856.9744 1856.9771 0.0027 0 1.45 4.581 0.575 2579 1 27 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R QAENPLYSVAQGALVAAR S 2 1856.9744 1856.9806 0.0062 0 3.34 3.856 0.18 1707 1 22 34 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R QAENPLYSVAQGALVAAR S 3 1856.9744 1856.9767 0.0023 0 1.24 3.65 0.22 1583 1 29 68 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9981 R QAENPLYSVAQGALVAAR S 3 1856.9744 1856.9762 0.0018 0 0.97 2.64 0.186 633.6 9 22 68 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QDGNETVFVQQR N 2 1419.6742 1419.6753 0.0011 0 0.77 2.983 0.291 638.1 1 16 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QDGNETVFVQQR N 2 1419.6742 1419.674 -0.0002 0 -0.14 3.215 0.243 873.7 1 18 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QDGNETVFVQQR N 2 1419.6742 1419.6751 0.0009 0 0.63 3.328 0.46 1043 1 19 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QDGNETVFVQQR N 2 1419.6742 1419.6853 0.0111 0 7.82 3.206 0.45 612 1 16 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R QDGNETVFVQQR N 2 1419.6742 1419.6746 0.0004 0 0.28 3.357 0.446 1022 1 19 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R QDGNETVFVQQR N 2 1419.6742 1419.6736 -0.0006 0 -0.42 3.289 0.179 937.4 1 19 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R QDGNETVFVQQR N 2 1419.6742 1419.6758 0.0016 0 1.13 3.552 0.173 897.7 1 18 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9936 R QDGNETVFVQQR N 2 1419.6742 1419.6739 -0.0003 0 -0.21 2.58 0.007 846.6 1 16 22 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 2 2171.1078 2172.1328 1.025 -1.0034 9.97 3.874 0.384 401.7 1 19 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 3 2171.1078 2171.1153 0.0075 0 3.45 2.947 0.414 617.2 1 31 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 2 2187.1072 2188.0972 0.99 -1.0034 -6.10 3.939 0.425 398.2 1 20 38 2 0 1 RPMQAGILSSDEQSAIPM[147]IK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 3 2187.1072 2187.1087 0.0015 0 0.69 3.142 0.293 813.2 1 36 76 2 0 1 RPMQAGILSSDEQSAIPM[147]IK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 3 2171.1078 2171.1167 0.0089 0 4.10 3.149 0.372 674.6 1 30 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 2 2171.1078 2171.116 0.0082 0 3.78 4.672 0.494 753 1 24 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 3 2171.1078 2171.1123 0.0045 0 2.07 3.187 0.371 675.1 1 31 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 2 2187.1072 2187.1023 -0.0049 0 -2.24 4.165 0.453 486.3 1 23 38 2 0 1 RPM[147]QAGILSSDEQSAIPMIK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 2 2171.1078 2171.1082 0.0004 0 0.18 4.484 0.391 750.5 1 24 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R RPMQAGILSSDEQSAIPMIK L 3 2187.1072 2187.1094 0.0022 0 1.01 2.709 0.354 392.2 5 25 76 2 0 1 RPMQAGILSSDEQSAIPM[147]IK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R RPMQAGILSSDEQSAIPMIK L 3 2187.1072 2187.1079 0.0007 0 0.32 2.651 0.303 473.2 1 27 76 2 0 1 RPM[147]QAGILSSDEQSAIPMIK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9996 R RPMQAGILSSDEQSAIPMIK L 3 2171.1078 2172.128 1.0202 -1.0034 7.76 3.177 0.254 597.3 1 29 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9995 R RPMQAGILSSDEQSAIPMIK L 2 2187.1072 2188.114 1.0068 -1.0034 1.58 2.951 0.255 289.2 1 17 38 2 0 1 RPM[147]QAGILSSDEQSAIPMIK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9995 R RPMQAGILSSDEQSAIPMIK L 3 2187.1072 2187.1082 0.001 0 0.46 3.01 0.181 661.6 1 32 76 2 0 1 RPMQAGILSSDEQSAIPM[147]IK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9732 R RPMQAGILSSDEQSAIPMIK L 3 2187.1072 2187.1094 0.0022 0 1.01 2.54 0.02 699.8 1 33 76 2 0 1 RPMQAGILSSDEQSAIPM[147]IK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9659 R RPMQAGILSSDEQSAIPMIK L 3 2203.1066 2203.0996 -0.007 0 -3.18 1.909 0.127 275.4 20 23 76 2 0 1 RPM[147]QAGILSSDEQSAIPM[147]IK
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9965 R SDVLHIR K 2 838.4661 838.4666 0.0005 0 0.60 2.407 0.223 581.5 1 10 12 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9962 R SDVLHIR K 2 838.4661 838.4672 0.0011 0 1.31 2.383 0.232 591.8 1 10 12 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9888 R SDVLHIR K 2 838.4661 838.4682 0.0021 0 2.50 2.073 0.254 584.3 1 10 12 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R SEEEREGQAEQPEEPDASAE - 2 2215.8989 2215.9043 0.0054 0 2.44 4.056 0.412 825.2 1 20 38 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9998 R SEEEREGQAEQPEEPDASAE - 2 2215.8989 2215.9051 0.0062 0 2.80 3.866 0.284 1027 1 22 38 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9915 R SEEEREGQAEQPEEPDASAE - 2 2215.8989 2215.8972 -0.0017 0 -0.77 2.514 0.191 543.5 1 16 38 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9883 R SEEEREGQAEQPEEPDASAE - 2 2215.8989 2215.9026 0.0037 0 1.67 1.917 0.31 274.7 4 12 38 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9674 R SEEEREGQAEQPEEPDASAE - 2 2215.8989 2215.8992 0.0003 0 0.14 2.083 0.177 612.1 1 17 38 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9398 R SEEEREGQAEQPEEPDASAE - 3 2215.8989 2215.9009 0.002 0 0.90 1.802 0.139 318.7 3 17 76 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3314.5731 3314.5904 0.0173 0 5.22 4.781 0.456 1312 1 33 116 2 0 1 TVESLLTDM[147]GYSPEPINEGMAVIYSELANR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3298.5737 3298.5816 0.0079 0 2.39 4.133 0.337 861.4 1 31 116 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 2 3298.5737 3298.572 -0.0017 0 -0.52 4.665 0.481 754.3 1 21 58 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3298.5737 3299.5879 1.0142 -1.0034 3.29 4.391 0.538 1151 1 33 116 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 2 3298.5737 3298.5786 0.0049 0 1.49 3.624 0.541 771.1 1 21 58 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 2 3298.5737 3298.5794 0.0057 0 1.73 4.989 0.457 1025 1 23 58 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3298.5737 3298.585 0.0113 0 3.43 3.493 0.446 531.8 1 27 116 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3298.5737 3298.5843 0.0106 0 3.21 4.459 0.529 1128 1 36 116 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 2 3298.5737 3298.6013 0.0276 0 8.37 4.902 0.496 849.2 1 21 58 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3314.5731 3314.5625 -0.0106 0 -3.20 3.143 0.222 482.7 1 28 116 2 0 1 TVESLLTDMGYSPEPINEGM[147]AVIYSELANR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9856 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3314.5731 3315.5674 0.9943 -1.0034 -2.73 4.801 0.526 1249 1 33 116 2 0 1 TVESLLTDM[147]GYSPEPINEGMAVIYSELANR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9802 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3314.5731 3315.5779 1.0048 -1.0034 0.44 3.251 0.069 1171 1 33 116 2 0 1 TVESLLTDM[147]GYSPEPINEGMAVIYSELANR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9786 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 3 3314.5731 3314.5777 0.0046 0 1.39 2.901 0.048 299 6 26 116 2 0 1 TVESLLTDMGYSPEPINEGM[147]AVIYSELANR
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.966 K TVESLLTDMGYSPEPINEGMAVIYSELANR E 4 3298.5737 3298.5835 0.0098 0 2.97 3.051 0.156 259.5 302 30 174 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1267 1.0256 -1.0034 9.79 3.377 0.486 611 1 16 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.671 0.587 3005 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.31 0.604 2458 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.254 0.575 2880 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.156 0.587 1809 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.245 0.615 1588 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 3 2272.1011 2272.1145 0.0134 0 5.90 4.809 0.44 2694 1 37 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.271 0.521 1683 1 21 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.135 0.603 1492 1 21 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.0855 0.9844 -1.0034 -8.34 5.314 0.371 2844 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.418 0.562 2866 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2274.1253 2.0242 -2.0067 7.70 5.014 0.469 2135 1 24 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.179 0.617 2922 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1009 -0.0002 0 -0.09 5.718 0.629 2826 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.379 0.582 3021 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.6653 1.5642 -1.0034 246.84 5.469 0.589 2949 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.352 0.592 2430 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.251 0.584 2101 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.372 0.573 2115 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.397 0.577 2791 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.281 0.596 2657 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.048 0.568 2634 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1043 0.0032 0 1.41 5.21 0.566 2393 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 4.239 0.5 1526 1 22 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1021 0.001 0 0.44 5.374 0.623 2804 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.294 0.616 2936 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.556 0.622 2738 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.0977 -0.0034 0 -1.50 2.778 0.427 569.2 1 14 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.0996 -0.0015 0 -0.66 5.6 0.608 2859 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.325 0.576 2362 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1006 -0.0005 0 -0.22 3.428 0.548 740.6 1 18 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1175 0.0164 0 7.22 5.176 0.636 3605 1 29 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 3.401 0.48 1329 1 20 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.321 0.586 2893 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1184 1.0173 -1.0034 6.14 5.031 0.584 1245 1 21 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.104 0.0029 0 1.28 5.305 0.606 2977 1 28 38 2 0 1



Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1087 0.0076 0 3.34 3.894 0.51 822.9 1 18 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.005 0.519 1865 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2274.1253 2.0242 -2.0067 7.70 5.145 0.533 2535 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.396 0.572 2827 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.514 0.588 2433 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.22 0.562 2355 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.221 0.596 2057 1 24 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1026 0.0015 0 0.66 4.394 0.584 1420 1 21 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.313 0.551 2212 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 3 2272.1011 2272.114 0.0129 0 5.68 4.909 0.529 3563 1 37 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.379 0.6 2017 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1045 0.0034 0 1.50 5.535 0.629 3489 1 29 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.6653 1.5642 -1.0034 246.84 5.196 0.519 2804 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.487 0.624 2949 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.006 0.551 1842 1 24 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.106 0.0049 0 2.16 4.272 0.31 1942 1 22 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 3.794 0.592 1528 1 22 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 2.811 0.428 546.5 1 16 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1048 0.0037 0 1.63 5.111 0.592 2941 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 4.931 0.576 2482 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1045 0.0034 0 1.50 5.764 0.629 3430 1 29 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.263 0.61 2762 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1028 0.0017 0 0.75 5.825 0.616 3202 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 4.802 0.498 1608 1 21 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.093 0.62 1479 1 20 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.902 0.591 3267 1 29 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.488 0.616 2681 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.0855 -0.0156 0 -6.87 4.4 0.547 1849 1 22 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.187 0.61 2644 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.397 0.585 3181 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 4.224 0.51 1770 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.579 0.565 2539 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 3 2272.1011 2272.1035 0.0024 0 1.06 5.43 0.445 2837 1 35 76 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.613 0.597 2195 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 5.286 0.611 2906 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.311 0.62 2079 1 25 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 4.764 0.509 2118 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 4.187 0.508 1091 1 19 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1016 0.0005 0 0.22 4.19 0.311 1873 1 22 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.652 0.589 2459 1 26 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 3.691 0.473 1146 1 19 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1145 0.0134 0 5.90 3.09 0.477 776.3 1 18 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 4.28 0.56 2178 1 24 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.059 0.573 1624 1 23 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1021 0.001 0 0.44 5.759 0.609 2963 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1048 0.0037 0 1.63 5.937 0.611 3214 1 28 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 4.456 0.505 1472 1 20 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 5.266 0.584 2944 1 27 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.105 0.0039 0 1.72 3.287 0.189 1893 1 22 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.1055 0.0044 0 1.94 2.625 0.282 593 1 15 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.0655 0.9644 -1.0034 -17.14 3.044 0.38 747.9 1 17 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1043 1.0032 -1.0034 -0.07 3.022 0.376 808.4 1 18 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.6853 1.5842 -1.0034 255.64 2.74 0.396 559.5 1 16 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9997 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.105 0.0039 0 1.72 3.031 0.17 1490 1 21 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9992 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.2454 0.1443 0 63.51 3.522 0.042 830.7 1 18 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9988 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.6653 1.5642 -1.0034 246.84 2.85 0.282 710.6 1 16 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9963 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1482 1.0471 -1.0034 19.26 2.93 0.152 361.6 2 14 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9953 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1055 1.0044 -1.0034 0.46 2.309 0.283 216.9 16 11 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9855 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2272.0855 -0.0156 0 -6.87 2.028 0.071 598.5 1 15 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9679 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.1253 1.0242 -1.0034 9.18 1.896 0.161 790.6 1 17 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9675 R VYIVGDDALNFANIFSEETR R 2 2272.1011 2273.3255 1.2244 -1.0034 97.29 1.787 0.231 148.7 6 13 38 2 0 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 1 R VYIVGDDALNFANIFSEETRRPMQAGILSSDEQSAIPMIK L 3 4425.1984 4425.2144 0.016 0 3.62 5.429 0.445 578.8 1 39 156 2 1 1
Q5V6M9_HALMA 1 Hypothetical protein  pNG7111 pNG7111 342 72.8 20 232 0.9999 R VYIVGDDALNFANIFSEETRRPMQAGILSSDEQSAIPMIK L 4 4425.1984 4425.2061 0.0077 0 1.74 3.351 0.265 457.8 1 46 234 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R VDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3337.5188 3337.5435 0.0247 0 7.40 5.14 0.411 1057 1 36 116 2 1 1 VDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 D APVQNVEGTILGEHGDAQVPVFSK V 3 2491.2707 2491.2747 0.004 0 1.61 4.82 0.438 1015 1 30 92 1 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 3 3904.7875 3906.8181 2.0306 -2.0067 6.12 6.633 0.501 1757 1 41 140 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 3 3904.7875 3906.8181 2.0306 -2.0067 6.12 6.541 0.472 2409 1 46 140 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 4 3904.7875 3906.8111 2.0236 -2.0067 4.33 4.737 0.448 1725 1 59 210 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 4 3904.7875 3906.8111 2.0236 -2.0067 4.33 5.054 0.602 1888 1 62 210 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 3 3904.7875 3904.7879 0.0004 0 0.10 6.228 0.477 2241 1 44 140 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 3 3904.7875 3905.7896 1.0021 -1.0034 -0.32 6.19 0.407 1954 1 44 140 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 4 3904.7875 3905.8111 1.0236 -1.0034 5.19 5.438 0.468 1325 1 54 210 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R DIADEVVFVDIPDKEDDTVGQAADTNHGIAYDSNTR V 4 3904.7875 3906.8111 2.0236 -2.0067 4.33 4.576 0.451 1424 1 56 210 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.996 D DTVGQAADTNHGIAYDSNTR V 2 2104.941 2106.9524 2.0114 -2.0067 2.23 3.627 0.444 1503 1 23 38 1 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9951 D DTVGQAADTNHGIAYDSNTR V 2 2104.941 2105.9253 0.9843 -1.0034 -9.05 2.899 0.441 1140 1 20 38 1 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K EDDTVGQAADTNHGIAYDSNTR V 3 2349.0105 2349.012 0.0015 0 0.64 3.093 0.318 877.3 1 30 84 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K EQLLGDLQESAMDVIER K 2 1944.9462 1944.9512 0.005 0 2.57 5.245 0.56 3053 1 27 32 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K EQLLGDLQESAMDVIER K 2 1944.9462 1944.9477 0.0015 0 0.77 4.48 0.65 2453 1 25 32 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K EQLLGDLQESAMDVIER K 2 1944.9462 1944.9535 0.0073 0 3.75 3.829 0.49 962.2 1 19 32 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K EQLLGDLQESAMDVIER K 2 1960.9456 1960.9464 0.0008 0 0.41 4.802 0.565 3170 1 27 32 2 0 1 EQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9718 V FVDIPDKEDDTVGQAADTNHGIAYDSNTR V 3 3163.433 3163.448 0.015 0 4.74 3.799 0.266 644.6 1 30 112 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVK L 3 2288.1879 2289.188 1.0001 -1.0034 -1.42 4.896 0.444 1953 1 38 84 2 0 1 GVAHM[147]VEAILHDTGEVLPASVK
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVK L 3 2272.1885 2272.1973 0.0088 0 3.87 6.375 0.545 2859 1 38 84 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVK L 3 2272.1885 2272.1895 0.001 0 0.44 5.796 0.525 2769 1 38 84 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVK L 3 2272.1885 2272.1939 0.0054 0 2.38 6.757 0.541 2882 1 38 84 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVK L 2 2272.1885 2272.2014 0.0129 0 5.68 6.481 0.609 2050 1 27 42 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVK L 2 2272.1885 2272.1946 0.0061 0 2.68 6.226 0.612 2274 1 28 42 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R GVAHMVEAILHDTGEVLPASVK L 4 2272.1885 2272.1878 -0.0007 0 -0.31 2.926 0.263 793.6 2 41 126 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9827 R GVAHMVEAILHDTGEVLPASVK L 4 2272.1885 2272.189 0.0005 0 0.22 2.662 0.109 518.5 32 32 126 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVKLEGEFGHEDTAFGVPVR L 5 4113.0629 4114.0752 1.0123 -1.0034 2.18 5.879 0.353 3049 1 69 304 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVKLEGEFGHEDTAFGVPVR L 5 4113.0629 4113.0669 0.004 0 0.97 7.489 0.519 3949 1 78 304 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVKLEGEFGHEDTAFGVPVR L 5 4113.0629 4115.0635 2.0006 -2.0067 -1.48 6.102 0.416 2761 1 70 304 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVKLEGEFGHEDTAFGVPVR L 5 4113.0629 4113.0713 0.0084 0 2.04 6.56 0.522 3564 1 73 304 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R GVAHMVEAILHDTGEVLPASVKLEGEFGHEDTAFGVPVR L 4 4113.0629 4114.0918 1.0289 -1.0034 6.21 6.953 0.454 2079 1 64 228 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0493 2.0212 -2.0067 3.36 4.378 0.393 914.6 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0283 2.0002 -2.0067 -1.51 4.17 0.413 561.2 1 33 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0308 2.0027 -2.0067 -0.93 3.679 0.341 659.4 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0493 1.0212 -1.0034 4.14 5.206 0.452 813.4 1 38 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0845 2.0564 -2.0067 11.52 4.103 0.318 603.1 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0542 2.0261 -2.0067 4.50 4.803 0.356 939.9 1 40 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4313.022 -0.0061 0 -1.41 4.813 0.421 580.8 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0005 0.9724 -1.0034 -7.18 5.46 0.427 860.2 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0366 2.0085 -2.0067 0.42 4.408 0.341 880.6 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0283 1.0002 -1.0034 -0.73 4.277 0.369 665.3 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0376 1.0095 -1.0034 1.43 4.968 0.439 802.4 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0469 2.0188 -2.0067 2.81 4.786 0.463 677.5 1 37 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0401 2.012 -2.0067 1.23 4.212 0.484 506.9 1 34 152 2 0 1



MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0279 1.9998 -2.0067 -1.60 5.058 0.399 1064 1 40 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0518 1.0237 -1.0034 4.72 4.763 0.469 1182 1 38 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0474 1.0193 -1.0034 3.70 4.992 0.453 1140 1 42 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4313.0406 0.0125 0 2.90 5.86 0.517 1250 1 47 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0176 1.9895 -2.0067 -3.99 4.279 0.388 816.8 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0581 2.03 -2.0067 5.40 5.458 0.478 1261 1 47 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.044 1.0159 -1.0034 2.91 4.504 0.294 814.1 1 37 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0586 1.0305 -1.0034 6.29 5.014 0.464 533.9 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0406 1.0125 -1.0034 2.12 3.56 0.361 500.6 1 30 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0298 1.0017 -1.0034 -0.38 4.642 0.398 832.6 1 40 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4329.0275 4330.0513 1.0238 -1.0034 4.72 5.691 0.539 1547 1 47 152 2 0 1 IDLAGDNAPIM[147]EDIQSSLDEHNDDYISLTTSNPVDLLNR
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4313.02 -0.0081 0 -1.88 3.889 0.389 664.3 1 37 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0435 2.0154 -2.0067 2.02 5.312 0.492 888.7 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0264 1.9983 -2.0067 -1.95 5.02 0.514 1002 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0371 2.009 -2.0067 0.53 4.133 0.415 514.4 1 33 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0259 0.9978 -1.0034 -1.29 5.624 0.421 1160 1 45 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0528 1.0247 -1.0034 4.95 4.804 0.459 869.4 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0479 1.0198 -1.0034 3.81 4.785 0.366 803.7 1 38 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0264 0.9983 -1.0034 -1.17 4.112 0.357 597.8 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0332 2.0051 -2.0067 -0.37 4.316 0.375 935.9 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4313.9986 0.9705 -1.0034 -7.62 3.421 0.358 825.6 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.065 1.0369 -1.0034 7.78 4.859 0.476 1015 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4313.0269 -0.0012 0 -0.28 6.022 0.513 1605 1 49 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0279 1.9998 -2.0067 -1.60 4.694 0.498 849.3 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0274 0.9993 -1.0034 -0.94 4.392 0.375 667.6 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0518 1.0237 -1.0034 4.72 5.194 0.491 571.9 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0308 1.0027 -1.0034 -0.15 4.432 0.41 594.9 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0366 2.0085 -2.0067 0.42 4.454 0.326 668 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4312.9981 -0.03 0 -6.96 5.237 0.435 802.9 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0293 2.0012 -2.0067 -1.28 4.354 0.386 457.8 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0083 1.9802 -2.0067 -6.14 4.344 0.354 633.3 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0508 1.0227 -1.0034 4.49 4.903 0.471 879.5 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0415 1.0134 -1.0034 2.33 4.985 0.437 849.8 1 37 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.063 1.0349 -1.0034 7.32 5.115 0.487 1018 1 42 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0528 1.0247 -1.0034 4.95 5.24 0.417 924.6 1 41 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0376 2.0095 -2.0067 0.65 4.138 0.331 534.6 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.999 1.9709 -2.0067 -8.30 4.502 0.356 758.9 1 38 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0572 1.0291 -1.0034 5.97 4.298 0.37 909.5 1 40 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0332 2.0051 -2.0067 -0.37 4.361 0.389 536.6 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0279 1.9998 -2.0067 -1.60 4.619 0.46 530.2 1 33 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0391 1.011 -1.0034 1.77 3.159 0.389 444.7 1 28 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0435 2.0154 -2.0067 2.02 4.085 0.405 421 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.043 2.0149 -2.0067 1.90 4.785 0.409 717.5 1 38 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0386 1.0105 -1.0034 1.66 4.589 0.424 971.6 1 39 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0254 0.9973 -1.0034 -1.40 4.57 0.319 1116 1 42 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0503 1.0222 -1.0034 4.37 4.133 0.345 418 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4313.0371 0.009 0 2.09 4.483 0.384 554.6 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0176 0.9895 -1.0034 -3.21 3.581 0.307 375.3 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.062 1.0339 -1.0034 7.08 3.753 0.31 774.3 1 36 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0313 2.0032 -2.0067 -0.81 4.146 0.299 700.6 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0718 2.0437 -2.0067 8.58 3.342 0.311 677 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.022 0.9939 -1.0034 -2.19 3.933 0.301 425.5 1 30 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0186 0.9905 -1.0034 -2.98 3.981 0.273 459.7 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.065 2.0369 -2.0067 7.00 4.142 0.271 613.6 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0376 2.0095 -2.0067 0.65 3.915 0.311 730.7 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0259 1.9978 -2.0067 -2.06 4.075 0.286 636.6 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0391 2.011 -2.0067 1.00 4.061 0.315 778.9 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0581 2.03 -2.0067 5.40 3.883 0.289 631.3 1 33 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0313 1.0032 -1.0034 -0.03 4.338 0.252 457.8 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0454 2.0173 -2.0067 2.46 3.689 0.325 473.3 1 29 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0337 2.0056 -2.0067 -0.26 3.901 0.32 427.3 1 28 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0542 1.0261 -1.0034 5.27 4.097 0.291 636 1 35 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9998 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0391 1.011 -1.0034 1.77 3.865 0.266 415.9 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9998 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0166 1.9885 -2.0067 -4.22 4.065 0.264 603.9 1 33 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9998 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.043 1.0149 -1.0034 2.68 3.174 0.303 440.6 1 29 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9998 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0366 2.0085 -2.0067 0.42 3.659 0.282 554.2 1 29 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9997 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0059 1.9778 -2.0067 -6.70 3.412 0.272 568.9 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9997 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0239 1.9958 -2.0067 -2.53 3.443 0.262 427.8 1 33 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9992 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0532 2.0251 -2.0067 4.27 3.119 0.242 539.3 1 34 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9992 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0337 1.0056 -1.0034 0.52 2.836 0.256 468.4 1 25 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9991 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0279 1.9998 -2.0067 -1.60 3.97 0.186 418.7 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0982 1.0701 -1.0034 15.48 3.077 0.23 516.2 1 30 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.999 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0982 1.0701 -1.0034 15.48 2.72 0.257 399.3 1 29 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9987 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0327 2.0046 -2.0067 -0.49 3.466 0.199 451.8 1 31 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9986 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0279 1.9998 -2.0067 -1.60 3.446 0.207 346.1 2 28 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9975 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4329.0275 4331.0181 1.9906 -2.0067 -3.72 2.607 0.275 255.8 13 25 152 2 0 1 IDLAGDNAPIM[147]EDIQSSLDEHNDDYISLTTSNPVDLLNR
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9974 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0581 2.03 -2.0067 5.40 3.152 0.198 298 2 27 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9966 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0254 1.9973 -2.0067 -2.18 2.466 0.226 413.8 1 28 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9951 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0879 2.0598 -2.0067 12.31 2.927 0.171 707.5 1 32 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9945 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0279 1.9998 -2.0067 -1.60 2.802 0.175 503.3 1 29 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9932 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0679 1.0398 -1.0034 8.45 2.665 0.18 418 2 29 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9927 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0308 2.0027 -2.0067 -0.93 3.673 0.101 392.8 1 30 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9903 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0293 1.0012 -1.0034 -0.50 2.679 0.161 344.5 2 28 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9872 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4329.0275 4330.0093 0.9818 -1.0034 -4.98 2.337 0.164 546.4 1 28 152 2 0 1 IDLAGDNAPIM[147]EDIQSSLDEHNDDYISLTTSNPVDLLNR
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9745 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0425 1.0144 -1.0034 2.56 2.922 0.115 257.9 7 24 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9736 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4315.0293 2.0012 -2.0067 -1.28 2.497 0.161 223.4 9 24 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9664 R IDLAGDNAPIMEDIQSSLDEHNDDYISLTTSNPVDLLNR H 3 4313.0281 4314.0283 1.0002 -1.0034 -0.73 2.616 0.127 293.3 8 24 152 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 D IPDKEDDTVGQAADTNHGIAYDSNTR V 3 2802.2692 2802.2739 0.0047 0 1.68 5.301 0.574 1016 1 36 100 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9773 D IPDKEDDTVGQAADTNHGIAYDSNTR V 3 2802.2692 2803.2688 0.9996 -1.0034 -1.34 3.805 0.344 1025 1 31 100 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 D KEDDTVGQAADTNHGIAYDSNTR V 3 2477.1055 2477.1072 0.0017 0 0.69 4.679 0.481 1831 1 37 88 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9997 D KEDDTVGQAADTNHGIAYDSNTR V 3 2477.1055 2477.1153 0.0098 0 3.96 4.156 0.463 2102 1 36 88 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9992 D KEDDTVGQAADTNHGIAYDSNTR V 4 2477.1055 2477.1023 -0.0032 0 -1.29 3.766 0.369 1289 1 46 132 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9584 D KEDDTVGQAADTNHGIAYDSNTR V 4 2477.1055 2477.1065 0.001 0 0.40 3.332 0.174 1604 1 45 132 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K LEGEFGHEDTAFGVPVR L 3 1858.8849 1858.8865 0.0016 0 0.86 4.184 0.317 1115 1 27 64 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K LEGEFGHEDTAFGVPVR L 3 1858.8849 1858.8865 0.0016 0 0.86 4.253 0.365 1358 1 29 64 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9995 K LEGEFGHEDTAFGVPVR L 3 1858.8849 1859.9181 1.0332 -1.0034 16.06 2.917 0.252 1101 1 27 64 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 3 3153.3972 3153.4175 0.0203 0 6.44 6.516 0.497 2180 1 39 108 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 2 3153.3972 3153.407 0.0098 0 3.11 5.021 0.195 971.3 1 22 54 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 2 3153.3972 3153.4131 0.0159 0 5.04 4.764 0.506 1108 1 23 54 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 3 3169.3966 3169.3926 -0.004 0 -1.26 5.466 0.365 955.1 1 31 108 2 0 1 LGSNGVEEIVEWDLDDYEQDLM[147]ADAAEK
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 2 3153.3972 3153.388 -0.0092 0 -2.92 4.996 0.495 1023 1 22 54 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 2 3153.3972 3153.419 0.0218 0 6.91 4.62 0.162 1059 1 23 54 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 3 3153.3972 3155.3782 1.981 -2.0067 -8.15 3.311 0.39 883.3 1 27 108 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 2 3153.3972 3153.4014 0.0042 0 1.33 4.881 0.468 1106 1 23 54 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 2 3153.3972 3153.4087 0.0115 0 3.65 5.529 0.404 945.2 1 22 54 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEK L 4 3153.3972 3153.4004 0.0032 0 1.01 4.928 0.323 1638 1 45 162 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEKLSDQYDKIS - 3 4202.9001 4202.9102 0.0101 0 2.40 5.946 0.492 1655 1 40 144 2 2 1



MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R LGSNGVEEIVEWDLDDYEQDLMADAAEKLSDQYDKIS - 3 4202.9001 4202.9014 0.0013 0 0.31 5.853 0.51 1587 1 40 144 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R LGSNGVEEIVEWDLDDYEQDLMADAAEKLSDQYDKIS - 3 4202.9001 4203.8814 0.9813 -1.0034 -5.25 4.309 0.331 1048 1 35 144 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9932 K LSDQYDKIS - 2 1067.5135 1067.5131 -0.0004 0 -0.37 2.318 0.18 608.2 1 13 16 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 D PEFSGDEKEQLLGDLQESAMDVIER K 3 2834.328 2834.3245 -0.0035 0 -1.23 7.525 0.56 4472 1 44 96 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 D PEFSGDEKEQLLGDLQESAMDVIER K 3 2834.328 2834.3269 -0.0011 0 -0.39 6.423 0.474 4105 1 45 96 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9959 D PEFSGDEKEQLLGDLQESAMDVIER K 3 2834.328 2834.3316 0.0036 0 1.27 3.968 0.35 1479 1 31 96 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R QGGYEDTAGSDVVVITAGIPR Q 2 2104.0436 2104.0462 0.0026 0 1.24 5.588 0.552 2332 1 26 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R QGGYEDTAGSDVVVITAGIPR Q 2 2104.0436 2104.0467 0.0031 0 1.47 5.762 0.533 2764 1 27 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R QGGYEDTAGSDVVVITAGIPR Q 2 2104.0436 2104.0425 -0.0011 0 -0.52 3.854 0.36 625.8 1 21 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R QGGYEDTAGSDVVVITAGIPR Q 2 2104.0436 2104.0655 0.0219 0 10.41 4.53 0.483 1376 1 25 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R QGGYEDTAGSDVVVITAGIPR Q 2 2104.0436 2104.0496 0.006 0 2.85 5.77 0.556 3174 1 29 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 R QGGYEDTAGSDVVVITAGIPR Q 3 2104.0436 2104.0452 0.0016 0 0.76 3.205 0.278 1343 1 33 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9992 R QGGYEDTAGSDVVVITAGIPR Q 2 2104.0436 2104.0474 0.0038 0 1.81 3.232 0.076 1041 1 18 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9996 R SREQVIGFGGR L 3 1204.6312 1204.6315 0.0003 0 0.25 2.616 0.242 1056 1 23 40 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9991 R SREQVIGFGGR L 3 1204.6312 1204.6332 0.002 0 1.66 2.584 0.211 1114 1 23 40 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9978 R SREQVIGFGGR L 3 1204.6312 1204.6338 0.0026 0 2.16 2.797 0.168 822.2 3 21 40 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9972 R SREQVIGFGGR L 3 1204.6312 1204.6281 -0.0031 0 -2.57 2.683 0.173 713.3 4 19 40 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 D TVGQAADTNHGIAYDSNTR V 2 1989.914 1989.9274 0.0134 0 6.73 3.32 0.529 810.5 1 18 36 1 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9935 D TVGQAADTNHGIAYDSNTR V 2 1989.914 1990.9066 0.9926 -1.0034 -5.40 3.064 0.401 457 1 15 36 1 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R VDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3321.5194 3321.5303 0.0109 0 3.28 6.433 0.5 2160 1 46 116 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R VDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3321.5194 3321.5352 0.0158 0 4.76 5.942 0.435 1827 1 45 116 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R VDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3321.5194 3321.5281 0.0087 0 2.62 6.88 0.532 1741 1 45 116 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R VDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3321.5194 3321.5325 0.0131 0 3.94 6.117 0.482 1909 1 44 116 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9998 R VDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3337.5188 3337.5264 0.0076 0 2.28 4.533 0.203 853.6 1 33 116 2 1 1 VDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9964 F VDIPDKEDDTVGQAADTNHGIAYDSNTR V 4 3016.3646 3017.3709 1.0063 -1.0034 0.98 3.853 0.367 778.9 1 39 162 1 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 K VRVDGTDPEFSGDEK E 3 1649.7533 1649.7552 0.0019 0 1.15 3.148 0.304 1026 1 27 56 2 1 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3592.6884 3592.6978 0.0094 0 2.62 5.662 0.41 2555 1 56 186 2 2 1 VRVDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3576.689 3576.709 0.02 0 5.59 6.328 0.512 1267 1 45 124 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3592.6884 3593.6782 0.9898 -1.0034 -3.77 4.101 0.473 516.9 1 30 124 2 2 1 VRVDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3576.689 3576.6966 0.0076 0 2.12 6.63 0.564 1548 1 47 124 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3576.689 3576.6946 0.0056 0 1.57 5.458 0.462 2119 1 52 186 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3576.689 3576.6914 0.0024 0 0.67 5.767 0.413 2891 1 56 186 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3592.6884 3592.6975 0.0091 0 2.53 4.605 0.324 1933 1 52 186 2 2 1 VRVDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3576.689 3576.699 0.01 0 2.80 4.652 0.349 1581 1 47 186 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3576.689 3576.7046 0.0156 0 4.36 6.46 0.48 1171 1 43 124 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 3 3576.689 3576.6939 0.0049 0 1.37 6.466 0.569 1176 1 43 124 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3592.6884 3592.6853 -0.0031 0 -0.86 5.409 0.36 2248 1 53 186 2 2 1 VRVDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3576.689 3576.6946 0.0056 0 1.57 5.404 0.465 2516 1 55 186 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIER K 4 3592.6884 3592.6966 0.0082 0 2.28 4.177 0.311 1216 1 46 186 2 2 1 VRVDGTDPEFSGDEKEQLLGDLQESAM[147]DVIER
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIERK G 4 3704.7839 3704.7871 0.0032 0 0.86 7.691 0.524 2711 1 64 192 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIERK G 4 3704.7839 3704.7952 0.0113 0 3.05 7.184 0.543 2371 1 61 192 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9995 K VRVDGTDPEFSGDEKEQLLGDLQESAMDVIERK G 5 3704.7839 3704.7844 0.0005 0 0.13 4.194 0.181 1503 2 56 256 2 2 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1916.0454 -0.0025 0 -1.30 4.093 0.524 1819 1 25 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1916.0591 0.0112 0 5.85 4.577 0.618 2374 1 29 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VSVVGAAGTVGAAAGYNIALR D 3 1916.0479 1916.0548 0.0069 0 3.60 4.525 0.486 2266 1 39 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VSVVGAAGTVGAAAGYNIALR D 3 1916.0479 1916.0482 0.0003 0 0.16 4.799 0.443 1443 1 36 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1916.0536 0.0057 0 2.97 4.957 0.608 3218 1 32 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1916.0506 0.0027 0 1.41 3.287 0.448 544.8 1 16 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 K VSVVGAAGTVGAAAGYNIALR D 3 1916.0479 1918.0581 2.0102 -2.0067 1.83 3.441 0.325 989 1 30 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9999 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1917.3053 1.2574 -1.0034 132.59 2.923 0.339 458.7 1 17 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9996 K VSVVGAAGTVGAAAGYNIALR D 3 1916.0479 1917.8781 1.8302 -1.0034 431.54 2.842 0.286 1376 1 31 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9986 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1916.2854 0.2375 0 123.95 2.207 0.183 445.4 1 17 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9948 K VSVVGAAGTVGAAAGYNIALR D 2 1916.0479 1916.9654 0.9175 -1.0034 -44.81 2.223 0.215 301.6 1 16 40 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9866 K VSVVGAAGTVGAAAGYNIALR D 3 1916.0479 1916.0482 0.0003 0 0.16 2.329 0.124 347.8 10 25 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9692 K VSVVGAAGTVGAAAGYNIALR D 3 1916.0479 1918.0581 2.0102 -2.0067 1.83 2.86 0.127 504.2 19 23 80 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 0.9964 D YEQDLMADAAEK L 2 1382.6024 1382.6007 -0.0017 0 -1.23 3.25 0.263 1516 1 18 22 1 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R YVLSEEFDAPVQNVEGTILGEHGDAQVPVFSK V 3 3473.699 3473.6983 -0.0007 0 -0.20 6.095 0.589 1337 1 39 124 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R YVLSEEFDAPVQNVEGTILGEHGDAQVPVFSK V 3 3473.699 3473.7051 0.0061 0 1.76 5.455 0.531 1153 1 42 124 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R YVLSEEFDAPVQNVEGTILGEHGDAQVPVFSK V 3 3473.699 3473.7056 0.0066 0 1.90 5.452 0.537 949.5 1 39 124 2 0 1
MDH_HALMAReview 1 Malate dehydrogenase (EC 1.1.1.37)  mdh rrnAC2706 304 89.1 29 222 1 R YVLSEEFDAPVQNVEGTILGEHGDAQVPVFSK V 3 3473.699 3473.709 0.01 0 2.88 5.812 0.563 1247 1 38 124 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9893 K MDLVDYGESEYKQVVEEVKDLLTQVRFDSENAK F 5 3875.8775 3875.8892 0.0117 0 3.02 3.253 0.149 793.1 2 53 256 2 3 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K AEPGDNVGFNVR G 2 1273.6051 1273.6052 0.0001 0 0.08 2.001 0.497 198.4 3 15 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K AEPGDNVGFNVR G 2 1273.6051 1273.6065 0.0014 0 1.10 2.069 0.559 262.2 2 18 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 K AEPGDNVGFNVR G 2 1273.6051 1273.6059 0.0008 0 0.63 1.639 0.452 159.6 6 15 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9992 K AEPGDNVGFNVR G 2 1273.6051 1273.6067 0.0016 0 1.26 1.833 0.304 194.1 3 14 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K FIPVSAFEGDNIAEESEHTGWYDGEILLEALNELPAPEPPTDAPL L 3 5048.4243 5048.46 0.0357 0 7.07 3.759 0.427 558.2 1 36 180 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K FIPVSAFEGDNIAEESEHTGWYDGEILLEALNELPAPEPPTDAPL L 3 5048.4243 5048.4439 0.0196 0 3.88 3.302 0.253 417.4 1 34 180 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9997 K FIPVSAFEGDNIAEESEHTGWYDGEILLEALNELPAPEPPTDAPL L 3 5048.4243 5049.4136 0.9893 -1.0034 -2.78 3.243 0.282 480.2 1 34 180 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.2254 1.4058 -1.0034 217.92 4.928 0.415 2375 1 22 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8191 -0.0005 0 -0.27 4.48 0.41 2166 1 22 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8712 0.0516 0 27.94 3.754 0.431 1551 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.6654 0.8458 -1.0034 -85.31 3.91 0.503 1744 1 20 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.2854 1.4658 -1.0034 250.40 4.521 0.467 1741 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8454 0.0258 0 13.97 3.372 0.469 1238 1 18 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.8253 1.0057 -1.0034 1.27 4.369 0.438 1670 1 20 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8211 0.0015 0 0.81 3.775 0.393 1879 1 20 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8046 -0.015 0 -8.12 2.592 0.388 496.8 1 14 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8206 0.001 0 0.54 5.347 0.387 2252 1 22 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.6654 0.8458 -1.0034 -85.31 3.122 0.463 1237 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8053 -0.0143 0 -7.74 2.907 0.411 958.2 1 17 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 5.129 0.406 2296 1 22 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 3.288 0.404 1073 1 17 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8223 0.0027 0 1.46 2.785 0.354 617.5 1 14 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 3.389 0.439 1096 1 18 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.8412 1.0216 -1.0034 9.88 3.325 0.422 790.4 1 15 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8854 0.0658 0 35.63 3.792 0.546 2111 1 22 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 3.357 0.441 1470 1 18 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.8253 1.0057 -1.0034 1.27 3.886 0.521 1780 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.2854 1.4658 -1.0034 250.40 4.014 0.412 1207 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.8253 1.0057 -1.0034 1.27 3.804 0.449 1360 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 3.671 0.476 1427 1 19 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8762 0.0566 0 30.65 3.119 0.421 726.1 1 15 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 2.418 0.336 316 2 13 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.7854 1.9658 -2.0067 -22.15 4.466 0.299 2266 1 21 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.6654 0.8458 -1.0034 -85.31 3.196 0.318 875.4 1 16 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9994 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8253 0.0057 0 3.09 2.267 0.223 692.2 1 15 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9993 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.8212 1.0016 -1.0034 -0.95 2.567 0.286 324 1 13 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9989 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.1654 1.3458 -1.0034 185.43 2.06 0.338 567.5 1 14 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9989 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.6254 -0.1942 0 -105.15 2.169 0.208 269.6 1 12 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9971 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.4854 0.6658 -1.0034 -182.77 2.538 0.203 590.7 1 15 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9966 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.2454 1.4258 -1.0034 228.74 2.278 0.233 481.8 1 15 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9939 K GGFEFAYVMDNLAEER E 2 1846.8196 1847.8253 1.0057 -1.0034 1.27 2.523 0.158 498.7 1 14 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9919 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.8454 2.0258 -2.0067 10.34 3.407 0.092 1122 1 17 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9817 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8053 -0.0143 0 -7.74 2.074 0.048 718.1 1 15 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9655 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.9054 2.0858 -2.0067 42.83 2.291 0.198 337.9 6 12 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.956 K GGFEFAYVMDNLAEER E 2 1846.8196 1848.6054 1.7858 -1.0034 423.67 2.286 0.238 278.5 45 10 30 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9509 K GGFEFAYVMDNLAEER E 2 1846.8196 1846.8767 0.0571 0 30.92 2.042 0.112 233 90 10 30 2 0 1



EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9415 K GGFEFAYVMDNLAEER E 3 1846.8196 1847.8291 1.0095 -1.0034 3.33 2.577 0.05 860.6 2 25 60 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K GGFEFAYVMDNLAEERER G 3 2131.9633 2131.9658 0.0025 0 1.17 3.344 0.309 1081 1 31 68 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K GGFEFAYVMDNLAEERER G 2 2131.9633 2131.971 0.0077 0 3.61 2.852 0.469 686.2 1 19 34 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 K GGFEFAYVMDNLAEERER G 3 2131.9633 2131.9661 0.0028 0 1.31 2.778 0.307 1093 1 29 68 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9488 K GGFEFAYVMDNLAEERER G 3 2131.9633 2131.9693 0.006 0 2.81 2.174 0.08 878.8 1 24 68 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GKGGFEFAYVMDNLAEER E 3 2031.936 2031.9403 0.0043 0 2.12 4.477 0.365 1632 1 29 68 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.943 K GKGGFEFAYVMDNLAEER E 3 2031.936 2031.9459 0.0099 0 4.87 2.396 0.143 403.6 152 18 68 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GKGGFEFAYVMDNLAEERER G 3 2317.0797 2317.0838 0.0041 0 1.77 3.943 0.476 534.3 1 31 76 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K GKGGFEFAYVMDNLAEERER G 3 2317.0797 2317.083 0.0033 0 1.42 2.849 0.376 615.8 1 31 76 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K IDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGSF D 4 5204.6153 5206.6109 1.9956 -2.0067 -2.13 5.319 0.395 784.9 1 56 288 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K IDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGSF D 4 5204.6153 5204.6568 0.0415 0 7.97 5.519 0.45 1029 1 53 288 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K IDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGSF D 4 5204.6153 5204.6167 0.0014 0 0.27 6.241 0.428 1250 1 57 288 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K IDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGSF D 4 5204.6153 5206.6509 2.0356 -2.0067 5.55 5.798 0.43 1231 1 56 288 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9994 K IDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGSF D 4 5204.6153 5204.6226 0.0073 0 1.40 4.235 0.131 735.6 1 46 288 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 K KIDPSSGEVAEENPD F 2 1585.7107 1585.7198 0.0091 0 5.74 4.28 0.394 1381 1 22 28 1 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9965 K KIDPSSGEVAEENPD F 2 1585.7107 1585.7135 0.0028 0 1.77 2.805 0.35 826.2 1 17 28 1 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K KIDPSSGEVAEENPDFIQNGD A 2 2260.0131 2261.0218 1.0087 -1.0034 2.37 5.231 0.544 1332 1 23 40 1 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K KIDPSSGEVAEENPDFIQNGD A 2 2260.0131 2261.011 0.9979 -1.0034 -2.41 5.469 0.555 2064 1 27 40 1 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K KIDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGS D 4 5332.7103 5332.7686 0.0583 0 10.93 7.666 0.564 1404 1 55 294 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K KIDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGS D 4 5332.7103 5332.7134 0.0031 0 0.58 8.019 0.558 1709 1 58 294 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K KIDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGS D 4 5332.7103 5333.7295 1.0192 -1.0034 2.97 7.914 0.529 1675 1 58 294 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K KIDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGS D 5 5332.7103 5332.7217 0.0114 0 2.14 5.241 0.374 2101 1 71 392 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K KIDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGS D 5 5332.7103 5332.7573 0.047 0 8.81 4.427 0.185 1260 1 63 392 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9961 K KIDPSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGS Q 4 5635.7992 5635.7158 -0.0834 0 -14.80 4.053 0.292 1111 1 49 312 1 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9778 R LLYETGSVPEHVIEQHK E 3 1978.016 1978.0172 0.0012 0 0.61 2.059 0.093 308.9 3 22 64 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LLYETGSVPEHVIEQHKEEAEEK G 3 2693.3184 2693.3306 0.0122 0 4.53 4.659 0.528 1388 1 34 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3225 0.0041 0 1.52 2.799 0.316 582.3 1 40 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LLYETGSVPEHVIEQHKEEAEEK G 3 2693.3184 2693.325 0.0066 0 2.45 5.114 0.451 1636 1 38 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3223 0.0039 0 1.45 2.477 0.305 570.8 1 40 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LLYETGSVPEHVIEQHKEEAEEK G 3 2693.3184 2693.3235 0.0051 0 1.89 5.233 0.487 1508 1 37 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LLYETGSVPEHVIEQHKEEAEEK G 3 2693.3184 2693.3301 0.0117 0 4.34 4.218 0.422 1154 1 32 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3235 0.0051 0 1.89 2.434 0.271 566.9 1 39 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3203 0.0019 0 0.71 2.529 0.246 691.2 1 43 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.323 0.0046 0 1.71 2.434 0.265 585.4 1 39 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9997 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3177 -0.0007 0 -0.26 2.51 0.212 520.4 1 40 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9948 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2693.3225 0.0041 0 1.52 2.331 0.104 595.9 2 37 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9906 R LLYETGSVPEHVIEQHKEEAEEK G 5 2693.3184 2693.3191 0.0007 0 0.26 2.149 0.206 582 17 43 176 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9803 R LLYETGSVPEHVIEQHKEEAEEK G 4 2693.3184 2694.3311 1.0127 -1.0034 3.47 2.491 0.105 507.4 2 35 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9018 R LLYETGSVPEHVIEQHKEEAEEK G 5 2693.3184 2693.3218 0.0034 0 1.26 2.324 0.097 467.9 30 40 176 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LPIQDVYTISGIGTVPVGR V 2 1984.0993 1984.0886 -0.0107 0 -5.39 3.517 0.286 859.2 1 21 36 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LPIQDVYTISGIGTVPVGR V 2 1984.0993 1984.1004 0.0011 0 0.55 3.996 0.45 2062 1 25 36 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LPIQDVYTISGIGTVPVGR V 2 1984.0993 1984.0999 0.0006 0 0.30 5.021 0.539 2445 1 26 36 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LPIQDVYTISGIGTVPVGR V 2 1984.0993 1984.091 -0.0083 0 -4.18 3.832 0.38 1074 1 22 36 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R LPIQDVYTISGIGTVPVGR V 2 1984.0993 1984.099 -0.0003 0 -0.15 4.048 0.362 2051 1 24 36 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYK Q 2 1463.6171 1463.6131 -0.004 0 -2.73 3.159 0.39 1500 1 19 22 2 0 1 M[147]DLVDYGESEYK
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYK Q 2 1447.6177 1447.6179 0.0002 0 0.14 3.29 0.45 1509 1 20 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYK Q 2 1447.6177 1447.6187 0.001 0 0.69 3.35 0.433 1420 1 20 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYK Q 2 1447.6177 1447.6214 0.0037 0 2.56 3.34 0.458 1452 1 20 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYK Q 2 1447.6177 1447.6193 0.0016 0 1.11 3.279 0.468 1468 1 20 22 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3100.5319 3100.5288 -0.0031 0 -1.00 6.461 0.501 1779 1 42 100 2 2 1 M[147]DLVDYGESEYKQVVEEVKDLLTQVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3100.5319 3102.531 1.9991 -2.0067 -2.45 4.688 0.387 872.1 1 44 150 2 2 1 M[147]DLVDYGESEYKQVVEEVKDLLTQVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3084.5325 3084.534 0.0015 0 0.49 3.988 0.374 706.2 1 44 150 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3084.5325 3084.5457 0.0132 0 4.28 7.005 0.525 2841 1 47 100 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3100.5319 3100.542 0.0101 0 3.26 6.618 0.536 2065 1 45 100 2 2 1 M[147]DLVDYGESEYKQVVEEVKDLLTQVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3084.5325 3084.5381 0.0056 0 1.82 6.792 0.506 3688 1 51 100 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3084.5325 3084.5352 0.0027 0 0.88 7.04 0.511 2245 1 44 100 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3084.5325 3085.5381 1.0056 -1.0034 0.73 6.537 0.509 2446 1 43 100 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3100.5319 3100.5247 -0.0072 0 -2.32 4.318 0.382 1024 1 48 150 2 2 1 M[147]DLVDYGESEYKQVVEEVKDLLTQVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K MDLVDYGESEYKQVVEEVKDLLTQVR F 3 3084.5325 3084.5381 0.0056 0 1.82 5.016 0.229 1200 1 35 100 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9997 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3100.5319 3101.531 0.9991 -1.0034 -1.37 3.569 0.286 654.9 2 36 150 2 2 1 M[147]DLVDYGESEYKQVVEEVKDLLTQVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9987 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3084.5325 3082.5156 -2.0169 2 -5.48 5.077 0.268 1664 1 44 150 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9619 K MDLVDYGESEYKQVVEEVKDLLTQVR F 4 3084.5325 3084.5303 -0.0022 0 -0.71 2.737 0.05 507 7 35 150 2 2 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVRFDSENAK F 4 3875.8775 3875.8799 0.0024 0 0.62 5.43 0.444 1655 1 53 192 2 3 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K MDLVDYGESEYKQVVEEVKDLLTQVRFDSENAK F 4 3875.8775 3877.8909 2.0134 -2.0067 1.73 5.724 0.515 1023 1 49 192 2 3 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9996 - MSDEQHQNLAIIGHVDHGK S 4 2128.012 2128.013 0.001 0 0.47 2.395 0.186 544.7 2 35 108 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9982 - MSDEQHQNLAIIGHVDHGK S 4 2128.012 2128.0147 0.0027 0 1.27 2.271 0.144 542.9 4 33 108 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9585 - MSDEQHQNLAIIGHVDHGKSTLVGR L 4 2741.3667 2741.3628 -0.0039 0 -1.42 2.989 0.047 924.6 8 32 144 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3580.7625 3580.7632 0.0007 0 0.20 6.504 0.508 2192 1 46 132 2 0 1 NM[147]ITGASQADNAVLVVAADDGVQPQTQEHVFLAR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3580.7625 3581.7681 1.0056 -1.0034 0.63 6.7 0.507 1822 1 46 132 2 0 1 NM[147]ITGASQADNAVLVVAADDGVQPQTQEHVFLAR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3580.7625 3580.7627 0.0002 0 0.06 6.108 0.534 2054 1 47 132 2 0 1 NM[147]ITGASQADNAVLVVAADDGVQPQTQEHVFLAR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3564.771 0.0079 0 2.22 6.131 0.535 2213 1 51 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3564.7617 -0.0014 0 -0.39 6.689 0.502 2253 1 51 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3564.7857 0.0226 0 6.34 6.536 0.526 2731 1 52 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3564.7744 0.0113 0 3.17 7.003 0.487 2496 1 53 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3580.7625 3580.7613 -0.0012 0 -0.34 6.813 0.525 2326 1 49 132 2 0 1 NM[147]ITGASQADNAVLVVAADDGVQPQTQEHVFLAR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 4 3564.7631 3566.771 2.0079 -2.0067 0.34 5.685 0.442 2520 1 56 198 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3566.771 2.0079 -2.0067 0.34 5.965 0.503 2191 1 49 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 4 3564.7631 3564.7681 0.005 0 1.40 6.1 0.502 2651 1 58 198 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 4 3564.7631 3564.7752 0.0121 0 3.39 5.516 0.421 2199 1 52 198 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9997 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 4 3564.7631 3564.7698 0.0067 0 1.88 3.997 0.152 1679 1 48 198 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9992 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 4 3580.7625 3580.7735 0.011 0 3.07 3.722 0.114 682.9 1 38 198 2 0 1 NM[147]ITGASQADNAVLVVAADDGVQPQTQEHVFLAR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.999 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 3 3564.7631 3566.648 1.8849 -1.0034 247.30 3.494 0.207 753.7 1 29 132 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9964 K NMITGASQADNAVLVVAADDGVQPQTQEHVFLAR T 4 3580.7625 3580.7698 0.0073 0 2.04 3.647 0.107 708.9 5 38 198 2 0 1 NM[147]ITGASQADNAVLVVAADDGVQPQTQEHVFLAR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 D PSSGEVAEENPDFIQNGDAAVVTVRPQKPLSIEPSSEIPELGSFAI D 4 4976.5043 4978.5308 2.0265 -2.0067 3.98 7.685 0.566 3025 1 68 276 1 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K QVVEEVKDLLTQVR F 2 1654.9254 1654.929 0.0036 0 2.18 3.668 0.474 864.8 1 22 26 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K QVVEEVKDLLTQVR F 2 1654.9254 1654.9287 0.0033 0 1.99 4.03 0.474 733.2 1 22 26 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K QVVEEVKDLLTQVR F 2 1654.9254 1654.9284 0.003 0 1.81 3.673 0.502 856.8 1 22 26 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K QVVEEVKDLLTQVR F 2 1654.9254 1654.928 0.0026 0 1.57 4.356 0.432 662.9 1 22 26 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K QVVEEVKDLLTQVR F 3 1654.9254 1654.9262 0.0008 0 0.48 3.01 0.309 1191 1 30 52 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K QVVEEVKDLLTQVR F 3 1654.9254 1654.9264 0.001 0 0.60 3.148 0.28 1124 1 30 52 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 K QVVEEVKDLLTQVR F 3 1654.9254 1654.9281 0.0027 0 1.63 3.171 0.257 793.2 1 25 52 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9995 K QVVEEVKDLLTQVR F 3 1654.9254 1654.9237 -0.0017 0 -1.03 2.575 0.279 491.1 3 22 52 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 M SDEQHQNLAIIGHVDHGK S 3 1996.9715 1996.9733 0.0018 0 0.90 4.721 0.438 1990 1 34 68 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 M SDEQHQNLAIIGHVDHGK S 3 1996.9715 1996.9743 0.0028 0 1.40 5.027 0.401 2073 1 35 68 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 M SDEQHQNLAIIGHVDHGK S 3 1996.9715 1996.97 -0.0015 0 -0.75 4.686 0.396 2326 1 35 68 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 M SDEQHQNLAIIGHVDHGK S 3 1996.9715 1996.9737 0.0022 0 1.10 4.194 0.404 1801 1 34 68 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 M SDEQHQNLAIIGHVDHGK S 2 1996.9715 1996.9654 -0.0061 0 -3.05 3.303 0.502 1142 1 20 34 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9991 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9728 0.0013 0 0.65 3.654 0.323 1590 1 40 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9987 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9748 0.0033 0 1.65 3.863 0.299 1497 1 38 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9973 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9734 0.0019 0 0.95 3.951 0.261 1556 1 40 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9885 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9781 0.0066 0 3.31 2.943 0.202 1066 1 35 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9576 M SDEQHQNLAIIGHVDHGK S 4 1996.9715 1996.9713 -0.0002 0 -0.10 2.87 0.14 1281 1 36 102 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9426 M SDEQHQNLAIIGHVDHGK S 3 1996.9715 1996.9882 0.0167 0 8.36 3.331 0.181 539.6 1 23 68 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 M SDEQHQNLAIIGHVDHGKSTLVGR L 3 2610.3262 2610.3233 -0.0029 0 -1.11 5.207 0.49 1917 1 35 92 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9994 M SDEQHQNLAIIGHVDHGKSTLVGR L 4 2610.3262 2610.3306 0.0044 0 1.69 4.443 0.383 1633 1 46 138 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9993 M SDEQHQNLAIIGHVDHGKSTLVGR L 4 2610.3262 2610.3299 0.0037 0 1.42 3.874 0.38 2206 1 50 138 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.999 M SDEQHQNLAIIGHVDHGKSTLVGR L 4 2610.3262 2610.325 -0.0012 0 -0.46 4.034 0.357 1391 1 42 138 2 1 1



EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9973 M SDEQHQNLAIIGHVDHGKSTLVGR L 5 2610.3262 2610.3321 0.0059 0 2.26 4.354 0.281 1625 1 51 184 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9962 M SDEQHQNLAIIGHVDHGKSTLVGR L 4 2610.3262 2610.325 -0.0012 0 -0.46 3.756 0.288 1486 1 41 138 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9956 M SDEQHQNLAIIGHVDHGKSTLVGR L 5 2610.3262 2610.3269 0.0007 0 0.27 4.606 0.284 1422 2 49 184 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1326.8053 1.0135 -1.0034 7.66 3.151 0.396 1298 1 17 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7943 0.0025 0 1.89 3.952 0.492 2002 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7923 0.0005 0 0.38 4.156 0.279 2012 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7938 0.002 0 1.51 4.069 0.472 2004 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7917 -0.0001 0 -0.08 3.796 0.419 2225 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7925 0.0007 0 0.53 4.149 0.341 2038 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7923 0.0005 0 0.38 3.753 0.468 1984 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7892 -0.0026 0 -1.96 3.76 0.493 1992 1 21 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.8053 0.0135 0 10.18 2.538 0.338 809.1 1 17 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R TLGIGELIVAVNK M 2 1325.7918 1325.7924 0.0006 0 0.45 3.787 0.226 1801 1 20 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 R TLGIGELIVAVNK M 2 1325.7918 1325.7993 0.0075 0 5.66 2.649 0.288 1555 1 19 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 R TLGIGELIVAVNK M 2 1325.7918 1325.7854 -0.0064 0 -4.83 2.739 0.24 1317 1 17 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9998 R TLGIGELIVAVNK M 2 1325.7918 1326.7854 0.9936 -1.0034 -7.35 2.598 0.337 843.3 1 17 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9995 R TLGIGELIVAVNK M 2 1325.7918 1327.1054 1.3136 -1.0034 234.01 2.447 0.325 412.5 2 14 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9994 R TLGIGELIVAVNK M 2 1325.7918 1326.8654 1.0736 -1.0034 52.99 2.51 0.287 831.3 1 15 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9988 R TLGIGELIVAVNK M 2 1325.7918 1327.0454 1.2536 -1.0034 188.76 2.472 0.25 868.3 1 15 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9881 R TLGIGELIVAVNK M 2 1325.7918 1326.6654 0.8736 -1.0034 -97.87 2.363 0.127 518.8 1 14 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9872 R TLGIGELIVAVNK M 2 1325.7918 1326.8053 1.0135 -1.0034 7.66 2.626 0.081 1214 1 17 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9844 R TLGIGELIVAVNK M 2 1325.7918 1326.8053 1.0135 -1.0034 7.66 2.049 0.268 224.5 43 11 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9793 R TLGIGELIVAVNK M 2 1325.7918 1326.6853 0.8935 -1.0034 -82.86 2.007 0.156 382.7 1 13 24 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9961 R TLGIGELIVAVNKMDLVDYGESEYK Q 3 2755.399 2755.4065 0.0075 0 2.72 2.707 0.2 325 3 25 96 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2606.2228 2606.2168 -0.006 0 -2.30 3.288 0.311 1091 1 45 132 2 1 1 TVEM[147]HHEEVPKAEPGDNVGFNVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2278 0.0044 0 1.70 3.381 0.295 1097 1 43 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K TVEMHHEEVPKAEPGDNVGFNVR G 3 2590.2234 2590.2251 0.0017 0 0.66 5.117 0.358 1218 1 35 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K TVEMHHEEVPKAEPGDNVGFNVR G 3 2590.2234 2590.229 0.0056 0 2.16 5.229 0.381 1355 1 35 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 K TVEMHHEEVPKAEPGDNVGFNVR G 3 2590.2234 2590.221 -0.0024 0 -0.93 6.11 0.477 1846 1 40 88 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2276 0.0042 0 1.62 3.225 0.27 1292 1 45 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2606.2228 2606.2198 -0.003 0 -1.15 3.2 0.255 1399 1 49 132 2 1 1 TVEM[147]HHEEVPKAEPGDNVGFNVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9999 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2229 -0.0005 0 -0.19 3.347 0.24 1066 1 42 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9997 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2590.2234 2590.2229 -0.0005 0 -0.19 2.997 0.2 1362 1 46 132 2 1 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 0.9974 K TVEMHHEEVPKAEPGDNVGFNVR G 4 2606.2228 2606.2202 -0.0026 0 -1.00 3.187 0.141 840.8 3 39 132 2 1 1 TVEM[147]HHEEVPKAEPGDNVGFNVR
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.2119 0.0041 0 1.65 5.183 0.567 1457 1 27 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.2154 0.0076 0 3.05 4.503 0.367 960.1 1 23 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 3 2491.2078 2491.218 0.0102 0 4.09 4.168 0.428 954.8 1 33 92 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.2093 0.0015 0 0.60 5.317 0.555 1618 1 28 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.2112 0.0034 0 1.36 4.447 0.4 933.6 1 23 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.211 0.0032 0 1.28 5.314 0.553 1318 1 26 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.2115 0.0037 0 1.49 4.247 0.365 890.2 1 22 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 2 2491.2078 2491.2132 0.0054 0 2.17 5.12 0.553 1290 1 26 46 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 3 2491.2078 2491.209 0.0012 0 0.48 3.89 0.375 795 1 29 92 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 3 2491.2078 2491.2134 0.0056 0 2.25 4.605 0.432 1225 1 36 92 2 0 1
EF1A_HALMAReview 1 Elongation factor 1-alpha (EF-1-alpha) (Elongation factor Tu) (EF-Tu)  tuf rrnAC2406 421 74.3 30 211 1 R VETGILNTGDNVSFQPSDVSGEVK T 3 2491.2078 2491.2112 0.0034 0 1.36 4.763 0.438 1458 1 37 92 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K SGQTEFTIR V 2 1037.5141 1037.5143 0.0002 0 0.19 2.993 0.151 655.9 1 14 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9834 0.0071 0 3.47 4.394 0.494 1796 1 25 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9773 0.001 0 0.49 4.841 0.374 1865 1 26 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.98 0.0037 0 1.81 4.206 0.274 1381 1 23 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9812 0.0049 0 2.39 6.354 0.614 2355 1 28 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9773 0.001 0 0.49 5.02 0.597 2642 1 30 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9741 -0.0022 0 -1.07 4.82 0.511 1593 1 23 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9744 -0.0019 0 -0.93 4.652 0.562 1735 1 26 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.968 -0.0083 0 -4.05 4.383 0.294 2000 1 26 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.979 0.0027 0 1.32 5.096 0.408 1810 1 26 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2049.9854 1.0091 -1.0034 2.81 6.008 0.581 2467 1 29 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9768 0.0005 0 0.24 4.444 0.619 1712 1 25 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9861 0.0098 0 4.78 3.821 0.534 787.4 1 17 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.981 0.0047 0 2.29 4.97 0.615 2091 1 27 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2049.9846 1.0083 -1.0034 2.42 5.14 0.524 1718 1 28 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.9854 0.0091 0 4.44 3.719 0.525 829.1 1 24 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9998 R ALEADGGVLVAGENYGQGSSR E 2 2048.9763 2048.98 0.0037 0 1.81 3.659 0.108 891.9 1 19 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1629 0.0053 0 2.29 4.268 0.514 996.4 1 25 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEK I 3 2312.1576 2312.1616 0.004 0 1.73 4.093 0.459 1693 1 33 76 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1673 0.0097 0 4.20 4.374 0.531 1181 1 27 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1604 0.0028 0 1.21 4.423 0.517 1164 1 27 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1573 -0.0003 0 -0.13 3.91 0.507 1043 1 26 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEK I 3 2312.1576 2312.1612 0.0036 0 1.56 5.058 0.504 1263 1 32 76 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9984 K ANLFNFGIVPLTIDEETYEK I 2 2312.1576 2312.1624 0.0048 0 2.08 3.019 0.058 297.2 1 15 38 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0381 2.0012 -2.0067 -1.31 6.882 0.547 837.8 1 43 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4210.0415 0.0046 0 1.09 7.147 0.542 782 1 43 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0777 1.0408 -1.0034 8.90 3.552 0.401 355.5 1 29 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.062 1.0251 -1.0034 5.17 5.865 0.511 617.7 1 38 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0381 2.0012 -2.0067 -1.31 6.694 0.572 926.4 1 45 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0479 1.011 -1.0034 1.82 5.354 0.525 1122 1 45 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0479 1.011 -1.0034 1.82 6.149 0.531 1085 1 46 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.1079 1.071 -1.0034 16.07 3.546 0.353 518.7 1 33 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0586 2.0217 -2.0067 3.56 4.37 0.342 649.3 1 34 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0327 1.9958 -2.0067 -2.59 4.113 0.328 717.9 1 36 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4210.0493 0.0124 0 2.95 4.404 0.248 287.5 1 28 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9996 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0684 1.0315 -1.0034 6.69 4.05 0.264 435.4 1 31 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9989 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0913 1.0544 -1.0034 12.13 3.665 0.256 223.4 2 27 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9975 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0611 2.0242 -2.0067 4.16 2.895 0.263 317.6 1 28 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9959 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0493 2.0124 -2.0067 1.35 3.02 0.23 328.2 1 28 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.993 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0493 2.0124 -2.0067 1.35 2.909 0.212 421.5 1 30 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9914 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0816 1.0447 -1.0034 9.82 2.818 0.201 284.4 1 26 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9878 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.041 2.0041 -2.0067 -0.62 3.115 0.19 249.5 3 24 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9876 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.02 1.9831 -2.0067 -5.61 3.428 0.148 544.6 1 35 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9833 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0381 2.0012 -2.0067 -1.31 3.172 0.18 233.9 5 25 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9814 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0777 1.0408 -1.0034 8.90 2.667 0.175 300.2 1 26 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9719 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0747 1.0378 -1.0034 8.18 3.189 0.115 478.2 1 31 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9679 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0801 1.0432 -1.0034 9.47 2.874 0.131 349.8 1 29 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9623 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0181 0.9812 -1.0034 -5.26 2.144 0.187 302.3 1 25 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9564 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0401 2.0032 -2.0067 -0.83 2.92 0.12 389.4 1 29 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9344 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4212.0386 2.0017 -2.0067 -1.19 2.755 0.111 366.2 1 28 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9149 K ANLFNFGIVPLTIDEETYEKIEEGDDIEVVDDAAEAVK S 3 4210.0369 4211.0635 1.0266 -1.0034 5.52 2.757 0.108 259.5 3 25 148 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R DLADELGDLEAPGLEMPDQYIGNSESDLIAPDNAVDDELIKGPN M 4 6841.343 6841.314 -0.029 0 -4.24 3.653 0.337 590.1 1 51 384 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R DLADELGDLEAPGLEMPDQYIGNSESDLIAPDNAVDDELIKGPN M 4 6857.3424 6858.3413 0.9989 -1.0034 -0.65 4.4 0.379 737.7 1 50 384 2 2 1 DLADELGDLEAPGLEM[147]PDQYIGNSESDLIAPDNAVDDELIKGPNI
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R DLADELGDLEAPGLEMPDQYIGNSESDLIAPDNAVDDELIKGPN M 4 6841.343 6841.3115 -0.0315 0 -4.60 3.932 0.429 677.6 1 54 384 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R DLADELGDLEAPGLEMPDQYIGNSESDLIAPDNAVDDELIKGPN M 4 6841.343 6841.3692 0.0262 0 3.83 3.561 0.313 510 1 53 384 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9998 R DLADELGDLEAPGLEMPDQYIGNSESDLIAPDNAVDDELIKGPN M 4 6841.343 6841.333 -0.01 0 -1.46 3.002 0.225 558.5 1 52 384 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K DVILELLR R 2 969.5859 969.5848 -0.0011 0 -1.13 2.536 0.197 873.3 1 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 K DVILELLR R 2 969.5859 969.5861 0.0002 0 0.21 2.712 0.194 856.2 3 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9997 K DVILELLR R 2 969.5859 969.5874 0.0015 0 1.55 2.436 0.204 882.8 3 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9992 K DVILELLR R 2 969.5859 969.5841 -0.0018 0 -1.86 2.24 0.16 883.5 2 12 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3721.6729 -2.006 2 -1.61 6.109 0.555 1353 1 44 144 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3721.6675 -2.0114 2 -3.06 5.419 0.535 1310 1 41 144 2 0 1



Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3721.6704 -2.0085 2 -2.28 5.847 0.497 1279 1 42 144 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3721.6546 -2.0243 2 -6.53 6.288 0.54 1249 1 43 144 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3725.7383 2.0594 -2.0067 14.15 3.856 0.318 635.3 1 33 144 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9959 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3724.8081 1.1292 -1.0034 33.80 2.886 0.217 335.7 10 26 144 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9755 R EGWTAEMMAAGVNFSEATCGACIGIGHVPASDSVSLR T 3 3723.6789 3723.7881 0.1092 0 29.33 2.826 0.013 521 1 27 144 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9996 D GGVLVAGENYGQGSSR E 2 1549.7485 1549.7561 0.0076 0 4.90 3.746 0.389 1107 1 18 30 1 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9941 K GPNIGDVPLKD P 2 1123.5873 1123.5894 0.0021 0 1.87 2.834 0.457 1047 1 15 20 1 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9922 K GPNIGDVPLKD P 2 1123.5873 1123.5854 -0.0019 0 -1.69 2.838 0.436 1297 1 16 20 1 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9917 K GPNIGDVPLKD P 2 1123.5873 1123.5854 -0.0019 0 -1.69 2.721 0.449 1307 1 16 20 1 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9666 K GPNIGDVPLKD P 2 1123.5873 1123.5869 -0.0004 0 -0.36 2.539 0.381 638.5 1 15 20 1 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K GPNIGDVPLKDPLETEVGGEALLK M 3 2460.3111 2460.3142 0.0031 0 1.26 5.711 0.364 2439 1 39 92 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K GPNIGDVPLKDPLETEVGGEALLK M 3 2460.3111 2460.3157 0.0046 0 1.87 6.191 0.532 2273 1 38 92 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K GPNIGDVPLKDPLETEVGGEALLK M 2 2460.3111 2460.3152 0.0041 0 1.67 4.705 0.529 1067 1 24 46 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K GPNIGDVPLKDPLETEVGGEALLK M 3 2460.3111 2460.3145 0.0034 0 1.38 5.902 0.458 2253 1 38 92 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K GPNIGDVPLKDPLETEVGGEALLK M 3 2460.3111 2460.3155 0.0044 0 1.79 5.974 0.423 2447 1 39 92 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K GPNIGDVPLKDPLETEVGGEALLK M 2 2460.3111 2460.3157 0.0046 0 1.87 4.642 0.526 1167 1 26 46 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9541 L IAPDNAVDDELIK G 2 1411.7194 1411.7199 0.0005 0 0.35 2.394 0.228 388 1 16 24 1 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K IEEGDDIEVVDDAAEAVK S 2 1915.8898 1915.892 0.0022 0 1.15 4.877 0.534 2615 1 28 34 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K IEEGDDIEVVDDAAEAVK S 2 1915.8898 1915.8917 0.0019 0 0.99 5.154 0.307 2651 1 27 34 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K IEEGDDIEVVDDAAEAVK S 2 1915.8898 1915.8926 0.0028 0 1.46 5.364 0.569 3085 1 28 34 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K IEEGDDIEVVDDAAEAVK S 2 1915.8898 1915.8943 0.0045 0 2.35 5.045 0.562 2438 1 26 34 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K IEEGDDIEVVDDAAEAVK S 2 1915.8898 1915.8924 0.0026 0 1.36 4.889 0.291 2902 1 27 34 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K IEEGDDIEVVDDAAEAVK S 2 1915.8898 1915.8917 0.0019 0 0.99 5.257 0.564 2596 1 27 34 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAK D 2 1342.6769 1342.6792 0.0023 0 1.71 2.747 0.391 1060 1 19 22 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAK D 2 1342.6769 1342.679 0.0021 0 1.56 3.287 0.457 919.1 1 18 22 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAK D 2 1342.6769 1342.6787 0.0018 0 1.34 3.079 0.379 1009 1 19 22 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAK D 2 1342.6769 1342.6787 0.0018 0 1.34 3.373 0.205 1088 1 20 22 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAK D 2 1342.6769 1342.6792 0.0023 0 1.71 3.229 0.397 998.8 1 19 22 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAKDVILELLR R 3 2294.2522 2294.2549 0.0027 0 1.18 3.268 0.438 996 1 38 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAKDVILELLR R 2 2294.2522 2294.2559 0.0037 0 1.61 4.815 0.501 2058 1 28 38 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R LEGELPEWATAKDVILELLR R 2 2294.2522 2294.2554 0.0032 0 1.39 4.132 0.494 1774 1 26 38 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9998 R LEGELPEWATAKDVILELLR R 3 2294.2522 2294.2556 0.0034 0 1.48 2.908 0.29 494 1 28 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9995 R LEGELPEWATAKDVILELLR R 3 2294.2522 2295.2481 0.9959 -1.0034 -3.25 3.217 0.299 569.2 1 30 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9994 R LEGELPEWATAKDVILELLR R 3 2294.2522 2294.2566 0.0044 0 1.92 2.676 0.293 441.4 7 23 76 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9998 R LEGELPEWATAKDVILELLRR L 3 2450.3533 2450.356 0.0027 0 1.10 2.896 0.295 430.4 1 28 80 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9994 R LEGELPEWATAKDVILELLRR L 3 2450.3533 2450.3584 0.0051 0 2.08 2.705 0.259 462.3 1 29 80 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9993 R LEGELPEWATAKDVILELLRR L 3 2450.3533 2450.3592 0.0059 0 2.41 3.125 0.219 460.4 1 29 80 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9909 R LEGELPEWATAKDVILELLRR L 3 2450.3533 2450.3618 0.0085 0 3.47 2.68 0.131 450.3 1 30 80 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9837 R LEGELPEWATAKDVILELLRR L 4 2450.3533 2450.3565 0.0032 0 1.31 1.893 0.031 532.9 1 41 120 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9998 K LSEFTLSR V 2 951.5025 951.5055 0.003 0 3.15 2.293 0.23 605 2 11 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9993 K LSEFTLSR V 2 951.5025 951.5014 -0.0011 0 -1.16 2.087 0.205 610.9 2 11 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9937 K LSEFTLSR V 2 951.5025 951.5041 0.0016 0 1.68 2.075 0.071 563 2 11 14 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9891 K LSEFTLSRVDDTFAER A 3 1884.9217 1885.9282 1.0065 -1.0034 1.67 3.02 0.201 648.6 20 22 60 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1909 -0.0015 0 -0.60 4.969 0.461 1896 1 39 80 2 0 1 MEDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1934 0.001 0 0.40 5.251 0.515 2263 1 42 80 2 0 1 M[147]EDNITTDHIIPATQDILMYR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 2 2489.193 2489.1929 -0.0001 0 -0.04 5.691 0.509 1343 1 26 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2521.1918 2521.1905 -0.0013 0 -0.52 5.383 0.505 2214 1 41 80 2 0 1 M[147]EDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2489.193 2489.1958 0.0028 0 1.12 5.095 0.406 2490 1 43 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1917 -0.0007 0 -0.28 5.145 0.462 1931 1 38 80 2 0 1 MEDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 2 2505.1924 2506.2017 1.0093 -1.0034 2.38 4.867 0.557 957.5 1 23 40 2 0 1 M[147]EDNITTDHIIPATQDILMYR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1907 -0.0017 0 -0.68 5.583 0.484 2134 1 42 80 2 0 1 M[147]EDNITTDHIIPATQDILMYR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1917 -0.0007 0 -0.28 5.072 0.541 2029 1 40 80 2 0 1 M[147]EDNITTDHIIPATQDILMYR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2489.193 2489.1975 0.0045 0 1.81 4.867 0.466 2571 1 43 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1936 0.0012 0 0.48 5.297 0.491 1770 1 37 80 2 0 1 MEDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 2 2505.1924 2505.1958 0.0034 0 1.36 4.903 0.507 818.3 1 23 40 2 0 1 MEDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2489.193 2489.1939 0.0009 0 0.36 5.309 0.474 2246 1 41 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1924 0 0 0.00 5.442 0.543 2248 1 42 80 2 0 1 M[147]EDNITTDHIIPATQDILMYR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 2 2489.193 2489.2027 0.0097 0 3.90 5.146 0.553 1101 1 24 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2521.1918 2521.1831 -0.0087 0 -3.45 5.579 0.58 2255 1 42 80 2 0 1 M[147]EDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2505.1924 2505.1931 0.0007 0 0.28 5.335 0.48 1744 1 37 80 2 0 1 MEDNITTDHIIPATQDILM[147]YR
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 3 2489.193 2490.188 0.995 -1.0034 -3.35 4.587 0.44 1872 1 38 80 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 2 2489.193 2489.2 0.007 0 2.81 5.234 0.542 1222 1 25 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K MEDNITTDHIIPATQDILMYR S 2 2489.193 2489.1953 0.0023 0 0.92 5.526 0.557 1251 1 25 40 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9977 K MLEGRNIDKKTEMIVAPGSK Q 4 2216.1657 2216.167 0.0013 0 0.59 3.24 0.176 988.8 7 35 114 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R NIDKKTEMIVAPGSK Q 3 1645.8754 1645.8722 -0.0032 0 -1.94 3.225 0.42 639.5 1 26 56 2 1 1 NIDKKTEM[147]IVAPGSK
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R NIDKKTEMIVAPGSK Q 3 1629.876 1629.8773 0.0013 0 0.80 3.688 0.312 1032 1 27 56 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R NIDKKTEMIVAPGSK Q 3 1629.876 1629.8765 0.0005 0 0.31 3.514 0.252 979.6 1 27 56 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R NIDKKTEMIVAPGSK Q 2 1629.876 1629.8749 -0.0011 0 -0.67 3.869 0.354 1780 1 21 28 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R NIDKKTEMIVAPGSK Q 3 1629.876 1629.8772 0.0012 0 0.74 3.781 0.258 1197 1 28 56 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R NIDKKTEMIVAPGSK Q 3 1629.876 1629.875 -0.001 0 -0.61 3.538 0.249 1072 1 27 56 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R NIDKKTEMIVAPGSK Q 2 1629.876 1629.8781 0.0021 0 1.29 3.222 0.401 1115 1 18 28 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R NIDKKTEMIVAPGSK Q 2 1629.876 1629.8787 0.0027 0 1.66 3.43 0.372 1418 1 19 28 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9998 R NIDKKTEMIVAPGSK Q 3 1645.8754 1645.8726 -0.0028 0 -1.70 2.955 0.264 988.2 1 28 56 2 1 1 NIDKKTEM[147]IVAPGSK
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9994 R NIDKKTEMIVAPGSK Q 3 1645.8754 1645.8703 -0.0051 0 -3.10 2.272 0.331 450.2 14 22 56 2 1 1 NIDKKTEM[147]IVAPGSK
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9992 R NIDKKTEMIVAPGSK Q 3 1645.8754 1645.8717 -0.0037 0 -2.25 2.858 0.266 537.6 17 21 56 2 1 1 NIDKKTEM[147]IVAPGSK
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9884 R NIDKKTEMIVAPGSK Q 4 1629.876 1629.8769 0.0009 0 0.55 2.385 0.104 1292 6 33 84 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R NIDKKTEMIVAPGSKQASEMLAR E 4 2516.309 2516.3084 -0.0006 0 -0.24 4.092 0.361 1920 1 46 132 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R NIDKKTEMIVAPGSKQASEMLAR E 4 2516.309 2516.3096 0.0006 0 0.24 3.366 0.324 1512 1 42 132 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9997 K SGQTEFTIR V 2 1037.5141 1037.5138 -0.0003 0 -0.29 2.461 0.173 565.8 1 14 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9997 K SGQTEFTIR V 2 1037.5141 1037.5139 -0.0002 0 -0.19 2.477 0.174 578.9 1 14 16 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K TEMIVAPGSK Q 2 1031.5321 1031.5254 -0.0067 0 -6.50 2.354 0.349 1321 1 15 18 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9997 K TEMIVAPGSK Q 2 1031.5321 1031.5316 -0.0005 0 -0.48 2.467 0.283 859.9 23 13 18 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9997 K TEMIVAPGSK Q 2 1031.5321 1031.5323 0.0002 0 0.19 2.346 0.251 1155 3 14 18 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9989 K TEMIVAPGSK Q 2 1031.5321 1031.5254 -0.0067 0 -6.50 2.204 0.208 793 6 13 18 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTK D 2 2528.1952 2528.2005 0.0053 0 2.10 3.782 0.325 593.7 1 17 46 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTK D 2 2528.1952 2528.1961 0.0009 0 0.36 4.547 0.54 1370 1 24 46 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTK D 2 2528.1952 2528.2036 0.0084 0 3.32 4.824 0.54 1572 1 25 46 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTK D 2 2544.1946 2544.2007 0.0061 0 2.40 4.699 0.531 1373 1 25 46 2 0 1 TTITNM[147]GTELGATSSIFPTDDQTK
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTK D 2 2528.1952 2528.2068 0.0116 0 4.59 3.928 0.569 1146 1 22 46 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3220.5126 3220.5113 -0.0013 0 -0.40 4.528 0.307 1830 1 39 112 2 1 1 TTITNM[147]GTELGATSSIFPTDDQTKDYLER
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5191 0.0059 0 1.84 4.21 0.444 946.2 1 31 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5127 -0.0005 0 -0.16 3.637 0.385 1052 1 32 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5186 0.0054 0 1.69 4.218 0.509 1251 1 34 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3220.5126 3220.5108 -0.0018 0 -0.56 4.751 0.442 1442 1 37 112 2 1 1 TTITNM[147]GTELGATSSIFPTDDQTKDYLER
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 2 3204.5132 3205.5149 1.0017 -1.0034 -0.51 3.571 0.536 555.4 1 20 56 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3220.5126 3220.5098 -0.0028 0 -0.87 4.812 0.45 1108 1 34 112 2 1 1 TTITNM[147]GTELGATSSIFPTDDQTKDYLER
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5083 -0.0049 0 -1.53 3.833 0.429 985.5 1 32 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R TTITNMGTELGATSSIFPTDDQTKDYLER L 2 3204.5132 3205.5081 0.9949 -1.0034 -2.64 3.415 0.508 511.1 1 19 56 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9999 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3220.5126 3220.5108 -0.0018 0 -0.56 4.198 0.261 1526 1 37 112 2 1 1 TTITNM[147]GTELGATSSIFPTDDQTKDYLER
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9986 R TTITNMGTELGATSSIFPTDDQTKDYLER L 3 3204.5132 3204.5259 0.0127 0 3.96 3.228 0.192 590 1 28 112 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K VLEYTGPGVETLTVPER T 2 1858.9676 1858.9702 0.0026 0 1.40 5.314 0.465 1582 1 25 32 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K VLEYTGPGVETLTVPER T 2 1858.9676 1858.9685 0.0009 0 0.48 5.25 0.483 1655 1 25 32 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K VLEYTGPGVETLTVPER T 2 1858.9676 1858.9684 0.0008 0 0.43 4.937 0.443 1444 1 24 32 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 K VLEYTGPGVETLTVPER T 2 1858.9676 1858.9698 0.0022 0 1.18 5.226 0.483 1800 1 26 32 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7887 0.0023 0 1.27 4.997 0.288 2176 1 23 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7884 0.002 0 1.11 5.271 0.503 2489 1 25 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7903 0.0039 0 2.16 4.846 0.583 2601 1 25 30 2 0 1



Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7863 -0.0001 0 -0.06 4.215 0.425 2240 1 23 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7881 0.0017 0 0.94 5.103 0.589 3089 1 26 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7877 0.0013 0 0.72 5.087 0.348 2703 1 25 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.7871 0.0007 0 0.39 4.857 0.594 2431 1 25 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASER E 2 1804.7864 1804.789 0.0026 0 1.44 4.916 0.55 2592 1 25 30 2 0 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9703 R VNDDWEATGQLDASERER E 2 2089.9301 2089.939 0.0089 0 4.26 2.398 0.221 137.5 28 13 34 2 1 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASEREREILAAGGK L 3 2829.3529 2829.3548 0.0019 0 0.67 4.219 0.322 1351 1 34 100 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 1 R VNDDWEATGQLDASEREREILAAGGK L 3 2829.3529 2829.3557 0.0028 0 0.99 4.433 0.344 943.8 1 31 100 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9997 R VNDDWEATGQLDASEREREILAAGGK L 4 2829.3529 2830.3709 1.018 -1.0034 5.18 2.366 0.28 602 1 38 150 2 2 1
Q5V0F1_HALMA 1 Aconitate hydratase (EC 4.2.1.3)  acnB rrnAC2158 677 49.2 31 199 0.9993 R VNDDWEATGQLDASEREREILAAGGK L 4 2829.3529 2829.3469 -0.006 0 -2.12 2.346 0.175 526.4 1 36 150 2 2 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9998 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3762.6909 -2.0092 2 -2.44 6.424 0.372 1185 1 46 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 1 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3393.4781 -2.0096 2 -2.83 5.213 0.418 948.3 1 21 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9999 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4942 0.0065 0 1.91 2.861 0.236 616.6 1 18 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9999 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 4 3395.4877 3395.491 0.0033 0 0.97 3.571 0.248 1020 2 37 186 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9993 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3396.4668 0.9791 -1.0034 -7.14 2.737 0.264 566 1 17 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9986 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4983 0.0106 0 3.12 2.068 0.209 449.9 1 18 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9985 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 3 3395.4877 3393.4688 -2.0189 2 -5.57 3.868 0.258 674 1 23 124 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9985 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.449 -0.0387 0 -11.40 2.432 0.142 392.7 1 16 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9984 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4741 -0.0136 0 -4.01 2.251 0.168 483 1 17 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9983 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 3 3395.4877 3395.4981 0.0104 0 3.06 2.761 0.171 484.8 2 27 124 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9983 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 4 3395.4877 3393.4849 -2.0028 2 -0.82 4.352 0.222 819.7 1 39 186 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9982 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4698 -0.0179 0 -5.27 2.502 0.123 383.3 1 15 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9975 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 3 3395.4877 3393.4746 -2.0131 2 -3.86 3.623 0.248 921.6 1 28 124 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9973 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3393.4776 -2.0101 2 -2.97 3.494 0.228 1167 1 23 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9971 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3394.4937 -0.994 1 1.77 2.773 0.327 532 1 17 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9957 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3393.4773 -2.0104 2 -3.06 3.457 0.203 971.5 1 21 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9957 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3394.4815 -1.0062 1 -1.83 2.85 0.291 476.7 1 16 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9956 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 3 3395.4877 3393.49 -1.9977 2 0.68 3.24 0.246 609.2 1 27 124 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.995 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4842 -0.0035 0 -1.03 2.26 0.116 363.2 2 16 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9914 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3394.5132 -0.9745 1 7.51 2.628 0.277 454.2 1 18 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9898 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3393.4673 -2.0204 2 -6.01 3.208 0.175 660 1 18 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9866 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4666 -0.0211 0 -6.21 2.208 0.063 312.3 2 14 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9829 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.482 -0.0057 0 -1.68 1.845 0.096 407.7 1 14 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9593 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3393.4734 -2.0143 2 -4.21 2.364 0.201 473.6 1 18 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9558 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4854 -0.0023 0 -0.68 1.508 0.11 196 1 14 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9544 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3396.4607 0.973 -1.0034 -8.94 2.113 0.098 413 1 16 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9365 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3393.4866 -2.0011 2 -0.32 2.448 0.159 411 1 15 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9327 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3395.4654 -0.0223 0 -6.57 1.851 0.005 449.2 1 16 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9316 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3394.4751 -1.0126 1 -3.71 2.732 0.129 438.4 1 17 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9292 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDK N 2 3395.4877 3394.461 -1.0267 1 -7.86 2.306 0.19 524.5 1 18 62 2 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 1 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3765.698 0.9979 -1.0034 -1.45 5.026 0.325 819.6 1 34 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9999 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3762.69 -2.0101 2 -2.68 6.164 0.394 899.2 1 49 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9998 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.708 0.0079 0 2.10 4.117 0.233 819.7 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9998 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.7195 0.0194 0 5.15 4.54 0.207 801 1 34 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9997 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6851 -2.015 2 -3.98 5.051 0.337 982.8 1 36 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9995 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3796.6989 3795.668 -1.0309 1 -8.14 4.196 0.368 990.1 1 37 136 2 1 1 AGACANCAAIVLEGDIDM[147]DM[147]QQILSDEEVEDKNVR
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9993 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3765.6792 0.9791 -1.0034 -6.44 4.408 0.226 1014 1 38 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9993 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.648 -0.0521 0 -13.84 3.995 0.18 892.3 1 36 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9992 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6739 -0.0262 0 -6.96 3.627 0.192 690.9 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9992 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.708 0.0079 0 2.10 4.538 0.176 400.5 7 27 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9991 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6858 -0.0143 0 -3.80 4.036 0.162 576.8 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9988 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.709 -1.9911 2 2.36 4.697 0.285 848.5 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9984 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6934 -2.0067 2 -1.78 4.841 0.262 982.6 1 36 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9984 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3765.6978 0.9977 -1.0034 -1.50 4.592 0.175 841.4 1 34 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9984 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6748 -1.0253 1 -6.72 4.487 0.296 663.1 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9982 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6946 -0.0055 0 -1.46 3.553 0.158 542.7 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9979 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6865 -1.0136 1 -3.61 4.491 0.282 560.3 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9977 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6724 -0.0277 0 -7.36 3.318 0.181 472.6 3 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9976 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.7005 0.0004 0 0.11 3.61 0.153 512.6 2 29 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9975 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6865 -0.0136 0 -3.61 3.519 0.143 645.3 1 29 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9972 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.708 0.0079 0 2.10 3.383 0.18 323.7 6 25 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9967 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6885 -2.0116 2 -3.08 4.964 0.222 885.2 1 36 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9967 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3765.7075 1.0074 -1.0034 1.08 4.272 0.156 818 1 34 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9965 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6856 -1.0145 1 -3.85 4.591 0.254 836.8 1 36 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9962 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.688 -0.0121 0 -3.21 3.334 0.135 813.1 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9962 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6807 -1.0194 1 -5.15 4.07 0.276 597.9 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9961 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.708 0.0079 0 2.10 3.451 0.152 405.6 4 25 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9953 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3764.6836 -0.0165 0 -4.38 3.791 0.069 542 1 42 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9953 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3796.6989 3796.688 -0.0109 0 -2.87 3.433 0.148 494.5 5 28 136 2 1 1 AGACANCAAIVLEGDIDM[147]DM[147]QQILSDEEVEDKNVR
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9952 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.688 -2.0121 2 -3.21 4.766 0.213 726.9 1 33 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9952 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6826 -1.0175 1 -4.65 4.557 0.24 565.8 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.995 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6892 -2.0109 2 -2.90 4.473 0.225 775.9 1 33 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9948 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3764.6931 -0.007 0 -1.86 3.545 0.093 970.1 2 40 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9947 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6836 -2.0165 2 -4.38 4.87 0.204 864.3 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9944 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6887 -0.0114 0 -3.03 3.471 0.107 740.8 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9939 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3762.7088 -1.9913 2 2.31 4.608 0.198 620.9 1 42 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9937 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6948 -2.0053 2 -1.41 4.358 0.22 863.9 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9937 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6895 -0.0106 0 -2.82 3.366 0.138 427.2 5 27 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9933 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6846 -0.0155 0 -4.12 3.026 0.129 408.5 1 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9929 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.708 0.0079 0 2.10 3.462 0.096 833.5 1 34 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9926 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.7041 0.004 0 1.06 3.085 0.145 507.4 4 27 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9913 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6875 -0.0126 0 -3.35 3.028 0.128 433.8 2 27 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9908 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6792 -0.0209 0 -5.55 3.594 0.075 634.2 1 29 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9907 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6782 -0.0219 0 -5.82 3.502 0.08 648.3 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9897 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3762.679 -2.0211 2 -5.60 3.75 0.18 688.8 1 40 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9894 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3763.6924 -1.0077 1 -2.05 3.642 0.201 704.4 1 42 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.988 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6819 -2.0182 2 -4.83 4.319 0.191 1172 1 40 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9876 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6978 -2.0023 2 -0.61 3.877 0.213 561.5 1 30 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9876 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3765.7881 1.088 -1.0034 22.49 4.441 0.083 744.4 1 33 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9846 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6817 -1.0184 1 -4.89 4.573 0.183 716.2 1 33 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.981 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.7115 0.0114 0 3.03 3.413 0.049 762.8 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.981 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6817 -1.0184 1 -4.89 4.587 0.172 795.3 1 34 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9798 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6934 -0.0067 0 -1.78 3.085 0.068 498.7 1 29 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9774 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6717 -2.0284 2 -7.54 3.921 0.194 590.1 2 30 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9764 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.7041 -0.996 1 1.06 3.774 0.217 539 2 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9716 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6631 -1.037 1 -9.83 4.173 0.186 487.7 2 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9649 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6704 -1.0297 1 -7.89 4.463 0.148 845.7 1 35 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.963 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.7295 0.0294 0 7.81 2.995 0.042 425.6 1 27 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9623 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.7012 0.0011 0 0.29 3.524 0.018 540.7 2 30 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9622 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6812 -1.0189 1 -5.02 3.559 0.194 534.5 1 30 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9619 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6841 -2.016 2 -4.25 3.809 0.162 645.3 1 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9619 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6739 -0.0262 0 -6.96 3.435 0.023 467.8 2 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9575 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6958 -1.0043 1 -1.14 4.507 0.149 557.4 2 30 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.956 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3762.6968 -2.0033 2 -0.88 3.619 0.166 938.6 1 36 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9525 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3763.6909 -1.0092 1 -2.44 3.581 0.182 642.1 4 40 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9484 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3763.6873 -1.0128 1 -3.40 3.887 0.206 546 9 37 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9473 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6817 -1.0184 1 -4.89 3.655 0.197 429.5 4 26 136 2 1 1



FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9461 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.7002 -0.9999 1 0.03 3.11 0.226 445.2 3 26 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.945 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3765.6729 0.9728 -1.0034 -8.11 3.893 0.036 534.4 1 29 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9361 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.6895 -0.0106 0 -2.82 3.082 0.034 455.2 5 26 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9331 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6958 -1.0043 1 -1.14 3.149 0.192 590.5 1 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9247 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6558 -1.0443 1 -11.77 3.929 0.15 595.4 2 31 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9237 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.708 0.0079 0 2.10 2.856 0.036 402.8 4 26 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9207 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3764.68 -0.0201 0 -5.34 2.86 0.028 499.7 3 28 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9188 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3764.7001 3762.6905 -2.0096 2 -2.55 3.783 0.08 760.1 1 45 204 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.913 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 3 3764.7001 3763.6787 -1.0214 1 -5.68 3.698 0.143 607.7 1 30 136 2 1 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9018 R AGACANCAAIVLEGDIDMDMQQILSDEEVEDKNVR L 4 3780.6995 3782.6909 1.9914 -2.0067 -4.05 4.617 0.18 841.3 2 42 204 2 1 1 AGACANCAAIVLEGDIDMDM[147]QQILSDEEVEDKNVR
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9619 L EGDIDMDMQQILSDEEVEDK N 2 2369.9816 2370.9702 0.9886 -1.0034 -6.22 2.819 0.331 394.7 2 14 38 1 0 1 EGDIDM[147]DM[147]QQILSDEEVEDK
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9999 D MQQILSDEEVEDK N 2 1562.7134 1562.7147 0.0013 0 0.83 4.011 0.445 1949 1 21 24 1 0 1
FER1_HALMAReview 1 Ferredoxin-1  fer1 rrnAC2526 129 27.1 8 177 0.9956 M QQILSDEEVEDK N 2 1431.6729 1431.6751 0.0022 0 1.54 2.444 0.363 261.2 1 13 22 1 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3295.5878 3295.5916 0.0038 0 1.15 5.754 0.527 1698 1 49 174 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K ADEYGFDYVR L 2 1233.5302 1233.5325 0.0023 0 1.86 2.963 0.317 1238 1 16 18 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K ADEYGFDYVR L 2 1233.5302 1233.531 0.0008 0 0.65 2.93 0.304 960.8 1 14 18 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K ADEYGFDYVR L 2 1233.5302 1233.5305 0.0003 0 0.24 3.039 0.371 1254 1 17 18 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K AGGIKLVESKEEAR E 3 1485.8151 1485.8168 0.0017 0 1.14 3.81 0.326 1471 1 28 52 2 2 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R AVEYAKEVEA - 2 1107.5448 1107.5451 0.0003 0 0.27 3.034 0.34 794.6 1 15 18 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9998 R AVEYAKEVEA - 2 1107.5448 1107.5452 0.0004 0 0.36 2.524 0.37 760.3 1 15 18 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 R AVEYAKEVEA - 2 1107.5448 1107.5458 0.001 0 0.90 2.442 0.371 533.2 1 13 18 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EAAEDIIGMDLK G 2 1303.6329 1303.6359 0.003 0 2.30 2.996 0.462 1389 1 19 22 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R EAAEDIIGMDLKGYHVSK V 3 1974.972 1974.9767 0.0047 0 2.38 2.717 0.355 765.5 1 29 68 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R EAAEDIIGMDLKGYHVSK V 3 1974.972 1974.9733 0.0013 0 0.66 2.898 0.336 950.9 1 31 68 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9994 R EAAEDIIGMDLKGYHVSK V 3 1974.972 1974.974 0.002 0 1.01 2.441 0.278 775.8 1 29 68 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EHIDPAFGMHPFQAR K 3 1751.8202 1751.8218 0.0016 0 0.91 2.533 0.336 1228 1 29 56 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EHIDPAFGMHPFQAR K 3 1751.8202 1751.8196 -0.0006 0 -0.34 2.483 0.427 987.2 1 27 56 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R EHIDPAFGMHPFQAR K 3 1751.8202 1751.8224 0.0022 0 1.26 2.518 0.315 1170 1 29 56 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9998 R EHIDPAFGMHPFQAR K 3 1751.8202 1751.82 -0.0002 0 -0.11 2.552 0.254 1022 1 28 56 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9902 R EHIDPAFGMHPFQAR K 3 1767.8196 1767.8172 -0.0024 0 -1.36 1.762 0.151 779.9 1 27 56 2 0 1 EHIDPAFGM[147]HPFQAR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9364 R EHIDPAFGMHPFQAR K 3 1767.8196 1767.8163 -0.0033 0 -1.87 1.711 0.048 912.9 1 27 56 2 0 1 EHIDPAFGM[147]HPFQAR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 R EHIDPAFGMHPFQARK V 4 1879.9151 1879.9212 0.0061 0 3.24 2.325 0.218 610.3 3 30 90 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2307.1533 0.015 0 6.50 4.926 0.565 2338 1 24 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2307.1428 0.0045 0 1.95 4.779 0.586 2167 1 25 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 3 2307.1383 2307.1411 0.0028 0 1.21 4.355 0.42 1816 1 32 76 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2308.1272 0.9889 -1.0034 -6.26 4.026 0.429 2115 1 23 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 3 2307.1383 2307.1389 0.0006 0 0.26 4.588 0.473 1388 1 29 76 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2307.1426 0.0043 0 1.86 4.617 0.564 2462 1 25 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 3 2307.1383 2307.1402 0.0019 0 0.82 3.978 0.491 1241 1 30 76 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2307.1421 0.0038 0 1.65 4.876 0.572 2268 1 24 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 3 2307.1383 2307.1387 0.0004 0 0.17 4.148 0.389 1314 1 28 76 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2308.1204 0.9821 -1.0034 -9.21 3.67 0.445 1859 1 22 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2307.1436 0.0053 0 2.30 3.739 0.176 1537 1 21 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R EVANDVASVLTTLYQLWDDR D 2 2307.1383 2307.1431 0.0048 0 2.08 3.542 0.176 1593 1 21 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2738.3936 0.0061 0 2.23 5.69 0.552 1127 1 35 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2739.3714 0.9839 -1.0034 -7.10 4.567 0.341 971.5 1 33 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R GDEVANGINQALEQFDEIPKPVTVR L 2 2738.3875 2738.4048 0.0173 0 6.32 3.246 0.415 549.9 1 17 48 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2739.3819 0.9944 -1.0034 -3.27 4.146 0.372 861.2 1 31 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R GDEVANGINQALEQFDEIPKPVTVR L 2 2738.3875 2738.4158 0.0283 0 10.33 3.416 0.309 501.7 1 16 48 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R GDEVANGINQALEQFDEIPKPVTVR L 2 2738.3875 2739.4053 1.0178 -1.0034 5.28 3.139 0.343 769.5 1 19 48 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9998 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2739.3726 0.9851 -1.0034 -6.66 3.547 0.265 435.4 1 27 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9995 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2739.3711 0.9836 -1.0034 -7.21 3.301 0.246 704.5 1 29 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9989 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2739.3748 0.9873 -1.0034 -5.86 3.058 0.227 630.9 1 29 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.977 R GDEVANGINQALEQFDEIPKPVTVR L 3 2738.3875 2739.3755 0.988 -1.0034 -5.61 2.905 0.142 374.4 21 23 96 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K GGVNIEEVAEEDPDAIAR E 2 1882.8908 1882.8944 0.0036 0 1.91 5.329 0.514 2650 1 25 34 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K GGVNIEEVAEEDPDAIAR E 2 1882.8908 1882.8932 0.0024 0 1.27 4.516 0.508 2060 1 23 34 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K GGVNIEEVAEEDPDAIAR E 2 1882.8908 1882.8924 0.0016 0 0.85 5.38 0.488 2407 1 24 34 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K GGVNIEEVAEEDPDAIAR E 2 1882.8908 1882.8952 0.0044 0 2.34 5.318 0.521 2640 1 25 34 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K GGVNIEEVAEEDPDAIAREHIDPAFGMHPFQAR K 4 3616.7005 3616.71 0.0095 0 2.63 3.808 0.247 1139 1 49 192 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K GGVNIEEVAEEDPDAIAREHIDPAFGMHPFQAR K 4 3616.7005 3616.7053 0.0048 0 1.33 3.385 0.252 728.1 1 40 192 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.998 K GGVNIEEVAEEDPDAIAREHIDPAFGMHPFQAR K 5 3616.7005 3616.7073 0.0068 0 1.88 2.647 0.122 1239 1 55 256 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9992 R GKAGGIKLVESKEEAR E 4 1670.9315 1670.9362 0.0047 0 2.81 3.047 0.304 746.8 2 30 90 2 3 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 3 2942.4484 2942.4585 0.0101 0 3.43 3.776 0.41 499.3 2 26 104 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 2 2942.4484 2943.4622 1.0138 -1.0034 3.55 5.037 0.588 1542 1 25 52 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 3 2942.4484 2942.4588 0.0104 0 3.53 3.292 0.335 577.8 2 27 104 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 3 2942.4484 2942.4527 0.0043 0 1.46 4.646 0.404 790.6 1 28 104 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 2 2942.4484 2942.4497 0.0013 0 0.44 4.938 0.551 1817 1 26 52 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 3 2942.4484 2942.4505 0.0021 0 0.71 4.201 0.372 563.5 6 25 104 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 2 2942.4484 2942.4492 0.0008 0 0.27 4.944 0.578 1495 1 25 52 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITR G 2 2942.4484 2942.4531 0.0047 0 1.60 4.918 0.598 1841 1 26 52 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9217 R IANALDMVFSDENVDSVVFNIFGGITR G 3 2942.4484 2944.418 1.9696 -2.0067 -12.61 2.612 0.08 538.3 5 24 104 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITRGDEVANGINQALEQFDE L 4 5662.8253 5663.8516 1.0263 -1.0034 4.05 4.288 0.415 864.3 1 56 306 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R IANALDMVFSDENVDSVVFNIFGGITRGDEVANGINQALEQFDE L 4 5662.8253 5663.813 0.9877 -1.0034 -2.76 5.421 0.43 573.2 1 50 306 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9993 R KVVYEAGVDREVANDVASVLTTLYQLWDDR D 4 3423.731 3424.731 1 -1.0034 -0.98 3.349 0.226 1196 1 39 174 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5972 0.0094 0 2.85 6.827 0.505 1360 1 39 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3311.5872 3311.5811 -0.0061 0 -1.84 5.437 0.41 1622 1 50 174 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 2 3295.5878 3297.6055 2.0177 -2.0067 3.34 4.42 0.513 1097 1 24 58 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3311.5872 3311.5794 -0.0078 0 -2.36 6.774 0.517 1574 1 47 174 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3296.5877 0.9999 -1.0034 -1.05 5.846 0.463 908.9 1 31 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3296.5818 0.994 -1.0034 -2.84 5.205 0.434 1215 1 37 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5972 0.0094 0 2.85 6.339 0.542 1424 1 39 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.6033 0.0155 0 4.70 6.935 0.53 1800 1 43 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3297.5779 1.9901 -2.0067 -5.04 6.101 0.544 1643 1 40 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3311.5872 3313.4759 1.8887 -1.0034 267.35 4.795 0.355 653.4 1 28 116 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3295.5878 3295.5977 0.0099 0 3.00 5.172 0.372 1905 1 50 174 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5957 0.0079 0 2.40 5.868 0.499 1291 1 38 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 2 3295.5878 3296.573 0.9852 -1.0034 -5.51 3.592 0.373 572.5 1 19 58 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 4 3295.5878 3295.5938 0.006 0 1.82 4.271 0.362 1212 1 41 174 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 2 3295.5878 3296.5991 1.0113 -1.0034 2.41 3.862 0.564 542.1 1 19 58 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3311.5872 3311.5908 0.0036 0 1.09 6.523 0.507 2172 1 44 116 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3311.5872 3311.5891 0.0019 0 0.57 4.476 0.246 774 1 31 116 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3311.5872 3311.5803 -0.0069 0 -2.08 6.682 0.518 1327 1 36 116 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3311.5872 3311.5874 0.0002 0 0.06 6.806 0.523 1614 1 39 116 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3311.5872 3311.5869 -0.0003 0 -0.09 6.625 0.494 1403 1 38 116 2 0 1 LAGTNAEEGM[147]EILNEDLVTVEHTLEDAVQR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3297.5882 2.0004 -2.0067 -1.91 5.114 0.386 1198 1 39 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5962 0.0084 0 2.55 3.708 0.175 655.4 1 30 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9994 R LAGTNAEEGMEILNEDLVTVEHTLEDAVQR A 3 3295.5878 3295.5977 0.0099 0 3.00 3.811 0.14 598.4 1 29 116 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9998 R LDGNVGIIGNGAGLVMTTLDLVDYYDGEPANFLDVGGGAK A 3 4025.9613 4026.9453 0.984 -1.0034 -4.81 3.638 0.31 496.6 5 27 156 2 0 1 LDGNVGIIGNGAGLVM[147]TTLDLVDYYDGEPANFLDVGGGAK
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9949 D PAFGMHPFQAR K 3 1257.6077 1257.6084 0.0007 0 0.56 2.708 0.315 805.3 1 23 40 1 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQK A 2 2201.9634 2201.9583 -0.0051 0 -2.32 4.558 0.598 2001 1 25 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQK A 2 2201.9634 2201.9607 -0.0027 0 -1.23 4.251 0.571 2333 1 26 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQK A 2 2217.9628 2217.9553 -0.0075 0 -3.38 4.608 0.543 2127 1 25 38 2 0 1 QPEIAEM[147]GEEAAEGDELEQK
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQK A 2 2201.9634 2201.9668 0.0034 0 1.54 4.699 0.592 2501 1 26 38 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQK A 3 2201.9634 2201.9585 -0.0049 0 -2.23 3.833 0.463 698.3 1 28 76 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQKADEYGFDYVR L 3 3417.483 3417.4824 -0.0006 0 -0.18 3.794 0.395 810.2 1 30 116 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQKADEYGFDYVR L 3 3417.483 3417.4798 -0.0032 0 -0.94 3.755 0.381 589.3 1 26 116 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 R QPEIAEMGEEAAEGDELEQKADEYGFDYVR L 3 3417.483 3417.4859 0.0029 0 0.85 3.302 0.354 1181 1 33 116 2 1 1



Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 R QPEIAEMGEEAAEGDELEQKADEYGFDYVR L 3 3417.483 3417.4756 -0.0074 0 -2.17 3.417 0.301 525.9 1 25 116 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 2 3684.841 3685.8457 1.0047 -1.0034 0.37 3.127 0.529 824.7 1 23 70 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 3 3684.841 3686.8579 2.0169 -2.0067 2.77 4.037 0.383 592.5 1 32 140 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 2 3684.841 3685.8653 1.0243 -1.0034 5.69 3.455 0.571 666.7 1 19 70 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 2 3684.841 3684.846 0.005 0 1.36 4.162 0.574 785.7 1 22 70 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 3 3684.841 3684.8518 0.0108 0 2.93 4.758 0.461 1293 1 42 140 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 2 3684.841 3684.8433 0.0023 0 0.62 4.483 0.6 1040 1 23 70 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIK A 2 3684.841 3684.8457 0.0047 0 1.28 4.31 0.464 811.9 1 22 70 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K QVFADAGIPTPASQLAETVDEAVDAAEEIGYPVAIKAQVHVGG G 4 4489.2765 4490.3008 1.0243 -1.0034 4.67 4.66 0.415 918.3 1 56 258 2 1 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.933 A SQLAETVDEAVDAAEEIGYPVAIK A 3 2517.2486 2517.2581 0.0095 0 3.77 3.091 0.209 886.7 1 30 92 1 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.189 -0.0043 0 -1.79 3.579 0.271 1031 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.2063 0.013 0 5.43 4.117 0.304 1338 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1968 1.0035 -1.0034 0.06 4.497 0.407 1246 1 28 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2005 1.0072 -1.0034 1.61 3.782 0.368 765.7 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2031 1.0098 -1.0034 2.69 4.497 0.399 1167 1 29 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2414.198 2.0053 -2.0067 -0.58 3.737 0.433 1001 1 33 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.208 2.0147 -2.0067 3.34 3.864 0.446 1311 1 28 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.1992 2.0059 -2.0067 -0.33 3.642 0.379 1166 1 25 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2414.198 2.0053 -2.0067 -0.58 5.809 0.513 1883 1 36 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2412.1885 -0.0042 0 -1.74 3.865 0.384 825.2 1 28 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 2 2396.1933 2396.2068 0.0135 0 5.63 4.225 0.555 2459 1 27 40 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.1992 0.0059 0 2.46 4.586 0.399 2186 1 36 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2413.1829 0.9902 -1.0034 -5.45 4.615 0.399 1646 1 32 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 2 2396.1933 2396.2005 0.0072 0 3.00 4.182 0.53 2021 1 25 40 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1953 1.002 -1.0034 -0.56 3.496 0.361 1271 1 28 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.2039 2.0106 -2.0067 1.63 3.689 0.37 1123 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.2061 0.0128 0 5.34 4.527 0.488 1447 1 28 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.2017 2.0084 -2.0067 0.71 4.748 0.391 954.7 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2413.208 1.0153 -1.0034 4.95 3.687 0.415 1184 1 28 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 1 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.188 -0.0053 0 -2.21 4.624 0.358 1213 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.208 2.0147 -2.0067 3.34 2.806 0.363 776.6 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.1968 2.0035 -2.0067 -1.34 3.684 0.288 931.8 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.1934 0.0001 0 0.04 3.907 0.191 1327 1 30 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2061 1.0128 -1.0034 3.94 2.868 0.338 785 1 24 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.208 2.0147 -2.0067 3.34 3.377 0.341 1015 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9999 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.218 1.0247 -1.0034 8.91 3.909 0.294 930.5 1 26 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9998 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1948 1.0015 -1.0034 -0.77 3.034 0.305 1150 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.188 0.9947 -1.0034 -3.61 3.053 0.271 1523 1 30 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1958 1.0025 -1.0034 -0.35 3.241 0.272 840.1 2 25 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2041 1.0108 -1.0034 3.11 2.903 0.284 900.8 1 24 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9997 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1944 1.0011 -1.0034 -0.94 3.4 0.275 726.5 5 24 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9995 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.2061 2.0128 -2.0067 2.55 3.679 0.215 1088 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9995 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2413.208 1.0153 -1.0034 4.95 3.065 0.251 816.1 1 25 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9995 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.1892 -0.0041 0 -1.71 2.812 0.214 848 2 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9994 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.2381 2.0448 -2.0067 15.90 3.01 0.257 544.7 1 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9994 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2056 1.0123 -1.0034 3.74 3.053 0.244 1157 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9994 K VLVEEAVDFVNELYVGVTMDR G 3 2412.1927 2413.1907 0.998 -1.0034 -2.22 3.443 0.218 707.4 1 30 80 2 0 1 VLVEEAVDFVNELYVGVTM[147]DR
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9994 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1958 1.0025 -1.0034 -0.35 3.052 0.257 709.3 2 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9993 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2024 1.0091 -1.0034 2.40 2.783 0.257 1319 1 29 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9991 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.188 0.9947 -1.0034 -3.61 3.3 0.205 1071 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9987 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.188 0.9947 -1.0034 -3.61 2.957 0.227 813.5 2 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9985 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.188 0.9947 -1.0034 -3.61 2.945 0.241 639.6 6 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9984 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.218 1.0247 -1.0034 8.91 3.337 0.201 801.4 4 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9969 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2171 1.0238 -1.0034 8.53 2.905 0.176 897.1 1 25 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9947 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.2024 0.0091 0 3.80 2.238 0.152 632.4 2 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9926 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.408 0.2147 0 89.60 2.311 0.185 380.1 45 21 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.992 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2398.1856 1.9923 -2.0067 -6.01 2.53 0.17 844.3 1 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9914 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1931 0.9998 -1.0034 -1.48 3.176 0.106 1074 1 27 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9908 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2056 1.0123 -1.0034 3.74 2.731 0.137 728.2 1 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9892 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.2154 1.0221 -1.0034 7.82 3.036 0.125 839.2 3 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9673 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1902 0.9969 -1.0034 -2.69 2.386 0.128 473.4 4 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9602 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.188 0.9947 -1.0034 -3.61 2.694 0.064 795.5 1 23 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9577 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.168 -0.0253 0 -10.56 2.551 0.027 758.3 6 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9535 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.198 0.0047 0 1.96 2.035 0.135 373.4 177 19 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.947 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.1995 1.0062 -1.0034 1.19 2.76 0.072 563.5 5 22 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9444 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2397.188 0.9947 -1.0034 -3.61 2.625 0.13 532.6 73 19 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9361 K VLVEEAVDFVNELYVGVTMDR G 3 2396.1933 2396.199 0.0057 0 2.38 2.21 0.084 346.1 97 20 80 2 0 1
Q5V4Q4_HALMA 1 Succinyl-CoA synthetase beta chain (EC 6.2.1.5)  sucC rrnAC0472 382 88 26 175 0.9977 K VLVEEAVDFVNELYVGVTMDRGEGRPVAMVSTK G 4 3608.8218 3609.8311 1.0093 -1.0034 1.65 3.575 0.169 923.9 1 41 192 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9998 K ISWADLMILAGNVAIESMGFK T 3 2281.1531 2282.1648 1.0117 -1.0034 3.66 3.91 0.231 1623 1 32 80 2 0 1 ISWADLMILAGNVAIESM[147]GFK
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R AISEVYGSADAEK K 2 1338.6303 1338.6312 0.0009 0 0.67 3.101 0.537 1256 1 19 24 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R AISEVYGSADAEK K 2 1338.6303 1338.6319 0.0016 0 1.20 3.428 0.58 1461 1 20 24 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R AISEVYGSADAEK K 2 1338.6303 1338.6315 0.0012 0 0.90 3.834 0.545 1439 1 20 24 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R AISEVYGSADAEKK L 2 1466.7253 1466.7244 -0.0009 0 -0.61 3.431 0.395 2037 1 22 26 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9963 D APSFDALKPK V 2 1072.5917 1072.5454 -0.0463 0 -43.17 2.185 0.401 384 1 14 18 1 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K AVNWGPEDEFETQER F 2 1805.7856 1805.7924 0.0068 0 3.77 4.323 0.461 1395 1 22 28 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R DPDYREVMETFQENPMEFGMNFAK A 3 2924.2455 2924.273 0.0275 0 9.40 5.561 0.408 2452 1 37 92 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9706 R DPDYREVMETFQENPMEFGMNFAK A 3 2924.2455 2924.2517 0.0062 0 2.12 2.752 0.071 714.4 1 29 92 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9996 R DTGEVKWEATR I 2 1290.6204 1290.6223 0.0019 0 1.47 2.927 0.29 908.7 1 16 20 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9983 R DTGEVKWEATR I 2 1290.6204 1290.6195 -0.0009 0 -0.70 2.809 0.213 1023 1 16 20 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R DVGPVEDDFDYAEEFQK L 2 2001.848 2001.854 0.006 0 3.00 5.327 0.559 1606 1 25 32 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R DVGPVEDDFDYAEEFQK L 2 2001.848 2001.8504 0.0024 0 1.20 3.961 0.571 1111 1 23 32 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R DVGPVEDDFDYAEEFQK L 2 2001.848 2001.8483 0.0003 0 0.15 5.232 0.511 1522 1 24 32 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R DVGPVEDDFDYAEEFQK L 2 2001.848 2001.8505 0.0025 0 1.25 4.792 0.35 1442 1 24 32 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R EVMETFQENPMEFGMNFAK A 2 2293.9738 2293.9693 -0.0045 0 -1.96 3.286 0.519 761 1 17 36 2 0 1 EVM[147]ETFQENPMEFGMNFAK
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R EVMETFQENPMEFGMNFAK A 2 2277.9744 2277.9685 -0.0059 0 -2.59 5.768 0.552 1950 1 24 36 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R EVMETFQENPMEFGMNFAK A 2 2277.9744 2277.9778 0.0034 0 1.49 5.329 0.567 1950 1 24 36 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R EVMETFQENPMEFGMNFAK A 2 2277.9744 2278.9453 0.9709 -1.0034 -14.25 4.853 0.485 1543 1 22 36 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9995 R FAPINSWPDNANLDK A 2 1700.8158 1700.8222 0.0064 0 3.76 4.308 0.452 915.8 1 22 28 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9989 R FAPINSWPDNANLDK A 2 1700.8158 1700.8178 0.002 0 1.18 3.747 0.487 974.1 1 23 28 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R FLGPEVPDEEMIWQDPLPDADYDLIGDEEIAELKEEILDSDLSVS T 3 5556.6797 5558.709 2.0293 -2.0067 4.07 5.693 0.555 910.5 1 37 192 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R FLGPEVPDEEMIWQDPLPDADYDLIGDEEIAELKEEILDSDLSVS T 3 5556.6797 5557.6782 0.9985 -1.0034 -0.87 4.026 0.382 815 1 34 192 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R FLGPEVPDEEMIWQDPLPDADYDLIGDEEIAELKEEILDSDLSVS T 4 5556.6797 5556.6988 0.0191 0 3.44 4.569 0.314 638.1 1 43 288 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K GGEMITSGIEGPWTQSPTEWDMGYINNLLDYEWEPEK G 3 4271.898 4271.8853 -0.0127 0 -2.97 4.552 0.427 866.2 1 35 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9998 K GLDRDTGEVKWEATR I 3 1731.854 1731.8443 -0.0097 0 -5.60 2.881 0.313 572.6 7 22 56 2 2 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9981 K GLDRDTGEVKWEATR I 3 1731.854 1731.8397 -0.0143 0 -8.26 2.411 0.228 552.2 2 24 56 2 2 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9929 K GLDRDTGEVKWEATR I 3 1731.854 1731.8377 -0.0163 0 -9.41 2.4 0.198 443.3 13 21 56 2 2 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K GPGGAWQWAPK S 2 1153.5669 1153.5696 0.0027 0 2.34 2.92 0.284 1356 1 16 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K GPGGAWQWAPK S 2 1153.5669 1153.5669 0 0 0.00 2.28 0.301 1132 1 15 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 R IDLIFGSNDR L 2 1148.5826 1149.5854 1.0028 -1.0034 -0.48 3.36 0.271 1066 1 17 18 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.999 R IDLIFGSNDR L 2 1148.5826 1149.5854 1.0028 -1.0034 -0.48 2.415 0.244 785.4 1 15 18 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9878 R IDLIFGSNDRLR A 3 1417.7677 1417.7685 0.0008 0 0.56 2.047 0.185 461.6 6 18 44 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.967 R IDLIFGSNDRLR A 3 1417.7677 1417.7691 0.0014 0 0.99 2.073 0.171 304.2 58 16 44 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2266.166 1.0123 -1.0034 3.95 5.683 0.517 2806 1 28 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 3 2265.1537 2265.1587 0.005 0 2.21 5.762 0.529 2458 1 40 80 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 3 2265.1537 2265.1619 0.0082 0 3.62 5.711 0.538 2980 1 42 80 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2266.1853 1.0316 -1.0034 12.47 5.579 0.531 2609 1 28 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2265.1594 0.0057 0 2.52 4.654 0.2 2281 1 24 40 2 0 1



CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2265.1594 0.0057 0 2.52 4.192 0.246 1980 1 24 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2265.159 0.0053 0 2.34 4.242 0.446 1696 1 23 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2267.1653 2.0116 -2.0067 2.16 5.397 0.403 2624 1 28 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K ISWADLMILAGNVAIESMGFK T 3 2265.1537 2266.1782 1.0245 -1.0034 9.34 5.249 0.553 1444 1 33 80 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9974 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2265.1509 -0.0028 0 -1.24 3.158 0.013 978.3 1 19 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9973 K ISWADLMILAGNVAIESMGFK T 3 2281.1531 2281.1494 -0.0037 0 -1.62 2.9 0.164 704.4 15 24 80 2 0 1 ISWADLMILAGNVAIESM[147]GFK
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9944 K ISWADLMILAGNVAIESMGFK T 2 2265.1537 2266.5655 1.4118 -1.0034 180.32 2.26 0.204 457.3 1 13 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K KLVHDFVDTWSK V 3 1473.7616 1473.7642 0.0026 0 1.76 3.476 0.35 1359 1 23 44 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K KLVHDFVDTWSK V 3 1473.7616 1473.7639 0.0023 0 1.56 3.486 0.351 1814 1 26 44 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K KLVHDFVDTWSK V 3 1473.7616 1473.7628 0.0012 0 0.81 3.866 0.405 1689 1 26 44 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R LEPQKNWEVNEPEQLETVLGTLENIQTEFNDSR S 3 3898.8861 3898.8892 0.0031 0 0.80 6.349 0.531 2388 1 43 128 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K LNLEILDQNAR D 2 1297.699 1297.6994 0.0004 0 0.31 3.438 0.339 1546 1 17 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K LNLEILDQNAR D 2 1297.699 1297.7002 0.0012 0 0.92 3.225 0.356 1610 1 17 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K LNLEILDQNAR D 2 1297.699 1297.7018 0.0028 0 2.16 3.467 0.328 1952 1 18 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K LNLEILDQNAR D 2 1297.699 1297.7002 0.0012 0 0.92 3.455 0.295 1585 1 17 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9998 K LNLEILDQNAR D 2 1297.699 1297.6997 0.0007 0 0.54 3.986 0.046 1675 2 17 20 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R LRLEPQKNWEVNEPEQLETVLGTLENIQTEFNDSR S 4 4168.0712 4168.0713 0.0001 0 0.02 5.95 0.351 4144 1 58 204 2 2 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 R LRLEPQKNWEVNEPEQLETVLGTLENIQTEFNDSR S 4 4168.0712 4170.0908 2.0196 -2.0067 3.09 5.128 0.3 2327 1 48 204 2 2 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K LVHDFVDTWSK V 3 1345.6666 1345.6685 0.0019 0 1.41 3.215 0.225 1105 2 24 40 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9506 R MAMNDKETAALIAGGHTFGK V 3 2061.9976 2061.9995 0.0019 0 0.92 3.529 0.112 1151 4 27 76 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 3 3303.5531 3303.5574 0.0043 0 1.30 4.684 0.431 1943 1 39 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 2 3303.5531 3303.5628 0.0097 0 2.94 4.632 0.505 1562 1 25 54 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 3 3303.5531 3303.5611 0.008 0 2.42 5.045 0.459 1908 1 39 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 3 3303.5531 3303.5545 0.0014 0 0.42 3.785 0.32 1748 1 36 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 3 3303.5531 3303.5537 0.0006 0 0.18 4.675 0.435 1202 1 35 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 2 3303.5531 3303.5598 0.0067 0 2.03 4.554 0.571 1485 1 25 54 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 2 3303.5531 3303.5542 0.0011 0 0.33 5.059 0.584 1766 1 26 54 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 2 3303.5531 3304.5655 1.0124 -1.0034 2.74 4.932 0.572 1731 1 26 54 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9749 K NWEVNEPEQLETVLGTLENIQTEFNDSR S 3 3303.5531 3303.5574 0.0043 0 1.30 3.251 0.001 481.1 3 24 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4059.0515 4059.0537 0.0022 0 0.54 7.213 0.595 2195 1 46 144 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4043.0625 0.0104 0 2.57 4.716 0.295 857.6 1 34 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4043.0742 0.0221 0 5.47 7.049 0.559 2528 1 47 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4059.0515 4059.051 -0.0005 0 -0.12 6.111 0.474 1842 1 48 216 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4059.0515 4061.051 1.9995 -2.0067 -1.77 5.483 0.496 2154 1 48 216 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4043.072 0.0199 0 4.92 7.132 0.603 2064 1 45 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4059.0515 4060.0567 1.0052 -1.0034 0.46 7.293 0.546 2303 1 46 144 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4059.0515 4060.0562 1.0047 -1.0034 0.33 4.786 0.356 1552 1 44 216 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4043.0521 4044.0579 1.0058 -1.0034 0.61 4.686 0.416 1279 1 46 216 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4059.0515 4061.0779 2.0264 -2.0067 4.85 7.258 0.616 1904 1 46 144 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4043.0521 4044.0357 0.9836 -1.0034 -4.88 5.559 0.422 1945 1 48 216 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4045.0581 2.006 -2.0067 -0.17 6.849 0.55 2261 1 46 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4059.0515 4059.0564 0.0049 0 1.21 7.318 0.555 2045 1 46 144 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4044.0479 0.9958 -1.0034 -1.87 5.667 0.454 1575 1 38 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4059.0515 4059.0503 -0.0012 0 -0.30 4.974 0.434 1661 1 43 216 2 0 1 NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGM[147]R
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4043.0603 0.0082 0 2.03 4.264 0.181 853.4 1 33 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9997 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4043.0521 4045.051 1.9989 -2.0067 -1.93 4.069 0.218 1363 1 42 216 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9996 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 5 4043.0521 4043.0725 0.0204 0 5.05 3.728 0.141 1456 1 52 288 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9986 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 4 4043.0521 4045.0457 1.9936 -2.0067 -3.24 3.867 0.236 792 10 35 216 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9972 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4043.0633 0.0112 0 2.77 3.462 0.083 735.5 1 32 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9293 R NYIQDDITRPAEEVLVDNADLLNLTASELTALIGGMR S 3 4043.0521 4044.0081 0.956 -1.0034 -11.71 2.808 0.115 301 95 22 144 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 D PLPDADYDLIGDEEIAELKEEILDSDLSVSQLVK T 3 3770.8877 3770.8828 -0.0049 0 -1.30 5.475 0.469 1455 1 44 132 1 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9983 K QTPMMLTTDIALKR D 3 1617.8582 1617.8581 -0.0001 0 -0.06 2.692 0.207 519.6 68 20 52 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9976 K QTPMMLTTDIALKR D 3 1617.8582 1617.8598 0.0016 0 0.99 2.034 0.185 828.2 1 26 52 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9856 K QTPMMLTTDIALKR D 3 1617.8582 1617.8604 0.0022 0 1.36 1.771 0.139 516.3 2 22 52 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9487 K QTPMMLTTDIALKR D 3 1617.8582 1617.8598 0.0016 0 0.99 2.106 0.04 654.7 6 25 52 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9993 R RLLLPIK Q 2 851.5956 851.5965 0.0009 0 1.06 2.196 0.162 616.4 2 12 12 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.999 R RLLLPIK Q 2 851.5956 851.5962 0.0006 0 0.70 2.335 0.132 520.5 4 11 12 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9965 R RLLLPIK Q 2 851.5956 851.5963 0.0007 0 0.82 2.07 0.102 609.2 3 12 12 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9944 R RLLLPIK Q 2 851.5956 851.5968 0.0012 0 1.41 2.117 0.033 619.5 1 12 12 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SDGTQVSLADLIVLGGNAAVEQAAANAGYDVEIPFEPGRVDAG V 4 5889.8973 5890.8823 0.985 -1.0034 -3.12 5.854 0.484 1442 1 65 342 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SDGTQVSLADLIVLGGNAAVEQAAANAGYDVEIPFEPGRVDAG V 5 5889.8973 5891.9136 2.0163 -2.0067 1.63 6.478 0.415 2262 1 78 456 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SDGTQVSLADLIVLGGNAAVEQAAANAGYDVEIPFEPGRVDAG V 4 5889.8973 5891.9307 2.0334 -2.0067 4.53 4.839 0.39 1110 1 63 342 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SDGTQVSLADLIVLGGNAAVEQAAANAGYDVEIPFEPGRVDAG V 5 5889.8973 5891.9136 2.0163 -2.0067 1.63 5.119 0.405 2524 1 80 456 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SDGTQVSLADLIVLGGNAAVEQAAANAGYDVEIPFEPGRVDAG V 5 5889.8973 5890.9009 1.0036 -1.0034 0.04 7.375 0.424 3585 1 92 456 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K SDLEELMTSSQDWWPADYGHYGPLFIR M 3 3228.4543 3228.4644 0.0101 0 3.13 4.783 0.422 1322 1 35 104 2 0 1 SDLEELM[147]TSSQDWWPADYGHYGPLFIR
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9986 K SDLEELMTSSQDWWPADYGHYGPLFIR M 3 3212.4549 3212.4617 0.0068 0 2.12 5.888 0.46 2864 1 48 104 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9983 K SDLEELMTSSQDWWPADYGHYGPLFIR M 2 3212.4549 3212.4649 0.01 0 3.11 3.482 0.459 862.5 1 22 52 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9966 K SDLEELMTSSQDWWPADYGHYGPLFIR M 3 3212.4549 3212.4575 0.0026 0 0.81 4.83 0.472 2254 1 41 104 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.995 K SDLEELMTSSQDWWPADYGHYGPLFIR M 3 3212.4549 3212.458 0.0031 0 0.96 4.434 0.44 2269 1 45 104 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K SEELKNSVPDAHDPDEK Q 3 1908.8701 1908.8717 0.0016 0 0.84 3.571 0.324 666.5 2 25 64 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9396 K SEELKNSVPDAHDPDEKQTPMMLTTDIALKR D 5 3508.7178 3508.7188 0.001 0 0.29 2.864 0.117 545.7 34 45 240 2 2 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5059.2735 0.0117 0 2.31 3.715 0.318 353.4 1 27 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5075.2612 5076.2754 1.0142 -1.0034 2.14 5.444 0.551 1159 1 41 176 2 0 1 SIGANYQDTDLGVFTDEPETLTNDFFVNLLDM[147]GTEWEPAADSEH
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5061.2779 2.0161 -2.0067 1.86 6.199 0.556 1131 1 41 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 4 5059.2618 5061.2906 2.0288 -2.0067 4.37 5.085 0.33 1350 1 48 264 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5075.2612 5077.2681 2.0069 -2.0067 0.04 5.412 0.569 1244 1 43 176 2 0 1 SIGANYQDTDLGVFTDEPETLTNDFFVNLLDM[147]GTEWEPAADSEH
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5061.2779 2.0161 -2.0067 1.86 6.022 0.606 964.8 1 39 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5059.2583 -0.0035 0 -0.69 5.527 0.512 1232 1 41 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5059.2705 0.0087 0 1.72 3.884 0.257 551.7 1 31 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5075.2612 5076.2754 1.0142 -1.0034 2.14 5.906 0.62 1089 1 37 176 2 0 1 SIGANYQDTDLGVFTDEPETLTNDFFVNLLDM[147]GTEWEPAADSEH
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 4 5059.2618 5060.2671 1.0053 -1.0034 0.39 5.341 0.315 1321 1 53 264 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5059.2686 0.0068 0 1.34 5.79 0.617 991.6 1 38 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 4 5059.2618 5060.2681 1.0063 -1.0034 0.58 5.012 0.356 605.2 8 38 264 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9997 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5059.271 0.0092 0 1.82 3.377 0.191 414.8 1 28 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9971 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 3 5059.2618 5059.2793 0.0175 0 3.46 3.386 0.087 280.9 1 27 176 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9797 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE Y 4 5059.2618 5061.2906 2.0288 -2.0067 4.37 3.258 0.03 677.4 1 38 264 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R SIGANYQDTDLGVFTDEPETLTNDFFVNLLDMGTEWEPAADSE G 4 5350.4201 5352.4107 1.9906 -2.0067 -3.01 5.239 0.436 2039 1 61 276 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9919 K SNQDWWPSK L 2 1146.5094 1146.5102 0.0008 0 0.70 2.164 0.032 1057 1 13 16 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K SNQDWWPSKLNLEILDQNAR D 3 2426.1978 2426.1992 0.0014 0 0.58 4.869 0.411 1952 1 33 76 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K SNQDWWPSKLNLEILDQNAR D 3 2426.1978 2426.2041 0.0063 0 2.60 5.394 0.329 1609 1 31 76 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K TAWASASTYR D 2 1112.525 1112.5252 0.0002 0 0.18 2.494 0.264 1487 1 17 18 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K TAWASASTYR D 2 1112.525 1112.5249 -0.0001 0 -0.09 2.463 0.281 1263 1 17 18 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K TAWASASTYR D 2 1112.525 1112.526 0.001 0 0.90 2.567 0.27 1375 1 17 18 2 0 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K TAWASASTYRDSDK R 2 1557.7059 1557.7039 -0.002 0 -1.28 3.282 0.374 853.8 1 16 26 2 1 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9998 K TAWASASTYRDSDK R 2 1557.7059 1557.7146 0.0087 0 5.59 2.945 0.374 884.2 1 16 26 2 1 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.904 K TAWASASTYRDSDKR G 2 1713.807 1713.8107 0.0037 0 2.16 2.128 0.18 206.3 20 12 28 2 1 2 Q5V0S5_HALMA ; 
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K TFGYAGGREDAFEEDK A 2 1790.7747 1790.7769 0.0022 0 1.23 4.221 0.403 1720 1 22 30 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9999 K TFGYAGGREDAFEEDK A 2 1790.7747 1790.7747 0 0 0.00 3.341 0.357 693.8 1 16 30 2 1 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R VDAGPEHTDAPSFDALKPK V 3 1993.9745 1993.9788 0.0043 0 2.16 4.516 0.446 1568 1 38 72 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R VDAGPEHTDAPSFDALKPK V 3 1993.9745 1993.976 0.0015 0 0.75 5.537 0.452 1729 1 40 72 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R VDAGPEHTDAPSFDALKPK V 3 1993.9745 1993.9762 0.0017 0 0.85 4.442 0.433 1536 1 37 72 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 R VDAGPEHTDAPSFDALKPK V 3 1993.9745 1993.9782 0.0037 0 1.86 4.915 0.409 1494 1 36 72 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.999 R VDAGPEHTDAPSFDALKPK V 4 1993.9745 1993.9771 0.0026 0 1.30 1.769 0.154 562.9 2 36 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9959 R VDAGPEHTDAPSFDALKPK V 4 1993.9745 1993.9774 0.0029 0 1.45 1.935 0.12 424.7 5 33 108 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K VHGADDPEENLGPEPEAAPIEQQGLGWQNK N 3 3224.501 3224.503 0.002 0 0.62 6.339 0.554 2199 1 42 116 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K VHGADDPEENLGPEPEAAPIEQQGLGWQNK N 2 3224.501 3225.5313 1.0303 -1.0034 8.36 3.711 0.524 826 1 21 58 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K VHGADDPEENLGPEPEAAPIEQQGLGWQNK N 3 3224.501 3224.4998 -0.0012 0 -0.37 6.147 0.485 3047 1 48 116 2 0 1



CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K VHGADDPEENLGPEPEAAPIEQQGLGWQNK N 3 3224.501 3224.5115 0.0105 0 3.26 6.066 0.501 2197 1 43 116 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 1 K VHGADDPEENLGPEPEAAPIEQQGLGWQNK N 3 3224.501 3224.5034 0.0024 0 0.74 6.725 0.534 2957 1 46 116 2 0 1
CATA_HALMAReview 1 Peroxidase\catalase (EC 1.11.1.6) (Catalase-peroxidase)  perA rrnAC1171 731 81.4 46 162 0.9931 K VHGADDPEENLGPEPEAAPIEQQGLGWQNK N 3 3224.501 3224.5069 0.0059 0 1.83 3.243 0.052 835.7 1 29 116 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2256.0984 2256.1006 0.0022 0 0.98 5.05 0.567 1741 1 25 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R AAMDELELENGDYIVLEGK Q 2 2107.9983 2108.0049 0.0066 0 3.13 4.691 0.453 2631 1 25 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R AAMDELELENGDYIVLEGK Q 2 2107.9983 2108.0061 0.0078 0 3.70 4.875 0.45 2845 1 26 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R AAMDELELENGDYIVLEGK Q 2 2123.9977 2123.9934 -0.0043 0 -2.02 5.318 0.452 2152 1 23 36 2 0 1 AAM[147]DELELENGDYIVLEGK
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K ADVNPATSVTVALPQNLR V 2 1865.0006 1866.0054 1.0048 -1.0034 0.78 4.727 0.494 1531 1 25 34 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K ADVNPATSVTVALPQNLR V 2 1865.0006 1865.0054 0.0048 0 2.57 3.205 0.363 1042 1 19 34 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K ADVNPATSVTVALPQNLR V 2 1865.0006 1866.0054 1.0048 -1.0034 0.78 4.609 0.515 1563 1 25 34 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 K ADVNPATSVTVALPQNLR V 2 1865.0006 1866.0054 1.0048 -1.0034 0.78 3.7 0.318 993.6 1 21 34 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R AIFQVHTR D 2 970.5348 970.5368 0.002 0 2.06 2.154 0.272 556.8 1 12 14 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9766 R AIFQVHTR D 2 970.5348 971.5402 1.0054 -1.0034 2.11 1.982 0.174 333.9 12 10 14 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K ARENAPTVVFFDEIDSIAGER G 3 2335.1444 2335.1458 0.0014 0 0.60 3.886 0.308 2122 1 34 80 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K ARENAPTVVFFDEIDSIAGER G 3 2335.1444 2335.1448 0.0004 0 0.17 3.691 0.359 2033 1 34 80 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 K ARENAPTVVFFDEIDSIAGER G 3 2335.1444 2335.146 0.0016 0 0.69 3.5 0.31 1690 1 33 80 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9995 K ARENAPTVVFFDEIDSIAGER G 3 2335.1444 2335.145 0.0006 0 0.26 3.098 0.24 1225 1 27 80 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEAQSNFISVK G 2 1476.7572 1476.7597 0.0025 0 1.69 3.639 0.48 2060 1 20 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEAQSNFISVK G 2 1476.7572 1476.7577 0.0005 0 0.34 3.724 0.537 2086 1 21 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEAQSNFISVK G 2 1476.7572 1476.7578 0.0006 0 0.41 3.551 0.526 2436 1 22 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEAQSNFISVK G 2 1476.7572 1476.7575 0.0003 0 0.20 3.531 0.527 1978 1 20 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2256.0984 2256.1052 0.0068 0 3.01 4.378 0.576 1745 1 25 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2256.0984 2256.1065 0.0081 0 3.59 4.566 0.431 1727 1 25 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2256.0984 2256.1021 0.0037 0 1.64 3.458 0.534 943.2 1 19 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2256.0984 2256.1023 0.0039 0 1.73 4.884 0.569 2057 1 27 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2272.0978 2272.0974 -0.0004 0 -0.18 4.272 0.469 1750 1 25 40 2 0 1 AVANEIDAYFTTISGPEIM[147]SK
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K AVANEIDAYFTTISGPEIMSK Y 2 2272.0978 2272.0967 -0.0011 0 -0.48 4.508 0.472 1644 1 25 40 2 0 1 AVANEIDAYFTTISGPEIM[147]SK
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R DKPLADGVDLDELASR T 3 1712.8581 1712.8598 0.0017 0 0.99 3.865 0.23 1467 1 29 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R DKPLADGVDLDELASR T 3 1712.8581 1712.8605 0.0024 0 1.40 3.58 0.297 1121 1 28 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R DKPLADGVDLDELASR T 3 1712.8581 1712.8581 0 0 0.00 3.459 0.308 1226 1 29 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R DKPLADGVDLDELASR T 2 1712.8581 1712.8654 0.0073 0 4.26 4.009 0.529 1961 1 23 30 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R DKPLADGVDLDELASR T 2 1712.8581 1712.8606 0.0025 0 1.46 3.929 0.514 1732 1 22 30 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R DKPLADGVDLDELASR T 3 1712.8581 1712.8612 0.0031 0 1.81 3.848 0.303 1592 1 30 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EFINSVDPEDIGDSVSNVR V 2 2090.9756 2090.9739 -0.0017 0 -0.81 4.542 0.554 1504 1 24 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EFINSVDPEDIGDSVSNVR V 2 2090.9756 2090.9705 -0.0051 0 -2.44 4.731 0.491 1319 1 23 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EFINSVDPEDIGDSVSNVR V 2 2090.9756 2090.9793 0.0037 0 1.77 5.106 0.594 1471 1 24 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9947 R EFINSVDPEDIGDSVSNVR V 2 2090.9756 2091.0674 0.0918 0 43.90 2.405 0.132 265.8 10 15 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R EIEIGVPDKK G 2 1126.6234 1126.6244 0.001 0 0.89 2.436 0.306 416.7 7 13 18 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9996 R EIEIGVPDKK G 2 1126.6234 1126.6237 0.0003 0 0.27 2.548 0.195 450.9 4 14 18 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9976 R EIEIGVPDKK G 2 1126.6234 1126.6243 0.0009 0 0.80 2.398 0.213 215.4 159 11 18 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R EMIELPMRHPELFQQLGIEPPKGVLLHGPPGTGK T 5 3744.9847 3744.989 0.0043 0 1.15 3.511 0.262 1560 1 55 264 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ENAPTVVFFDEIDSIAGER G 2 2108.0062 2109.0054 0.9992 -1.0034 -1.97 4.758 0.564 1702 1 25 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ENAPTVVFFDEIDSIAGER G 2 2108.0062 2109.0054 0.9992 -1.0034 -1.97 5.446 0.535 1887 1 26 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ENAPTVVFFDEIDSIAGER G 2 2108.0062 2108.011 0.0048 0 2.28 4.376 0.54 1440 1 24 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9988 R ENAPTVVFFDEIDSIAGER G 2 2108.0062 2108.0115 0.0053 0 2.51 3.132 0.065 486 1 15 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9725 R ERYDEIEQRFDR A 3 1654.7699 1654.7704 0.0005 0 0.30 2.071 0.136 540 5 17 44 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ETIQWPLEYEDVFESMDLEAAK G 2 2642.2098 2642.2251 0.0153 0 5.79 4.566 0.57 1024 1 24 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ETIQWPLEYEDVFESMDLEAAK G 2 2642.2098 2642.2183 0.0085 0 3.22 4.198 0.417 912.1 1 23 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ETIQWPLEYEDVFESMDLEAAK G 2 2642.2098 2642.2234 0.0136 0 5.15 4.023 0.442 518.8 1 21 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ETIQWPLEYEDVFESMDLEAAK G 2 2642.2098 2642.2134 0.0036 0 1.36 4.649 0.575 1164 1 25 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ETIQWPLEYEDVFESMDLEAAK G 2 2642.2098 2642.2085 -0.0013 0 -0.49 4.633 0.573 1085 1 25 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R ETIQWPLEYEDVFESMDLEAAK G 2 2642.2098 2642.2156 0.0058 0 2.20 4.608 0.578 1092 1 25 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EVFDEASENAPAIVFIDEIDSIAPK R 3 2718.3276 2718.3316 0.004 0 1.47 4.808 0.439 985.6 1 35 96 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EVFVEVPDVTWDSVGGLEDTK E 2 2320.111 2320.1179 0.0069 0 2.97 6.122 0.568 1849 1 31 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EVFVEVPDVTWDSVGGLEDTK E 2 2320.111 2320.1187 0.0077 0 3.32 5.894 0.605 1553 1 30 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EVFVEVPDVTWDSVGGLEDTK E 2 2320.111 2320.1172 0.0062 0 2.67 4.749 0.424 926.6 1 23 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R EVFVEVPDVTWDSVGGLEDTK E 2 2320.111 2320.1128 0.0018 0 0.78 5.49 0.599 1600 1 30 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9996 R EVFVEVPDVTWDSVGGLEDTK E 2 2320.111 2320.1123 0.0013 0 0.56 3.858 0.06 540.3 1 20 40 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9985 R EVFVEVPDVTWDSVGGLEDTKER L 2 2605.2547 2605.2686 0.0139 0 5.34 2.794 0.292 291.7 3 15 44 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9908 R EVFVEVPDVTWDSVGGLEDTKER L 3 2605.2547 2605.2569 0.0022 0 0.84 2.685 0.135 445.9 1 27 88 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9648 R EVFVEVPDVTWDSVGGLEDTKER L 3 2605.2547 2605.2593 0.0046 0 1.77 2.201 0.109 649.8 1 31 88 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9998 R FDRAEPGVTDESTASR T 3 1736.7965 1736.7984 0.0019 0 1.09 3.19 0.251 998.2 1 26 60 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9997 R FDRAEPGVTDESTASR T 3 1736.7965 1736.8014 0.0049 0 2.82 3.53 0.227 927.1 2 23 60 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9996 R FDRAEPGVTDESTASR T 3 1736.7965 1736.8 0.0035 0 2.02 3.218 0.228 1724 1 28 60 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9935 R FDRAEPGVTDESTASR T 3 1736.7965 1737.7997 1.0032 -1.0034 -0.09 3.654 0.125 2105 1 30 60 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9997 K FVGESEKGVREVFSK A 3 1696.8784 1696.8805 0.0021 0 1.24 2.549 0.291 421.9 1 25 56 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R GMPLSEEINIENYAENTHGFVGADLATLTK E 3 3249.5544 3250.565 1.0106 -1.0034 2.23 4.534 0.482 804.8 1 38 116 2 0 1 GM[147]PLSEEINIENYAENTHGFVGADLATLTK
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R GMPLSEEINIENYAENTHGFVGADLATLTK E 3 3233.555 3233.5625 0.0075 0 2.32 5.981 0.591 1229 1 45 116 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R GMPLSEEINIENYAENTHGFVGADLATLTK E 3 3233.555 3233.5698 0.0148 0 4.58 4.909 0.526 1221 1 44 116 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R GMPLSEEINIENYAENTHGFVGADLATLTK E 3 3233.555 3233.5557 0.0007 0 0.22 5.388 0.49 1214 1 44 116 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R GMPLSEEINIENYAENTHGFVGADLATLTK E 3 3249.5544 3250.5681 1.0137 -1.0034 3.19 5.214 0.551 765.4 1 39 116 2 0 1 GM[147]PLSEEINIENYAENTHGFVGADLATLTK
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R GMPLSEEINIENYAENTHGFVGADLATLTK E 3 3233.555 3233.5659 0.0109 0 3.37 5.019 0.496 1054 1 42 116 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9998 R GQVIVIGATNRVDDIDPALR R 3 2121.1542 2121.1533 -0.0009 0 -0.42 3.522 0.242 1166 1 27 76 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9362 K GVLLHGPPGTGKTLMAK A 3 1675.9443 1675.9435 -0.0008 0 -0.48 2.994 0.267 971.6 2 26 64 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9988 R HPELFQQLGIEPPK G 2 1631.8671 1631.8701 0.003 0 1.84 3.624 0.476 391.7 1 17 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9841 R HPELFQQLGIEPPKGVLLHGPPGTGK T 4 2745.4966 2745.513 0.0164 0 5.97 2.84 0.106 492 10 35 150 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9991 R HVHVPVPDEEAR R 3 1383.6895 1383.4281 -0.2614 0 -188.92 2.531 0.164 597.8 1 22 44 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9986 R HVHVPVPDEEAR R 3 1383.6895 1383.6922 0.0027 0 1.95 2.878 0.11 1349 1 28 44 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9974 R HVHVPVPDEEAR R 3 1383.6895 1383.6981 0.0086 0 6.22 2.48 0.119 971.5 1 23 44 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9442 R HVHVPVPDEEAR R 3 1383.6895 1383.4281 -0.2614 0 -188.92 1.984 0.059 286.4 15 19 44 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R HVHVPVPDEEARR A 3 1539.7906 1539.7902 -0.0004 0 -0.26 2.457 0.275 681.4 1 23 48 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9995 R IDGQLRQEANVGIDDPVNIEK A 3 2322.1815 2322.1878 0.0063 0 2.71 3.91 0.19 1177 1 28 80 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R IRPELDLESDEIDAEVLER L 3 2240.1172 2241.128 1.0108 -1.0034 3.33 4.512 0.396 1864 1 33 72 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R IRPELDLESDEIDAEVLER L 2 2240.1172 2240.117 -0.0002 0 -0.09 5.504 0.559 1861 1 26 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R IRPELDLESDEIDAEVLER L 2 2240.1172 2240.1221 0.0049 0 2.19 5.484 0.541 2177 1 27 36 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R IRPELDLESDEIDAEVLER L 3 2240.1172 2240.1233 0.0061 0 2.72 4.73 0.322 2557 1 35 72 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R IRPELDLESDEIDAEVLER L 3 2240.1172 2240.1194 0.0022 0 0.98 4.199 0.177 2123 1 34 72 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R IRPELDLESDEIDAEVLERLEISDKDFR E 4 3343.6783 3344.6909 1.0126 -1.0034 2.77 4.988 0.304 880.1 1 44 162 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R IRPELDLESDEIDAEVLERLEISDKDFR E 4 3343.6783 3345.6909 2.0126 -2.0067 1.76 5.729 0.328 748.1 1 43 162 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9996 R IRPELDLESDEIDAEVLERLEISDKDFR E 5 3343.6783 3344.6636 0.9853 -1.0034 -5.40 3.411 0.217 1431 1 53 216 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9987 R IRPELDLESDEIDAEVLERLEISDKDFR E 5 3343.6783 3343.6809 0.0026 0 0.78 2.928 0.129 1525 1 55 216 2 2 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9488 R LEISDKDFR E 2 1121.5717 1121.5713 -0.0004 0 -0.36 1.755 0.175 474 1 12 16 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9485 R LEISDKDFR E 2 1121.5717 1121.5719 0.0002 0 0.18 1.877 0.145 558.2 1 13 16 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R LRETIQWPLEYEDVFESMDLEAAK G 3 2911.3949 2911.3955 0.0006 0 0.21 6.556 0.565 3560 1 44 92 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R LRETIQWPLEYEDVFESMDLEAAK G 3 2911.3949 2911.3994 0.0045 0 1.55 6.119 0.551 3354 1 42 92 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R LRETIQWPLEYEDVFESMDLEAAK G 3 2911.3949 2911.3999 0.005 0 1.72 6.615 0.574 3895 1 46 92 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R LRETIQWPLEYEDVFESMDLEAAK G 3 2911.3949 2911.4011 0.0062 0 2.13 6.576 0.538 4272 1 46 92 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R NNLSGQAVTQGQTVPVSFGLGPLSSMSGQK I 2 2988.4975 2990.4981 2.0006 -2.0067 -2.04 4.07 0.498 417.3 1 21 58 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 D PEDIGDSVSNVR V 2 1286.6102 1286.6093 -0.0009 0 -0.70 3.79 0.422 1740 1 20 22 1 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9987 D PEDIGDSVSNVR V 2 1286.6102 1286.6094 -0.0008 0 -0.62 3.226 0.336 1054 1 18 22 1 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9984 D PEDIGDSVSNVR V 2 1286.6102 1286.6078 -0.0024 0 -1.87 3.402 0.3 1613 1 19 22 1 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R QEANVGIDDPVNIEK A 2 1639.8053 1639.8053 0 0 0.00 3.611 0.402 1408 1 23 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R QEANVGIDDPVNIEK A 2 1639.8053 1639.8053 0 0 0.00 3.376 0.466 1186 1 21 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R QEANVGIDDPVNIEK A 2 1639.8053 1639.8075 0.0022 0 1.34 3.447 0.484 1381 1 22 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R RVVAQLLSLMDGLEER G 2 1827.9876 1827.997 0.0094 0 5.14 4.175 0.499 1111 1 24 30 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R RVVAQLLSLMDGLEER G 2 1827.9876 1827.9942 0.0066 0 3.61 3.877 0.342 1127 1 25 30 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R RVVAQLLSLMDGLEER G 3 1827.9876 1827.995 0.0074 0 4.05 4.098 0.38 1197 1 26 60 2 0 1



Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R RVVAQLLSLMDGLEER G 3 1827.9876 1827.9965 0.0089 0 4.87 3.981 0.482 1694 1 32 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R RVVAQLLSLMDGLEER G 3 1827.9876 1827.9911 0.0035 0 1.91 4.138 0.44 1764 1 33 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R RVVAQLLSLMDGLEER G 3 1827.9876 1827.9907 0.0031 0 1.70 4.75 0.493 2004 1 32 60 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 R RVVAQLLSLMDGLEER G 2 1827.9876 1827.9896 0.002 0 1.09 2.87 0.323 299.3 3 15 30 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R TDGYVGADIEAVAR E 2 1435.6943 1435.697 0.0027 0 1.88 4.151 0.484 1513 1 23 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R TDGYVGADIEAVAR E 2 1435.6943 1435.6968 0.0025 0 1.74 4.01 0.556 1480 1 23 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R TDGYVGADIEAVAR E 2 1435.6943 1435.6961 0.0018 0 1.25 3.845 0.563 1411 1 23 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R TDGYVGADIEAVAR E 2 1435.6943 1435.6968 0.0025 0 1.74 3.794 0.587 1500 1 23 26 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9996 R VDDIDPALR R 2 1012.5189 1013.5254 1.0065 -1.0034 3.11 2.549 0.288 946.8 2 14 16 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 3 2486.1428 2486.1397 -0.0031 0 -1.25 4.564 0.286 1437 1 37 84 2 0 1 VTM[147]DHFEHALSEVGPSVTEETR
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 3 2470.1434 2470.1455 0.0021 0 0.85 4.706 0.304 1788 1 38 84 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 3 2470.1434 2470.1465 0.0031 0 1.25 4.575 0.31 1639 1 37 84 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 3 2486.1428 2486.1372 -0.0056 0 -2.25 5.151 0.342 1889 1 40 84 2 0 1 VTM[147]DHFEHALSEVGPSVTEETR
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 2 2470.1434 2470.1453 0.0019 0 0.77 4.395 0.558 2377 1 26 42 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 3 2470.1434 2470.1529 0.0095 0 3.85 5.634 0.188 1834 1 39 84 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VTMDHFEHALSEVGPSVTEETR E 3 2470.1434 2470.1465 0.0031 0 1.25 4.891 0.355 1800 1 37 84 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9992 R VTMDHFEHALSEVGPSVTEETR E 4 2470.1434 2470.1465 0.0031 0 1.25 3.34 0.19 609.6 7 35 126 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVAQLLSLMDGLEER G 2 1671.8865 1671.8865 0 0 0.00 4.67 0.49 2564 1 23 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVAQLLSLMDGLEER G 2 1671.8865 1671.8913 0.0048 0 2.87 3.829 0.265 2216 1 21 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVAQLLSLMDGLEER G 2 1671.8865 1671.8913 0.0048 0 2.87 3.783 0.519 1962 1 22 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVAQLLSLMDGLEER G 2 1671.8865 1671.8899 0.0034 0 2.03 3.887 0.539 2450 1 23 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVAQLLSLMDGLEER G 2 1671.8865 1669.8506 -2.0359 2 -21.47 4.857 0.442 2340 1 22 28 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9842 R VVAQLLSLMDGLEER G 3 1671.8865 1671.8919 0.0054 0 3.23 3.277 0.339 652.4 5 24 56 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGR L 5 4275.242 4275.252 0.01 0 2.34 4.12 0.296 1523 1 61 304 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGR L 5 4275.242 4276.2447 1.0027 -1.0034 -0.15 3.688 0.305 1228 1 56 304 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGR L 5 4275.242 4277.2637 2.0217 -2.0067 3.51 3.598 0.301 943.2 1 57 304 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGR L 5 4275.242 4275.252 0.01 0 2.34 4.022 0.396 1572 1 60 304 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGRLDR H 5 4659.4541 4659.4849 0.0308 0 6.61 5.399 0.414 1827 1 66 328 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9975 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGRLDR H 4 4659.4541 4661.4907 2.0366 -2.0067 6.42 3.359 0.164 781.6 1 39 246 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9897 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGRLDR H 5 4659.4541 4660.4634 1.0093 -1.0034 1.28 3.701 0.059 1283 1 58 328 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.931 R VVSQLLTELDGIEDMENVVVVATTNRPDLIDDALLRPGRLDR H 4 4659.4541 4661.4507 1.9966 -2.0067 -2.17 2.617 0.013 1028 1 44 246 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K YYGESEEQLR E 2 1272.5622 1272.564 0.0018 0 1.41 3.01 0.395 662.3 1 15 18 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 0.9999 K YYGESEEQLR E 2 1272.5622 1272.563 0.0008 0 0.63 2.938 0.245 667.3 2 15 18 2 0 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K YYGESEEQLREVFDEASENAPAIVFIDEIDSIAPK R 3 3972.8793 3972.8823 0.003 0 0.76 6.404 0.519 2493 1 50 136 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K YYGESEEQLREVFDEASENAPAIVFIDEIDSIAPK R 3 3972.8793 3972.8892 0.0099 0 2.49 5.163 0.542 1620 1 41 136 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K YYGESEEQLREVFDEASENAPAIVFIDEIDSIAPK R 3 3972.8793 3972.8914 0.0121 0 3.05 5.11 0.354 1684 1 47 136 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K YYGESEEQLREVFDEASENAPAIVFIDEIDSIAPK R 3 3972.8793 3973.898 1.0187 -1.0034 3.86 5.651 0.442 2010 1 47 136 2 1 1
Q5V3X3_HALMA 1 Cell division control protein 48  cdc48b rrnAC0792 757 72.1 46 148 1 K YYGESEEQLREVFDEASENAPAIVFIDEIDSIAPK R 3 3972.8793 3972.887 0.0077 0 1.94 6.002 0.514 2911 1 53 136 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K DAIAGSTVSSEEMTPFESIEHISEPVITK S 3 3103.4907 3103.4971 0.0064 0 2.06 4.952 0.546 1185 1 38 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R ASWNTENAGFQVLADNLQPDK I 2 2317.0975 2317.1006 0.0031 0 1.34 4.431 0.581 2189 1 26 40 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R ASWNTENAGFQVLADNLQPDKISEIR E 3 2915.4413 2915.4461 0.0048 0 1.65 5.739 0.479 1374 1 36 100 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R ASWNTENAGFQVLADNLQPDKISEIR E 3 2915.4413 2915.4512 0.0099 0 3.40 5.471 0.479 1367 1 37 100 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R ASWNTENAGFQVLADNLQPDKISEIR E 3 2915.4413 2915.4502 0.0089 0 3.05 4.141 0.484 1400 1 37 100 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9965 R ASWNTENAGFQVLADNLQPDKISEIR E 3 2915.4413 2916.458 1.0167 -1.0034 4.58 3.628 0.201 765.2 2 30 100 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R ASWNTENAGFQVLADNLQPDKISEIRER K 4 3200.585 3200.5972 0.0122 0 3.81 3.374 0.367 1091 1 44 162 2 2 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R ASWNTENAGFQVLADNLQPDKISEIRER K 4 3200.585 3200.5904 0.0054 0 1.69 3.07 0.307 1277 1 43 162 2 2 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2455.2673 2455.2776 0.0103 0 4.20 5.046 0.613 1882 1 29 46 2 0 1 AVDGALVVVDAVEGAM[147]PQTETVLR
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2439.2679 2439.2818 0.0139 0 5.70 4.915 0.442 1102 1 26 46 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2439.2679 2439.2805 0.0126 0 5.17 4.812 0.602 1166 1 25 46 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2439.2679 2439.2725 0.0046 0 1.89 4.201 0.606 846.6 1 23 46 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2439.2679 2439.2764 0.0085 0 3.48 4.602 0.558 1463 1 28 46 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2455.2673 2455.283 0.0157 0 6.39 4.666 0.599 1578 1 27 46 2 0 1 AVDGALVVVDAVEGAM[147]PQTETVLR
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R AVDGALVVVDAVEGAMPQTETVLR Q 3 2439.2679 2439.2769 0.009 0 3.69 3.215 0.284 640.9 1 29 92 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9998 R AVDGALVVVDAVEGAMPQTETVLR Q 2 2439.2679 2439.2774 0.0095 0 3.89 2.599 0.292 248.1 5 12 46 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K DAIAGSTVSSEEMTPFESIEHISEPVITK S 3 3119.4901 3121.4781 1.988 -2.0067 -5.99 4.562 0.503 662.3 1 31 112 2 0 1 DAIAGSTVSSEEM[147]TPFESIEHISEPVITK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K DAIAGSTVSSEEMTPFESIEHISEPVITK S 2 3103.4907 3104.5054 1.0147 -1.0034 3.66 3.317 0.524 341.1 1 17 56 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K DAIAGSTVSSEEMTPFESIEHISEPVITK S 3 3103.4907 3103.4951 0.0044 0 1.42 5.005 0.518 1055 1 37 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K DAIAGSTVSSEEMTPFESIEHISEPVITK S 3 3103.4907 3103.5022 0.0115 0 3.71 4.212 0.508 1282 1 38 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9685 K DAIAGSTVSSEEMTPFESIEHISEPVITK S 3 3119.4901 3120.4883 0.9982 -1.0034 -1.65 2.939 0.109 496.2 10 26 112 2 0 1 DAIAGSTVSSEEM[147]TPFESIEHISEPVITK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9963 D DTAGEQLAMDTEEDEQER G 2 2065.8382 2066.8255 0.9873 -1.0034 -7.77 3.881 0.351 1332 1 21 34 1 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3363.5888 3363.5904 0.0016 0 0.48 4.699 0.406 1620 1 49 174 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3379.5882 3379.5855 -0.0027 0 -0.80 4.261 0.293 1266 1 44 174 2 1 1 EALQEAGM[147]DKDDSQNIEHIHGTNILLDETK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3363.5888 3363.594 0.0052 0 1.55 4.991 0.393 1370 1 46 174 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3379.5882 3379.5884 0.0002 0 0.06 4.406 0.375 1216 1 43 174 2 1 1 EALQEAGM[147]DKDDSQNIEHIHGTNILLDETK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3363.5888 3363.5884 -0.0004 0 -0.12 5.06 0.37 1625 1 49 174 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3363.5888 3363.5938 0.005 0 1.49 4.54 0.362 1417 1 47 174 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9981 R EALQEAGMDKDDSQNIEHIHGTNILLDETK G 4 3379.5882 3379.5862 -0.002 0 -0.59 3.116 0.144 883.7 2 36 174 2 1 1 EALQEAGM[147]DKDDSQNIEHIHGTNILLDETK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EAVHNSLIDASIK L 2 1395.7358 1395.7373 0.0015 0 1.07 3.062 0.404 483.3 1 17 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EAVHNSLIDASIK L 2 1395.7358 1395.7393 0.0035 0 2.51 3.031 0.352 557.4 1 19 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R EAVHNSLIDASIK L 2 1395.7358 1395.7377 0.0019 0 1.36 2.688 0.244 500.8 1 18 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9987 R EAVHNSLIDASIKLLEPIQQVR I 4 2472.37 2472.3775 0.0075 0 3.03 2.977 0.251 489.6 23 31 126 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9774 R EEVDRVPAGNIAAVTGLK D 3 1837.9897 1837.9931 0.0034 0 1.85 2.12 0.131 720.5 1 28 68 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9996 R EGVKPTLFINK V 2 1244.7128 1244.7143 0.0015 0 1.21 2.29 0.214 310 1 12 20 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R EGVKPTLFINKVDR L 3 1614.9093 1614.9102 0.0009 0 0.56 3.188 0.353 798.5 2 23 52 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9997 R EGVKPTLFINKVDR L 3 1614.9093 1614.9115 0.0022 0 1.36 2.814 0.257 1400 1 27 52 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 3 1965.0346 1966.0281 0.9935 -1.0034 -5.01 4.357 0.477 1191 1 30 64 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 3 1965.0346 1965.038 0.0034 0 1.73 5.29 0.488 1844 1 34 64 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 2 1965.0346 1965.0404 0.0058 0 2.95 4.098 0.51 1317 1 25 32 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 2 1965.0346 1965.0377 0.0031 0 1.58 4.978 0.418 1891 1 29 32 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 2 1965.0346 1965.0375 0.0029 0 1.48 3.756 0.478 1767 1 28 32 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 3 1965.0346 1966.0281 0.9935 -1.0034 -5.01 4.61 0.437 2133 1 34 64 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R FYISIEPLGEDIVETIK M 2 1965.0346 1965.0406 0.006 0 3.05 5.223 0.458 1712 1 28 32 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R FYISIEPLGEDIVETIK M 2 1965.0346 1965.0404 0.0058 0 2.95 4.2 0.129 1258 1 25 32 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R FYISIEPLGEDIVETIK M 2 1965.0346 1965.0391 0.0045 0 2.29 4.376 0.136 1145 1 24 32 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GDAESQLADDMR L 2 1306.5459 1306.5445 -0.0014 0 -1.07 3.244 0.444 1200 1 18 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GDAESQLADDMR L 2 1306.5459 1306.5462 0.0003 0 0.23 3.593 0.522 1408 1 19 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GDAESQLADDMR L 2 1306.5459 1306.5453 -0.0006 0 -0.46 3.545 0.46 1891 1 19 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9966 R GDAESQLADDMR L 2 1306.5459 1306.5459 0 0 0.00 2.264 0.117 467.5 2 16 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K GIQHLNETMELVIEGLEEALDDGPLASEPVQGSLIR L 3 3871.9513 3872.948 0.9967 -1.0034 -1.72 5.758 0.589 2395 1 46 140 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K GIQHLNETMELVIEGLEEALDDGPLASEPVQGSLIR L 3 3871.9513 3873.9678 2.0165 -2.0067 2.53 5.794 0.548 2105 1 45 140 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K GIQHLNETMELVIEGLEEALDDGPLASEPVQGSLIR L 3 3871.9513 3872.9781 1.0268 -1.0034 6.06 5.69 0.57 2617 1 47 140 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K GIQHLNETMELVIEGLEEALDDGPLASEPVQGSLIR L 3 3871.9513 3871.958 0.0067 0 1.73 5.148 0.563 1530 1 37 140 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GITIDAANVSMTHEYEDQNHLINLIDTPGHVDFGGDVTR A 4 4264.0131 4264.0523 0.0392 0 9.19 5.593 0.418 854.5 1 46 228 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GITIDAANVSMTHEYEDQNHLINLIDTPGHVDFGGDVTR A 4 4264.0131 4266.0508 2.0377 -2.0067 7.27 6.113 0.489 950.9 1 47 228 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 3 3194.3947 3194.4077 0.013 0 4.07 3.868 0.327 442.3 5 23 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 2 3194.3947 3194.3941 -0.0006 0 -0.19 4.96 0.556 923.6 1 24 56 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 2 3194.3947 3194.4004 0.0057 0 1.78 4.744 0.548 959 1 23 56 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 2 3194.3947 3194.4016 0.0069 0 2.16 4.832 0.613 978.6 1 25 56 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 2 3194.3947 3194.4087 0.014 0 4.38 4.251 0.605 758.7 1 21 56 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 3 3194.3947 3194.4046 0.0099 0 3.10 3.927 0.219 491.2 3 25 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9994 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 3 3194.3947 3194.398 0.0033 0 1.03 3.136 0.209 552.4 4 25 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9888 R GMTEEMDDIEDWTVSVEEGTVGFGSALYK W 3 3194.3947 3195.398 1.0033 -1.0034 -0.02 3.311 0.18 313.2 105 21 112 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GPAQVIPAVR E 2 1006.5923 1006.5925 0.0002 0 0.20 2.764 0.426 743.4 1 13 18 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R GPAQVIPAVR E 2 1006.5923 1006.5854 -0.0069 0 -6.85 2.382 0.337 339.9 8 11 18 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9296 R GPAQVIPAVR E 2 1006.5923 1006.5932 0.0009 0 0.89 1.92 0.025 447.5 13 13 18 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 K GQELYVSGTAGK N 2 1208.6037 1208.6054 0.0017 0 1.41 2.807 0.227 1270 1 19 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GRVDDMYQEGDLMVVEGVAPVDEMIGFSSDIR S 3 3528.6211 3529.6282 1.0071 -1.0034 1.06 5.758 0.517 1774 1 47 124 2 1 1



EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GRVDDMYQEGDLMVVEGVAPVDEMIGFSSDIR S 3 3528.6211 3528.6348 0.0137 0 3.88 4.251 0.372 622.5 1 35 124 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R GRVDDMYQEGDLMVVEGVAPVDEMIGFSSDIR S 3 3528.6211 3529.6282 1.0071 -1.0034 1.06 4.979 0.339 1439 1 42 124 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R IDVPNDHMGAASGEIQGR R 3 1865.869 1865.8673 -0.0017 0 -0.91 4.632 0.459 1631 1 37 68 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R IDVPNDHMGAASGEIQGR R 3 1865.869 1865.8709 0.0019 0 1.02 4.03 0.424 2587 1 41 68 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R IDVPNDHMGAASGEIQGR R 2 1865.869 1865.8732 0.0042 0 2.25 3.298 0.524 543.3 1 20 34 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9833 R IQSVGIYMGGER E 2 1324.649 1324.6432 -0.0058 0 -4.38 2.044 0.07 402.3 3 14 22 2 0 1 IQSVGIYM[147]GGER
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R IQSVGIYMGGEREEVDRVPAGNIAAVTGLK D 3 3128.6288 3129.6309 1.0021 -1.0034 -0.40 4.954 0.366 985.2 1 33 116 2 2 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9966 R IQSVGIYMGGEREEVDRVPAGNIAAVTGLK D 3 3144.6282 3145.6275 0.9993 -1.0034 -1.29 3.369 0.227 309.3 3 28 116 2 2 1 IQSVGIYM[147]GGEREEVDRVPAGNIAAVTGLK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9993 R IWRGDAESQLADDMR L 3 1761.8104 1761.8131 0.0027 0 1.53 3.198 0.21 893.9 3 24 56 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9674 R IWRGDAESQLADDMR L 3 1761.8104 1761.8142 0.0038 0 2.16 2.455 0.123 576.7 22 20 56 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9993 K LIETLQQVAK E 2 1141.6706 1141.6712 0.0006 0 0.53 2.455 0.158 695.7 2 14 18 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.99 K LIETLQQVAK E 2 1141.6706 1141.6713 0.0007 0 0.61 2.353 0.048 599.5 7 13 18 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LISELQEGPEEMQK R 2 1629.792 1629.7934 0.0014 0 0.86 3.618 0.487 1503 1 18 26 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LISELQEGPEEMQK R 2 1629.792 1629.7921 0.0001 0 0.06 3.795 0.484 1408 1 18 26 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LISELQEGPEEMQK R 2 1629.792 1629.7935 0.0015 0 0.92 3.766 0.477 1415 1 18 26 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.862 0.0007 0 0.47 4.605 0.321 2299 1 21 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.864 0.0027 0 1.82 3.674 0.418 2256 1 21 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.867 0.0057 0 3.85 4.223 0.159 2080 1 20 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.8635 0.0022 0 1.49 4.413 0.232 2431 1 21 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.8639 0.0026 0 1.76 3.696 0.381 1856 1 20 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LLAVIQDVNDLIR G 2 1480.8613 1480.8637 0.0024 0 1.62 3.976 0.406 2267 1 21 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K LLEPIQQVR I 2 1094.6448 1094.6454 0.0006 0 0.55 2.282 0.332 663.1 1 14 16 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 K LLEPIQQVR I 2 1094.6448 1094.6454 0.0006 0 0.55 2.176 0.322 487.1 1 13 16 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9998 K LLEPIQQVR I 2 1094.6448 1094.6454 0.0006 0 0.55 2.139 0.274 551.4 1 13 16 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2891.4379 2891.4422 0.0043 0 1.49 6.098 0.465 2668 1 42 108 2 0 1 LVNEDGEVVLM[147]VTDIGVDPHAGEIAAGR
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2875.4385 2875.4483 0.0098 0 3.41 5.747 0.515 2351 1 41 108 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2875.4385 2875.4446 0.0061 0 2.12 6.151 0.548 1763 1 41 108 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2891.4379 2891.4326 -0.0053 0 -1.83 5.428 0.491 2533 1 39 108 2 0 1 LVNEDGEVVLM[147]VTDIGVDPHAGEIAAGR
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2891.4379 2891.4417 0.0038 0 1.31 4.065 0.457 1213 1 33 108 2 0 1 LVNEDGEVVLM[147]VTDIGVDPHAGEIAAGR
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2875.4385 2875.4453 0.0068 0 2.36 5.099 0.523 1710 1 40 108 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R LVNEDGEVVLMVTDIGVDPHAGEIAAGR V 3 2875.4385 2875.4451 0.0066 0 2.30 5.979 0.556 2170 1 41 108 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 K MGEASMDMPELER R 2 1494.6153 1494.6101 -0.0052 0 -3.48 2.519 0.261 1010 1 18 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9995 K MGEASMDMPELER R 2 1526.6141 1526.607 -0.0071 0 -4.65 2.343 0.226 650.8 2 14 24 2 0 1 MGEASM[147]DM[147]PELER
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9954 K MGEASMDMPELER R 2 1510.6147 1510.6135 -0.0012 0 -0.79 2.973 0.406 750.1 2 14 24 2 0 1 MGEASMDM[147]PELER
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K MGEASMDMPELERR E 3 1650.7164 1650.7168 0.0004 0 0.24 2.621 0.339 453.8 1 21 52 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9965 K MGEASMDMPELERR E 3 1650.7164 1650.7176 0.0012 0 0.73 1.9 0.182 516.9 1 24 52 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9479 0.0007 0 0.40 3.226 0.508 604.4 1 21 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9505 0.0033 0 1.87 3.562 0.482 760.2 1 23 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9484 0.0012 0 0.68 3.369 0.495 701.8 1 22 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9495 0.0023 0 1.30 3.885 0.339 655 1 22 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9483 0.0011 0 0.62 3.218 0.543 600 1 21 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9484 0.0012 0 0.68 3.917 0.276 673.5 1 22 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R NQGIPINTGEPIVVYR E 2 1768.9472 1768.9506 0.0034 0 1.92 3.676 0.19 666.7 1 22 30 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R REALQEAGMDKDDSQNIEHIHGTNILLDETK G 5 3519.69 3519.6966 0.0066 0 1.88 5.713 0.461 2354 1 69 240 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R REALQEAGMDKDDSQNIEHIHGTNILLDETK G 5 3519.69 3519.6946 0.0046 0 1.31 6.447 0.533 2403 1 65 240 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R REALQEAGMDKDDSQNIEHIHGTNILLDETK G 5 3519.69 3519.7002 0.0102 0 2.90 5.421 0.435 2078 1 63 240 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K RLLAVIQDVNDLIR G 3 1636.9624 1636.9628 0.0004 0 0.24 4.184 0.371 2080 1 30 52 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K SVEAQNMDDLPK L 2 1361.6178 1361.6148 -0.003 0 -2.20 3.284 0.237 1126 1 17 22 2 0 1 SVEAQNM[147]DDLPK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K SVEAQNMDDLPK L 2 1345.6184 1345.6175 -0.0009 0 -0.67 3.481 0.442 1658 1 18 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K SVEAQNMDDLPK L 2 1345.6184 1345.6182 -0.0002 0 -0.15 3.242 0.412 1555 1 18 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K SVEAQNMDDLPK L 2 1345.6184 1345.6192 0.0008 0 0.59 3.18 0.422 1616 1 18 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K SVEAQNMDDLPK L 2 1361.6178 1361.6129 -0.0049 0 -3.60 3.286 0.326 1191 1 18 22 2 0 1 SVEAQNM[147]DDLPK
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 K SVEAQNMDDLPK L 2 1345.6184 1345.62 0.0016 0 1.19 3.459 0.455 1581 1 18 22 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R TGMDFGEIMELER A 2 1526.6745 1527.6853 1.0108 -1.0034 4.88 4.405 0.483 1875 1 20 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R TGMDFGEIMELER A 2 1526.6745 1526.6791 0.0046 0 3.01 3.667 0.442 1916 1 20 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R TGMDFGEIMELER A 2 1526.6745 1526.6764 0.0019 0 1.24 3.514 0.461 1626 1 19 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9999 R TGMDFGEIMELER A 2 1542.6739 1542.6723 -0.0016 0 -1.04 2.739 0.25 788.6 1 15 24 2 0 1 TGM[147]DFGEIMELER
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9987 R TGMDFGEIMELER A 2 1542.6739 1542.6728 -0.0011 0 -0.71 3.455 0.387 1670 1 18 24 2 0 1 TGM[147]DFGEIMELER
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9983 R TGMDFGEIMELER A 2 1542.6739 1542.6713 -0.0026 0 -1.69 3.307 0.35 1629 1 18 24 2 0 1 TGM[147]DFGEIMELER
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R VFSGTLEKGQELYVSGTAGK N 2 2070.0633 2070.1013 0.038 0 18.36 5.164 0.501 1571 1 24 38 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R VFSGTLEKGQELYVSGTAGK N 3 2070.0633 2070.065 0.0017 0 0.82 4.16 0.465 1619 1 34 76 2 1 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R VFSGTLEKGQELYVSGTAGKNR I 3 2340.2073 2340.2102 0.0029 0 1.24 4.735 0.486 1288 1 36 84 2 2 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R VFSGTLEKGQELYVSGTAGKNR I 3 2340.2073 2340.2085 0.0012 0 0.51 4.168 0.418 844.6 1 33 84 2 2 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 1 R VPAGNIAAVTGLK D 2 1209.7081 1209.7053 -0.0028 0 -2.31 2.888 0.481 646.2 1 17 24 2 0 1
EF2_HALMAReview 1 Elongation factor 2 (EF-2)  fusA rrnAC2413 728 74.7 42 142 0.9998 K WGVSMPSMQR T 2 1177.5372 1177.5586 0.0214 0 18.17 2.524 0.233 664.4 3 14 18 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3342.4771 0.005 0 1.50 5.251 0.5 1414 1 35 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9964 K AAVKEELNDMNVASD F 2 1604.7352 1604.7383 0.0031 0 1.93 3.216 0.483 841.3 1 17 28 1 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9963 K AAVKEELNDMNVASD F 2 1604.7352 1604.7357 0.0005 0 0.31 3.109 0.494 967 1 18 28 1 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9306 K AAVKEELNDMNVASD F 2 1620.7346 1621.7331 0.9985 -1.0034 -2.99 3.097 0.416 695.5 1 16 28 1 1 1 AAVKEELNDM[147]NVASD
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.697 0.9873 -1.0034 -4.32 5.023 0.346 924 1 28 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.7383 2.0286 -2.0067 5.90 7.109 0.51 3735 1 45 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7178 1.0081 -1.0034 1.28 6.489 0.549 2274 1 40 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7154 0.0057 0 1.54 6.517 0.552 3679 1 46 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7178 1.0081 -1.0034 1.28 6.269 0.482 2032 1 36 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.708 1.9983 -2.0067 -2.26 6.314 0.568 4384 1 47 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7207 0.011 0 2.96 6.587 0.421 3050 1 41 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7215 0.0118 0 3.18 7.202 0.498 3835 1 46 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3710.7344 -0.9753 1 6.65 6.629 0.479 2103 1 40 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.6729 0.9632 -1.0034 -10.82 5.711 0.406 1505 1 34 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 4 3727.7091 3727.7102 0.0011 0 0.30 4.436 0.34 1548 1 47 192 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7046 -0.0051 0 -1.37 7.212 0.507 2470 1 39 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7132 0.0041 0 1.10 5.303 0.42 2473 1 40 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7178 1.0081 -1.0034 1.28 5.391 0.428 893.9 1 31 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.708 1.9983 -2.0067 -2.26 6.744 0.54 3844 1 44 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7115 0.0024 0 0.64 6.22 0.547 3035 1 47 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7178 1.0081 -1.0034 1.28 6.649 0.531 3677 1 46 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3729.7281 2.019 -2.0067 3.30 6.196 0.511 2063 1 39 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3729.698 1.9889 -2.0067 -4.78 5.943 0.448 2797 1 44 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.708 1.9983 -2.0067 -2.26 6.193 0.468 4371 1 49 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.7251 2.0154 -2.0067 2.34 4.966 0.352 1155 1 33 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3710.6875 -1.0222 1 -5.98 6.076 0.413 1467 1 39 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 2 3711.7097 3713.7254 2.0157 -2.0067 2.42 4.923 0.537 764.1 1 23 64 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.708 1.9983 -2.0067 -2.26 6.321 0.476 1488 1 36 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7271 0.0174 0 4.69 6.775 0.513 3084 1 42 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.6804 -0.0293 0 -7.89 7.039 0.493 2241 1 38 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7058 -0.0033 0 -0.89 5.185 0.562 2177 1 42 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7163 0.0072 0 1.93 5.798 0.412 2602 1 41 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 4 3711.7097 3711.7171 0.0074 0 1.99 5.147 0.325 1949 1 50 192 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3728.7232 1.0141 -1.0034 2.88 6.119 0.348 2487 1 40 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7161 1.0064 -1.0034 0.82 5.674 0.447 1732 1 35 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7083 -0.0014 0 -0.38 5.929 0.384 1695 1 37 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7129 0.0038 0 1.02 5.73 0.43 2151 1 37 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3728.7051 0.996 -1.0034 -1.97 7.124 0.502 2671 1 41 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7095 0.9998 -1.0034 -0.96 5.785 0.443 2618 1 43 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 2 3711.7097 3713.7053 1.9956 -2.0067 -2.99 5.232 0.501 813.3 1 24 64 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 2 3711.7097 3711.7154 0.0057 0 1.54 5.22 0.588 894.2 1 25 64 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7178 1.0081 -1.0034 1.28 6.657 0.556 4215 1 48 128 2 1 1



Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.6883 0.9786 -1.0034 -6.67 5.38 0.355 1506 1 34 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.6973 -0.0124 0 -3.34 6.781 0.504 2505 1 41 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 2 3711.7097 3711.7293 0.0196 0 5.28 5.143 0.593 838 1 24 64 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3728.7383 1.0292 -1.0034 6.93 6.019 0.461 2116 1 39 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.6958 0.9861 -1.0034 -4.65 5.135 0.326 1592 1 35 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.6919 -0.0172 0 -4.61 4.661 0.383 1229 1 33 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7139 0.0048 0 1.29 5.847 0.543 2968 1 45 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.708 1.9983 -2.0067 -2.26 4.72 0.318 1020 1 31 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.7383 2.0286 -2.0067 5.90 5.02 0.32 528.6 1 29 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.6822 0.9725 -1.0034 -8.31 4.724 0.315 1185 1 32 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9998 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3710.6709 -1.0388 1 -10.45 5.406 0.367 1092 1 35 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9998 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7198 1.0101 -1.0034 1.82 4.994 0.252 988.2 1 29 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9998 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7146 1.0049 -1.0034 0.42 4.325 0.279 846.8 1 28 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9996 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.7129 2.0032 -2.0067 -0.94 3.901 0.289 781.8 1 30 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9995 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.6936 -0.0161 0 -4.34 4.537 0.162 1077 1 31 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9994 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3729.638 1.9289 -1.0034 248.29 4.015 0.277 603.9 3 27 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9993 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7178 1.0081 -1.0034 1.28 3.909 0.252 631.4 1 25 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9992 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7115 0.0024 0 0.64 4.024 0.171 1429 1 34 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9989 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3713.7334 2.0237 -2.0067 4.58 4.134 0.224 735.2 1 28 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9979 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3729.7281 2.019 -2.0067 3.30 3.79 0.241 159.7 5 27 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9901 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7481 0.039 0 10.46 3.436 0.133 572.2 17 25 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.99 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3728.73 1.0209 -1.0034 4.71 3.505 0.21 459 33 22 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9843 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3711.7173 0.0076 0 2.05 3.656 0.044 832.7 1 26 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9741 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7388 1.0291 -1.0034 6.94 3.323 0.11 614.8 1 27 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9739 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.7158 1.0061 -1.0034 0.74 3.431 0.128 593.4 4 26 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9628 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3727.7091 3727.7158 0.0067 0 1.80 3.187 0.028 755.2 1 27 128 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9278 K AAVKEELNDMNVASDFYDALDEEVEELLQDAAR R 3 3711.7097 3712.6582 0.9485 -1.0034 -14.78 3.492 0.078 513.8 6 26 128 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAARR A 3 3867.8109 3867.814 0.0031 0 0.80 5.833 0.493 2334 1 46 132 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAARR A 4 3867.8109 3867.823 0.0121 0 3.13 4.239 0.295 1184 1 47 198 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAARR A 3 3867.8109 3868.8081 0.9972 -1.0034 -1.59 5.383 0.488 2083 1 44 132 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K AAVKEELNDMNVASDFYDALDEEVEELLQDAARR A 4 3867.8109 3867.8203 0.0094 0 2.43 3.615 0.309 1330 1 46 198 2 1 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9733 K AAVKEELNDMNVASDFYDALDEEVEELLQDAARR A 4 3883.8103 3885.8111 2.0008 -2.0067 -1.52 2.317 0.063 583.2 1 41 198 2 1 1 AAVKEELNDM[147]NVASDFYDALDEEVEELLQDAARR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9917 D ALDEEVEELLQDAAR R 2 1699.8264 1699.8291 0.0027 0 1.59 2.674 0.312 892.1 1 16 28 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9997 N DMNVASDFYDALDEEVEELLQDAAR R 2 2857.26 2858.2561 0.9961 -1.0034 -2.54 4.918 0.444 1408 1 23 48 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3358.4683 -0.0032 0 -0.95 4.075 0.244 1149 1 22 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4732 0.0011 0 0.33 4.237 0.579 1285 1 23 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3342.4768 0.0047 0 1.41 6.263 0.491 1733 1 38 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3358.4724 0.0009 0 0.27 3.693 0.209 1057 1 21 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3342.471 -0.0011 0 -0.33 4.744 0.416 749.4 1 28 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3358.4688 -0.0027 0 -0.80 4.27 0.301 1367 1 34 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3359.4854 1.0139 -1.0034 3.14 3.761 0.522 1208 1 23 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4785 0.0064 0 1.91 4.472 0.4 1083 1 22 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4766 0.0045 0 1.35 4.043 0.279 1011 1 21 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4771 0.005 0 1.50 3.94 0.28 1144 1 22 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3360.4654 1.9939 -2.0067 -3.81 4.01 0.499 991.5 1 20 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3358.4754 0.0039 0 1.16 3.836 0.295 988.6 1 21 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4756 0.0035 0 1.05 4.35 0.561 1380 1 24 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4822 0.0101 0 3.02 4.994 0.513 1336 1 23 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3358.468 -0.0035 0 -1.04 4.678 0.346 1119 1 22 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3358.4741 0.0026 0 0.77 5.49 0.47 1343 1 36 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3358.4766 0.0051 0 1.52 5.476 0.502 1738 1 36 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3343.4751 1.003 -1.0034 -0.10 4.639 0.42 1213 1 34 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3342.4773 0.0052 0 1.56 4.591 0.415 1208 1 23 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3343.4634 0.9913 -1.0034 -3.61 3.905 0.344 873.3 1 21 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3344.4654 1.9933 -2.0067 -4.01 4.136 0.484 1100 1 21 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3344.4854 2.0133 -2.0067 1.97 4.99 0.526 1372 1 24 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3359.4807 1.0092 -1.0034 1.74 3.602 0.522 943.5 1 21 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3358.4651 -0.0064 0 -1.91 4.071 0.572 1410 1 23 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3358.4722 0.0007 0 0.21 4.879 0.517 1350 1 23 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3343.4776 1.0055 -1.0034 0.64 2.45 0.435 371.6 1 16 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3358.4658 -0.0057 0 -1.70 3.891 0.245 855 1 29 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3344.4722 2.0001 -2.0067 -1.97 3.308 0.381 626.8 1 20 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9998 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3344.4834 2.0113 -2.0067 1.38 3.803 0.279 759.5 1 27 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9997 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3342.4721 3343.4695 0.9974 -1.0034 -1.78 2.447 0.37 556.6 1 17 56 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9996 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3342.4795 0.0074 0 2.21 3.871 0.149 883.2 1 30 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9992 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3342.4798 0.0077 0 2.30 3.381 0.151 903.9 1 31 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.999 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3360.4883 2.0168 -2.0067 3.01 3.596 0.202 628.2 1 26 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9983 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3342.4721 3343.4832 1.0111 -1.0034 2.32 3.192 0.237 439.3 10 25 112 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9953 K EELNDMNVASDFYDALDEEVEELLQDAAR R 2 3358.4715 3359.4551 0.9836 -1.0034 -5.88 2.369 0.216 320.5 2 15 56 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9881 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3358.4746 0.0031 0 0.92 3.316 0.018 619.9 1 28 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9868 K EELNDMNVASDFYDALDEEVEELLQDAAR R 3 3358.4715 3360.4883 2.0168 -2.0067 3.01 3.485 0.083 421.2 1 24 112 2 0 1 EELNDM[147]NVASDFYDALDEEVEELLQDAAR
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAARR A 3 3498.5733 3498.5764 0.0031 0 0.89 3.542 0.441 653.4 1 33 116 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 K EELNDMNVASDFYDALDEEVEELLQDAARR A 3 3498.5733 3498.585 0.0117 0 3.34 4.42 0.41 719.1 1 35 116 2 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 D MNVASDFYDALDEEVEELLQDAAR R 2 2742.233 2742.2285 -0.0045 0 -1.64 4.69 0.498 1595 1 23 46 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9906 D MNVASDFYDALDEEVEELLQDAAR R 3 2742.233 2743.2124 0.9794 -1.0034 -8.73 3.757 0.33 1115 1 29 92 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9996 L NDMNVASDFYDALDEEVEELLQDAAR R 2 2971.3029 2972.3015 0.9986 -1.0034 -1.60 5.083 0.422 1817 1 25 50 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 M NVASDFYDALDEEVEELLQDAAR R 2 2611.1925 2611.1946 0.0021 0 0.80 5.482 0.57 2256 1 26 44 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 M NVASDFYDALDEEVEELLQDAAR R 2 2611.1925 2611.1917 -0.0008 0 -0.31 5.383 0.516 2454 1 26 44 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 M NVASDFYDALDEEVEELLQDAAR R 2 2611.1925 2612.1853 0.9928 -1.0034 -4.04 5.271 0.541 2202 1 26 44 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 M NVASDFYDALDEEVEELLQDAAR R 2 2611.1925 2611.1966 0.0041 0 1.57 5.464 0.567 2250 1 26 44 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 1 M NVASDFYDALDEEVEELLQDAAR R 3 2611.1925 2611.1939 0.0014 0 0.54 5.251 0.491 2136 1 37 88 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 M NVASDFYDALDEEVEELLQDAAR R 3 2611.1925 2611.1782 -0.0143 0 -5.48 4.144 0.493 862.9 1 27 88 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9999 M NVASDFYDALDEEVEELLQDAAR R 3 2611.1925 2611.1914 -0.0011 0 -0.42 5.07 0.446 2008 1 33 88 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9995 M NVASDFYDALDEEVEELLQDAAR R 3 2611.1925 2611.1958 0.0033 0 1.26 4.79 0.352 1948 1 35 88 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9484 M NVASDFYDALDEEVEELLQDAAR R 3 2611.1925 2611.1963 0.0038 0 1.46 4.036 0.16 1930 1 35 88 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9818 E VEELLQDAAR R 2 1142.5931 1142.594 0.0009 0 0.79 3.309 0.121 1667 1 17 18 1 0 1
Q5UZD8_HALMA 1 Hypothetical protein  rrnAC2571 rrnAC2571 55 63.6 12 139 0.9691 E VEELLQDAAR R 2 1142.5931 1142.5929 -0.0002 0 -0.18 3.154 0.107 1670 1 17 18 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 3 4463.9513 4464.958 1.0067 -1.0034 0.75 4.584 0.437 869.2 1 37 160 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K AFSAGADVQAMASNATPLDAIELSR K 2 2505.2169 2505.2259 0.009 0 3.59 6.016 0.378 2112 1 30 48 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K AFSAGADVQAMASNATPLDAIELSR K 2 2521.2163 2522.1853 0.969 -1.0034 -13.62 5.173 0.529 1706 1 27 48 2 0 1 AFSAGADVQAM[147]ASNATPLDAIELSR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K AFSAGADVQAMASNATPLDAIELSR K 2 2505.2169 2505.2246 0.0077 0 3.07 6.017 0.544 2126 1 30 48 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K AFSAGADVQAMASNATPLDAIELSR K 2 2505.2169 2505.2249 0.008 0 3.19 5.904 0.486 2222 1 30 48 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K AFSAGADVQAMASNATPLDAIELSR K 2 2505.2169 2505.2249 0.008 0 3.19 5.916 0.523 2097 1 30 48 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K AFSAGADVQAMASNATPLDAIELSR K 2 2521.2163 2521.2254 0.0091 0 3.61 4.286 0.558 1695 1 28 48 2 0 1 AFSAGADVQAM[147]ASNATPLDAIELSR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9866 R AILLTGAGDK A 2 957.5495 957.5454 -0.0041 0 -4.28 1.599 0.171 575.8 3 12 18 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R AKEIIFTGDRYDADEMAEYGFINEVVDNDALHER A 5 3944.8163 3944.8225 0.0062 0 1.57 3.759 0.321 1223 1 59 264 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R AKEIIFTGDRYDADEMAEYGFINEVVDNDALHER A 5 3944.8163 3944.8208 0.0045 0 1.14 3.9 0.299 859.2 1 53 264 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R DIKDEFVEDGYDNIEWSLNK L 3 2428.107 2429.1104 1.0034 -1.0034 0.02 3.908 0.409 756.8 1 24 76 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9982 R DIKDEFVEDGYDNIEWSLNK L 3 2428.107 2429.1082 1.0012 -1.0034 -0.89 3.627 0.219 621.2 2 23 76 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9731 R DIKDEFVEDGYDNIEWSLNK L 3 2428.107 2430.128 2.021 -2.0067 5.89 4.123 0.052 831.8 1 27 76 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9617 R DIKDEFVEDGYDNIEWSLNK L 3 2428.107 2429.1145 1.0075 -1.0034 1.71 3.547 0.09 701.7 5 23 76 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R DQLTQEEADAALDR V 2 1573.722 1573.7237 0.0017 0 1.08 4.299 0.467 3252 1 23 26 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R DQLTQEEADAALDRVTPLVDVEEAVSDVDVVIEAVPEK M 3 4106.043 4106.0659 0.0229 0 5.58 5.885 0.585 1409 1 45 148 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R DQLTQEEADAALDRVTPLVDVEEAVSDVDVVIEAVPEK M 3 4106.043 4107.0679 1.0249 -1.0034 5.25 6.28 0.543 1511 1 48 148 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R DQLTQEEADAALDRVTPLVDVEEAVSDVDVVIEAVPEKMEIKK D 5 4735.4001 4735.418 0.0179 0 3.78 4.078 0.19 1221 1 58 336 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9784 K DSPGFIVNR I 2 1003.5087 1003.5055 -0.0032 0 -3.19 1.88 0.134 319.1 42 11 16 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4479.9507 4481.9707 2.02 -2.0067 2.97 5.477 0.445 1336 1 51 240 2 0 1 EAAESGGFYGSDDDAPAEFDNVTVEYPGDM[147]VGHIELDRPHR



Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4463.9513 4463.9605 0.0092 0 2.06 5.692 0.5 1698 1 56 240 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4463.9513 4463.9585 0.0072 0 1.61 5.141 0.46 1834 1 54 240 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4479.9507 4481.9707 2.02 -2.0067 2.97 5.542 0.415 1522 1 54 240 2 0 1 EAAESGGFYGSDDDAPAEFDNVTVEYPGDM[147]VGHIELDRPHR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4479.9507 4481.9707 2.02 -2.0067 2.97 4.81 0.44 1100 1 46 240 2 0 1 EAAESGGFYGSDDDAPAEFDNVTVEYPGDM[147]VGHIELDRPHR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4463.9513 4463.9688 0.0175 0 3.92 5.243 0.497 1801 1 55 240 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4479.9507 4481.9707 2.02 -2.0067 2.97 5.451 0.425 1285 1 52 240 2 0 1 EAAESGGFYGSDDDAPAEFDNVTVEYPGDM[147]VGHIELDRPHR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R EAAESGGFYGSDDDAPAEFDNVTVEYPGDMVGHIELDRPHR M 4 4463.9513 4463.9561 0.0048 0 1.08 5.584 0.584 1474 1 50 240 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R EDVEHRLVAVMANEVGK L 3 1894.9571 1894.9582 0.0011 0 0.58 3.716 0.225 978.8 1 26 64 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9972 K EIIFTGDRYDADEMAEYGFINEVVDNDALHER A 4 3745.6842 3745.7058 0.0216 0 5.77 3.252 0.098 989.9 1 41 186 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 K GFYDYENGGVDIPTDAGR E 2 1944.849 1945.8332 0.9842 -1.0034 -9.85 3.4 0.316 1204 1 23 34 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9992 K GFYDYENGGVDIPTDAGREDVEHR L 3 2710.1895 2711.1804 0.9909 -1.0034 -4.59 3.376 0.271 1298 1 34 92 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.999 K GFYDYENGGVDIPTDAGREDVEHR L 3 2710.1895 2712.188 1.9985 -2.0067 -3.03 3.599 0.254 1037 1 31 92 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADR Y 3 2756.3352 2756.3423 0.0071 0 2.58 6.274 0.509 2118 1 42 96 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADR Y 3 2756.3352 2756.3423 0.0071 0 2.58 6.266 0.538 1858 1 40 96 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADR Y 3 2756.3352 2756.3411 0.0059 0 2.14 6.328 0.519 2193 1 42 96 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADR Y 3 2756.3352 2756.343 0.0078 0 2.83 6.292 0.497 2089 1 42 96 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 K IADKTGLETLIDTLEETHEETGADR Y 4 2756.3352 2756.3401 0.0049 0 1.78 3.845 0.256 1100 1 38 144 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9997 K IADKTGLETLIDTLEETHEETGADR Y 4 2756.3352 2756.3394 0.0042 0 1.52 2.951 0.228 1063 2 36 144 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9996 K IADKTGLETLIDTLEETHEETGADR Y 4 2756.3352 2756.3369 0.0017 0 0.62 3.738 0.204 1055 2 37 144 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9973 K IADKTGLETLIDTLEETHEETGADR Y 4 2756.3352 2756.3408 0.0056 0 2.03 3.689 0.119 1208 2 40 144 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADRYAVADGLR E 5 3601.7747 3601.7757 0.001 0 0.28 4.257 0.304 1333 1 61 256 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADRYAVADGLR E 4 3601.7747 3601.7801 0.0054 0 1.50 5.83 0.363 1875 1 54 192 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K IADKTGLETLIDTLEETHEETGADRYAVADGLR E 4 3601.7747 3601.7786 0.0039 0 1.08 5.709 0.398 1607 1 53 192 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9965 K IADKTGLETLIDTLEETHEETGADRYAVADGLR E 5 3601.7747 3601.7669 -0.0078 0 -2.17 3.688 0.096 849.7 2 52 256 2 2 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R ILVPLMNEAAWLVHDDAATIAEVDSTTK F 3 3022.5321 3024.5481 2.016 -2.0067 3.08 3.292 0.38 522.7 1 34 108 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R ILVPLMNEAAWLVHDDAATIAEVDSTTK F 3 3022.5321 3022.5523 0.0202 0 6.68 2.801 0.269 678.9 1 35 108 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9959 R ILVPLMNEAAWLVHDDAATIAEVDSTTK F 4 3022.5321 3022.541 0.0089 0 2.94 2.761 0.048 1020 1 39 162 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9995 R KDSPGFIVNR I 2 1131.6036 1131.6054 0.0018 0 1.59 2.263 0.23 518.2 3 13 18 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LAERDQLTQEEADAALDR V 2 2042.9868 2042.9881 0.0013 0 0.64 3.479 0.45 1216 1 23 34 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LAERDQLTQEEADAALDR V 3 2042.9868 2042.9909 0.0041 0 2.01 5.235 0.451 3197 1 36 68 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9886 K LAERDQLTQEEADAALDR V 2 2042.9868 2043.9854 0.9986 -1.0034 -2.33 2.753 0.318 231.7 10 13 34 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R LVAVMANEVGK L 2 1129.6165 1129.6183 0.0018 0 1.59 3.252 0.464 1441 1 18 20 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R LVAVMANEVGK L 2 1129.6165 1129.6166 0.0001 0 0.09 3.387 0.401 1419 1 18 20 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 R LVAVMANEVGK L 2 1129.6165 1129.6164 -0.0001 0 -0.09 2.457 0.27 878.1 1 15 20 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 3 2791.4028 2791.4092 0.0064 0 2.29 4.323 0.441 891.4 1 33 108 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 2 2791.4028 2791.4158 0.013 0 4.66 5.332 0.603 2115 1 27 54 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 2 2791.4028 2791.4092 0.0064 0 2.29 5.303 0.611 2182 1 27 54 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 3 2791.4028 2791.4073 0.0045 0 1.61 3.77 0.326 694.1 1 27 108 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 2 2791.4028 2791.4109 0.0081 0 2.90 5.425 0.596 2407 1 28 54 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 2 2791.4028 2791.4087 0.0059 0 2.11 5.465 0.608 2221 1 27 54 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9801 K LVENDVAPVADIDQAVQLGGGFPDGPAK I 3 2791.4028 2791.407 0.0042 0 1.50 2.792 0.076 373.4 14 26 108 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 3 3420.633 3420.6438 0.0108 0 3.16 4.832 0.501 2109 1 49 128 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 3 3420.633 3420.6406 0.0076 0 2.22 5.188 0.544 1585 1 42 128 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 3 3420.633 3420.6358 0.0028 0 0.82 5.26 0.507 2116 1 46 128 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 3 3420.633 3420.6424 0.0094 0 2.75 5.846 0.604 1849 1 47 128 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 4 3420.633 3420.6382 0.0052 0 1.52 3.631 0.427 544.7 2 41 192 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9985 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 4 3420.633 3421.6338 1.0008 -1.0034 -0.75 3.582 0.376 655.8 1 41 192 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9977 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 4 3420.633 3420.6277 -0.0053 0 -1.55 3.293 0.283 746.3 1 45 192 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9966 V MDFEDIDTIAVLGAGNMGHGITEVAALAGYDVR M 3 3420.633 3420.666 0.033 0 9.65 3.748 0.315 1079 1 33 128 1 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 3 2904.3005 2904.3052 0.0047 0 1.62 5.912 0.432 2736 1 43 100 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.304 0.0035 0 1.21 4.804 0.416 2231 1 26 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3064 0.0059 0 2.03 4.78 0.418 2138 1 26 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 3 2904.3005 2904.3008 0.0003 0 0.10 4.581 0.337 1389 1 31 100 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3074 0.0069 0 2.38 5.459 0.367 2025 1 26 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3094 0.0089 0 3.06 5.021 0.363 1777 1 25 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3098 0.0093 0 3.20 5.151 0.442 2163 1 26 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3074 0.0069 0 2.38 5.274 0.364 1817 1 25 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 3 2904.3005 2905.2981 0.9976 -1.0034 -1.98 4.532 0.355 1297 1 34 100 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 3 2904.3005 2904.3037 0.0032 0 1.10 5.392 0.316 1992 1 38 100 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3074 0.0069 0 2.38 4.924 0.437 2217 1 26 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2904.3005 2904.3045 0.004 0 1.38 5.384 0.382 1898 1 25 50 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2920.2999 2920.3001 0.0002 0 0.07 5.401 0.535 1714 1 26 50 2 0 1 M[147]NTVSPDLMDDLADAVDLLENDDEVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2920.2999 2920.2964 -0.0035 0 -1.20 4.913 0.555 1455 1 24 50 2 0 1 M[147]NTVSPDLMDDLADAVDLLENDDEVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2920.2999 2920.3054 0.0055 0 1.88 5.002 0.57 1453 1 25 50 2 0 1 M[147]NTVSPDLMDDLADAVDLLENDDEVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9992 R MNTVSPDLMDDLADAVDLLENDDEVR A 2 2920.2999 2921.3054 1.0055 -1.0034 0.74 5.378 0.564 1923 1 27 50 2 0 1 M[147]NTVSPDLMDDLADAVDLLENDDEVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9978 R MNTVSPDLMDDLADAVDLLENDDEVR A 3 2920.2999 2920.2842 -0.0157 0 -5.38 5.325 0.413 924.1 1 30 100 2 0 1 M[147]NTVSPDLMDDLADAVDLLENDDEVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 2 3044.4648 3044.4646 -0.0002 0 -0.07 5.454 0.486 1716 1 28 56 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 3 3044.4648 3044.4693 0.0045 0 1.48 4.183 0.465 1183 1 35 112 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 3 3044.4648 3044.4722 0.0074 0 2.43 4.393 0.462 1226 1 33 112 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 4 3044.4648 3044.4705 0.0057 0 1.87 4.016 0.317 1735 1 45 168 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 3 3044.4648 3044.4717 0.0069 0 2.27 3.497 0.259 585.1 1 25 112 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 4 3044.4648 3044.4673 0.0025 0 0.82 3.369 0.19 1511 1 47 168 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9221 R MQLVEVISGAHSGDDTLEAIEALAEDFGK T 4 3060.4642 3061.4607 0.9965 -1.0034 -2.24 2.391 0.063 655.6 10 33 168 2 0 1 M[147]QLVEVISGAHSGDDTLEAIEALAEDFGK
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 4 3513.7342 3514.7329 0.9987 -1.0034 -1.32 6.006 0.488 1357 1 57 192 2 1 1 M[147]QLVEVISGAHSGDDTLEAIEALAEDFGKTPVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 4 3497.7348 3497.7366 0.0018 0 0.51 4.155 0.419 995.8 1 50 192 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 4 3497.7348 3497.7454 0.0106 0 3.03 3.883 0.405 1064 1 52 192 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 4 3513.7342 3513.7403 0.0061 0 1.74 5.75 0.312 1448 1 55 192 2 1 1 M[147]QLVEVISGAHSGDDTLEAIEALAEDFGKTPVR
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 3 3497.7348 3497.7415 0.0067 0 1.92 7.071 0.596 2530 1 48 128 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R MQLVEVISGAHSGDDTLEAIEALAEDFGKTPVR V 3 3497.7348 3497.7456 0.0108 0 3.09 7.15 0.601 2316 1 47 128 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R SELGQPEHNLGLLPGWGGTQR L 2 2245.1239 2245.1424 0.0185 0 8.24 5.057 0.484 1343 1 25 40 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R SELGQPEHNLGLLPGWGGTQR L 2 2245.1239 2245.1321 0.0082 0 3.65 4.897 0.485 1570 1 27 40 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R SELGQPEHNLGLLPGWGGTQR L 3 2245.1239 2245.1292 0.0053 0 2.36 3.291 0.319 679.3 6 28 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 R SELGQPEHNLGLLPGWGGTQR L 3 2245.1239 2245.1277 0.0038 0 1.69 3.251 0.283 640.9 3 28 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9998 R SELGQPEHNLGLLPGWGGTQR L 3 2245.1239 2245.1292 0.0053 0 2.36 2.932 0.256 783.3 2 30 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9995 R SELGQPEHNLGLLPGWGGTQR L 3 2245.1239 2245.1314 0.0075 0 3.34 2.936 0.192 875.9 1 31 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADR Y 2 2329.0921 2329.0969 0.0048 0 2.06 4.611 0.529 2033 1 26 40 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADR Y 2 2329.0921 2329.9053 0.8132 -1.0034 -81.64 3.664 0.533 729.9 1 16 40 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADR Y 3 2329.0921 2329.0957 0.0036 0 1.55 3.665 0.305 1290 1 35 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADR Y 2 2329.0921 2329.1048 0.0127 0 5.45 5.006 0.548 1558 1 23 40 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADR Y 3 2329.0921 2329.0928 0.0007 0 0.30 4.196 0.375 1322 1 36 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADR Y 3 2329.0921 2329.1021 0.01 0 4.29 4.22 0.332 945.2 1 31 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 K TGLETLIDTLEETHEETGADR Y 3 2329.0921 2329.0935 0.0014 0 0.60 3.061 0.253 1076 1 31 80 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 K TGLETLIDTLEETHEETGADRYAVADGLR E 4 3174.5316 3175.531 0.9994 -1.0034 -1.24 4.267 0.394 770.7 1 42 168 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 2 2550.3316 2550.3357 0.0041 0 1.61 4.545 0.504 2237 1 27 46 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 2 2550.3316 2550.3426 0.011 0 4.31 4.834 0.544 2517 1 27 46 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 3 2550.3316 2550.3379 0.0063 0 2.47 3.162 0.32 546.6 2 24 92 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 3 2550.3316 2550.3379 0.0063 0 2.47 5.233 0.4 1464 1 37 92 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 2 2550.3316 2550.3396 0.008 0 3.14 4.586 0.539 2334 1 26 46 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 2 2550.3316 2550.3325 0.0009 0 0.35 4.536 0.528 2331 1 27 46 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 3 2550.3316 2550.3372 0.0056 0 2.20 4.456 0.385 1116 1 34 92 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEK M 3 2550.3316 2550.3394 0.0078 0 3.06 4.809 0.451 1363 1 36 92 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9997 R VTPLVDVEEAVSDVDVVIEAVPEK M 2 2550.3316 2550.3382 0.0066 0 2.59 4.125 0.044 1924 1 24 46 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9993 R VTPLVDVEEAVSDVDVVIEAVPEK M 3 2550.3316 2550.3389 0.0073 0 2.86 3.467 0.15 674.2 1 30 92 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9967 R VTPLVDVEEAVSDVDVVIEAVPEK M 3 2550.3316 2550.3416 0.01 0 3.92 3.069 0.1 747.3 1 28 92 2 0 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEKMEIK K 3 3051.5937 3051.5974 0.0037 0 1.21 3.183 0.414 499 1 31 108 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 0.9999 R VTPLVDVEEAVSDVDVVIEAVPEKMEIK K 3 3051.5937 3053.6182 2.0245 -2.0067 5.83 3.381 0.399 474.1 1 30 108 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEKMEIKK D 3 3179.6887 3179.7063 0.0176 0 5.54 3.554 0.498 694.2 1 38 112 2 1 1



Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R VTPLVDVEEAVSDVDVVIEAVPEKMEIKK D 4 3179.6887 3179.6922 0.0035 0 1.10 3.406 0.324 651.9 1 47 168 2 1 1
Q5V357_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd1 rrnAC1083 669 69.5 33 137 1 R YDADEMAEYGFINEVVDNDALHER A 3 2814.2079 2814.2178 0.0099 0 3.52 5.571 0.602 1439 1 37 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 3 2347.9829 2347.9788 -0.0041 0 -1.75 3.724 0.284 1444 1 31 80 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 3 3657.6172 3657.638 0.0208 0 5.69 5.336 0.533 2289 1 49 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 3 3657.6172 3658.6282 1.011 -1.0034 2.09 4.045 0.359 374.3 6 24 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 3 3657.6172 3657.638 0.0208 0 5.69 5.162 0.467 1778 1 44 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 3 3657.6172 3657.638 0.0208 0 5.69 5.295 0.553 2275 1 50 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 4 3657.6172 3657.6052 -0.012 0 -3.28 3.711 0.211 946.1 1 37 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9978 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 4 3657.6172 3657.6277 0.0105 0 2.87 3.408 0.071 1050 1 41 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9767 R ADLGAEEIPDGHEEGHWVGPFVYEVDYDEDLR C 3 3657.6172 3656.6231 -0.9941 1 1.61 3.022 0.197 600.9 1 27 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R AEYLWDIYHELR D 2 1606.778 1606.7813 0.0033 0 2.05 3.634 0.477 1483 1 18 22 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9992 R AEYLWDIYHELR D 3 1606.778 1606.7787 0.0007 0 0.44 2.628 0.163 562.5 1 24 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9986 R AEYLWDIYHELR D 3 1606.778 1606.7821 0.0041 0 2.55 2.884 0.111 566.2 1 25 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9974 R AEYLWDIYHELR D 3 1606.778 1606.779 0.001 0 0.62 2.643 0.102 536.3 1 23 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K DIEMAQGLSADIITDE - 2 1719.7873 1720.8007 1.0134 -1.0034 5.84 3.076 0.403 573.1 1 14 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7964 1.0091 -1.0034 3.34 3.594 0.392 630.4 1 15 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7854 0.9981 -1.0034 -3.05 3.363 0.288 943.8 1 19 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9998 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7786 0.9913 -1.0034 -7.01 2.67 0.364 738.5 1 14 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9997 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7952 1.0079 -1.0034 2.65 2.94 0.301 878.4 1 16 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9994 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7879 1.0006 -1.0034 -1.60 2.615 0.285 714.5 1 15 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9992 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7854 0.9981 -1.0034 -3.05 2.187 0.341 474.3 1 14 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.999 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7914 1.0041 -1.0034 0.44 2.368 0.295 613.4 1 15 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9989 K DIEMAQGLSADIITDE - 2 1719.7873 1720.8002 1.0129 -1.0034 5.55 2.501 0.289 429.6 2 13 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9976 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7924 1.0051 -1.0034 1.02 2.137 0.278 391.6 1 13 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9931 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7987 1.0114 -1.0034 4.68 2.817 0.147 419.1 4 12 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9889 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7913 1.004 -1.0034 0.38 2.547 0.136 474.6 2 14 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9855 K DIEMAQGLSADIITDE - 2 1719.7873 1720.789 1.0017 -1.0034 -0.96 2.291 0.178 426.7 4 13 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9795 K DIEMAQGLSADIITDE - 2 1719.7873 1719.7888 0.0015 0 0.87 2.076 0.089 345.4 6 12 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9201 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7906 1.0033 -1.0034 -0.03 2.473 0.092 390.8 27 12 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9013 K DIEMAQGLSADIITDE - 2 1719.7873 1720.7654 0.9781 -1.0034 -14.68 2.395 0.122 376.7 89 11 30 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9978 R EEGANVLVDR A 2 1100.5462 1100.5486 0.0024 0 2.18 1.729 0.22 1078 1 16 18 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9809 R EEGANVLVDR A 2 1100.5462 1100.5441 -0.0021 0 -1.91 1.739 0.083 1028 1 15 18 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9609 R EEGANVLVDR A 2 1100.5462 1100.5454 -0.0008 0 -0.73 1.783 0.045 616.6 2 13 18 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.912 R EEGANVLVDR A 2 1100.5462 1102.5254 1.9792 -2.0067 -24.99 1.794 0.15 772.7 1 13 18 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2657.2215 0.0035 0 1.32 4.071 0.435 1257 1 32 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2657.221 0.003 0 1.13 4.535 0.415 1580 1 34 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2657.2249 0.0069 0 2.60 3.957 0.369 1434 1 33 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2657.2241 0.0061 0 2.30 4.502 0.347 1523 1 33 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2659.208 1.99 -2.0067 -6.28 4.303 0.279 1080 1 31 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9989 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2657.2581 0.0401 0 15.09 3.138 0.149 729.4 1 25 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9963 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2658.2405 1.0225 -1.0034 7.21 2.973 0.171 533.6 1 25 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9709 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2658.218 1 -1.0034 -1.26 2.975 0.099 638.2 6 24 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.969 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2659.2381 2.0201 -2.0067 5.04 2.995 0.09 579.8 3 23 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9503 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2658.2637 1.0457 -1.0034 15.94 3.158 0.084 624.4 27 24 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9164 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2658.2613 1.0433 -1.0034 15.03 3.387 0.003 709.4 4 25 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9065 K EISEGLADVTESWHMVEWAAGNAR H 3 2657.218 2659.2381 2.0201 -2.0067 5.04 2.466 0.08 701.7 5 25 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R EVIEAVTER T 2 1044.5451 1044.5459 0.0008 0 0.77 2.732 0.178 1029 1 15 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R EVIEAVTER T 2 1044.5451 1044.5462 0.0011 0 1.05 2.817 0.178 1051 1 15 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9997 R EVIEAVTER T 2 1044.5451 1044.5456 0.0005 0 0.48 2.192 0.238 942.6 1 14 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R FVDIAEDIAVGDPLEEDTFMGPLIEEDQVEK F 2 3462.6276 3462.6277 0.0001 0 0.03 5.165 0.562 731.6 1 22 60 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R FVDIAEDIAVGDPLEEDTFMGPLIEEDQVEK F 2 3462.6276 3462.6248 -0.0028 0 -0.81 3.828 0.63 630.6 1 22 60 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R FVDIAEDIAVGDPLEEDTFMGPLIEEDQVEK F 2 3462.6276 3462.6394 0.0118 0 3.41 5.176 0.579 827.7 1 23 60 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 3 2347.9829 2347.9878 0.0049 0 2.09 3.88 0.274 1317 1 30 80 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 3 2347.9829 2347.9881 0.0052 0 2.21 4.299 0.356 1448 1 32 80 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 2 2347.9829 2347.979 -0.0039 0 -1.66 6.329 0.596 3112 1 28 40 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 2 2347.9829 2347.9881 0.0052 0 2.21 6.523 0.608 3260 1 28 40 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 2 2347.9829 2347.9878 0.0049 0 2.09 6.488 0.61 3400 1 29 40 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R GTEDDVDHALAAAEDAYDEWR S 3 2347.9829 2347.9849 0.002 0 0.85 4.684 0.342 1661 1 34 80 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9997 R GTEDDVDHALAAAEDAYDEWR S 4 2347.9829 2347.9846 0.0017 0 0.72 3.516 0.166 1064 1 37 120 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R HPHGDVVPSEIASK D 2 1471.7419 1471.7443 0.0024 0 1.63 2.248 0.332 413.2 1 16 26 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.998 R HPHGDVVPSEIASK D 3 1471.7419 1471.7438 0.0019 0 1.29 2.559 0.135 822.8 1 26 52 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9979 R HPHGDVVPSEIASK D 2 1471.7419 1471.7426 0.0007 0 0.48 1.583 0.279 378.2 1 16 26 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9976 R HPHGDVVPSEIASK D 2 1471.7419 1471.7381 -0.0038 0 -2.58 1.768 0.229 422.9 1 15 26 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9781 R HPHGDVVPSEIASKDAYMR R 4 2108.0109 2108.0056 -0.0053 0 -2.51 2.241 0.062 492.8 4 36 108 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3495.5603 3495.5664 0.0061 0 1.75 5.363 0.378 2499 1 57 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3495.5603 3495.5713 0.011 0 3.15 6.789 0.566 1944 1 43 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3495.5603 3495.5725 0.0122 0 3.49 4.777 0.357 1748 1 52 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3495.5603 3497.5879 2.0276 -2.0067 5.98 7.029 0.557 2235 1 43 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3495.5603 3496.5711 1.0108 -1.0034 2.13 4.466 0.33 1023 1 48 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3495.5603 3495.5645 0.0042 0 1.20 6.712 0.598 2125 1 44 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3495.5603 3495.5647 0.0044 0 1.26 6.589 0.58 1694 1 42 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3495.5603 3496.5659 1.0056 -1.0034 0.64 6.117 0.51 2533 1 46 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3495.5603 3495.5664 0.0061 0 1.75 5.332 0.356 2419 1 59 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3495.5603 3495.5589 -0.0014 0 -0.40 5.761 0.489 2271 1 56 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3495.5603 3495.5547 -0.0056 0 -1.60 3.295 0.225 605 1 49 186 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9987 R HYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3495.5603 3495.5659 0.0056 0 1.60 3.822 0.099 582.3 1 30 124 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFK E 3 1519.7558 1519.7561 0.0003 0 0.20 3.538 0.404 841.7 1 24 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFK E 3 1519.7558 1519.7577 0.0019 0 1.25 3.113 0.314 894.2 1 28 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFK E 2 1519.7558 1519.7661 0.0103 0 6.78 3.034 0.413 1346 1 18 22 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFK E 3 1519.7558 1519.7577 0.0019 0 1.25 3.767 0.292 500.3 1 21 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9966 R LIVHEDLYDEFK E 3 1519.7558 1520.7682 1.0124 -1.0034 5.95 2.589 0.203 493.3 8 20 44 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFKER F 3 1804.8995 1804.9035 0.004 0 2.22 4.18 0.467 1844 1 33 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFKER F 3 1804.8995 1804.8989 -0.0006 0 -0.33 4.715 0.452 1482 1 33 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFKER F 3 1804.8995 1804.9027 0.0032 0 1.77 4.469 0.408 1609 1 33 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFKER F 4 1804.8995 1804.9021 0.0026 0 1.44 2.589 0.329 513.1 1 35 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R LIVHEDLYDEFKER F 3 1804.8995 1804.9018 0.0023 0 1.27 4.379 0.493 1774 1 34 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R LIVHEDLYDEFKER F 3 1804.8995 1806.9381 2.0386 -2.0067 17.67 3.177 0.342 1229 1 28 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9998 R LIVHEDLYDEFKER F 3 1804.8995 1803.8686 -1.0309 1 -17.12 3.962 0.371 2013 1 30 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9998 R LIVHEDLYDEFKER F 4 1804.8995 1804.9002 0.0007 0 0.39 1.829 0.229 685.2 1 38 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9996 R LIVHEDLYDEFKER F 4 1804.8995 1804.9031 0.0036 0 1.99 1.685 0.209 659.5 1 38 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9992 R LIVHEDLYDEFKER F 3 1804.8995 1805.8881 0.9886 -1.0034 -8.17 3.075 0.257 894.9 1 26 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9992 R LIVHEDLYDEFKER F 4 1804.8995 1804.9019 0.0024 0 1.33 1.644 0.175 628.3 1 37 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9984 R LIVHEDLYDEFKER F 4 1804.8995 1804.9031 0.0036 0 1.99 1.76 0.141 634.4 1 37 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9984 R LIVHEDLYDEFKER F 3 1804.8995 1805.8981 0.9986 -1.0034 -2.63 3.405 0.22 709.6 3 23 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9979 R LIVHEDLYDEFKER F 4 1804.8995 1804.9024 0.0029 0 1.61 1.952 0.123 621 1 34 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9971 R LIVHEDLYDEFKER F 3 1804.8995 1806.9081 2.0086 -2.0067 1.05 2.792 0.228 1064 1 27 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9956 R LIVHEDLYDEFKER F 4 1804.8995 1804.8954 -0.0041 0 -2.27 2.049 0.256 337 85 27 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9953 R LIVHEDLYDEFKER F 3 1804.8995 1804.9282 0.0287 0 15.90 2.278 0.201 610.3 3 22 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9921 R LIVHEDLYDEFKER F 4 1804.8995 1804.8991 -0.0004 0 -0.22 1.982 0.145 429.2 9 28 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9906 R LIVHEDLYDEFKER F 4 1804.8995 1804.8981 -0.0014 0 -0.78 1.85 0.159 417.3 15 29 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9899 R LIVHEDLYDEFKER F 4 1804.8995 1804.9015 0.002 0 1.11 1.588 0.059 506.3 1 33 78 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9852 R LIVHEDLYDEFKER F 3 1804.8995 1805.8881 0.9886 -1.0034 -8.17 2.796 0.141 1050 1 24 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9476 R LIVHEDLYDEFKER F 3 1804.8995 1806.9682 2.0687 -2.0067 34.35 2.683 0.108 867.7 2 23 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9463 R LIVHEDLYDEFKER F 3 1804.8995 1806.9081 2.0086 -2.0067 1.05 2.483 0.18 425.3 37 19 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9433 R LIVHEDLYDEFKER F 3 1804.8995 1806.098 1.1985 -1.0034 108.12 2.425 0.144 498.7 7 20 52 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9981 K NAVVVTDEADLDVAVHSAVMSSFK T 3 2503.2264 2503.2317 0.0053 0 2.12 2.914 0.167 388.1 5 25 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9979 K NAVVVTDEADLDVAVHSAVMSSFK T 3 2503.2264 2503.2278 0.0014 0 0.56 2.386 0.178 539.2 1 30 92 2 0 1



Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9881 K NAVVVTDEADLDVAVHSAVMSSFK T 3 2503.2264 2503.2298 0.0034 0 1.36 2.138 0.113 472.4 1 28 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9478 K NAVVVTDEADLDVAVHSAVMSSFK T 3 2503.2264 2505.2532 2.0268 -2.0067 8.03 2.382 0.142 355.5 15 22 92 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 D PLEEDTFMGPLIEEDQVEK F 2 2234.0345 2234.0288 -0.0057 0 -2.55 5.123 0.534 2357 1 26 36 1 0 1 PLEEDTFM[147]GPLIEEDQVEK
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3651.6614 3651.6616 0.0002 0 0.05 7.053 0.544 3165 1 57 192 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3651.6614 3651.6648 0.0034 0 0.93 6.911 0.497 2451 1 54 192 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3651.6614 3651.6719 0.0105 0 2.88 7.562 0.554 3008 1 60 192 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3651.6614 3651.6731 0.0117 0 3.20 8.464 0.511 3767 1 53 128 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 4 3651.6614 3651.6734 0.012 0 3.29 7.597 0.51 2707 1 56 192 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 5 3651.6614 3651.6707 0.0093 0 2.55 4.814 0.317 1522 1 64 256 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 3 3651.6614 3652.6519 0.9905 -1.0034 -3.52 7.57 0.531 3140 1 51 128 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9995 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 5 3651.6614 3651.6699 0.0085 0 2.33 3.017 0.147 1350 1 57 256 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9988 R RHYIDGEWTTGTGDETFTSQNPATGEALASFHR G 5 3651.6614 3651.6697 0.0083 0 2.27 3.017 0.1 1177 1 53 256 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 K SGNGLPSGREVIEAVTER T 3 1869.9544 1869.9542 -0.0002 0 -0.11 2.635 0.436 514 1 26 68 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9998 K SGNGLPSGREVIEAVTER T 3 1869.9544 1869.9577 0.0033 0 1.76 3.015 0.292 674.3 1 29 68 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9931 K SGNGLPSGREVIEAVTER T 3 1869.9544 1869.9593 0.0049 0 2.62 2.269 0.205 374.8 5 21 68 2 1 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R TAWTLNNSK D 2 1033.5192 1033.5183 -0.0009 0 -0.87 2.802 0.302 853.8 1 14 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9999 R TAWTLNNSK D 2 1033.5192 1033.5181 -0.0011 0 -1.06 2.179 0.288 827.6 1 14 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9998 R TAWTLNNSK D 2 1033.5192 1033.5185 -0.0007 0 -0.68 2.442 0.213 906.6 1 14 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 0.9966 R TAWTLNNSK D 2 1033.5192 1033.5196 0.0004 0 0.39 1.788 0.17 695 1 14 16 2 0 1
Q5UZM4_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC2473 522 50.4 19 135 1 R TAWTLNNSKDIEMAQGLSADIITDE - 2 2735.296 2735.301 0.005 0 1.83 4.276 0.487 937.4 1 23 48 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R VDDVINVSGHR L 2 1209.6102 1209.6054 -0.0048 0 -3.97 3.25 0.399 1682 1 19 20 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R AGYLTVDKPWPGMLR T 3 1718.8859 1718.8815 -0.0044 0 -2.56 3.382 0.325 1091 1 26 56 2 0 1 AGYLTVDKPWPGM[147]LR
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R AGYLTVDKPWPGMLR T 3 1702.8865 1702.8938 0.0073 0 4.29 4.15 0.273 1328 1 27 56 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R AGYLTVDKPWPGMLR T 3 1702.8865 1702.8894 0.0029 0 1.70 3.529 0.387 1128 1 28 56 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R AGYLTVDKPWPGMLR T 3 1718.8859 1718.8859 0 0 0.00 3.476 0.242 1021 1 27 56 2 0 1 AGYLTVDKPWPGM[147]LR
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R AGYLTVDKPWPGMLR T 3 1702.8865 1702.8872 0.0007 0 0.41 3.786 0.46 1299 1 30 56 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R AGYLTVDKPWPGMLR T 3 1718.8859 1718.8885 0.0026 0 1.51 2.616 0.333 824.3 1 24 56 2 0 1 AGYLTVDKPWPGM[147]LR
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R AGYLTVDKPWPGMLR T 3 1718.8859 1718.8861 0.0002 0 0.12 3.247 0.249 1049 1 27 56 2 0 1 AGYLTVDKPWPGM[147]LR
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9992 R AGYLTVDKPWPGMLR T 3 1702.8865 1702.8917 0.0052 0 3.05 2.679 0.223 481.7 14 19 56 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K ANEGLSGVDHEVER A 2 1510.7012 1510.7053 0.0041 0 2.71 3.364 0.495 1135 1 18 26 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K ANEGLSGVDHEVER A 2 1510.7012 1510.7036 0.0024 0 1.59 2.994 0.475 1167 1 19 26 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K ANEGLSGVDHEVER A 2 1510.7012 1510.7003 -0.0009 0 -0.60 3.121 0.41 1240 1 19 26 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9986 K ANEGLSGVDHEVER A 2 1510.7012 1510.7003 -0.0009 0 -0.60 2.537 0.125 1154 1 18 26 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9985 K ANEGLSGVDHEVER A 3 1510.7012 1510.7033 0.0021 0 1.39 2.361 0.168 1075 1 29 52 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.992 K ANEGLSGVDHEVER A 3 1510.7012 1510.7 -0.0012 0 -0.79 2.48 0.072 1413 1 30 52 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9418 K ANEGLSGVDHEVER A 3 1510.7012 1510.7022 0.001 0 0.66 1.952 0.018 1320 1 30 52 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R DAEDMLFLMYTSGTTGKPK G 3 2103.9857 2103.991 0.0053 0 2.52 3.271 0.339 846.4 1 31 72 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R DAEDMLFLMYTSGTTGKPK G 2 2103.9857 2103.9876 0.0019 0 0.90 4.051 0.341 1204 1 20 36 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R DAEDMLFLMYTSGTTGKPK G 2 2103.9857 2103.9883 0.0026 0 1.24 4.777 0.505 1837 1 25 36 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R DAEDMLFLMYTSGTTGKPK G 2 2103.9857 2103.9932 0.0075 0 3.56 4.921 0.523 1384 1 22 36 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R DAEDMLFLMYTSGTTGKPK G 2 2103.9857 2103.9844 -0.0013 0 -0.62 4.924 0.538 1668 1 24 36 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R DAEDMLFLMYTSGTTGKPK G 3 2103.9857 2103.9881 0.0024 0 1.14 3.11 0.347 879.4 1 34 72 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K DMKPGSAGPPLPGNDVR I 3 1706.841 1706.8432 0.0022 0 1.29 3.707 0.331 1233 1 29 64 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K DMKPGSAGPPLPGNDVR I 3 1706.841 1706.8417 0.0007 0 0.41 3.308 0.333 1223 1 28 64 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K DMKPGSAGPPLPGNDVR I 3 1706.841 1706.84 -0.001 0 -0.59 3.187 0.405 1009 2 27 64 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K DMKPGSAGPPLPGNDVR I 3 1706.841 1706.8402 -0.0008 0 -0.47 3.268 0.349 1487 1 32 64 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9904 F EDVIDDNEGETVEPVDR D 2 1929.8439 1929.8454 0.0015 0 0.78 2.711 0.297 623.4 1 15 32 1 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R GDEAAIEWVGEPVEEDNITYTYEELHQK V 3 3263.4782 3263.4878 0.0096 0 2.94 4.018 0.377 731.3 1 36 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R GDEAAIEWVGEPVEEDNITYTYEELHQK V 3 3263.4782 3263.4893 0.0111 0 3.40 3.894 0.493 963.8 1 38 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9317 R GDEAAIEWVGEPVEEDNITYTYEELHQK V 3 3263.4782 3264.4883 1.0101 -1.0034 2.07 2.75 0.038 399.6 1 22 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R GDEAAIEWVGEPVEEDNITYTYEELHQKVNEFAAGLR E 4 4220.9814 4222.0108 1.0294 -1.0034 6.17 4.691 0.303 965 1 48 216 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9997 R GDEAAIEWVGEPVEEDNITYTYEELHQKVNEFAAGLR E 4 4220.9814 4223.0108 2.0294 -2.0067 5.38 3.617 0.254 975.2 1 50 216 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R GDPLDHLDKANEGLSGVDHEVER A 4 2501.1782 2501.1773 -0.0009 0 -0.36 2.452 0.362 637.6 1 44 132 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R GDPLDHLDKANEGLSGVDHEVER A 4 2501.1782 2501.1809 0.0027 0 1.08 2.442 0.36 622.9 1 44 132 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9996 R GDPLDHLDKANEGLSGVDHEVER A 4 2501.1782 2501.1753 -0.0029 0 -1.16 2.182 0.199 608.8 1 40 132 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R HLDERGDEAAIEWVGEPVEEDNITYTYEELHQK V 4 3913.7918 3915.8111 2.0193 -2.0067 3.22 4.897 0.366 1247 1 57 192 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R HLDERGDEAAIEWVGEPVEEDNITYTYEELHQK V 4 3913.7918 3915.8111 2.0193 -2.0067 3.22 5.034 0.358 1221 1 56 192 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R HLDERGDEAAIEWVGEPVEEDNITYTYEELHQKVNEFAAGLR E 5 4871.295 4873.3135 2.0185 -2.0067 2.42 5.082 0.323 2292 1 70 328 2 2 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K IDDDGYITVLGR V 2 1335.667 1335.6745 0.0075 0 5.62 3.378 0.321 2025 1 20 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K IDDDGYITVLGR V 2 1335.667 1335.6715 0.0045 0 3.37 3.657 0.374 1975 1 20 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K IDDDGYITVLGR V 2 1335.667 1335.6693 0.0023 0 1.72 4.569 0.336 1967 1 20 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K IDDDGYITVLGR V 2 1335.667 1335.6675 0.0005 0 0.37 3.489 0.418 2011 1 20 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K IDDDGYITVLGRVDDVINVSGHR L 4 2527.2666 2527.2764 0.0098 0 3.88 3.76 0.282 1315 1 45 132 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 K IDDDGYITVLGRVDDVINVSGHR L 3 2527.2666 2527.2915 0.0249 0 9.85 5.863 0.443 1280 1 35 88 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 K IDDDGYITVLGRVDDVINVSGHR L 4 2527.2666 2527.2705 0.0039 0 1.54 3.464 0.282 1495 1 48 132 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9985 K IDDDGYITVLGRVDDVINVSGHR L 4 2527.2666 2527.2571 -0.0095 0 -3.76 2.683 0.132 966.9 1 42 132 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IGAPHSVVFAGFSADALATR M 2 1986.0323 1986.0374 0.0051 0 2.57 5.449 0.6 3149 1 29 38 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1986.0342 0.0019 0 0.96 4.098 0.376 1016 1 28 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1986.0348 0.0025 0 1.26 4.576 0.507 1260 1 29 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IGAPHSVVFAGFSADALATR M 2 1986.0323 1986.0254 -0.0069 0 -3.47 4.873 0.595 2287 1 26 38 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1986.0342 0.0019 0 0.96 4.039 0.447 1193 1 29 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1986.0349 0.0026 0 1.31 4.652 0.397 1278 1 31 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9992 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1987.0581 1.0258 -1.0034 11.30 3.115 0.244 819.9 3 26 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9863 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1987.0281 0.9958 -1.0034 -3.80 2.521 0.171 415.2 8 22 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9855 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1987.0281 0.9958 -1.0034 -3.80 2.395 0.142 676.1 1 25 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.981 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1987.0347 1.0024 -1.0034 -0.48 2.821 0.09 846.3 1 26 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9682 R IGAPHSVVFAGFSADALATR M 3 1986.0323 1987.0281 0.9958 -1.0034 -3.80 2.331 0.107 590.3 1 24 76 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IVDTEGEEVEPGR A 2 1428.6732 1428.6739 0.0007 0 0.49 3.629 0.362 2293 1 22 24 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IVDTEGEEVEPGR A 2 1428.6732 1428.6718 -0.0014 0 -0.98 3.472 0.321 2090 1 21 24 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IVDTEGEEVEPGR A 2 1428.6732 1428.6737 0.0005 0 0.35 3.325 0.281 2394 1 22 24 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R IVDTEGEEVEPGR A 2 1428.6732 1428.6714 -0.0018 0 -1.26 3.821 0.343 2527 1 22 24 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LGTMEIESAIVGVEGVAEAAVVGGDHDIK G 4 2865.443 2865.4488 0.0058 0 2.02 4.748 0.311 1150 1 50 168 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LGTMEIESAIVGVEGVAEAAVVGGDHDIK G 3 2865.443 2865.4378 -0.0052 0 -1.81 6.076 0.517 1799 1 38 112 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R LGTMEIESAIVGVEGVAEAAVVGGDHDIK G 3 2865.443 2865.4561 0.0131 0 4.57 2.978 0.295 848.4 1 28 112 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9998 R LGTMEIESAIVGVEGVAEAAVVGGDHDIK G 3 2881.4424 2881.4646 0.0222 0 7.70 3.41 0.225 974.4 1 29 112 2 0 1 LGTM[147]EIESAIVGVEGVAEAAVVGGDHDIK
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9989 R LGTMEIESAIVGVEGVAEAAVVGGDHDIK G 3 2865.443 2867.468 2.025 -2.0067 6.39 3.346 0.283 398 41 23 112 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9109 R LGTMEIESAIVGVEGVAEAAVVGGDHDIK G 3 2865.443 2866.4307 0.9877 -1.0034 -5.46 2.806 0.066 437.7 14 23 112 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLR N 2 1944.964 1944.9658 0.0018 0 0.93 6.037 0.528 3333 1 28 34 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLR N 2 1944.964 1945.9494 0.9854 -1.0034 -9.23 3.864 0.408 2276 1 28 34 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLR N 2 1944.964 1944.966 0.002 0 1.03 5.672 0.546 3304 1 28 34 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLR N 2 1944.964 1944.9687 0.0047 0 2.42 4.904 0.583 3392 1 28 34 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3142.5517 3142.5528 0.0011 0 0.35 6.038 0.494 1195 1 38 112 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLRNPDVVSDIETK V 2 3142.5517 3142.5718 0.0201 0 6.40 3.879 0.515 367.8 1 20 56 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3142.5517 3143.5703 1.0186 -1.0034 4.85 4.695 0.451 954.4 1 38 112 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R LLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3142.5517 3143.5425 0.9908 -1.0034 -3.99 4.13 0.356 1469 1 39 112 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLGTVGEPINPR A 2 1264.7139 1264.7145 0.0006 0 0.47 3.236 0.337 1332 1 19 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLGTVGEPINPR A 2 1264.7139 1264.7151 0.0012 0 0.95 2.774 0.387 1201 1 18 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLGTVGEPINPR A 2 1264.7139 1264.7155 0.0016 0 1.27 3.166 0.367 1205 1 18 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LLGTVGEPINPR A 2 1264.7139 1264.7145 0.0006 0 0.47 3.296 0.355 1317 1 19 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9997 R LLGTVGEPINPR A 2 1264.7139 1264.7151 0.0012 0 0.95 3.023 0.126 1058 1 17 22 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDR D 3 3940.6493 3941.648 0.9987 -1.0034 -1.18 6.186 0.597 2022 1 44 136 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDR D 3 3940.6493 3940.6516 0.0023 0 0.58 6.899 0.613 3186 1 51 136 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDR D 3 3956.6487 3956.6477 -0.001 0 -0.25 6.47 0.533 2427 1 44 136 2 0 1 LM[147]DGDGFDHDYADNQVAFEDVIDDNEGETVEPVDR
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDR D 3 3940.6493 3940.6553 0.006 0 1.52 6.485 0.559 3185 1 46 136 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDRDAEDML G 4 6026.6244 6027.6402 1.0158 -1.0034 2.07 6.067 0.511 1722 1 59 318 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDRDAEDML G 5 6042.6238 6043.6182 0.9944 -1.0034 -1.48 5.08 0.328 1016 1 64 424 2 1 1 LM[147]DGDGFDHDYADNQVAFEDVIDDNEGETVEPVDRDAEDMLFL
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDRDAEDML G 5 6026.6244 6026.6431 0.0187 0 3.10 4.911 0.271 1248 1 63 424 2 1 1



Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9993 R LMDGDGFDHDYADNQVAFEDVIDDNEGETVEPVDRDAEDML G 5 6042.6238 6043.6363 1.0125 -1.0034 1.51 4.178 0.192 955.5 1 60 424 2 1 1 LM[147]DGDGFDHDYADNQVAFEDVIDDNEGETVEPVDRDAEDMLFL
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LWDIVEEYEADQLYTAPTAIR A 2 2495.222 2495.2305 0.0085 0 3.41 2.77 0.357 806.3 1 19 40 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LWDIVEEYEADQLYTAPTAIR A 2 2495.222 2495.2254 0.0034 0 1.36 3.833 0.496 1105 1 23 40 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R LWDIVEEYEADQLYTAPTAIR A 2 2495.222 2495.2276 0.0056 0 2.24 3.687 0.469 937.2 1 21 40 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R NPDVVSDIETK V 2 1215.5983 1215.5987 0.0004 0 0.33 2.695 0.377 897.2 1 16 20 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R NPDVVSDIETK V 2 1215.5983 1215.5971 -0.0012 0 -0.99 2.596 0.415 814.9 1 15 20 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R NPDVVSDIETK V 2 1215.5983 1215.5965 -0.0018 0 -1.48 2.436 0.406 838.4 1 15 20 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R NPDVVSDIETK V 2 1215.5983 1215.5979 -0.0004 0 -0.33 2.48 0.372 802.4 2 15 20 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RGDPLDHLDKANEGLSGVDHEVER A 5 2657.2793 2657.2827 0.0034 0 1.28 2.753 0.427 975.4 1 54 184 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RGDPLDHLDKANEGLSGVDHEVER A 5 2657.2793 2657.2808 0.0015 0 0.56 3.547 0.486 860.7 1 52 184 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RGDPLDHLDKANEGLSGVDHEVER A 5 2657.2793 2657.2796 0.0003 0 0.11 3.746 0.387 922.1 1 52 184 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RGDPLDHLDKANEGLSGVDHEVER A 5 2657.2793 2657.2815 0.0022 0 0.83 3.272 0.379 1052 1 55 184 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLR N 2 2101.0651 2101.0711 0.006 0 2.86 4.923 0.555 1821 1 27 36 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLR N 2 2101.0651 2101.0662 0.0011 0 0.52 3.985 0.474 886.1 1 19 36 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLR N 3 2101.0651 2101.0669 0.0018 0 0.86 4.149 0.445 1448 1 31 72 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9987 R RLLEDIANGEELGDTSTLR N 3 2101.0651 2102.0781 1.013 -1.0034 4.59 2.682 0.258 735.3 4 25 72 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLRNPDVVSDIETK V 4 3298.6528 3300.6509 1.9981 -2.0067 -2.61 4.335 0.377 1661 1 49 174 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLRNPDVVSDIETK V 4 3298.6528 3298.6609 0.0081 0 2.46 6.408 0.602 3380 1 60 174 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3298.6528 3300.668 2.0152 -2.0067 2.58 5.356 0.404 637.9 1 34 116 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3298.6528 3298.6631 0.0103 0 3.12 5.565 0.417 1376 1 46 116 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R RLLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3298.6528 3299.648 0.9952 -1.0034 -2.47 4.78 0.361 744 1 35 116 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9605 R RLLEDIANGEELGDTSTLRNPDVVSDIETK V 3 3298.6528 3299.6404 0.9876 -1.0034 -4.77 3.067 0.106 631.7 1 30 116 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 3 2917.58 2918.5879 1.0079 -1.0034 1.56 3.842 0.328 618.2 1 28 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 3 2917.58 2917.5835 0.0035 0 1.20 4.343 0.403 754.5 1 32 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 2 2917.58 2917.593 0.013 0 4.46 4.092 0.392 501.7 1 23 54 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 2 2917.58 2917.6048 0.0248 0 8.50 3.713 0.199 369.1 1 21 54 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 3 2917.58 2917.5806 0.0006 0 0.21 5.357 0.434 1175 1 38 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 3 2917.58 2917.5857 0.0057 0 1.95 3.722 0.255 841.5 1 30 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 2 2917.58 2917.5867 0.0067 0 2.30 3.339 0.23 301.9 1 19 54 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 2 2917.58 2917.5852 0.0052 0 1.78 2.726 0.283 300.9 1 17 54 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9998 R SAIIDGVEDAIGPIARPEAVIFTPELPK T 3 2917.58 2917.5862 0.0062 0 2.13 3.159 0.237 575.2 1 26 108 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 1 R VDDVINVSGHR L 3 1209.6102 1209.6116 0.0014 0 1.16 2.813 0.293 1085 1 24 40 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 R VDDVINVSGHR L 3 1209.6102 1209.6082 -0.002 0 -1.65 2.835 0.248 879.2 1 22 40 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.997 R VDDVINVSGHR L 2 1209.6102 1210.5816 0.9714 -1.0034 -26.41 2.671 0.144 1402 1 19 20 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9959 R VDDVINVSGHR L 3 1209.6102 1210.5858 0.9756 -1.0034 -22.94 2.48 0.174 871.6 2 22 40 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9998 D VIDDNEGETVEPVDR D 2 1685.7744 1685.7768 0.0024 0 1.42 3.492 0.48 1202 1 20 28 1 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9999 K VNEFAAGLR E 2 975.5138 975.5138 0 0 0.00 2.49 0.276 948.3 1 13 16 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9955 K VNEFAAGLR E 2 975.5138 977.1854 1.6716 -1.0034 685.02 2.596 0.186 939.1 2 13 16 2 0 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9822 K WGKQYPEQHDLSSLR L 3 1842.9013 1842.9037 0.0024 0 1.30 3.642 0.308 1651 1 29 56 2 1 1
Q5UXS3_HALMA 1 Putative acetyl-coenzyme A synthetase (EC 6.2.1.1)  acs5 rrnAC3228 664 51.7 30 131 0.9754 K WGKQYPEQHDLSSLR L 3 1842.9013 1842.9032 0.0019 0 1.03 3.403 0.221 1293 1 26 56 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9974 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 5 3627.6349 3627.6419 0.007 0 1.93 2.58 0.076 701.4 1 56 264 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9939 R ADLDENTSHQTYHGPEEADYGILVWGSQQGTVFEAVDRLNEN A 5 5212.4034 5212.4478 0.0444 0 8.52 4.529 0.14 803.3 10 58 368 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9844 R ADLDENTSHQTYHGPEEADYGILVWGSQQGTVFEAVDRLNEN A 5 5212.4034 5214.4136 2.0102 -2.0067 0.67 4.006 0.013 952.2 1 57 368 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3042.4352 3042.4383 0.0031 0 1.02 3.8 0.395 1321 1 47 168 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 3 3042.4352 3042.4405 0.0053 0 1.74 5.715 0.37 926.2 1 33 112 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3042.4352 3043.451 1.0158 -1.0034 4.09 3.861 0.447 1002 1 40 168 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3042.4352 3042.44 0.0048 0 1.58 4.649 0.481 1252 1 44 168 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 3 3058.4346 3058.4268 -0.0078 0 -2.55 5.107 0.391 910.8 1 36 112 2 0 1 AGPSTGM[147]PTKPEQADLEHVLYTSQGDSAR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 3 3042.4352 3044.438 2.0028 -2.0067 -1.28 5.017 0.423 1026 1 33 112 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3042.4352 3042.4368 0.0016 0 0.53 4.139 0.472 1243 1 43 168 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3058.4346 3058.4273 -0.0073 0 -2.39 3.634 0.368 1021 1 47 168 2 0 1 AGPSTGM[147]PTKPEQADLEHVLYTSQGDSAR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3058.4346 3058.4314 -0.0032 0 -1.05 3.462 0.24 878.3 1 45 168 2 0 1 AGPSTGM[147]PTKPEQADLEHVLYTSQGDSAR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9998 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3042.4352 3042.4365 0.0013 0 0.43 2.957 0.239 548.1 4 36 168 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9971 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3058.4346 3057.4588 -0.9758 1 7.91 3.507 0.225 720.9 1 39 168 2 0 1 AGPSTGM[147]PTKPEQADLEHVLYTSQGDSAR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9837 R AGPSTGMPTKPEQADLEHVLYTSQGDSAR V 4 3058.4346 3057.4495 -0.9851 1 4.87 3.477 0.17 556.1 2 35 168 2 0 1 AGPSTGM[147]PTKPEQADLEHVLYTSQGDSAR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPK E 2 1247.622 1247.624 0.002 0 1.60 3.192 0.454 1525 1 20 22 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPK E 2 1247.622 1247.6248 0.0028 0 2.24 2.95 0.419 1476 1 19 22 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPK E 2 1247.622 1247.6221 0.0001 0 0.08 2.987 0.44 1271 1 18 22 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPK E 2 1263.6214 1263.616 -0.0054 0 -4.27 2.694 0.338 998 1 16 22 2 0 1 ALGVSDM[147]APYPK

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPK E 2 1247.622 1247.6228 0.0008 0 0.64 2.728 0.415 1330 1 18 22 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPKEEVSEWLESVDEALVVEMNATAQFR G 3 4109.9602 4110.9732 1.013 -1.0034 2.35 4.816 0.485 1159 1 35 144 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPKEEVSEWLESVDEALVVEMNATAQFR G 3 4109.9602 4109.9497 -0.0105 0 -2.55 4.191 0.332 728 1 32 144 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALGVSDMAPYPKEEVSEWLESVDEALVVEMNATAQFR G 3 4109.9602 4109.979 0.0188 0 4.57 4.228 0.352 868.5 1 32 144 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.993 K ALGVSDMAPYPKEEVSEWLESVDEALVVEMNATAQFR G 3 4125.9596 4125.9624 0.0028 0 0.68 5.375 0.493 1343 1 39 144 2 1 1 ALGVSDM[147]APYPKEEVSEWLESVDEALVVEMNATAQFR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALMWSGLNVFTHR H 3 1530.7765 1530.7775 0.001 0 0.65 2.509 0.385 793.8 1 28 48 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALMWSGLNVFTHR H 3 1546.7759 1546.7722 -0.0037 0 -2.39 3.702 0.398 946.2 1 29 48 2 0 1 ALM[147]WSGLNVFTHR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K ALMWSGLNVFTHR H 3 1546.7759 1546.7736 -0.0023 0 -1.49 3.789 0.379 426.9 1 24 48 2 0 1 ALM[147]WSGLNVFTHR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 K ALMWSGLNVFTHR H 2 1530.7765 1530.7788 0.0023 0 1.50 2.626 0.25 1056 1 17 24 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 K ALMWSGLNVFTHR H 3 1530.7765 1530.7781 0.0016 0 1.05 2.154 0.338 901.1 1 30 48 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 2 3438.6543 3438.6577 0.0034 0 0.99 4.31 0.376 710 1 20 66 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 2 3438.6543 3438.657 0.0027 0 0.79 4.575 0.5 1128 1 24 66 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 2 3438.6543 3438.6587 0.0044 0 1.28 3.825 0.291 536.5 1 18 66 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 3 3454.6537 3454.6577 0.004 0 1.16 5.245 0.31 1506 1 40 132 2 0 1 AM[147]SGSSGGGFALMSEPLGLAEMTETPIVLVEAMR



Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 3 3438.6543 3438.6585 0.0042 0 1.22 4.093 0.34 1059 1 35 132 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 2 3438.6543 3438.6585 0.0042 0 1.22 4.923 0.523 1154 1 24 66 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 2 3438.6543 3438.657 0.0027 0 0.79 3.919 0.548 1117 1 24 66 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 2 3438.6543 3438.6531 -0.0012 0 -0.35 4.779 0.522 1192 1 24 66 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9917 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 3 3454.6537 3454.667 0.0133 0 3.85 4.16 0.289 858.4 2 30 132 2 0 1 AM[147]SGSSGGGFALMSEPLGLAEMTETPIVLVEAMR

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9914 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 3 3438.6543 3439.688 1.0337 -1.0034 8.83 2.92 0.135 742.9 1 30 132 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.991 K AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAMR A 3 3454.6537 3454.6502 -0.0035 0 -1.01 3.144 0.065 396.2 3 28 132 2 0 1 AMSGSSGGGFALMSEPLGLAEMTETPIVLVEAM[147]R

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9986 K EELKPLYENFDDLR E 3 1779.8679 1779.8751 0.0072 0 4.05 2.365 0.26 435 118 17 52 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K EEVSEWLESVDEALVVEMNATAQFR G 2 2880.3487 2880.3533 0.0046 0 1.60 4.067 0.51 892.4 1 22 48 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K EEVSEWLESVDEALVVEMNATAQFR G 3 2880.3487 2880.3499 0.0012 0 0.42 3.801 0.365 1057 1 28 96 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K EEVSEWLESVDEALVVEMNATAQFR G 2 2880.3487 2880.3557 0.007 0 2.43 3.946 0.496 974 1 22 48 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R EGGVLLYDEGLLDDEDVDEIGLEEAAEENNWHVVPMDLR G 3 4397.0169 4397.0308 0.0139 0 3.16 5.649 0.586 1418 1 42 152 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R EGGVLLYDEGLLDDEDVDEIGLEEAAEENNWHVVPMDLR G 3 4397.0169 4398.0318 1.0149 -1.0034 2.63 5.515 0.502 1861 1 43 152 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R EGGVLLYDEGLLDDEDVDEIGLEEAAEENNWHVVPMDLR G 3 4397.0169 4397.022 0.0051 0 1.16 5.186 0.514 1674 1 42 152 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R EGGVLLYDEGLLDDEDVDEIGLEEAAEENNWHVVPMDLR G 3 4397.0169 4397.0474 0.0305 0 6.94 5.516 0.54 1796 1 45 152 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9947 R EGGVLLYDEGLLDDEDVDEIGLEEAAEENNWHVVPMDLR G 3 4397.0169 4399.044 2.0271 -2.0067 4.64 2.832 0.194 431.9 3 26 152 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R FLATGNEHNPSGHISEDPENR I 3 2320.0468 2320.0496 0.0028 0 1.21 3.701 0.323 1082 1 32 80 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R FLATGNEHNPSGHISEDPENR I 3 2320.0468 2321.0513 1.0045 -1.0034 0.50 4.311 0.317 791.6 1 29 80 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R FLATGNEHNPSGHISEDPENR I 3 2320.0468 2320.0489 0.0021 0 0.91 4.231 0.423 1231 1 33 80 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R FLATGNEHNPSGHISEDPENR I 3 2320.0468 2320.0493 0.0025 0 1.08 4.433 0.401 1218 1 32 80 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9997 R FLATGNEHNPSGHISEDPENR I 2 2320.0468 2321.0464 0.9996 -1.0034 -1.62 2.841 0.33 234.2 3 14 40 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9944 R FLATGNEHNPSGHISEDPENR I 4 2320.0468 2320.0486 0.0018 0 0.78 1.913 0.071 363.2 2 36 120 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9873 R FLATGNEHNPSGHISEDPENR I 2 2320.0468 2321.0655 1.0187 -1.0034 6.62 2.354 0.245 191.9 51 11 40 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9409 R FLATGNEHNPSGHISEDPENR I 4 2320.0468 2320.0491 0.0023 0 0.99 1.628 0.014 335.9 10 35 120 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 R FLATGNEHNPSGHISEDPENRIAQMNR R 4 3033.4111 3033.4048 -0.0063 0 -2.08 3.136 0.242 790.7 1 38 156 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R FLHEPEDGSNVSPR S 2 1582.7376 1582.7467 0.0091 0 5.75 3.034 0.359 750.2 1 19 26 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R FLHEPEDGSNVSPR S 2 1582.7376 1582.737 -0.0006 0 -0.38 2.999 0.339 1031 1 22 26 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 R FLHEPEDGSNVSPR S 3 1582.7376 1582.7401 0.0025 0 1.58 3.78 0.193 1361 1 29 52 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9996 R FLHEPEDGSNVSPR S 3 1582.7376 1582.7372 -0.0004 0 -0.25 3.524 0.13 1289 1 28 52 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9986 R FLHEPEDGSNVSPR S 3 1582.7376 1582.7382 0.0006 0 0.38 3.616 0.077 1092 2 27 52 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9276 R FLHEPEDGSNVSPR S 3 1582.7376 1582.7387 0.0011 0 0.69 2.204 0.039 363.7 38 21 52 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8317 0.0002 0 0.12 3.954 0.467 2398 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8349 0.0034 0 1.98 3.943 0.476 2377 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8317 0.0002 0 0.12 4.598 0.213 2467 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8349 0.0034 0 1.98 4.471 0.275 2432 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8358 0.0043 0 2.51 4.558 0.371 2623 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.834 0.0025 0 1.46 4.543 0.221 2416 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GDGYNFLLALGDSFAR N 2 1714.8315 1714.8354 0.0039 0 2.27 3.982 0.44 2405 1 24 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9598 R GDGYNFLLALGDSFAR N 2 1714.8315 1716.2254 1.3939 -1.0034 227.75 2.242 0.084 979.3 1 19 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R GLTQKELGKYGDKLSSLLK Y 4 2077.1783 2077.179 0.0007 0 0.34 4.109 0.448 1160 1 40 108 2 3 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9998 R GLTQKELGKYGDKLSSLLK Y 4 2077.1783 2077.1814 0.0031 0 1.49 4.349 0.348 1694 1 43 108 2 3 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.993 R GLTQKELGKYGDKLSSLLK Y 4 2077.1783 2077.1792 0.0009 0 0.43 3.139 0.199 1040 2 38 108 2 3 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAGGSGDGIDSTSQNFAK A 2 1723.8013 1723.8047 0.0034 0 1.97 4.514 0.578 1948 1 26 34 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAGGSGDGIDSTSQNFAK A 2 1723.8013 1723.8047 0.0034 0 1.97 4.044 0.463 1556 1 24 34 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAGGSGDGIDSTSQNFAK A 2 1723.8013 1723.8041 0.0028 0 1.62 4.201 0.554 917.4 1 19 34 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAGGSGDGIDSTSQNFAK A 2 1723.8013 1723.8008 -0.0005 0 -0.29 3.893 0.368 1455 1 23 34 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAGGSGDGIDSTSQNFAK A 2 1723.8013 1723.8037 0.0024 0 1.39 4.499 0.564 1602 1 24 34 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAGGSGDGIDSTSQNFAK A 2 1723.8013 1723.8003 -0.001 0 -0.58 4.697 0.619 1984 1 26 34 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAYEYQIPVIVIYDQK I 3 1954.0451 1954.0479 0.0028 0 1.43 4.585 0.301 1965 1 29 60 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAYEYQIPVIVIYDQK I 3 1954.0451 1954.0448 -0.0003 0 -0.15 4.665 0.416 2598 1 33 60 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAYEYQIPVIVIYDQK I 2 1954.0451 1954.0485 0.0034 0 1.74 5.262 0.577 1530 1 23 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAYEYQIPVIVIYDQK I 2 1954.0451 1954.0474 0.0023 0 1.18 4.841 0.546 1428 1 22 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAYEYQIPVIVIYDQK I 2 1954.0451 1954.0481 0.003 0 1.54 5.476 0.559 1287 1 21 30 2 0 1



Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R IAYEYQIPVIVIYDQK I 2 1954.0451 1954.046 0.0009 0 0.46 5.086 0.541 1439 1 22 30 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9705 R NLPASHFDEEPNAD P 2 1554.6586 1554.6618 0.0032 0 2.06 2.506 0.247 644.2 1 18 26 1 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 3 3627.6349 3628.6519 1.017 -1.0034 3.76 4.491 0.409 1262 1 43 132 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 3 3627.6349 3627.6519 0.017 0 4.69 5.41 0.514 1167 1 42 132 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 3 3627.6349 3628.6582 1.0233 -1.0034 5.50 5.778 0.564 1248 1 43 132 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9994 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 4 3627.6349 3627.6397 0.0048 0 1.32 2.973 0.133 1257 1 51 198 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.997 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 4 3627.6349 3627.6424 0.0075 0 2.07 2.598 0.066 1014 1 47 198 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.997 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 4 3627.6349 3629.6509 2.016 -2.0067 2.56 2.74 0.124 1191 1 52 198 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9957 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 5 3627.6349 3627.6392 0.0043 0 1.19 2.378 0.059 1146 1 63 264 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9901 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 5 3627.6349 3627.6446 0.0097 0 2.67 2.213 0.024 821.3 1 60 264 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9882 R NLPASHFDEEPNADPGSVLTEEEIQDAAHHSSGK F 5 3627.6349 3628.6636 1.0287 -1.0034 6.99 2.347 0.058 947.9 1 59 264 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLR E 4 2959.3876 2959.3916 0.004 0 1.35 3.197 0.298 1021 1 38 138 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLR E 4 2959.3876 2959.3911 0.0035 0 1.18 3.784 0.312 833.2 1 36 138 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLR E 4 2959.3876 2959.396 0.0084 0 2.84 3.339 0.342 755.4 1 36 138 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLR E 3 2959.3876 2959.3941 0.0065 0 2.20 5.941 0.411 1307 1 36 92 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLR E 3 2959.3876 2959.398 0.0104 0 3.51 5.285 0.43 1461 1 37 92 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLR E 3 2959.3876 2959.3902 0.0026 0 0.88 5.014 0.4 1222 1 34 92 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9997 R NPQEEAYYGKEELKPLYENFDDLR E 4 2959.3876 2959.3911 0.0035 0 1.18 3.343 0.204 1026 1 38 138 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NPQEEAYYGKEELKPLYENFDDLREGGVLLYDEGLLDDEDVD G 5 7338.3939 7340.3614 1.9675 -2.0067 -5.34 6.724 0.447 1326 1 67 496 2 2 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NTAGIGATAAILDISTDEFEK L 2 2136.0586 2136.065 0.0064 0 3.00 6.121 0.558 3316 1 29 40 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 R NTAGIGATAAILDISTDEFEK L 2 2136.0586 2136.0584 -0.0002 0 -0.09 6.028 0.561 2855 1 28 40 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 D PGSVLTEEEIQDAAHHSSGK F 3 2090.9868 2090.9873 0.0005 0 0.24 4.321 0.456 1894 1 36 76 1 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9928 D PGSVLTEEEIQDAAHHSSGK F 4 2090.9868 2090.9881 0.0013 0 0.62 3.864 0.215 1191 1 38 114 1 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9779 D PGSVLTEEEIQDAAHHSSGK F 4 2090.9868 2090.9893 0.0025 0 1.20 2.977 0.171 972.1 1 34 114 1 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9776 D PGSVLTEEEIQDAAHHSSGK F 3 2090.9868 2090.9842 -0.0026 0 -1.24 3.066 0.267 548.1 2 24 76 1 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9957 M TDNELIWR I 2 1045.5192 1045.5203 0.0011 0 1.05 2.606 0.283 1231 1 13 14 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9939 M TDNELIWR I 2 1045.5192 1045.5197 0.0005 0 0.48 2.914 0.209 1121 1 13 14 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.997 R VVFAPANIR E 2 985.5709 985.5655 -0.0054 0 -5.48 2.048 0.117 598.7 1 14 16 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 K YGDKLSSLLK Y 2 1122.6284 1122.6289 0.0005 0 0.45 2.893 0.409 1475 1 16 18 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9999 K YGDKLSSLLK Y 2 1122.6284 1122.6293 0.0009 0 0.80 2.699 0.422 1486 1 16 18 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9998 K YGDKLSSLLK Y 2 1122.6284 1122.6281 -0.0003 0 -0.27 2.564 0.367 1472 1 16 18 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 0.9996 K YGDKLSSLLK Y 2 1122.6284 1122.6293 0.0009 0 0.80 2.402 0.361 1329 1 16 18 2 1 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K YNGNPFEPAEIVDGFESSIDGEELAASNMK Y 2 3229.4397 3229.4478 0.0081 0 2.51 3.829 0.579 1183 1 27 58 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K YNGNPFEPAEIVDGFESSIDGEELAASNMK Y 3 3229.4397 3229.4551 0.0154 0 4.77 4.84 0.5 895.8 1 29 116 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K YNGNPFEPAEIVDGFESSIDGEELAASNMK Y 2 3229.4397 3229.4358 -0.0039 0 -1.21 3.641 0.585 1239 1 27 58 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K YNGNPFEPAEIVDGFESSIDGEELAASNMK Y 2 3229.4397 3230.4453 1.0056 -1.0034 0.70 3.929 0.56 1204 1 27 58 2 0 1

Q5V2P4_HALMA 1 2-oxoglutarate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC
1.2.7.1)  korA rrnAC1267 632 68.8 26 126 1 K YNGNPFEPAEIVDGFESSIDGEELAASNMK Y 2 3229.4397 3230.4453 1.0056 -1.0034 0.70 3.984 0.53 1006 1 25 58 2 0 1

Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9302 1.0262 -1.0034 5.56 3.966 0.413 630.4 1 33 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3400.4451 0 0 0.00 6.293 0.63 1934 1 44 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.438 0.9929 -1.0034 -3.07 4.547 0.429 665.2 1 32 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 3 3400.4451 3401.438 0.9929 -1.0034 -3.07 4.604 0.437 715 1 34 132 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3401.4453 1.0002 -1.0034 -0.93 3.897 0.586 875.6 1 23 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R DGEYGDTGTSSDSAFVNTIETGYAGGSSTGDQVR E 2 3400.4451 3400.4502 0.0051 0 1.50 3.569 0.676 865.9 1 23 66 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K DNVIVAFVDSR G 2 1233.6353 1233.6374 0.0021 0 1.70 3.026 0.369 1281 1 16 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9968 K DNVIVAFVDSR G 2 1233.6353 1233.6363 0.001 0 0.81 2.676 0.025 827 1 14 20 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2588 0.0081 0 3.11 5.344 0.593 1899 1 27 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2593 0.0086 0 3.30 5.418 0.545 1812 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2581 0.0074 0 2.84 4.925 0.501 1629 1 33 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2593 0.0086 0 3.30 5.245 0.548 1874 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2537 0.003 0 1.15 4.816 0.445 1615 1 34 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2571 0.0064 0 2.46 4.14 0.205 1498 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2559 0.0052 0 2.00 4.599 0.509 1650 1 35 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2605 0.0098 0 3.76 5.156 0.57 1897 1 26 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 3 2605.2507 2605.2493 -0.0014 0 -0.54 4.608 0.396 1068 1 29 88 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2542 0.0035 0 1.34 4.887 0.535 1344 1 22 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2593 0.0086 0 3.30 4.007 0.164 1506 1 24 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2605.2561 0.0054 0 2.07 3.806 0.135 1271 1 23 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2654 2.0147 -2.0067 3.07 3.667 0.392 540.7 1 16 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 R EQILANTVDDTASDDLIVNEQFR L 2 2605.2507 2607.2854 2.0347 -2.0067 10.75 3.171 0.367 777 1 17 44 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7382 0.0006 0 0.39 3.735 0.483 1414 1 21 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9981 D GGNFGSNTDIGQLQK V 2 1534.7376 1534.7389 0.0013 0 0.85 3.014 0.363 956 1 17 28 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6682 0.0005 0 0.38 2.339 0.373 614.8 1 14 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6719 0.0042 0 3.22 2.901 0.472 1234 1 18 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6681 0.0004 0 0.31 2.833 0.49 1026 1 17 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K GGNSIVSLPGSYR I 2 1305.6677 1305.6685 0.0008 0 0.61 2.662 0.484 991.6 1 18 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 K GGNSIVSLPGSYR I 2 1305.6677 1305.6676 -0.0001 0 -0.08 3.152 0.22 1353 1 19 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 K GGNSIVSLPGSYR I 2 1305.6677 1305.6693 0.0016 0 1.23 3.026 0.184 1172 1 18 24 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2182.0254 0.0116 0 5.32 4.072 0.525 728.1 1 17 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 N GGSGDVTGSTLQTSSSGPDAFVR A 2 2182.0138 2183.0054 0.9916 -1.0034 -5.38 4.397 0.597 1240 1 20 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9151 2.0111 -2.0067 1.07 4.336 0.373 308 1 30 156 2 0 1



Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9082 1.0042 -1.0034 0.21 4.16 0.398 331.1 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9278 1.0238 -1.0034 4.98 4.462 0.349 434.7 2 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9424 2.0384 -2.0067 7.72 5.338 0.407 710.3 1 36 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9156 2.0116 -2.0067 1.19 4.588 0.432 572 1 35 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.898 1.994 -2.0067 -3.09 4.058 0.38 297.5 1 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9116 2.0076 -2.0067 0.22 3.784 0.403 442.7 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9243 2.0203 -2.0067 3.31 4.651 0.49 645.9 1 35 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9185 1.0145 -1.0034 2.71 4.108 0.366 548.2 1 33 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9019 1.9979 -2.0067 -2.14 4.345 0.332 423.4 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 4.158 0.327 549.3 1 34 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9058 2.0018 -2.0067 -1.19 4.799 0.445 672.1 1 38 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 3.837 0.428 454.6 1 32 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9268 2.0228 -2.0067 3.92 5.667 0.485 844.9 1 40 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9195 1.0155 -1.0034 2.96 4.307 0.388 540.2 1 33 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9082 1.0042 -1.0034 0.21 5.89 0.598 849 1 37 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9131 2.0091 -2.0067 0.58 4.646 0.298 695.2 1 38 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.8887 1.9847 -2.0067 -5.36 5.643 0.495 977.2 1 41 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9019 0.9979 -1.0034 -1.33 4.777 0.492 515.1 1 34 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9336 2.0296 -2.0067 5.58 5.168 0.426 412.5 1 32 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9097 2.0057 -2.0067 -0.24 5.485 0.562 1023 1 39 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.898 1.994 -2.0067 -3.09 5.274 0.49 468.2 1 32 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.895 1.991 -2.0067 -3.82 4.8 0.409 572.6 1 33 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 6.712 0.538 952.6 1 43 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.8784 0.9744 -1.0034 -7.05 5.106 0.533 918.4 1 36 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9497 2.0457 -2.0067 9.50 4.441 0.325 395.3 1 32 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.898 1.994 -2.0067 -3.09 4.914 0.445 343.2 2 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9156 2.0116 -2.0067 1.19 3.904 0.424 472.6 1 31 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9092 1.0052 -1.0034 0.45 3.954 0.37 491.8 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9004 1.9964 -2.0067 -2.51 3.42 0.324 291.5 2 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9243 2.0203 -2.0067 3.31 2.965 0.379 245.7 5 24 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9156 2.0116 -2.0067 1.19 3.407 0.336 407.4 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9243 2.0203 -2.0067 3.31 3.729 0.327 351.2 1 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9014 1.9974 -2.0067 -2.26 3.591 0.322 389 1 28 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 3.719 0.263 401.5 1 28 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9156 2.0116 -2.0067 1.19 3.724 0.28 498.4 1 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9126 2.0086 -2.0067 0.46 3.313 0.319 368.6 2 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9322 2.0282 -2.0067 5.24 3.816 0.319 270.3 10 24 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9997 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9253 2.0213 -2.0067 3.55 3.107 0.296 403.4 1 31 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9996 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9058 1.0018 -1.0034 -0.38 3.276 0.264 323 1 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9996 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 3.56 0.246 281.2 1 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9993 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9082 1.0042 -1.0034 0.21 2.88 0.262 309.5 1 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9992 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9273 1.0233 -1.0034 4.86 3.167 0.235 394.6 1 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9988 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 3.795 0.208 304.4 4 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9987 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9136 1.0096 -1.0034 1.52 2.714 0.245 347.8 1 27 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9976 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9214 2.0174 -2.0067 2.61 2.923 0.247 223.5 9 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9973 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.8975 0.9935 -1.0034 -2.40 2.669 0.232 305.3 3 25 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9967 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9214 2.0174 -2.0067 2.61 3.107 0.177 357.4 1 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9954 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9678 1.0638 -1.0034 14.72 2.713 0.195 257 2 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9951 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9082 1.0042 -1.0034 0.21 2.904 0.197 281.9 6 23 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9941 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9204 2.0164 -2.0067 2.36 2.665 0.182 449.4 1 28 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9918 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9199 2.0159 -2.0067 2.24 2.616 0.17 464.7 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9882 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9033 0.9993 -1.0034 -0.99 4.113 0.044 454.4 1 30 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9869 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 3.1 0.142 245.7 6 23 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9831 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9141 2.0101 -2.0067 0.83 2.507 0.143 359.2 1 29 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9709 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9063 1.0023 -1.0034 -0.26 3.28 0.067 277.5 3 25 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9587 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4108.9282 2.0242 -2.0067 4.26 2.415 0.104 410.1 1 26 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9268 R GNAAAQVVSVDDDDSFSEEDIDITSLSEGTVTAHILSSGR D 3 4106.904 4107.9082 1.0042 -1.0034 0.21 2.172 0.128 272.7 10 24 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9979 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6868 0.002 0 1.43 2.938 0.36 1292 1 19 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9927 D GNSGTDGVTLQTPR V 2 1401.6848 1401.6865 0.0017 0 1.21 2.703 0.308 932.4 1 16 26 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 D GTVDDTLTTSDFNSGVSGATALR V 2 2284.0819 2284.0869 0.005 0 2.19 5.491 0.551 2652 1 30 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9998 D GTVDDTLTTSDFNSGVSGATALR V 2 2284.0819 2285.0789 0.997 -1.0034 -2.78 4.705 0.496 1519 1 25 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7674 0.0126 0 3.37 6.173 0.56 1633 1 41 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7666 0.0118 0 3.16 3.822 0.352 338.6 1 29 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R IGVIDVQDADLDSDGTVDDTLTTSDFNSGVSGATALR V 3 3739.7548 3739.7644 0.0096 0 2.57 6.022 0.5 1109 1 35 144 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 D NTGPVSASTVASNVGSDQEVADVTR Y 2 2460.1728 2460.1653 -0.0075 0 -3.05 4.273 0.588 1769 1 28 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 D NTGPVSASTVASNVGSDQEVADVTR Y 2 2460.1728 2460.178 0.0052 0 2.11 4.519 0.449 1780 1 26 48 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9977 D QPTGSYTFDGNSGTDGVTLQTPR V 2 2398.1037 2398.1253 0.0216 0 9.01 2.692 0.393 602.6 1 17 44 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9997 D SSVDVELYPASDSSNDGYASGGSHASSVTVR D 3 3100.3857 3101.3853 0.9996 -1.0034 -1.21 3.78 0.499 545.1 1 37 120 1 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.948 2.0074 -2.0067 0.17 4.077 0.39 540.1 1 31 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.948 2.0074 -2.0067 0.17 5.825 0.605 1011 1 40 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4074.9453 0.0047 0 1.15 4.725 0.522 652.3 1 35 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 K VSGDNSGILLGNPIPQDQPTGSYTFDGNSGTDGVTLQTPR V 3 4074.9406 4076.948 2.0074 -2.0067 0.17 5.207 0.563 696.9 1 36 156 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4502 0.0074 0 2.44 4.741 0.581 1218 1 37 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3038.4473 0.0045 0 1.48 4.092 0.433 1057 1 33 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4448 0.002 0 0.66 4.754 0.627 1433 1 26 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4575 1.0147 -1.0034 3.74 4.726 0.59 1301 1 26 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.437 0.9942 -1.0034 -3.01 3.749 0.557 732.2 1 20 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4431 0.0003 0 0.10 4.083 0.338 1025 1 22 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4339 0.9911 -1.0034 -4.03 4.641 0.572 1668 1 27 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3040.448 2.0052 -2.0067 -0.49 4.104 0.45 775.1 1 29 120 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3038.4495 0.0067 0 2.21 3.8 0.341 1289 1 24 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 1 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 2 3038.4428 3039.4414 0.9986 -1.0034 -1.56 4.706 0.575 1336 1 25 60 2 0 1
Q5V7F4_HALMA 1 Cell surface glycoprotein  csg1 pNG5138 887 33.9 19 126 0.9999 R VTSVEVQNGGSGDVTGSTLQTSSSGPDAFVR A 3 3038.4428 3039.4351 0.9923 -1.0034 -3.64 3.164 0.369 431.8 7 26 120 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R SKHDGGAVTSGLDAYTGEVVDMEEDGVVEPLR V 3 3331.5514 3331.5567 0.0053 0 1.59 6.255 0.53 2097 1 45 124 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AAQSVVDDDGSVDTDNIQIETVVGGATDESELVEGVIVDKER V 3 4373.0881 4375.0879 1.9998 -2.0067 -1.58 6.387 0.589 2545 1 52 164 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AAQSVVDDDGSVDTDNIQIETVVGGATDESELVEGVIVDKER V 3 4373.0881 4375.0879 1.9998 -2.0067 -1.58 6.073 0.57 2418 1 50 164 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AAQSVVDDDGSVDTDNIQIETVVGGATDESELVEGVIVDKER V 3 4373.0881 4375.1182 2.0301 -2.0067 5.35 6.752 0.57 2756 1 51 164 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AEELLDQDIHASILAQGYR Q 3 2141.0753 2141.0796 0.0043 0 2.01 4.505 0.529 3040 1 36 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AEELLDQDIHASILAQGYR Q 2 2141.0753 2141.0774 0.0021 0 0.98 6.37 0.638 3158 1 28 36 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AEELLDQDIHASILAQGYR Q 3 2141.0753 2141.0808 0.0055 0 2.57 4.586 0.56 2560 1 35 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AEELLDQDIHASILAQGYR Q 3 2141.0753 2141.0843 0.009 0 4.20 5.315 0.552 3037 1 37 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AEELLDQDIHASILAQGYR Q 3 2141.0753 2141.0781 0.0028 0 1.31 4.708 0.597 2475 1 35 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AEELLDQDIHASILAQGYR Q 2 2141.0753 2141.0813 0.006 0 2.80 5.672 0.651 3202 1 28 36 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AIEDSLGVVAATLEDGK V 3 1686.8676 1686.8736 0.006 0 3.56 3.606 0.395 1127 1 30 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AIEDSLGVVAATLEDGK V 3 1686.8676 1686.8781 0.0105 0 6.22 4.308 0.319 1123 1 31 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AIEDSLGVVAATLEDGK V 2 1686.8676 1686.8732 0.0056 0 3.32 4.035 0.459 3180 1 27 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R AIEDSLGVVAATLEDGK V 2 1686.8676 1686.8722 0.0046 0 2.73 5.523 0.449 3319 1 27 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9994 R AIEDSLGVVAATLEDGK V 3 1686.8676 1686.8684 0.0008 0 0.47 3.155 0.152 1051 1 29 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.999 R AIEDSLGVVAATLEDGKVLPGGGAPETQLALGLR D 4 3316.7878 3316.7801 -0.0077 0 -2.32 3.85 0.191 457.7 4 41 198 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AKEILEDNAIDVDADDTETLEK V 2 2446.1598 2446.1685 0.0087 0 3.56 6.403 0.598 1655 1 24 42 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AKEILEDNAIDVDADDTETLEK V 3 2446.1598 2446.1629 0.0031 0 1.27 5.592 0.507 3078 1 41 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AKEILEDNAIDVDADDTETLEK V 2 2446.1598 2447.1558 0.996 -1.0034 -3.00 6.032 0.585 2237 1 27 42 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AKEILEDNAIDVDADDTETLEK V 3 2446.1598 2446.1614 0.0016 0 0.65 5.489 0.467 2849 1 40 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AKEILEDNAIDVDADDTETLEK V 3 2446.1598 2446.1646 0.0048 0 1.96 5.428 0.392 2526 1 38 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K AKEILEDNAIDVDADDTETLEK V 3 2446.1598 2446.1631 0.0033 0 1.35 5.499 0.497 2730 1 39 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 M AQQQMGNQPMIVLSEESQR T 2 2173.0256 2173.0271 0.0015 0 0.69 4.479 0.45 1235 1 22 36 1 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K DAQSMNITAGTAVAEAVR T 2 1819.8779 1819.8756 -0.0023 0 -1.26 4.195 0.541 2427 1 25 34 2 0 1 DAQSM[147]NITAGTAVAEAVR



Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K DAQSMNITAGTAVAEAVR T 2 1803.8785 1803.8853 0.0068 0 3.77 4.52 0.498 2950 1 26 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K DAQSMNITAGTAVAEAVR T 2 1819.8779 1819.8742 -0.0037 0 -2.03 4.128 0.512 2785 1 26 34 2 0 1 DAQSM[147]NITAGTAVAEAVR
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K DAQSMNITAGTAVAEAVR T 2 1803.8785 1803.8816 0.0031 0 1.72 5.192 0.486 3258 1 28 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2750.3609 -0.0014 0 -0.51 3.531 0.269 1171 1 39 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2750.3657 0.0034 0 1.24 3.579 0.279 1708 1 44 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2750.3594 -0.0029 0 -1.05 3.615 0.247 1109 1 37 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2750.3621 -0.0002 0 -0.07 3.462 0.249 978.5 1 39 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9997 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2750.3653 0.003 0 1.09 3.519 0.191 1258 1 40 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9797 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2750.3679 0.0056 0 2.04 3.021 0.057 1217 4 38 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9618 R DHADSVGGREQLAVEAFADAIDVIPR T 4 2750.3623 2752.4011 2.0388 -2.0067 11.67 3.308 0.031 1437 1 39 150 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K DVLAELVVR A 2 1012.5917 1012.5926 0.0009 0 0.89 2.972 0.3 1469 1 15 16 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K DVLAELVVR A 2 1012.5917 1012.5917 0 0 0.00 3.32 0.284 1285 1 14 16 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 K DVLAELVVR A 2 1012.5917 1012.5944 0.0027 0 2.67 2.476 0.268 1371 1 14 16 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9838 K DVLAELVVR A 2 1012.5917 1012.5854 -0.0063 0 -6.22 2.004 0.114 324.6 29 11 16 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K EILEDNAIDVDADDTETLEK V 2 2247.0278 2247.0298 0.002 0 0.89 5.411 0.545 1642 1 27 38 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K EILEDNAIDVDADDTETLEK V 2 2247.0278 2248.0296 1.0018 -1.0034 -0.69 5.213 0.548 1505 1 27 38 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R EQLAVEAFADAIDVIPR T 2 1855.9679 1855.9719 0.004 0 2.16 4.426 0.412 1927 1 24 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R EQLAVEAFADAIDVIPR T 3 1855.9679 1855.9722 0.0043 0 2.32 4.977 0.383 1865 1 35 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R EQLAVEAFADAIDVIPR T 3 1855.9679 1855.9663 -0.0016 0 -0.86 3.994 0.418 1415 1 34 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R EQLAVEAFADAIDVIPR T 2 1855.9679 1855.9695 0.0016 0 0.86 4.944 0.464 2037 1 26 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R EQLAVEAFADAIDVIPR T 3 1855.9679 1855.97 0.0021 0 1.13 4.883 0.424 1876 1 34 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R EQLAVEAFADAIDVIPR T 2 1855.9679 1855.971 0.0031 0 1.67 3.092 0.271 1060 2 19 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R EQLAVEAFADAIDVIPR T 3 1855.9679 1855.9718 0.0039 0 2.10 3.372 0.266 893.6 2 24 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R EQLAVEAFADAIDVIPR T 3 1855.9679 1855.9704 0.0025 0 1.35 3.731 0.222 1210 1 30 64 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.998 R EQLAVEAFADAIDVIPR T 2 1855.9679 1855.9699 0.002 0 1.08 2.446 0.154 652.6 3 15 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9773 R EQLAVEAFADAIDVIPR T 2 1855.9679 1857.5854 1.6175 -1.0034 330.91 2.953 0.081 707.8 1 17 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9585 R EQLAVEAFADAIDVIPR T 2 1855.9679 1856.9453 0.9774 -1.0034 -13.98 2.344 0.139 385.1 15 13 32 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K GAESSKDVLAELVVR A 3 1571.8519 1571.8522 0.0003 0 0.19 4.302 0.312 2286 3 32 56 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K GAESSKDVLAELVVR A 3 1571.8519 1571.8554 0.0035 0 2.23 3.913 0.357 1944 1 29 56 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K GAESSKDVLAELVVR A 2 1571.8519 1571.8544 0.0025 0 1.59 4.584 0.494 1893 1 23 28 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K GAESSKDVLAELVVR A 3 1571.8519 1571.8517 -0.0002 0 -0.13 4.639 0.269 2575 3 34 56 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K GAESSKDVLAELVVR A 2 1571.8519 1571.8518 -0.0001 0 -0.06 4.72 0.541 1785 1 22 28 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R GGTEHVVDEVER A 2 1325.6211 1325.6215 0.0004 0 0.30 3.81 0.383 1198 1 16 22 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R GGTEHVVDEVER A 2 1325.6211 1325.6232 0.0021 0 1.58 3.721 0.359 1352 1 17 22 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R GGTEHVVDEVER A 2 1325.6211 1325.6234 0.0023 0 1.74 3.644 0.353 1418 1 18 22 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R GGTEHVVDEVER A 2 1325.6211 1325.6211 0 0 0.00 3.483 0.366 1169 1 16 22 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9996 R GGTEHVVDEVER A 3 1325.6211 1325.6236 0.0025 0 1.89 2.702 0.231 773.8 11 22 44 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9988 R GGTEHVVDEVER A 3 1325.6211 1325.6234 0.0023 0 1.74 2.956 0.175 790.7 31 21 44 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9988 R GGTEHVVDEVER A 3 1325.6211 1325.6221 0.001 0 0.75 2.63 0.206 754.2 30 22 44 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9983 R GGTEHVVDEVER A 3 1325.6211 1325.6225 0.0014 0 1.06 2.674 0.194 715.3 51 21 44 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 K GIDDMAQHYLAQEGILAVR R 2 2099.0469 2099.0564 0.0095 0 4.53 5.671 0.551 2435 1 25 36 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 K GIDDMAQHYLAQEGILAVR R 2 2099.0469 2099.0491 0.0022 0 1.05 5.768 0.542 2537 1 25 36 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 K GIDDMAQHYLAQEGILAVR R 2 2099.0469 2099.0501 0.0032 0 1.52 5.883 0.555 2728 1 26 36 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9973 K GIDDMAQHYLAQEGILAVR R 3 2099.0469 2099.0489 0.002 0 0.95 4.604 0.372 2053 1 33 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9966 K GIDDMAQHYLAQEGILAVR R 3 2099.0469 2099.0486 0.0017 0 0.81 4.394 0.367 2220 1 34 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9963 K GIDDMAQHYLAQEGILAVR R 3 2099.0469 2099.0489 0.002 0 0.95 4.295 0.404 1949 1 31 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9959 K GIDDMAQHYLAQEGILAVR R 3 2099.0469 2099.0508 0.0039 0 1.86 4.212 0.355 1568 1 28 72 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9973 K GIDDMAQHYLAQEGILAVRR A 3 2255.1481 2255.1509 0.0028 0 1.24 4.691 0.399 1416 1 33 76 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9942 K GIDDMAQHYLAQEGILAVRR A 3 2255.1481 2255.1511 0.003 0 1.33 3.972 0.335 1123 1 32 76 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9936 K GIDDMAQHYLAQEGILAVRR A 3 2255.1481 2255.1497 0.0016 0 0.71 3.887 0.338 1181 1 32 76 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9932 K GIDDMAQHYLAQEGILAVRR A 3 2255.1481 2255.1541 0.006 0 2.66 3.83 0.295 1205 1 31 76 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.984 K GIDDMAQHYLAQEGILAVRR A 4 2255.1481 2255.1499 0.0018 0 0.80 1.598 0.418 513.8 1 37 114 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IDDVIAAGDLK G 2 1128.6026 1128.6038 0.0012 0 1.06 2.985 0.274 1182 1 18 20 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IDDVIAAGDLK G 2 1128.6026 1128.605 0.0024 0 2.13 4.04 0.241 1758 1 18 20 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IFVEDVEDAR A 2 1191.5771 1191.5777 0.0006 0 0.50 3.355 0.22 1465 1 17 18 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IFVEDVEDAR A 2 1191.5771 1191.5788 0.0017 0 1.43 3.21 0.218 1480 1 17 18 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IFVEDVEDAR A 2 1191.5771 1191.5773 0.0002 0 0.17 3.297 0.249 1459 1 17 18 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R IFVEDVEDAR A 2 1191.5771 1191.5774 0.0003 0 0.25 3.146 0.178 1244 1 16 18 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 2 2290.1328 2290.1367 0.0039 0 1.70 4.386 0.311 2122 1 25 42 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 2 2290.1328 2290.1358 0.003 0 1.31 6.247 0.554 3341 1 32 42 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 2 2290.1328 2290.1385 0.0057 0 2.49 4.168 0.29 2182 1 26 42 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 2 2290.1328 2290.138 0.0052 0 2.27 6.18 0.537 3118 1 30 42 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 3 2290.1328 2290.1397 0.0069 0 3.01 5.872 0.356 3131 1 41 84 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 3 2290.1328 2290.1358 0.003 0 1.31 4.941 0.371 2056 1 35 84 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 2 2290.1328 2290.1402 0.0074 0 3.23 6.279 0.526 3269 1 30 42 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R IISNIDDIEADDLGFAGSVAQK D 2 2290.1328 2290.138 0.0052 0 2.27 6.232 0.539 3383 1 31 42 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9992 D PIDSLVDLR S 2 1026.5709 1026.5727 0.0018 0 1.75 3.175 0.325 1261 1 15 16 1 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9989 D PIDSLVDLR S 2 1026.5709 1026.5718 0.0009 0 0.88 3.059 0.323 1126 1 15 16 1 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9989 D PIDSLVDLR S 2 1026.5709 1026.5706 -0.0003 0 -0.29 3.176 0.304 1162 1 15 16 1 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R SKHDGGAVTSGLDAYTGEVVDMEEDGVVEPLR V 3 3331.5514 3331.5594 0.008 0 2.40 6.54 0.536 2186 1 45 124 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R SKHDGGAVTSGLDAYTGEVVDMEEDGVVEPLR V 3 3331.5514 3331.5523 0.0009 0 0.27 5.929 0.406 2037 1 44 124 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TLAENAGLDPIDSLVDLR S 2 1910.9949 1910.9958 0.0009 0 0.47 3.948 0.204 2031 1 26 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TLAENAGLDPIDSLVDLR S 2 1910.9949 1910.9973 0.0024 0 1.26 4.04 0.49 2443 1 28 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TLAENAGLDPIDSLVDLR S 2 1910.9949 1910.9949 0 0 0.00 4.338 0.215 2089 1 26 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TLAENAGLDPIDSLVDLR S 2 1910.9949 1910.9994 0.0045 0 2.35 3.928 0.485 1881 1 25 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TLAENAGLDPIDSLVDLR S 2 1910.9949 1910.9948 -0.0001 0 -0.05 3.983 0.518 1995 1 26 34 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K TQAVESATEAAVMILR I 2 1688.8767 1688.8802 0.0035 0 2.07 4.97 0.29 3787 1 26 30 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K TQAVESATEAAVMILR I 3 1688.8767 1688.8797 0.003 0 1.78 4.287 0.292 2307 1 33 60 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K TQAVESATEAAVMILR I 2 1688.8767 1688.8825 0.0058 0 3.43 4.47 0.518 3525 1 26 30 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K TQAVESATEAAVMILR I 2 1688.8767 1688.8854 0.0087 0 5.15 4.057 0.508 3078 1 26 30 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K TQAVESATEAAVMILR I 2 1704.8761 1704.876 -0.0001 0 -0.06 3.121 0.354 1861 1 23 30 2 0 1 TQAVESATEAAVM[147]ILR
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 K TQAVESATEAAVMILR I 3 1688.8767 1688.8797 0.003 0 1.78 4.738 0.357 2376 1 34 60 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9998 K TQAVESATEAAVMILR I 3 1688.8767 1688.88 0.0033 0 1.95 3.634 0.172 1327 1 28 60 2 0 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TSGKDAQSMNITAGTAVAEAVR T 3 2177.0746 2177.0806 0.006 0 2.76 4.25 0.314 1514 1 32 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TSGKDAQSMNITAGTAVAEAVR T 3 2193.074 2194.0581 0.9841 -1.0034 -8.78 4.509 0.354 2469 1 37 84 2 1 1 TSGKDAQSM[147]NITAGTAVAEAVR
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TSGKDAQSMNITAGTAVAEAVR T 2 2177.0746 2178.0655 0.9909 -1.0034 -5.72 6.138 0.576 2799 1 29 42 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TSGKDAQSMNITAGTAVAEAVR T 3 2193.074 2194.0879 1.0139 -1.0034 4.81 4.461 0.354 2714 1 36 84 2 1 1 TSGKDAQSM[147]NITAGTAVAEAVR
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TSGKDAQSMNITAGTAVAEAVR T 2 2177.0746 2177.076 0.0014 0 0.64 6.205 0.512 2201 1 28 42 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 1 R TSGKDAQSMNITAGTAVAEAVR T 3 2177.0746 2177.0767 0.0021 0 0.96 4.274 0.359 1194 2 30 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9999 R TSGKDAQSMNITAGTAVAEAVR T 3 2177.0746 2177.0677 -0.0069 0 -3.17 3.948 0.29 1588 1 31 84 2 1 1
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.9923 R TSGKDAQSMNITAGTAVAEAVR T 2 2193.074 2194.0655 0.9915 -1.0034 -5.40 2.655 0.294 216 1 15 42 2 1 1 TSGKDAQSM[147]NITAGTAVAEAVR
Q5UYL7_HALMA 1 Thermosome alpha subunit  cctA2 rrnAC2891 590 57.6 24 121 0.996 K VLPGGGAPETQLALGLRDHADSVGGR E 3 2542.3252 2542.3382 0.013 0 5.11 1.927 0.337 131.2 95 23 100 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R SIDETLELGWDLLSMLPK D 3 2059.0547 2060.0601 1.0054 -1.0034 1.00 4.143 0.265 1322 1 32 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLR D 3 2333.0924 2333.1016 0.0092 0 3.94 3.76 0.343 1416 1 32 80 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3200.6089 1.0191 -1.0034 4.92 4.999 0.49 1806 1 49 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 3 3199.5898 3199.5996 0.0098 0 3.06 5.229 0.582 865.2 1 35 112 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3199.6038 0.014 0 4.38 5.56 0.522 2883 1 56 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3200.6109 1.0211 -1.0034 5.55 5.242 0.473 2184 1 53 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 5 3199.5898 3199.5913 0.0015 0 0.47 3.633 0.314 2245 1 59 224 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 3 3199.5898 3199.6084 0.0186 0 5.81 5.787 0.535 1044 1 39 112 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 3 3199.5898 3199.5989 0.0091 0 2.84 5.67 0.541 1075 1 39 112 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 4 3199.5898 3199.6033 0.0135 0 4.22 4.893 0.507 1714 1 50 168 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 3 3199.5898 3199.6092 0.0194 0 6.06 5.135 0.573 1045 1 38 112 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9997 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 5 3199.5898 3199.5916 0.0018 0 0.56 3.78 0.177 1713 1 53 224 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.999 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 5 3199.5898 3199.6001 0.0103 0 3.22 2.706 0.153 1314 1 48 224 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9989 R ADHADVKDQIFAAYAEGEDLRDLVNIVGR E 5 3199.5898 3199.5904 0.0006 0 0.19 3.408 0.159 1122 2 50 224 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9784 K DALNRIDEDLIEEHYREDETAETVEA - 3 3074.3952 3074.4048 0.0096 0 3.12 2.197 0.139 514.7 1 28 100 2 2 1



Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9729 K DALNRIDEDLIEEHYREDETAETVEA - 3 3074.3952 3074.3928 -0.0024 0 -0.78 2.052 0.142 488.5 1 28 100 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R DIVGEAINPFSR E 2 1316.6724 1316.6739 0.0015 0 1.14 3.112 0.367 1397 1 18 22 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9884 R DIVGEAINPFSR E 2 1316.6724 1316.6754 0.003 0 2.28 1.857 0.216 323.3 67 10 22 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R DLNSQGIQPPINVLPSLSR L 2 2047.1062 2047.1138 0.0076 0 3.71 4.194 0.519 1205 1 25 36 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9852 R DLNSQGIQPPINVLPSLSR L 2 2047.1062 2047.0952 -0.011 0 -5.37 2.177 0.043 345.5 1 14 36 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K DQIFAAYAEGEDLRDLVNIVGR E 3 2463.2394 2463.2486 0.0092 0 3.73 4.043 0.473 1373 1 36 84 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K DQIFAAYAEGEDLRDLVNIVGR E 3 2463.2394 2463.2449 0.0055 0 2.23 4.896 0.438 1877 1 43 84 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9997 R EALSELDNK Y 2 1017.4978 1017.5055 0.0077 0 7.57 2.05 0.302 532.3 4 11 16 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9725 R EALSELDNK Y 2 1017.4978 1017.5055 0.0077 0 7.57 1.841 0.026 830.6 1 14 16 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 3 3522.6063 3523.6282 1.0219 -1.0034 5.27 4.313 0.481 1271 1 35 116 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 3 3522.6063 3522.6204 0.0141 0 4.00 5.229 0.452 1058 1 35 116 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 3 3522.6063 3523.5982 0.9919 -1.0034 -3.25 4.817 0.43 1202 1 36 116 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9909 R EALSELDNKYLDFADRFEEEFVDQGTDTAR S 4 3522.6063 3523.6109 1.0046 -1.0034 0.35 2.564 0.116 855.3 1 36 174 2 2 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EGSVTQLPILTMPGDDDTHPIPDLTGYITEGQIYIDR D 3 4069.983 4071.9981 2.0151 -2.0067 2.06 5.021 0.566 742.2 1 41 144 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EGSVTQLPILTMPGDDDTHPIPDLTGYITEGQIYIDR D 3 4069.983 4071.9981 2.0151 -2.0067 2.06 5.2 0.549 631.6 1 37 144 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EGSVTQLPILTMPGDDDTHPIPDLTGYITEGQIYIDR D 3 4069.983 4071.0081 1.0251 -1.0034 5.34 4.748 0.576 712 1 41 144 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EGSVTQLPILTMPGDDDTHPIPDLTGYITEGQIYIDR D 3 4069.983 4071.9981 2.0151 -2.0067 2.06 4.856 0.526 502.8 1 37 144 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2468.1924 0.0031 0 1.26 4.278 0.377 914.3 1 29 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 2 2468.1893 2468.1902 0.0009 0 0.36 5.847 0.624 2434 1 27 42 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 2 2468.1893 2468.1975 0.0082 0 3.32 5.675 0.612 2345 1 27 42 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 2 2468.1893 2468.2024 0.0131 0 5.31 5.776 0.635 2958 1 29 42 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 2 2468.1893 2468.1809 -0.0084 0 -3.40 5.131 0.569 1423 1 22 42 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2468.1995 0.0102 0 4.13 3.897 0.486 1222 1 31 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R EYPEEFIQTGVSAIDGMNTLVR G 2 2468.1893 2468.1963 0.007 0 2.84 5.564 0.629 2803 1 29 42 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R EYPEEFIQTGVSAIDGMNTLVR G 2 2484.1887 2483.2129 -0.9758 1 9.74 4.321 0.366 1512 1 23 42 2 0 1 EYPEEFIQTGVSAIDGM[147]NTLVR
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.983 R EYPEEFIQTGVSAIDGMNTLVR G 3 2468.1893 2468.1905 0.0012 0 0.49 2.745 0.069 640.1 7 23 84 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9978 R GQKLPIFSASGLPHNDLALQIAR Q 4 2445.3492 2445.3465 -0.0027 0 -1.10 2.99 0.108 1252 1 40 132 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R GYPGYMYTDLAQLYER A 2 1938.8822 1938.8871 0.0049 0 2.53 5.287 0.589 1152 1 25 30 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R GYPGYMYTDLAQLYER A 2 1938.8822 1938.886 0.0038 0 1.96 5.505 0.589 1209 1 25 30 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R GYPGYMYTDLAQLYER A 2 1938.8822 1938.8826 0.0004 0 0.21 5.118 0.574 1202 1 25 30 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R GYPGYMYTDLAQLYER A 2 1938.8822 1938.8826 0.0004 0 0.21 5.187 0.575 1170 1 25 30 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R GYPGYMYTDLAQLYER A 2 1954.8816 1954.8854 0.0038 0 1.94 3.433 0.416 418.3 1 20 30 2 0 1 GYPGYM[147]YTDLAQLYER
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R IDEDLIEEHYREDETAETVEA - 2 2505.1031 2505.1048 0.0017 0 0.68 4.123 0.401 556.3 1 18 40 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R LMDDGIGEGLTR A 2 1275.6129 1275.6106 -0.0023 0 -1.80 2.942 0.362 1237 1 18 22 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1802 0.006 0 2.81 4.588 0.442 1747 1 37 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1763 0.0021 0 0.98 5.296 0.468 1759 1 37 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1748 0.0006 0 0.28 5.059 0.507 2027 1 40 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2132.1785 0.0043 0 2.02 5.361 0.476 1772 1 37 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K LPIFSASGLPHNDLALQIAR Q 2 2132.1742 2133.0254 0.8512 -1.0034 -71.36 4.032 0.345 558.8 1 20 38 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9995 K LPIFSASGLPHNDLALQIAR Q 3 2132.1742 2134.1782 2.004 -2.0067 -1.27 3.342 0.236 1336 1 33 76 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 - MKEYQTITEISGPLVFVETDEPVGYDDIVEIELSDGETR R 3 4416.1094 4416.0874 -0.022 0 -4.98 5.575 0.458 1296 1 37 152 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 - MKEYQTITEISGPLVFVETDEPVGYDDIVEIELSDGETR R 3 4416.1094 4418.1363 2.0269 -2.0067 4.57 5.809 0.52 2136 1 43 152 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 - MKEYQTITEISGPLVFVETDEPVGYDDIVEIELSDGETR R 3 4416.1094 4418.0777 1.9683 -2.0067 -8.70 5.707 0.47 1536 1 38 152 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9986 - MKEYQTITEISGPLVFVETDEPVGYDDIVEIELSDGETR R 3 4416.1094 4418.0777 1.9683 -2.0067 -8.70 3.76 0.233 574.1 1 26 152 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.931 R RDIVGEAINPFSR E 3 1472.7735 1473.6981 0.9246 -1.0034 -53.47 2.567 0.064 829.3 14 21 48 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R RGQVLESASDYVAIQVFEGTEGIDR D 3 2738.3511 2738.3513 0.0002 0 0.07 2.929 0.351 1311 1 31 96 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9931 R RGQVLESASDYVAIQVFEGTEGIDR D 3 2738.3511 2738.3445 -0.0066 0 -2.41 3.006 0.109 687.9 9 25 96 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0567 0.002 0 0.97 5.244 0.449 1782 1 35 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0576 0.0035 0 1.69 4.63 0.476 1938 1 23 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0545 0.0004 0 0.19 3.725 0.226 1660 1 21 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0628 0.0081 0 3.93 3.908 0.431 1349 1 22 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2075.0537 -0.0004 0 -0.19 5.399 0.461 2298 1 37 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0662 0.0115 0 5.59 3.353 0.408 1169 1 20 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2075.0542 0.0001 0 0.05 5.027 0.43 1551 1 33 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2075.0425 -0.0116 0 -5.59 4.358 0.431 1296 1 31 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0586 0.0039 0 1.89 5.818 0.408 1658 1 35 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0608 0.0067 0 3.23 3.863 0.491 1935 1 22 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0579 0.0032 0 1.55 5.171 0.456 2309 1 38 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2075.0523 -0.0018 0 -0.87 4.395 0.427 1134 1 31 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0537 -0.001 0 -0.49 4.703 0.448 1436 1 31 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2075.0501 -0.004 0 -1.93 4.357 0.483 1004 1 32 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0655 0.0114 0 5.49 3.504 0.5 1689 1 22 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2076.0681 1.014 -1.0034 5.13 4.777 0.468 1300 1 32 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0576 0.0029 0 1.41 3.691 0.344 1620 1 32 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0615 0.0068 0 3.30 4.077 0.474 1772 1 24 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0523 -0.0018 0 -0.87 3.561 0.509 1999 1 23 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0642 0.0095 0 4.61 3.842 0.387 903.8 1 19 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0547 0.0006 0 0.29 4.77 0.44 1885 1 23 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0606 0.0065 0 3.13 3.917 0.409 1527 1 21 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0528 -0.0019 0 -0.92 4.689 0.442 2037 1 35 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0598 0.0051 0 2.48 4.475 0.29 1501 1 22 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 2 2075.0541 2075.0542 0.0001 0 0.05 4.559 0.482 1891 1 23 34 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2075.0541 2075.0591 0.005 0 2.41 4.709 0.469 1261 1 35 68 2 0 1 SIDETLELGWDLLSM[147]LPK
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0471 -0.0076 0 -3.69 3.405 0.274 982.3 2 28 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0598 0.0051 0 2.48 2.887 0.265 502.5 1 15 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R SIDETLELGWDLLSMLPK D 3 2059.0547 2060.062 1.0073 -1.0034 1.92 3.688 0.284 836.7 1 28 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R SIDETLELGWDLLSMLPK D 3 2059.0547 2059.0508 -0.0039 0 -1.89 3.288 0.25 911.4 3 27 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9998 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0608 0.0061 0 2.96 3.381 0.141 1266 1 20 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9969 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0598 0.0051 0 2.48 3.028 0.017 1100 1 19 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9913 R SIDETLELGWDLLSMLPK D 2 2059.0547 2059.0581 0.0034 0 1.65 2.539 0.14 229 85 10 34 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9503 R SIDETLELGWDLLSMLPK D 3 2059.0547 2060.0633 1.0086 -1.0034 2.55 2.963 0.056 898.4 7 26 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9306 R SIDETLELGWDLLSMLPK D 3 2059.0547 2060.0781 1.0234 -1.0034 9.74 2.765 0.047 531.6 5 23 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.903 R SIDETLELGWDLLSMLPK D 3 2059.0547 2060.0625 1.0078 -1.0034 2.16 2.241 0.121 390.9 56 22 68 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SVVFMNLADDPAVER T 2 1677.8077 1677.8028 -0.0049 0 -2.92 2.771 0.401 547.5 2 14 28 2 0 1 SVVFM[147]NLADDPAVER
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SVVFMNLADDPAVER T 2 1661.8083 1661.8091 0.0008 0 0.48 3.166 0.524 1418 1 21 28 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R SVVFMNLADDPAVER T 2 1661.8083 1661.812 0.0037 0 2.23 3.53 0.566 1738 1 21 28 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R VMDGTGQPIDGGPEIVPDER R 2 2096.9729 2096.9715 -0.0014 0 -0.67 4.255 0.47 1724 1 26 38 2 0 1 VM[147]DGTGQPIDGGPEIVPDER
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R VMDGTGQPIDGGPEIVPDER R 2 2080.9735 2081.981 1.0075 -1.0034 1.99 4.636 0.467 1124 1 22 38 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R VMDGTGQPIDGGPEIVPDER R 2 2096.9729 2096.9639 -0.009 0 -4.29 3.186 0.28 774.8 1 20 38 2 0 1 VM[147]DGTGQPIDGGPEIVPDER
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R VMDGTGQPIDGGPEIVPDER R 2 2080.9735 2080.9783 0.0048 0 2.31 3.147 0.428 967.9 1 21 38 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R VMDGTGQPIDGGPEIVPDER R 2 2080.9735 2080.9785 0.005 0 2.40 3.623 0.184 1143 1 22 38 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R VMDGTGQPIDGGPEIVPDERR D 3 2237.0746 2237.0781 0.0035 0 1.56 4.52 0.307 1055 1 37 80 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 R VMDGTGQPIDGGPEIVPDERR D 3 2237.0746 2237.076 0.0014 0 0.63 4.038 0.347 938.9 1 34 80 2 0 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 R VMDGTGQPIDGGPEIVPDERR D 3 2253.074 2253.0635 -0.0105 0 -4.66 3.622 0.276 637.6 5 28 80 2 0 1 VM[147]DGTGQPIDGGPEIVPDERR
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.998 R VMDGTGQPIDGGPEIVPDERRDIVGEAINPFSR E 4 3535.7365 3535.7432 0.0067 0 1.89 2.059 0.156 394.1 2 47 192 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9966 R VMDGTGQPIDGGPEIVPDERRDIVGEAINPFSR E 4 3535.7365 3537.731 1.9945 -2.0067 -3.45 2.263 0.16 407.5 1 42 192 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.987 R VMDGTGQPIDGGPEIVPDERRDIVGEAINPFSR E 3 3535.7365 3536.7525 1.016 -1.0034 3.58 3.313 0.181 268.9 7 25 128 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K YLDFADRFEEEFVDQGTDTAR S 3 2523.119 2523.1214 0.0024 0 0.95 5.275 0.478 1670 1 33 80 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 1 K YLDFADRFEEEFVDQGTDTAR S 3 2523.119 2523.1148 -0.0042 0 -1.66 5.166 0.49 1585 1 33 80 2 1 1
Q5UXY7_HALMA 1 V-type sodium ATP synthase subunit B (EC 3.6.3.14)  ntpB rrnAC3160 470 73.2 24 116 0.9999 K YLDFADRFEEEFVDQGTDTAR S 3 2523.119 2523.1233 0.0043 0 1.70 3.49 0.321 561.7 2 21 80 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 5 2346.2291 2346.231 0.0019 0 0.81 4.629 0.356 1525 1 50 152 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 3 2226.1015 2226.1065 0.005 0 2.25 5.852 0.502 1767 1 38 80 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 3 2226.1015 2226.0979 -0.0036 0 -1.62 3.739 0.474 831.6 1 28 80 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.106 0.0045 0 2.02 4.795 0.568 1944 1 29 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.107 0.0055 0 2.47 3.647 0.249 889.2 1 21 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1074 0.0059 0 2.65 4.492 0.575 2034 1 29 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1065 0.005 0 2.25 4.702 0.565 1791 1 28 40 2 0 1



THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1055 0.004 0 1.80 4.786 0.577 2186 1 30 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1043 0.0028 0 1.26 3.837 0.27 1370 1 25 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1077 0.0062 0 2.79 3.934 0.229 1113 1 23 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 2 2226.1015 2226.1067 0.0052 0 2.34 3.681 0.274 1025 1 22 40 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AAQVALDELEVDAEPVDVTSR D 3 2226.1015 2226.1057 0.0042 0 1.89 4.011 0.473 1279 1 36 80 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R AIGQEWTEEFMDFSDSDVIIVGGGPSGLMAAK E 3 3356.5581 3358.5681 2.01 -2.0067 0.98 4.46 0.399 1053 1 32 124 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9992 R AIGQEWTEEFMDFSDSDVIIVGGGPSGLMAAK E 3 3356.5581 3358.5681 2.01 -2.0067 0.98 3.167 0.242 831.7 1 29 124 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9975 R AIGQEWTEEFMDFSDSDVIIVGGGPSGLMAAK E 3 3356.5581 3358.5681 2.01 -2.0067 0.98 3.15 0.187 597.1 1 26 124 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9287 R AIGQEWTEEFMDFSDSDVIIVGGGPSGLMAAK E 3 3356.5581 3357.6602 1.1021 -1.0034 29.42 2.966 0.039 500.4 3 25 124 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R DPAQQVLDELEVDHK R 3 1734.8424 1734.8466 0.0042 0 2.42 3.318 0.282 1835 1 32 56 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R DPAQQVLDELEVDHKR S 3 1890.9435 1890.9381 -0.0054 0 -2.86 3.852 0.424 1085 1 30 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 R DPAQQVLDELEVDHKR S 3 1890.9435 1889.9508 -0.9927 1 3.86 3.817 0.403 965.1 1 29 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R EDHRVGGIVMNWTPVHALPR E 4 2283.1695 2283.1756 0.0061 0 2.67 3.815 0.379 1422 1 40 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9989 R EDHRVGGIVMNWTPVHALPR E 4 2283.1695 2283.1741 0.0046 0 2.01 3.002 0.225 720.5 9 33 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9994 R GVLNAPGLEDEASGMDQTDDDTYGAPGHDSPGHD S 3 3439.4018 3440.4131 1.0113 -1.0034 2.31 4.918 0.412 628.5 1 39 132 1 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 R GVQVMVVEK N 2 987.5423 987.5436 0.0013 0 1.32 2.54 0.254 945 1 14 16 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 R GVQVMVVEK N 2 987.5423 987.5415 -0.0008 0 -0.81 2.406 0.292 964.6 1 14 16 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9991 R GVQVMVVEK N 2 987.5423 988.5454 1.0031 -1.0034 -0.25 2.496 0.221 884.3 1 14 16 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9966 R GVQVMVVEK N 2 987.5423 987.5432 0.0009 0 0.91 1.867 0.151 520.9 1 14 16 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGK R 2 1294.6413 1294.6419 0.0006 0 0.46 3.884 0.455 2027 1 22 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGK R 2 1294.6413 1294.6438 0.0025 0 1.93 4.248 0.432 1613 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGK R 2 1294.6413 1294.646 0.0047 0 3.63 3.324 0.539 1484 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGK R 2 1294.6413 1294.6428 0.0015 0 1.16 3.083 0.532 1618 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGK R 2 1310.6407 1310.6369 -0.0038 0 -2.90 2.895 0.485 1088 1 18 24 2 0 1 MGPTFGAM[147]LVSGK
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 R MGPTFGAMLVSGK R 2 1310.6407 1310.6372 -0.0035 0 -2.67 2.217 0.374 456.9 7 12 24 2 0 1 MGPTFGAM[147]LVSGK
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 R MGPTFGAMLVSGK R 2 1326.6401 1326.6254 -0.0147 0 -11.08 2.164 0.322 454.6 1 16 24 2 0 1 M[147]GPTFGAM[147]LVSGK
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGKR A 3 1450.7424 1450.7426 0.0002 0 0.14 3.47 0.378 794.4 1 26 52 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGKR A 2 1450.7424 1450.7445 0.0021 0 1.45 3.737 0.517 1549 1 22 26 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGKR A 3 1466.7418 1466.7372 -0.0046 0 -3.14 2.929 0.39 363.8 41 22 52 2 0 1 MGPTFGAM[147]LVSGKR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGKR A 3 1450.7424 1450.7442 0.0018 0 1.24 2.698 0.309 777.1 1 27 52 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R MGPTFGAMLVSGKR A 3 1466.7418 1466.744 0.0022 0 1.50 3.034 0.357 639.7 1 24 52 2 0 1 M[147]GPTFGAMLVSGKR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9991 R MGPTFGAMLVSGKR A 3 1450.7424 1450.7438 0.0014 0 0.97 2.35 0.194 707.3 1 26 52 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9954 R MGPTFGAMLVSGKR A 3 1482.7412 1482.734 -0.0072 0 -4.86 1.798 0.203 321.2 3 21 52 2 0 1 M[147]GPTFGAM[147]LVSGKR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9948 R MGPTFGAMLVSGKR A 3 1450.7424 1450.7439 0.0015 0 1.03 3.137 0.055 574.1 3 26 52 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.994 R MGPTFGAMLVSGKR A 3 1450.7424 1451.7382 0.9958 -1.0034 -5.20 2.543 0.177 777 4 23 52 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9656 R MGPTFGAMLVSGKR A 3 1466.7418 1466.7385 -0.0033 0 -2.25 1.888 0.06 377.3 1 20 52 2 0 1 MGPTFGAM[147]LVSGKR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9604 R MGPTFGAMLVSGKR A 3 1466.7418 1466.7404 -0.0014 0 -0.95 2.232 0.105 253.4 188 18 52 2 0 1 M[147]GPTFGAMLVSGKR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1596.764 1596.7656 0.0016 0 1.00 4.167 0.474 2305 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1628.7628 1628.7854 0.0226 0 13.88 3.106 0.391 1163 1 18 24 2 0 1 M[147]QNM[147]TEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1596.764 1596.7658 0.0018 0 1.13 4.131 0.483 2349 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1596.764 1596.766 0.002 0 1.25 4.389 0.492 2339 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1596.764 1596.7646 0.0006 0 0.38 3.879 0.175 2451 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1596.764 1596.7675 0.0035 0 2.19 3.969 0.217 2434 1 21 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K MQNMTEFTDIVIR E 2 1596.764 1596.7646 0.0006 0 0.38 4.272 0.491 2702 1 22 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9994 K MQNMTEFTDIVIR E 2 1612.7634 1612.7614 -0.002 0 -1.24 3.887 0.531 1677 1 20 24 2 0 1 MQNM[147]TEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9994 K MQNMTEFTDIVIR E 2 1612.7634 1612.7654 0.002 0 1.24 3.87 0.596 2476 1 21 24 2 0 1 M[147]QNMTEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9994 K MQNMTEFTDIVIR E 2 1596.764 1597.8216 1.0576 -1.0034 33.97 2.658 0.27 467 1 17 24 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9994 K MQNMTEFTDIVIR E 2 1612.7634 1612.7602 -0.0032 0 -1.98 3.864 0.5 2146 1 21 24 2 0 1 MQNM[147]TEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9992 K MQNMTEFTDIVIR E 2 1612.7634 1612.7604 -0.003 0 -1.86 3.703 0.504 2059 1 21 24 2 0 1 MQNM[147]TEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9989 K MQNMTEFTDIVIR E 2 1612.7634 1612.7603 -0.0031 0 -1.92 3.562 0.31 2031 1 21 24 2 0 1 MQNM[147]TEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9988 K MQNMTEFTDIVIR E 2 1612.7634 1612.761 -0.0024 0 -1.49 3.497 0.441 1134 1 18 24 2 0 1 MQNM[147]TEFTDIVIR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9946 K MQNMTEFTDIVIREDHR V 3 2133.9935 2133.9971 0.0036 0 1.69 2.427 0.213 472.1 11 22 64 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9803 K MQNMTEFTDIVIREDHR V 4 2149.9929 2149.9917 -0.0012 0 -0.56 3.156 0.344 1128 1 35 96 2 1 1 M[147]QNMTEFTDIVIREDHR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K NNYLGGGFWLGGFLMNK V 2 1886.9137 1886.9237 0.01 0 5.30 3.364 0.425 1461 1 20 32 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K NNYLGGGFWLGGFLMNK V 2 1902.9131 1903.9121 0.999 -1.0034 -2.29 3.605 0.476 1289 1 19 32 2 0 1 NNYLGGGFWLGGFLM[147]NK
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K NNYLGGGFWLGGFLMNK V 2 1902.9131 1902.9235 0.0104 0 5.47 2.887 0.394 580.8 1 17 32 2 0 1 NNYLGGGFWLGGFLM[147]NK
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K NNYLGGGFWLGGFLMNK V 2 1886.9137 1886.9186 0.0049 0 2.60 3.424 0.39 1627 1 22 32 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 K NNYLGGGFWLGGFLMNK V 2 1886.9137 1886.9188 0.0051 0 2.70 3.035 0.261 1470 1 22 32 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9981 K NNYLGGGFWLGGFLMNK V 2 1886.9137 1888.8854 1.9717 -2.0067 -18.55 2.759 0.264 1514 1 21 32 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9995 D PAQQVLDELEVDHK R 3 1619.8155 1619.8163 0.0008 0 0.49 3.779 0.363 1189 1 27 52 1 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9973 D PAQQVLDELEVDHKR S 3 1775.9166 1776.8781 0.9615 -1.0034 -23.57 3.744 0.355 964 1 31 56 1 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9858 G PTFGAMLVSGKR A 3 1262.6805 1263.7881 1.1076 -1.0034 82.56 2.725 0.338 926.1 1 23 44 1 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K RAAQVALDELEVDAEPVDVTSR D 2 2382.2027 2383.2019 0.9992 -1.0034 -1.74 4.233 0.429 1137 1 24 42 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K RAAQVALDELEVDAEPVDVTSR D 3 2382.2027 2383.2381 1.0354 -1.0034 13.45 4.178 0.398 1037 1 33 84 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K RAAQVALDELEVDAEPVDVTSR D 3 2382.2027 2382.2061 0.0034 0 1.43 3.271 0.392 967.8 1 31 84 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K RAAQVALDELEVDAEPVDVTSR D 2 2382.2027 2382.2105 0.0078 0 3.27 4.1 0.407 1251 1 25 42 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K RAAQVALDELEVDAEPVDVTSR D 3 2382.2027 2382.2085 0.0058 0 2.43 3.671 0.4 799.6 1 27 84 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9963 P RMGPTFGAMLVSGK R 3 1450.7424 1450.7454 0.003 0 2.07 3.817 0.361 1182 10 23 52 1 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 M SDSDSFEQFSDVGEAEVTR A 2 2103.8869 2103.8831 -0.0038 0 -1.81 5.583 0.569 2161 1 26 36 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 M SDSDSFEQFSDVGEAEVTR A 2 2103.8869 2103.8936 0.0067 0 3.18 4.731 0.595 1926 1 25 36 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 M SDSDSFEQFSDVGEAEVTR A 2 2103.8869 2103.8897 0.0028 0 1.33 5.743 0.573 2150 1 26 36 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 M SDSDSFEQFSDVGEAEVTR A 2 2103.8869 2103.8919 0.005 0 2.38 5.77 0.528 2129 1 26 36 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 M SDSDSFEQFSDVGEAEVTR A 2 2103.8869 2103.8887 0.0018 0 0.86 3.852 0.481 1385 1 22 36 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9445 0.0046 0 2.63 4.312 0.399 984.2 1 30 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 3 1761.9393 1761.938 -0.0013 0 -0.74 4.648 0.512 1601 1 31 60 2 0 1 VGGIVM[147]NWTPVHALPR
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9437 0.0038 0 2.18 3.744 0.367 1020 1 30 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 2 1745.9399 1745.942 0.0021 0 1.20 4.856 0.513 1684 1 22 30 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 2 1745.9399 1745.9412 0.0013 0 0.74 4.445 0.475 1501 1 21 30 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 2 1745.9399 1745.9416 0.0017 0 0.97 4.186 0.485 1530 1 21 30 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9416 0.0017 0 0.97 3.767 0.368 863.6 1 28 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 3 1745.9399 1745.9433 0.0034 0 1.95 4.827 0.408 1330 1 30 60 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 R VGGIVMNWTPVHALPR E 2 1745.9399 1745.9375 -0.0024 0 -1.37 4.294 0.501 1821 1 22 30 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 R VGGIVMNWTPVHALPR E 2 1745.9399 1745.9412 0.0013 0 0.74 3.044 0.284 860.7 2 16 30 2 0 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHK R 3 2190.128 2190.1355 0.0075 0 3.42 5.354 0.428 3591 1 39 72 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHK R 3 2190.128 2192.0481 1.9201 -1.0034 418.58 4.277 0.367 2051 1 35 72 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9997 K VTVRDPAQQVLDELEVDHK R 4 2190.128 2190.1326 0.0046 0 2.10 3.377 0.194 1129 1 42 108 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9997 K VTVRDPAQQVLDELEVDHK R 4 2190.128 2190.1272 -0.0008 0 -0.37 3.024 0.203 1105 1 40 108 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9953 K VTVRDPAQQVLDELEVDHK R 4 2190.128 2190.1316 0.0036 0 1.64 3.178 0.096 882.3 2 38 108 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 3 2346.2291 2346.2307 0.0016 0 0.68 5.098 0.424 1750 1 36 76 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 4 2346.2291 2346.2334 0.0043 0 1.83 4.016 0.382 960 9 35 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 5 2346.2291 2346.2271 -0.002 0 -0.85 3.878 0.293 1532 1 53 152 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 3 2346.2291 2346.2307 0.0016 0 0.68 6.244 0.496 3608 1 41 76 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 4 2346.2291 2346.2327 0.0036 0 1.53 4.289 0.402 1312 1 40 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 3 2346.2291 2346.2346 0.0055 0 2.34 6.143 0.519 3344 1 41 76 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 1 K VTVRDPAQQVLDELEVDHKR S 3 2346.2291 2346.2339 0.0048 0 2.05 5.787 0.404 3927 1 41 76 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9999 K VTVRDPAQQVLDELEVDHKR S 4 2346.2291 2347.211 0.9819 -1.0034 -9.14 3.929 0.315 1195 1 34 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9998 K VTVRDPAQQVLDELEVDHKR S 4 2346.2291 2346.2346 0.0055 0 2.34 3.919 0.234 1130 2 37 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9995 K VTVRDPAQQVLDELEVDHKR S 5 2346.2291 2346.2288 -0.0003 0 -0.13 3.86 0.141 1273 1 48 152 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9989 K VTVRDPAQQVLDELEVDHKR S 4 2346.2291 2346.2332 0.0041 0 1.75 3.711 0.215 784.8 9 32 114 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9986 K VTVRDPAQQVLDELEVDHKR S 5 2346.2291 2346.2305 0.0014 0 0.60 3.519 0.099 1857 1 55 152 2 1 1
THI4_HALMAReview 1 Putative thiazole biosynthetic enzyme  rrnAC1782 rrnAC1782 310 76.1 23 114 0.9977 K VTVRDPAQQVLDELEVDHKR S 4 2346.2291 2348.2324 2.0033 -2.0067 -1.45 3.444 0.233 838 7 32 114 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9973 R VFTTDPGMGVIR H 2 1291.6594 1291.6621 0.0027 0 2.09 2.394 0.09 561 1 15 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 K ADDLAAAIER A 2 1043.5247 1043.523 -0.0017 0 -1.63 3.145 0.266 2093 1 17 18 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 K ADDLAAAIER A 2 1043.5247 1043.5225 -0.0022 0 -2.11 3.177 0.297 2014 1 17 18 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 K ADDLAAAIER A 2 1043.5247 1043.5239 -0.0008 0 -0.77 3.403 0.287 1980 1 17 18 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R AQEAAANGEPYGVGVHMNAADMLAEMLEMGFVPDVVTDQT L 4 6530.8876 6530.8965 0.0089 0 1.36 3.864 0.27 563.2 1 47 360 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.957 R AQEAAANGEPYGVGVHMNAADMLAEMLEMGFVPDVVTDQT E 5 6816.0721 6817.1236 1.0515 -1.0034 7.06 5.142 0.325 901.3 2 62 496 2 1 1 AQEAAANGEPYGVGVHMNAADMLAEM[147]LEMGFVPDVVTDQTSA



Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9991 M AQQSAPDTDHDVGTPSEQWR E 3 2223.9781 2223.9802 0.0021 0 0.94 4.252 0.335 981.2 1 33 76 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9947 M AQQSAPDTDHDVGTPSEQWR E 3 2223.9781 2223.9798 0.0017 0 0.76 3.215 0.313 992 1 34 76 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9921 M AQQSAPDTDHDVGTPSEQWR E 2 2223.9781 2224.9654 0.9873 -1.0034 -7.22 2.844 0.415 743.2 1 17 38 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9741 M AQQSAPDTDHDVGTPSEQWR E 2 2223.9781 2223.9636 -0.0145 0 -6.52 3.05 0.189 1166 1 19 38 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9972 R DHLDAGSVASPHRETEAMK D 4 2049.9538 2049.9563 0.0025 0 1.22 2.608 0.101 775.7 1 33 108 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9998 R DPETYVAESLDTMKR H 3 1753.8192 1754.8283 1.0091 -1.0034 3.28 3.407 0.242 754.3 1 24 56 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9996 K ELFPEKDDLHR W 3 1397.6939 1397.6952 0.0013 0 0.93 2.467 0.264 601.9 1 23 40 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9993 K ELFPEKDDLHR W 3 1397.6939 1397.6939 0 0 0.00 2.384 0.249 807.9 1 26 40 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9988 K ELFPEKDDLHR W 3 1397.6939 1397.6959 0.002 0 1.43 2.188 0.245 662.9 1 23 40 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9985 K ELFPEKDDLHR W 3 1397.6939 1397.6944 0.0005 0 0.36 2.242 0.225 469.8 1 20 40 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R ELGDTETLLVQSGKPVGR F 2 1898.0109 1898.0138 0.0029 0 1.53 3.432 0.356 593.3 1 19 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R ELGDTETLLVQSGKPVGR F 3 1898.0109 1898.0153 0.0044 0 2.32 2.186 0.319 345.9 1 23 68 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9998 R ELGDTETLLVQSGKPVGR F 3 1898.0109 1898.0117 0.0008 0 0.42 2.198 0.293 381.3 1 25 68 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9993 R ELGDTETLLVQSGKPVGR F 3 1898.0109 1898.0139 0.003 0 1.58 1.925 0.27 523.2 1 25 68 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9932 R ERDPETYVAESLDTMK R 2 1882.8618 1882.867 0.0052 0 2.76 2.477 0.211 494.4 1 16 30 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R ERDPETYVAESLDTMKR H 3 2038.9629 2039.9782 1.0153 -1.0034 5.86 5.982 0.483 1888 1 31 64 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R ERDPETYVAESLDTMKR H 3 2038.9629 2039.9782 1.0153 -1.0034 5.86 6.005 0.496 1812 1 29 64 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R ERDPETYVAESLDTMKR H 3 2038.9629 2038.9667 0.0038 0 1.86 5.505 0.251 1361 5 28 64 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R ERDPETYVAESLDTMKR H 3 2054.9623 2055.878 0.9157 -1.0034 -42.65 3.833 0.333 749.6 1 26 64 2 1 1 ERDPETYVAESLDTM[147]KR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R ERDPETYVAESLDTMKR H 3 2054.9623 2055.878 0.9157 -1.0034 -42.65 3.618 0.346 641 1 27 64 2 1 1 ERDPETYVAESLDTM[147]KR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9996 R ERDPETYVAESLDTMKR H 4 2038.9629 2038.9655 0.0026 0 1.28 3.051 0.181 1015 1 36 96 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9993 R ERDPETYVAESLDTMKR H 3 2054.9623 2055.878 0.9157 -1.0034 -42.65 3.248 0.262 690.9 1 27 64 2 1 1 ERDPETYVAESLDTM[147]KR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R GAIAFEYGNNIR G 2 1323.6571 1323.6585 0.0014 0 1.06 3.465 0.454 1836 1 18 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R GAIAFEYGNNIR G 2 1323.6571 1323.6571 0 0 0.00 3.164 0.427 1694 1 17 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R GAIAFEYGNNIR G 2 1323.6571 1323.6594 0.0023 0 1.74 3.304 0.42 1826 1 18 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMR D 2 2531.1057 2531.1082 0.0025 0 0.99 6.158 0.555 3486 1 28 44 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMR D 2 2547.1051 2547.1013 -0.0038 0 -1.49 5.407 0.501 1387 1 26 44 2 0 1 HADAGYEIAQEMADENDVAVPM[147]R
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMR D 2 2531.1057 2531.1011 -0.0046 0 -1.82 6.406 0.573 3521 1 29 44 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMR D 2 2563.1045 2564.0855 0.981 -1.0034 -8.72 4.578 0.492 1315 1 25 44 2 0 1 HADAGYEIAQEM[147]ADENDVAVPM[147]R
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMR D 2 2531.1057 2531.1057 0 0 0.00 6.405 0.543 3266 1 28 44 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMRDR N 3 2802.2337 2802.2398 0.0061 0 2.18 5.265 0.485 1205 1 39 96 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HADAGYEIAQEMADENDVAVPMRDR N 3 2802.2337 2802.2393 0.0056 0 2.00 4.722 0.468 1121 1 38 96 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9997 R HADAGYEIAQEMADENDVAVPMRDR N 4 2818.2331 2818.2315 -0.0016 0 -0.57 2.867 0.211 2014 1 44 144 2 1 1 HADAGYEIAQEMADENDVAVPM[147]RDR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9975 R HADAGYEIAQEMADENDVAVPMRDR N 4 2802.2337 2802.2405 0.0068 0 2.43 2.995 0.104 1939 1 45 144 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HVEGILELQER G 2 1321.699 1321.6996 0.0006 0 0.45 3.634 0.369 1106 1 18 20 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R HVEGILELQER G 2 1321.699 1321.6992 0.0002 0 0.15 3.286 0.366 969.8 1 17 20 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9998 R HVEGILELQER G 3 1321.699 1321.7011 0.0021 0 1.59 3.26 0.201 1227 7 22 40 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.999 R HVEGILELQER G 3 1321.699 1321.6999 0.0009 0 0.68 3.157 0.137 1392 9 22 40 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9989 R HVEGILELQER G 3 1321.699 1321.699 0 0 0.00 3.123 0.119 1136 4 21 40 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9983 R HVEGILELQER G 3 1321.699 1321.7011 0.0021 0 1.59 3.3 0.056 1682 1 24 40 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9898 R HVEGILELQER G 3 1321.699 1322.7055 1.0065 -1.0034 2.38 2.511 0.125 701.7 2 21 40 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R INELIADGEISAPVVVTR D 2 1895.0364 1895.0407 0.0043 0 2.27 4.747 0.266 2623 1 26 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R INELIADGEISAPVVVTR D 2 1895.0364 1895.0418 0.0054 0 2.85 4.769 0.262 2718 1 26 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R INELIADGEISAPVVVTR D 2 1895.0364 1895.0386 0.0022 0 1.16 4.213 0.554 3092 1 27 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R INELIADGEISAPVVVTR D 2 1895.0364 1895.0402 0.0038 0 2.01 5.203 0.529 2625 1 25 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R INELIADGEISAPVVVTR D 2 1895.0364 1895.0423 0.0059 0 3.11 4.279 0.567 2774 1 26 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R INELIADGEISAPVVVTR D 2 1895.0364 1895.0484 0.012 0 6.33 5.238 0.545 2914 1 27 34 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2759.3481 2759.3477 -0.0004 0 -0.14 5.824 0.52 1158 1 35 96 2 0 1 M[147]LNNNLDPEVAEKPEELVVYGGTGR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 2 2743.3487 2743.3516 0.0029 0 1.06 4.651 0.486 643.6 1 25 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2744.3372 0.9885 -1.0034 -5.41 4.628 0.397 682.4 1 28 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 2 2743.3487 2743.3496 0.0009 0 0.33 4.603 0.514 718.6 1 26 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2759.3481 2759.3487 0.0006 0 0.22 5.666 0.544 1295 1 37 96 2 0 1 M[147]LNNNLDPEVAEKPEELVVYGGTGR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2744.3479 0.9992 -1.0034 -1.51 5.479 0.506 1405 1 35 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2759.3481 2759.3438 -0.0043 0 -1.56 5.629 0.449 1082 1 34 96 2 0 1 M[147]LNNNLDPEVAEKPEELVVYGGTGR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2743.3506 0.0019 0 0.69 6.489 0.511 1343 1 37 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2744.3365 0.9878 -1.0034 -5.67 4.085 0.466 914.9 1 31 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2744.3423 0.9936 -1.0034 -3.55 4.14 0.462 967.3 1 31 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2759.3481 2759.345 -0.0031 0 -1.12 5.725 0.501 1037 1 34 96 2 0 1 M[147]LNNNLDPEVAEKPEELVVYGGTGR
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2743.3533 0.0046 0 1.68 6.303 0.536 1492 1 36 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 3 2743.3487 2743.3587 0.01 0 3.65 5.95 0.534 1408 1 36 96 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R MLNNNLDPEVAEKPEELVVYGGTGR A 2 2743.3487 2743.3489 0.0002 0 0.07 4.253 0.476 548.7 1 24 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R MLNNNLDPEVAEKPEELVVYGGTGR A 2 2743.3487 2743.3506 0.0019 0 0.69 3.337 0.203 326.3 1 19 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 D PEVAEKPEELVVYGGTGR A 2 1928.9843 1928.9848 0.0005 0 0.26 4.324 0.556 835.9 1 22 34 1 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9998 D PEVAEKPEELVVYGGTGR A 2 1928.9843 1928.9894 0.0051 0 2.64 4.311 0.384 923.6 1 23 34 1 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9437 D PEVAEKPEELVVYGGTGR A 2 1928.9843 1928.9868 0.0025 0 1.30 2.736 0.179 520.4 1 18 34 1 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9951 K RHVEGILELQER G 3 1477.8001 1478.7982 0.9981 -1.0034 -3.55 3.146 0.139 1422 11 23 44 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R RVFTTDPGMGVIR H 2 1447.7605 1447.7609 0.0004 0 0.28 2.534 0.298 398.1 1 17 24 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELR E 2 1581.7311 1582.7804 1.0493 -1.0034 29.05 3.627 0.388 1396 1 20 24 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 4 3461.7314 3461.7342 0.0028 0 0.81 2.84 0.434 501.6 1 45 180 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 3 3461.7314 3462.7581 1.0267 -1.0034 6.75 5.614 0.515 2016 1 39 120 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 4 3461.7314 3461.7361 0.0047 0 1.36 2.661 0.446 693.8 1 50 180 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 3 3461.7314 3461.7403 0.0089 0 2.57 5.623 0.529 1661 1 36 120 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 4 3461.7314 3461.7425 0.0111 0 3.21 2.322 0.371 549.5 1 49 180 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 3 3461.7314 3462.5865 0.8551 -1.0034 -42.83 5.505 0.514 1779 1 36 120 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 3 3461.7314 3461.7371 0.0057 0 1.65 5.66 0.519 1357 1 32 120 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 4 3461.7314 3461.7442 0.0128 0 3.70 2.674 0.426 577.6 1 47 180 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9985 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 4 3461.7314 3461.7434 0.012 0 3.47 2.263 0.139 524.9 1 43 180 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.99 R SWDAYDTIVDELRELGDTETLLVQSGKPVGR F 3 3461.7314 3461.7398 0.0084 0 2.43 3.34 0.087 932.2 1 30 120 2 1 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGRFETHENAPR V 5 4543.2255 4544.2217 0.9962 -1.0034 -1.57 2.758 0.398 595.9 1 59 312 2 2 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R SWDAYDTIVDELRELGDTETLLVQSGKPVGRFETHENAPR V 5 4543.2255 4543.2373 0.0118 0 2.60 2.95 0.318 922.4 1 68 312 2 2 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9995 R SWDAYDTIVDELRELGDTETLLVQSGKPVGRFETHENAPR V 4 4543.2255 4544.2354 1.0099 -1.0034 1.44 3.665 0.246 1225 1 48 234 2 2 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R TDDAVKELFPEKDDLHR W 3 2026.996 2026.9992 0.0032 0 1.58 4.423 0.413 1328 1 29 64 2 2 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R TDDAVKELFPEKDDLHR W 4 2026.996 2026.9959 -0.0001 0 -0.05 3.998 0.352 1027 1 37 96 2 2 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R TDDAVKELFPEKDDLHR W 4 2026.996 2026.9971 0.0011 0 0.54 3.236 0.32 926.1 1 34 96 2 2 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R VFTTDPGMGVIR H 2 1291.6594 1291.6616 0.0022 0 1.70 2.699 0.304 580.9 1 16 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R VFTTDPGMGVIR H 2 1291.6594 1291.6654 0.006 0 4.65 2.337 0.321 485.5 2 15 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9993 R VFTTDPGMGVIR H 2 1291.6594 1291.6654 0.006 0 4.65 2.246 0.243 511.5 5 15 22 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R WAALSGDPADIHR T 3 1407.6895 1407.6919 0.0024 0 1.70 3.729 0.226 1139 1 26 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R WAALSGDPADIHR T 2 1407.6895 1407.6903 0.0008 0 0.57 3.112 0.314 1455 1 19 24 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9999 R WAALSGDPADIHR T 2 1407.6895 1407.6853 -0.0042 0 -2.98 2.968 0.253 702.6 1 16 24 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9996 R WAALSGDPADIHR T 3 1407.6895 1407.6912 0.0017 0 1.21 3.622 0.121 1487 1 28 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9992 R WAALSGDPADIHR T 3 1407.6895 1407.6901 0.0006 0 0.43 3.333 0.104 1350 1 26 48 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9417 R WAALSGDPADIHRTDDAVKELFPEKDDLHR W 5 3416.6749 3416.6812 0.0063 0 1.84 2.234 0.062 1111 1 54 232 2 3 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R WIDLAQEQVSFQGLPSR V 2 1973.0006 1973.0047 0.0041 0 2.08 3.946 0.488 1538 1 23 32 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R WIDLAQEQVSFQGLPSR V 2 1973.0006 1973.0077 0.0071 0 3.60 5.138 0.537 1658 1 24 32 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 1 R WIDLAQEQVSFQGLPSR V 2 1973.0006 1973.0088 0.0082 0 4.16 3.831 0.488 1787 1 25 32 2 0 1
Q5V1C3_HALMA 1 Urocanate hydratase (EC 4.2.1.49)  hutU rrnAC1787 582 59.1 28 106 0.9983 R WIDLAQEQVSFQGLPSR V 3 1973.0006 1975.0185 2.0179 -2.0067 5.68 2.812 0.209 953.8 1 28 64 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9998 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2959.4397 1.0004 -1.0034 -1.00 3.663 0.287 521.1 5 26 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AAALNHLDIWTR R 3 1379.731 1379.7326 0.0016 0 1.16 2.836 0.348 582.3 2 24 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AAALNHLDIWTR R 3 1379.731 1379.7329 0.0019 0 1.38 3.137 0.378 664.7 1 26 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AAALNHLDIWTR R 3 1379.731 1379.7305 -0.0005 0 -0.36 3.089 0.418 687.7 1 27 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AAALNHLDIWTR R 3 1379.731 1379.7318 0.0008 0 0.58 2.92 0.438 624.2 1 26 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9998 K AAALNHLDIWTR R 3 1379.731 1380.7335 1.0025 -1.0034 -0.62 2.99 0.276 470.7 1 21 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9991 K AAALNHLDIWTR R 3 1379.731 1379.7382 0.0072 0 5.22 2.313 0.19 527.8 1 21 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9894 K AAALNHLDIWTR R 3 1379.731 1379.7382 0.0072 0 5.22 2.271 0.141 245.3 46 16 44 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AAALNHLDIWTRR G 3 1535.8321 1535.8357 0.0036 0 2.34 2.453 0.365 562.1 3 21 48 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 K AAALNHLDIWTRR G 3 1535.8321 1535.8319 -0.0002 0 -0.13 2.313 0.32 860.9 1 23 48 2 0 1



Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9996 K AAALNHLDIWTRR G 3 1535.8321 1535.8332 0.0011 0 0.72 2.257 0.299 467.4 18 18 48 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 D AAGVVDEVGDGVSR F 2 1329.6524 1329.6549 0.0025 0 1.88 4.021 0.521 1924 1 22 26 1 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 D AAGVVDEVGDGVSR F 2 1329.6524 1329.6543 0.0019 0 1.43 3.839 0.501 1769 1 21 26 1 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 D AAGVVDEVGDGVSR F 2 1329.6524 1329.6544 0.002 0 1.50 4.005 0.47 1927 1 22 26 1 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3592.8111 2.0146 -2.0067 2.20 4.121 0.45 1180 1 47 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3590.805 0.0085 0 2.37 4.562 0.424 1227 1 50 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3590.8094 0.0129 0 3.59 3.808 0.225 822.6 1 43 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9988 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3591.8228 1.0263 -1.0034 6.39 3.654 0.259 588.3 12 40 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9962 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3591.8111 1.0146 -1.0034 3.13 3.263 0.141 723 2 42 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.995 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3591.8013 1.0048 -1.0034 0.40 3.462 0.24 607.9 40 36 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9748 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEK L 4 3590.7965 3592.794 1.9975 -2.0067 -2.56 2.873 0.11 699 10 40 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEKLDYA E 4 4181.1029 4182.1128 1.0099 -1.0034 1.57 7.341 0.538 1101 1 54 252 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEKLDYA E 5 4181.1029 4183.1133 2.0104 -2.0067 0.88 3.585 0.343 1280 1 70 336 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9935 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEKLDYA E 5 4181.1029 4182.1133 1.0104 -1.0034 1.69 2.946 0.105 743 1 55 336 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9808 K AGESVLVLGASGGVGHAAVQIADHAGAEVFATASSQEKLDYA E 5 4181.1029 4181.1167 0.0138 0 3.30 2.293 0.025 896.6 1 60 336 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R AHEIIEDREGFGK V 2 1499.7368 1499.7378 0.001 0 0.67 3.723 0.409 2104 1 20 24 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 R AHEIIEDREGFGK V 2 1499.7368 1500.746 1.0092 -1.0034 3.90 3.974 0.418 2302 1 20 24 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.998 R AHEIIEDREGFGK V 3 1499.7368 1499.7376 0.0008 0 0.53 2.668 0.178 1487 1 31 48 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 R AHEIIEDREGFGKVVVVPDSEL - 3 2437.2489 2437.2615 0.0126 0 5.17 2.718 0.352 837.9 1 31 84 2 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9998 R AHEIIEDREGFGKVVVVPDSEL - 3 2437.2489 2437.2578 0.0089 0 3.65 2.601 0.332 626.3 1 26 84 2 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9945 R AHEIIEDREGFGKVVVVPDSEL - 3 2437.2489 2437.2532 0.0043 0 1.76 2.77 0.151 653.3 1 26 84 2 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R DVLEYGEFPDPEPGRDEVVIDVK A 2 2616.2595 2616.2659 0.0064 0 2.45 4.085 0.514 398.9 1 21 44 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R DVLEYGEFPDPEPGRDEVVIDVK A 3 2616.2595 2616.2649 0.0054 0 2.06 3.953 0.471 1875 1 39 88 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R DVLEYGEFPDPEPGRDEVVIDVK A 3 2616.2595 2616.2625 0.003 0 1.15 4.484 0.401 1966 1 39 88 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9991 R DVLEYGEFPDPEPGRDEVVIDVK A 3 2616.2595 2616.2471 -0.0124 0 -4.74 3.756 0.175 1048 1 30 88 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K ELGADHTINYEETDFASEIR D 2 2309.0448 2309.052 0.0072 0 3.12 4.568 0.535 1364 1 26 38 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 K ELGADHTINYEETDFASEIR D 3 2309.0448 2309.052 0.0072 0 3.12 3.886 0.295 1774 1 34 76 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.989 K ELGADHTINYEETDFASEIR D 3 2309.0448 2309.0586 0.0138 0 5.98 3.128 0.042 889.8 3 27 76 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9922 K ELGADHTINYEETDFASEIRDLTDGR G 4 2966.353 2966.3535 0.0005 0 0.17 2.765 0.122 730.8 6 32 150 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9919 K ELGADHTINYEETDFASEIRDLTDGR G 4 2966.353 2966.3592 0.0062 0 2.09 2.97 0.137 788.1 10 34 150 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9749 R ETLPMSEIAR A 2 1145.575 1145.5758 0.0008 0 0.70 1.794 0.14 380.4 25 12 18 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2958.4431 0.0038 0 1.28 4.951 0.536 1576 1 42 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2974.4387 2974.4419 0.0032 0 1.08 4.383 0.445 667.8 1 37 116 2 0 1 GLPGIDLEM[147]PHIPGSDAAGVVDEVGDGVSR
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2958.4456 0.0063 0 2.13 5.182 0.575 1459 1 44 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2974.4387 2974.4427 0.004 0 1.34 4.904 0.426 710.6 1 37 116 2 0 1 GLPGIDLEM[147]PHIPGSDAAGVVDEVGDGVSR
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2958.4466 0.0073 0 2.47 5.597 0.517 1608 1 45 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 2 2958.4393 2958.4522 0.0129 0 4.36 4.198 0.495 804.4 1 27 58 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 2 2958.4393 2958.4409 0.0016 0 0.54 4.458 0.537 917.6 1 28 58 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2958.4393 2958.4488 0.0095 0 3.21 5.103 0.436 1587 1 44 116 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 2974.4387 2974.4414 0.0027 0 0.91 4.597 0.472 968.5 1 42 116 2 0 1 GLPGIDLEM[147]PHIPGSDAAGVVDEVGDGVSR
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVDMVVDHIGAQTWQDSLK S 2 2098.0153 2098.0213 0.006 0 2.86 5.882 0.509 2471 1 28 36 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVDMVVDHIGAQTWQDSLK S 3 2098.0153 2098.0171 0.0018 0 0.86 4.848 0.429 2218 1 37 72 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVDMVVDHIGAQTWQDSLK S 3 2114.0147 2114.0093 -0.0054 0 -2.55 4.148 0.389 1153 1 32 72 2 0 1 GVDM[147]VVDHIGAQTWQDSLK
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVDMVVDHIGAQTWQDSLK S 2 2098.0153 2098.0178 0.0025 0 1.19 5.061 0.337 2225 1 27 36 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVDMVVDHIGAQTWQDSLK S 2 2114.0147 2114.0103 -0.0044 0 -2.08 4.748 0.487 1128 1 26 36 2 0 1 GVDM[147]VVDHIGAQTWQDSLK
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVDMVVDHIGAQTWQDSLK S 2 2098.0153 2098.0232 0.0079 0 3.77 5.615 0.547 2395 1 27 36 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 R GVDMVVDHIGAQTWQDSLK S 3 2098.0153 2098.0181 0.0028 0 1.33 4.168 0.198 1466 1 32 72 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4066.9883 1.9975 -2.0067 -2.26 5.822 0.426 1899 1 45 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4065.0169 0.0261 0 6.42 6.258 0.533 2037 1 46 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4064.9976 0.0068 0 1.67 6.414 0.549 2290 1 48 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4064.9981 0.0073 0 1.80 6.103 0.583 2029 1 46 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9996 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 3 4064.9908 4064.9966 0.0058 0 1.43 3.95 0.151 1204 1 37 148 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9901 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 4 4064.9908 4064.9956 0.0048 0 1.18 2.791 0.034 721.5 2 41 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9852 R GVHSEYAAVPAENLTPVPEGVDWETAAASPLVFQTAWR M 4 4064.9908 4067.011 2.0202 -2.0067 3.32 4.078 0.209 631.3 93 35 222 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R KGDQTLAPDFHIIGEHVR G 2 2032.049 2033.0454 0.9964 -1.0034 -3.42 4.486 0.462 1227 1 22 34 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R KGDQTLAPDFHIIGEHVR G 3 2032.049 2032.0523 0.0033 0 1.62 4.51 0.421 2544 1 36 68 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R KGDQTLAPDFHIIGEHVR G 3 2032.049 2032.0501 0.0011 0 0.54 4.126 0.451 2458 1 35 68 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R KGDQTLAPDFHIIGEHVR G 4 2032.049 2032.0498 0.0008 0 0.39 2.868 0.261 1105 1 43 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9998 R KGDQTLAPDFHIIGEHVR G 4 2032.049 2032.051 0.002 0 0.98 3.055 0.189 1015 1 42 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9997 R KGDQTLAPDFHIIGEHVR G 4 2032.049 2032.0524 0.0034 0 1.67 2.766 0.17 846.8 1 36 102 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9984 T MQAVQFDSHGDR D 3 1389.6095 1389.6125 0.003 0 2.16 2.861 0.362 736.1 1 24 44 1 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.902 T MQAVQFDSHGDR D 3 1389.6095 1389.612 0.0025 0 1.80 2.189 0.232 524.8 1 21 44 1 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 4 3987.8585 3987.8628 0.0043 0 1.08 5.906 0.433 823.4 1 48 204 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 4 4003.8579 4003.8538 -0.0041 0 -1.02 4.837 0.417 821.7 1 50 204 1 2 1 M[147]QAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 4 3987.8585 3987.8648 0.0063 0 1.58 5.819 0.434 730.4 1 48 204 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9997 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 3 3987.8585 3987.8609 0.0024 0 0.60 4.784 0.442 800.9 1 40 136 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9988 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 3 3987.8585 3989.8579 1.9994 -2.0067 -1.83 4.752 0.448 755.1 1 39 136 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9963 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 4 3987.8585 3987.8743 0.0158 0 3.96 5.479 0.28 936.4 1 51 204 1 2 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9875 T MQAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK A 4 4003.8579 4005.8509 1.993 -2.0067 -3.42 5.035 0.286 1212 1 57 204 1 2 1 M[147]QAVQFDSHGDRDVLEYGEFPDPEPGRDEVVIDVK
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R RGLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 3114.5404 3116.5581 2.0177 -2.0067 3.53 6.38 0.46 1697 1 44 120 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 1 R RGLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 3 3114.5404 3115.5381 0.9977 -1.0034 -1.81 6.476 0.48 1918 1 46 120 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9999 R RGLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 4 3114.5404 3114.5454 0.005 0 1.61 2.764 0.221 999.8 1 42 180 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9994 R RGLPGIDLEMPHIPGSDAAGVVDEVGDGVSR F 4 3114.5404 3114.5484 0.008 0 2.57 3.442 0.134 1388 1 46 180 2 0 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9994 R VRETLPMSEIAR A 3 1400.7446 1400.7488 0.0042 0 3.00 2.817 0.219 1139 1 24 44 2 1 1
Q5UYA2_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ1 rrnAC3026 348 73.6 20 101 0.9994 R VRETLPMSEIAR A 2 1400.7446 1400.7451 0.0005 0 0.36 2.951 0.267 906.9 1 15 22 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EADYIGKEVLEEQKEQIENGNYPFEHK L 4 3235.5309 3235.5288 -0.0021 0 -0.65 4.28 0.328 899.7 1 37 156 2 2 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R ALDVMVDVVGDK V 2 1259.6431 1260.6454 1.0023 -1.0034 -0.83 3.426 0.413 1626 1 18 22 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R ALDVMVDVVGDK V 2 1259.6431 1259.6443 0.0012 0 0.95 2.992 0.39 1458 1 17 22 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R ALDVMVDVVGDKVK D 2 1486.8065 1486.8087 0.0022 0 1.48 3.932 0.434 1815 1 20 26 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R ALDVMVDVVGDKVK D 2 1486.8065 1486.8089 0.0024 0 1.61 4.33 0.396 1771 1 20 26 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R ALDVMVDVVGDKVK D 2 1486.8065 1486.809 0.0025 0 1.68 3.938 0.41 1818 1 20 26 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.999 R ALDVMVDVVGDKVK D 3 1486.8065 1486.8067 0.0002 0 0.13 2.728 0.21 589.5 1 31 52 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9979 R ALDVMVDVVGDKVK D 3 1502.8059 1502.8018 -0.0041 0 -2.73 2.5 0.197 506.5 1 26 52 2 1 1 ALDVM[147]VDVVGDKVK
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9978 R ALDVMVDVVGDKVK D 3 1486.8065 1486.8058 -0.0007 0 -0.47 2.366 0.207 400.2 1 26 52 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 R ATVYNRLYHPR G 3 1388.7313 1388.7316 0.0003 0 0.22 2.44 0.32 915.6 1 24 40 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EADYIGKEVLEEQKEQIENGNYPFEHK L 4 3235.5309 3236.531 1.0001 -1.0034 -1.00 4.556 0.392 901 1 38 156 2 2 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EADYIGKEVLEEQKEQIENGNYPFEHK L 4 3235.5309 3235.5323 0.0014 0 0.43 3.96 0.283 1209 1 40 156 2 2 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9989 K EADYIGKEVLEEQKEQIENGNYPFEHK L 4 3235.5309 3235.5364 0.0055 0 1.70 3.441 0.179 802.4 3 35 156 2 2 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EVLEEQKEQIENGNYPFEHK L 3 2459.1605 2459.1643 0.0038 0 1.55 4.512 0.335 1038 1 30 76 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9474 K EVLEEQKEQIENGNYPFEHK L 4 2459.1605 2459.1641 0.0036 0 1.46 2.504 0.028 774.4 6 33 114 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EYDALTNTVTLWDVAVER Q 2 2094.0269 2094.032 0.0051 0 2.44 5.582 0.447 2596 1 27 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EYDALTNTVTLWDVAVER Q 2 2094.0269 2094.0371 0.0102 0 4.87 5.587 0.454 2427 1 27 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K EYDALTNTVTLWDVAVER Q 2 2094.0269 2094.0308 0.0039 0 1.86 4.931 0.485 1845 1 24 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9992 K EYDALTNTVTLWDVAVER Q 2 2094.0269 2094.0271 0.0002 0 0.10 2.853 0.236 205.2 58 11 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9992 K EYDALTNTVTLWDVAVER Q 2 2094.0269 2095.0054 0.9785 -1.0034 -11.87 2.9 0.263 525.5 3 14 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9998 K GFEVYVK D 2 840.4381 840.4389 0.0008 0 0.95 2.287 0.268 492.7 6 10 12 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9995 K GFEVYVK D 2 840.4381 840.4399 0.0018 0 2.14 1.881 0.283 518.7 6 10 12 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9991 K GFEVYVK D 2 840.4381 840.4397 0.0016 0 1.90 1.934 0.227 595.7 4 11 12 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9991 K GFEVYVK D 2 840.4381 840.4386 0.0005 0 0.59 1.86 0.268 533.3 8 10 12 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K GFEVYVKDAMENAER V 2 1756.809 1756.8115 0.0025 0 1.42 4.117 0.5 1571 1 22 28 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K GFEVYVKDAMENAER V 2 1756.809 1756.8112 0.0022 0 1.25 4.558 0.481 1814 1 23 28 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K GFEVYVKDAMENAER V 3 1756.809 1756.8126 0.0036 0 2.05 4.835 0.415 2442 1 35 56 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 R GLIEPEDGGVMK E 2 1259.6112 1259.6085 -0.0027 0 -2.14 2.635 0.353 289.7 32 12 22 2 0 1 GLIEPEDGGVM[147]K
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 R GLIEPEDGGVMK E 2 1259.6112 1259.6072 -0.004 0 -3.18 2.432 0.313 390.4 3 14 22 2 0 1 GLIEPEDGGVM[147]K
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9965 R GLIEPEDGGVMK E 2 1243.6118 1243.6118 0 0 0.00 2.204 0.145 496.5 4 15 22 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9936 R GLIEPEDGGVMK E 2 1259.6112 1259.6074 -0.0038 0 -3.02 2.092 0.194 297.5 45 12 22 2 0 1 GLIEPEDGGVM[147]K
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9834 R GLIEPEDGGVMK E 2 1243.6118 1243.6135 0.0017 0 1.37 1.975 0.117 337.2 10 12 22 2 0 1



Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9811 R GLIEPEDGGVMK E 2 1243.6118 1243.6128 0.001 0 0.80 1.921 0.12 338.6 10 12 22 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R GLIEPEDGGVMKEYDALTNTVTLWDVAVER Q 3 3319.6282 3319.6387 0.0105 0 3.16 4.969 0.316 1751 1 40 116 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R GLIEPEDGGVMKEYDALTNTVTLWDVAVER Q 3 3319.6282 3319.6443 0.0161 0 4.85 5.001 0.382 1609 1 38 116 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 R GLIEPEDGGVMKEYDALTNTVTLWDVAVER Q 3 3319.6282 3319.6348 0.0066 0 1.99 3.388 0.314 839.1 1 31 116 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K GPDAEALTNYVVTR D 2 1504.7521 1504.7549 0.0028 0 1.86 3.988 0.493 1418 1 19 26 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K GPDAEALTNYVVTR D 2 1504.7521 1504.7565 0.0044 0 2.92 4.307 0.523 1556 1 20 26 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3439.6143 3439.6143 0 0 0.00 3.26 0.313 494.1 2 39 180 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 3 3439.6143 3439.6275 0.0132 0 3.84 4.804 0.392 1607 1 40 120 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3455.6137 3455.607 -0.0067 0 -1.94 3.715 0.269 951.3 1 48 180 2 0 1 IAAGIM[147]SWGQDLDHETSPFQVNLGYHVPDDK
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 3 3439.6143 3439.6253 0.011 0 3.20 4.485 0.38 1524 1 40 120 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 3 3439.6143 3439.6026 -0.0117 0 -3.40 3.456 0.364 1309 1 36 120 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3439.6143 3439.6177 0.0034 0 0.99 3.217 0.219 731.1 1 42 180 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9997 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3439.6143 3439.6182 0.0039 0 1.13 3.098 0.167 672.7 1 42 180 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9855 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3455.6137 3457.6109 1.9972 -2.0067 -2.75 3.157 0.097 429.2 4 34 180 2 0 1 IAAGIM[147]SWGQDLDHETSPFQVNLGYHVPDDK
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 4 4215.9847 4217.0005 1.0158 -1.0034 2.95 5.024 0.426 802 1 53 222 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 4 4215.9847 4218.0108 2.0261 -2.0067 4.60 4.593 0.452 1130 1 56 222 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 4 4215.9847 4218.0108 2.0261 -2.0067 4.60 4.845 0.47 828.6 1 49 222 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 5 4215.9847 4218.0132 2.0285 -2.0067 5.17 3.763 0.336 904.8 1 58 296 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 4 4215.9847 4218.0108 2.0261 -2.0067 4.60 4.817 0.44 823.5 1 50 222 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9997 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 5 4231.9841 4234.0132 2.0291 -2.0067 5.29 3.823 0.205 1800 1 69 296 2 1 1 IAAGIM[147]SWGQDLDHETSPFQVNLGYHVPDDKEADYIGK
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9996 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 5 4231.9841 4233.0132 1.0291 -1.0034 6.08 4.308 0.212 1614 1 66 296 2 1 1 IAAGIM[147]SWGQDLDHETSPFQVNLGYHVPDDKEADYIGK
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R IAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGKEVLEE L 5 6657.1347 6659.1519 2.0172 -2.0067 1.58 5.318 0.461 1118 1 59 456 2 3 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4932.3057 0.0028 0 0.57 5.33 0.461 1533 1 41 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.2881 1.9852 -2.0067 -4.36 3.131 0.381 675.3 1 31 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3145 2.0116 -2.0067 0.99 3.15 0.44 653.5 1 32 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4933.3213 1.0184 -1.0034 3.05 5.729 0.527 2329 1 43 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3179 2.015 -2.0067 1.68 5.445 0.494 1772 1 40 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3179 2.015 -2.0067 1.68 3.558 0.351 614.6 1 31 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9995 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3179 2.015 -2.0067 1.68 2.649 0.306 384.2 1 25 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9989 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3286 2.0257 -2.0067 3.85 2.402 0.287 466.9 1 28 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9973 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3189 2.016 -2.0067 1.89 2.634 0.222 454.6 1 30 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9925 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.2881 1.9852 -2.0067 -4.36 2.2 0.238 217.5 4 23 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9637 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3179 2.015 -2.0067 1.68 2.11 0.181 242.9 9 20 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9031 K IQEVTDTPLNDAVYDEELDLEFQVHLPDEYADEPGEPVFATAA V 3 4932.3029 4934.3179 2.015 -2.0067 1.68 1.895 0.108 235.6 1 20 172 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 - MTGNEEHPNYPSVDQSDR T 2 2074.865 2075.4453 0.5803 -1.0034 -203.89 2.756 0.469 810.8 1 21 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 - MTGNEEHPNYPSVDQSDR T 3 2074.865 2074.8638 -0.0012 0 -0.58 3.781 0.444 777.7 1 30 68 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 - MTGNEEHPNYPSVDQSDR T 3 2074.865 2075.8614 0.9964 -1.0034 -3.35 3.117 0.316 524 1 26 68 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9987 - MTGNEEHPNYPSVDQSDR T 2 2074.865 2074.8455 -0.0195 0 -9.40 1.903 0.265 226.4 2 12 34 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R QTGDPNIEMLVSTR V 2 1559.7613 1559.7663 0.005 0 3.21 3.107 0.405 527.7 1 16 26 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R QTGDPNIEMLVSTR V 2 1559.7613 1559.7661 0.0048 0 3.08 2.625 0.499 766.9 1 18 26 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R QTGDPNIEMLVSTR V 2 1559.7613 1559.765 0.0037 0 2.37 2.76 0.395 817.8 1 19 26 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R QTGDPNIEMLVSTR V 2 1559.7613 1559.7636 0.0023 0 1.47 2.825 0.506 883.5 1 18 26 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R RIAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3595.7154 3596.731 1.0156 -1.0034 3.41 6.08 0.49 2658 1 61 186 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R RIAAGIMSWGQDLDHETSPFQVNLGYHVPDDK E 4 3595.7154 3595.7241 0.0087 0 2.42 5.871 0.456 2682 1 58 186 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R RIAAGIMSWGQDLDHETSPFQVNLGYHVPDDKEADYIGK E 5 4372.0859 4374.1133 2.0274 -2.0067 4.73 5.383 0.447 2397 1 72 304 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 M TGNEEHPNYPSVDQSDR T 3 1943.8245 1943.8256 0.0011 0 0.57 4.279 0.463 2380 1 34 64 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 M TGNEEHPNYPSVDQSDR T 3 1943.8245 1943.8277 0.0032 0 1.65 4.361 0.431 2284 1 33 64 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 M TGNEEHPNYPSVDQSDR T 3 1943.8245 1943.8263 0.0018 0 0.93 5.15 0.393 1584 1 32 64 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9999 M TGNEEHPNYPSVDQSDR T 3 1943.8245 1943.8291 0.0046 0 2.37 4.757 0.396 1896 1 31 64 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9436 M TGNEEHPNYPSVDQSDR T 2 1943.8245 1943.8224 -0.0021 0 -1.08 2.586 0.2 552.9 1 17 32 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R VKGPDAEALTNYVVTR D 2 1731.9155 1731.9167 0.0012 0 0.69 4.263 0.513 2380 1 25 30 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R VKGPDAEALTNYVVTR D 2 1731.9155 1731.9188 0.0033 0 1.91 3.886 0.482 2394 1 25 30 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 1 R VKGPDAEALTNYVVTR D 2 1731.9155 1731.9208 0.0053 0 3.06 4.279 0.533 2456 1 25 30 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9992 R VKGPDAEALTNYVVTR D 3 1731.9155 1731.9162 0.0007 0 0.40 3.998 0.135 1876 1 30 60 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9988 R VKGPDAEALTNYVVTR D 3 1731.9155 1731.9153 -0.0002 0 -0.12 4.072 0.11 1851 1 29 60 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9973 R VKGPDAEALTNYVVTR D 3 1731.9155 1731.9168 0.0013 0 0.75 4.046 0.074 1907 1 30 60 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9979 R VWDPVMESVK D 2 1188.5849 1188.5868 0.0019 0 1.60 1.993 0.211 431.2 6 13 18 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9943 R VWDPVMESVK D 2 1188.5849 1188.5869 0.002 0 1.68 1.97 0.162 430.6 8 13 18 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9931 R VWDPVMESVK D 2 1188.5849 1188.5854 0.0005 0 0.42 1.956 0.164 383.9 12 12 18 2 0 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9975 R VWDPVMESVKDHGGR Q 4 1710.8148 1710.815 0.0002 0 0.12 2.186 0.154 919.8 3 33 84 2 1 1
Q5V5Z8_HALMA 1 Probable aminomethyltransferase (EC 2.1.2.10)  gcvT5 pNG7361 458 51.5 24 100 0.9966 R VWDPVMESVKDHGGR Q 4 1710.8148 1710.8177 0.0029 0 1.70 1.843 0.104 831.7 1 33 84 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9993 T MEVEIATIGGYEAVGR Q 2 1693.8345 1693.8397 0.0052 0 3.07 3.444 0.385 1273 1 23 30 1 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R AGDDVVIFDMGLNLSK V 2 1692.8392 1693.8454 1.0062 -1.0034 1.68 4.611 0.521 1938 1 22 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R AGDDVVIFDMGLNLSK V 2 1692.8392 1692.8579 0.0187 0 11.05 3.856 0.434 2067 1 21 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R AGDDVVIFDMGLNLSK V 2 1692.8392 1692.8445 0.0053 0 3.13 3.627 0.531 2040 1 22 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R AGDDVVIFDMGLNLSK V 2 1692.8392 1692.8418 0.0026 0 1.54 3.621 0.52 2142 1 22 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R AGDDVVIFDMGLNLSK V 2 1692.8392 1692.8415 0.0023 0 1.36 3.828 0.562 2007 1 22 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9965 R AGDDVVIFDMGLNLSK V 2 1692.8392 1694.0254 1.1862 -1.0034 108.01 2.441 0.205 592.5 1 15 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9336 R AGDDVVIFDMGLNLSK V 2 1692.8392 1692.3253 -0.5139 1 287.15 2.362 0.223 377 4 13 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K AIVPTHGHLDHIGAISK L 3 1764.9635 1764.964 0.0005 0 0.28 2.664 0.363 390.5 1 27 64 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K AIVPTHGHLDHIGAISK L 3 1764.9635 1764.9635 0 0 0.00 2.582 0.421 394.3 1 27 64 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9565 K AIVPTHGHLDHIGAISK L 4 1764.9635 1764.9661 0.0026 0 1.47 1.456 0.017 330 6 32 96 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K DVMDSVADYDGGIVATTFSSHIAR V 3 2526.1696 2526.1739 0.0043 0 1.70 3.393 0.376 824.2 1 36 92 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9986 K DVMDSVADYDGGIVATTFSSHIAR V 3 2526.1696 2526.188 0.0184 0 7.28 2.454 0.192 516 1 29 92 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9966 K ENFLPIVTGHQGEPR A 3 1692.8583 1692.8625 0.0042 0 2.48 2.135 0.158 440.2 1 22 56 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9963 K ENFLPIVTGHQGEPR A 3 1692.8583 1692.8605 0.0022 0 1.30 1.906 0.182 475 1 23 56 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9995 K FGVQNDLVK M 2 1018.5447 1018.5444 -0.0003 0 -0.29 2.453 0.167 1125 2 15 16 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R GETPYELDDGDKVLFSAR V 2 2010.9534 2010.9564 0.003 0 1.49 5.021 0.477 1369 1 23 34 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R GETPYELDDGDKVLFSAR V 2 2010.9534 2010.9538 0.0004 0 0.20 4.713 0.503 1315 1 22 34 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R HLKDVMDSVADYDGGIVATTFSSHIAR V 4 2904.4076 2904.4085 0.0009 0 0.31 4.355 0.36 926.6 1 47 156 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R HLKDVMDSVADYDGGIVATTFSSHIAR V 4 2904.4076 2904.4107 0.0031 0 1.07 4.655 0.417 1110 1 46 156 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9999 R HLKDVMDSVADYDGGIVATTFSSHIAR V 4 2904.4076 2904.4136 0.006 0 2.07 3.727 0.23 1279 1 43 156 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R IMNEGKENFLPIVTGHQGEPR A 3 2365.1848 2365.1856 0.0008 0 0.34 4.087 0.551 1536 1 37 80 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R IMNEGKENFLPIVTGHQGEPR A 4 2365.1848 2365.1861 0.0013 0 0.55 3.599 0.291 1170 1 41 120 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R IMNEGKENFLPIVTGHQGEPR A 4 2365.1848 2365.1846 -0.0002 0 -0.08 3.327 0.292 1160 1 40 120 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R IMNEGKENFLPIVTGHQGEPR A 3 2365.1848 2365.187 0.0022 0 0.93 4.923 0.484 1252 1 38 80 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R IMNEGKENFLPIVTGHQGEPR A 3 2365.1848 2365.1905 0.0057 0 2.41 4.629 0.518 1522 1 39 80 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9998 R IMNEGKENFLPIVTGHQGEPR A 4 2365.1848 2365.1868 0.002 0 0.85 2.844 0.271 703.3 3 35 120 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9912 R IYDDIHVSGHLR E 3 1423.7208 1423.7222 0.0014 0 0.98 1.901 0.157 401 5 20 44 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9999 R IYDDIHVSGHLREEGHYEMIDALQPK N 4 3064.4712 3064.4744 0.0032 0 1.04 3.547 0.27 1665 1 47 150 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K LAHRYDAPIVATPFTIELVK Q 4 2253.2521 2253.2549 0.0028 0 1.24 3.548 0.402 1523 1 40 114 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K LAHRYDAPIVATPFTIELVK Q 3 2253.2521 2253.2569 0.0048 0 2.13 4.285 0.446 1964 1 37 76 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9997 K LAHRYDAPIVATPFTIELVK Q 4 2253.2521 2253.2556 0.0035 0 1.55 2.937 0.257 926.2 4 34 114 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9993 K LAHRYDAPIVATPFTIELVK Q 4 2253.2521 2253.2544 0.0023 0 1.02 2.719 0.164 1113 1 36 114 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9959 R LDFVDFPEDLGMYGHR K 3 1909.8669 1909.8682 0.0013 0 0.68 2.445 0.131 815.9 2 27 60 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9889 R LDFVDFPEDLGMYGHR K 3 1925.8663 1925.865 -0.0013 0 -0.68 2.417 0.123 417.6 19 19 60 2 0 1 LDFVDFPEDLGM[147]YGHR
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9838 R LDFVDFPEDLGMYGHR K 3 1909.8669 1909.8631 -0.0038 0 -1.99 2.262 0.09 756.6 4 26 60 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9639 K LLGMQGAR I 2 844.4589 844.4591 0.0002 0 0.24 1.758 0.037 530.2 2 12 14 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K MDAGETMSIGERNELEFVNVTHSIIDAINPVLHTPEGSVVYGLD R 4 4896.395 4897.4185 1.0235 -1.0034 4.12 4.96 0.394 1032 1 52 264 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9999 K MDAGETMSIGERNELEFVNVTHSIIDAINPVLHTPEGSVVYGLD R 4 4896.395 4897.4165 1.0215 -1.0034 3.71 5.196 0.334 1167 1 52 264 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K MDAGETMSIGERNELEFVNVTHSIIDAINPVLHTPEGSVVYGLD M 5 5052.4961 5054.5132 2.0171 -2.0067 2.06 5.679 0.369 3180 1 72 360 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9999 K MDAGETMSIGERNELEFVNVTHSIIDAINPVLHTPEGSVVYGLD M 5 5052.4961 5053.4947 0.9986 -1.0034 -0.94 5.567 0.296 1956 1 63 360 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R MDHSPVIGDPIDMK R 3 1553.7218 1553.7223 0.0005 0 0.32 3.083 0.297 1059 1 24 52 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.998 R MDHSPVIGDPIDMK R 3 1553.7218 1553.723 0.0012 0 0.77 3.299 0.107 959.5 7 21 52 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R MDHSPVIGDPIDMKR F 4 1709.8229 1709.8257 0.0028 0 1.64 3.043 0.353 1441 1 38 84 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R MDHSPVIGDPIDMKR F 4 1709.8229 1709.8229 0 0 0.00 2.885 0.322 1494 1 36 84 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9999 R MDHSPVIGDPIDMKR F 4 1709.8229 1709.8247 0.0018 0 1.05 2.86 0.261 1365 5 36 84 2 0 1



Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9996 R MDHSPVIGDPIDMKR F 4 1709.8229 1709.8233 0.0004 0 0.23 3.501 0.226 906.4 8 33 84 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 T MEVEIATIGGYEAVGR Q 2 1693.8345 1693.8388 0.0043 0 2.54 4.554 0.542 1727 1 26 30 1 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9921 T MEVEIATIGGYEAVGR Q 2 1693.8345 1693.8397 0.0052 0 3.07 3.179 0.25 863 1 20 30 1 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R MHSLDLIDMGAIPDDR V 2 1797.8389 1797.8429 0.004 0 2.22 4.341 0.558 1832 1 25 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9906 R MHSLDLIDMGAIPDDR V 3 1797.8389 1797.841 0.0021 0 1.17 2.6 0.08 747.3 3 27 60 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9984 R MHSLDLIDMGAIPDDRVMSDLEGDVK A 4 2871.3452 2871.3548 0.0096 0 3.34 3.054 0.124 905 1 41 150 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R NELEFVNVTHSIIDAINPVLHTPEGSVVYGLDK R 3 3618.8569 3619.8682 1.0113 -1.0034 2.20 8.741 0.626 4158 1 51 128 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R NELEFVNVTHSIIDAINPVLHTPEGSVVYGLDK R 3 3618.8569 3620.8579 2.001 -2.0067 -1.58 8.896 0.549 3209 1 47 128 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R NELEFVNVTHSIIDAINPVLHTPEGSVVYGLDKR M 4 3774.9581 3775.9492 0.9911 -1.0034 -3.25 4.672 0.381 882.4 2 39 198 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R NELEFVNVTHSIIDAINPVLHTPEGSVVYGLDKR M 4 3774.9581 3774.9519 -0.0062 0 -1.64 8.105 0.512 3261 1 59 198 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R NELEFVNVTHSIIDAINPVLHTPEGSVVYGLDKR M 4 3774.9581 3774.9666 0.0085 0 2.25 4.795 0.253 1183 1 44 198 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K NIIPAHQSLEGFAPYVDLAENMGYK A 3 2792.3524 2793.3682 1.0158 -1.0034 4.46 4.023 0.349 1039 1 30 96 2 0 1 NIIPAHQSLEGFAPYVDLAENM[147]GYK
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K NIIPAHQSLEGFAPYVDLAENMGYK A 3 2776.353 2776.3582 0.0052 0 1.87 4.63 0.412 1557 1 33 96 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K NIIPAHQSLEGFAPYVDLAENMGYK A 3 2792.3524 2792.3494 -0.003 0 -1.07 4.321 0.407 965.3 1 31 96 2 0 1 NIIPAHQSLEGFAPYVDLAENM[147]GYK
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9999 K NIIPAHQSLEGFAPYVDLAENMGYK A 3 2776.353 2776.356 0.003 0 1.08 3.861 0.256 1118 2 27 96 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9981 K RMDHSPVIGDPIDMK R 3 1709.8229 1711.8029 1.98 -2.0067 -15.62 3.122 0.17 1001 1 24 56 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K SLVEFADDIGR Q 2 1220.6037 1220.607 0.0033 0 2.70 2.974 0.326 1390 1 16 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K SLVEFADDIGRQPVLLGR S 3 1984.0741 1984.0878 0.0137 0 6.90 4.799 0.472 1593 1 34 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K SLVEFADDIGRQPVLLGR S 3 1984.0741 1984.0823 0.0082 0 4.13 4.575 0.487 1434 1 32 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K SLVEFADDIGRQPVLLGR S 3 1984.0741 1984.111 0.0369 0 18.60 3.831 0.394 1083 1 28 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 0.9783 K SLVEFADDIGRQPVLLGR S 3 1984.0741 1984.0924 0.0183 0 9.22 2.29 0.135 678.2 3 24 68 2 1 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 3 1323.6783 1323.6782 -0.0001 0 -0.08 3.156 0.392 1003 2 24 40 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 2 1323.6783 1323.6791 0.0008 0 0.60 2.744 0.378 1016 1 17 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 2 1323.6783 1323.6801 0.0018 0 1.36 2.952 0.437 1062 1 18 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 3 1323.6783 1323.6806 0.0023 0 1.74 3.192 0.395 990.6 2 24 40 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 3 1323.6783 1323.6781 -0.0002 0 -0.15 2.966 0.302 969.2 1 24 40 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 2 1323.6783 1323.6802 0.0019 0 1.44 2.719 0.401 1066 1 17 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 2 1323.6783 1323.6789 0.0006 0 0.45 2.725 0.431 1120 1 17 20 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K VLIHDNVETER M 3 1323.6783 1323.6791 0.0008 0 0.60 3.175 0.331 1199 1 26 40 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R YDAPIVATPFTIELVK Q 2 1775.9709 1775.9727 0.0018 0 1.01 3.604 0.507 1245 1 20 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R YDAPIVATPFTIELVK Q 2 1775.9709 1775.9759 0.005 0 2.82 3.327 0.441 907.5 1 18 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R YDAPIVATPFTIELVK Q 2 1775.9709 1775.9738 0.0029 0 1.63 3.745 0.525 1059 1 20 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 R YDAPIVATPFTIELVK Q 2 1775.9709 1775.9719 0.001 0 0.56 3.806 0.517 1247 1 20 30 2 0 1
Q5V5P3_HALMA 1 Predicted hydrolase  rrnAC0080 rrnAC0080 460 75.2 30 90 1 K YSGTAERLDFVDFPEDLGMYGHR K 4 2674.2122 2674.2127 0.0005 0 0.19 4.571 0.381 1135 1 44 132 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K EAAQVFQSGGGMGYAFWK L 2 1932.8828 1932.8832 0.0004 0 0.21 4.889 0.534 2528 1 26 34 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9989 K AGEEFTFTNPR T 2 1267.5833 1267.584 0.0007 0 0.55 2.246 0.161 978.9 1 13 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9905 K AGEEFTFTNPR T 2 1267.5833 1267.5839 0.0006 0 0.47 1.97 0.083 747.4 1 13 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R ALEDNDIDVEAVKQEAQEQMANNEFDGVDGLTTVPDAIGELFV Q 3 5421.5569 5422.5767 1.0198 -1.0034 3.03 4.263 0.359 318 1 33 200 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K AYPDQTTLEETAEK A 2 1594.7362 1594.7395 0.0033 0 2.07 2.906 0.347 420.2 1 18 26 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K AYPDQTTLEETAEK A 2 1594.7362 1594.7387 0.0025 0 1.57 2.612 0.417 260.4 1 16 26 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K AYPDQTTLEETAEK A 2 1594.7362 1594.74 0.0038 0 2.38 3.556 0.333 683 1 20 26 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K DANGDLIEGPEDLFDR V 2 1774.8009 1774.8009 0 0 0.00 4.305 0.418 1177 1 21 30 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9995 K DVSLAETLR L 2 1002.5345 1002.5383 0.0038 0 3.79 2.262 0.185 949.9 1 14 16 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K EAAQVFQSGGGMGYAFWK L 2 1932.8828 1932.8872 0.0044 0 2.28 5.143 0.58 2617 1 26 34 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K EAAQVFQSGGGMGYAFWK L 2 1932.8828 1932.8798 -0.003 0 -1.55 2.921 0.378 614 1 16 34 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K EAAQVFQSGGGMGYAFWK L 2 1932.8828 1932.9003 0.0175 0 9.05 4.832 0.543 2457 1 26 34 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9997 R ELIDDDGQVPK H 2 1227.5983 1227.5985 0.0002 0 0.16 2.651 0.168 1159 1 17 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9975 R ELIDDDGQVPK H 2 1227.5983 1227.5978 -0.0005 0 -0.41 1.994 0.16 720 1 13 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9876 R ELIDDDGQVPK H 2 1227.5983 1227.5979 -0.0004 0 -0.33 2.084 0.043 816.5 1 14 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9996 K FAYETVVPELPEGVR D 2 1704.8723 1704.8654 -0.0069 0 -4.05 2.624 0.235 409.1 3 15 28 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9995 K FAYETVVPELPEGVR D 2 1704.8723 1704.8854 0.0131 0 7.68 2.721 0.189 500.3 2 16 28 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K FAYETVVPELPEGVRDHVK S 3 2184.1215 2184.125 0.0035 0 1.60 3.123 0.346 1159 1 30 72 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9999 K FAYETVVPELPEGVRDHVK S 3 2184.1215 2184.1243 0.0028 0 1.28 3.299 0.316 1053 1 29 72 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R FLENVVTMSDFPVEK I 2 1753.8596 1753.8654 0.0058 0 3.31 3.2 0.432 2184 1 22 28 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R FLENVVTMSDFPVEK I 2 1753.8596 1753.8633 0.0037 0 2.11 3.843 0.329 1272 1 17 28 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R FLENVVTMSDFPVEK I 2 1753.8596 1753.8654 0.0058 0 3.31 3.579 0.479 2527 1 23 28 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R FLENVVTMSDFPVEK I 2 1753.8596 1753.8654 0.0058 0 3.31 3.364 0.491 1014 1 18 28 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K GTSVDDDVETELSVYNVNK F 2 2082.9593 2082.9654 0.0061 0 2.93 4.299 0.592 2173 1 23 36 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K GTSVDDDVETELSVYNVNK F 2 2082.9593 2082.9627 0.0034 0 1.63 5.158 0.565 2592 1 25 36 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K GTSVDDDVETELSVYNVNK F 2 2082.9593 2082.96 0.0007 0 0.34 5.377 0.585 2365 1 24 36 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R LNDPDDFTHNSFAEALEEAR E 3 2290.0138 2290.0149 0.0011 0 0.48 5.655 0.439 2731 1 41 76 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R LNDPDDFTHNSFAEALEEAR E 2 2290.0138 2290.0086 -0.0052 0 -2.27 5.271 0.516 1333 1 26 38 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R LNDPDDFTHNSFAEALEEAR E 3 2290.0138 2290.0169 0.0031 0 1.35 4.767 0.399 2295 1 39 76 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9997 R LNDPDDFTHNSFAEALEEAR E 3 2290.0138 2290.0142 0.0004 0 0.17 3.148 0.207 915.6 1 28 76 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R LNDPDDFTHNSFAEALEEARELIDDDGQVPK H 4 3499.6015 3499.6072 0.0057 0 1.63 4.774 0.353 925.2 1 49 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9999 R LNDPDDFTHNSFAEALEEARELIDDDGQVPK H 4 3499.6015 3501.6109 2.0094 -2.0067 0.77 4.664 0.297 989 1 49 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9998 R LNDPDDFTHNSFAEALEEARELIDDDGQVPK H 3 3499.6015 3501.5779 1.9764 -2.0067 -8.66 4.07 0.311 936.5 1 34 120 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9995 R LNDPDDFTHNSFAEALEEARELIDDDGQVPK H 3 3499.6015 3501.6079 2.0064 -2.0067 -0.09 3.882 0.274 885 1 33 120 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2364.1941 2364.1917 -0.0024 0 -1.02 5.879 0.505 1936 1 39 88 2 0 1 LRPYGDPVGSTGGIASGPITFM[147]R
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2348.1947 2348.1968 0.0021 0 0.89 5.686 0.475 1359 1 40 88 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2364.1941 2364.1892 -0.0049 0 -2.07 5.367 0.523 1725 1 38 88 2 0 1 LRPYGDPVGSTGGIASGPITFM[147]R
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2348.1947 2348.1988 0.0041 0 1.75 5.638 0.498 1481 1 41 88 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2348.1947 2348.2007 0.006 0 2.56 5.356 0.489 1310 1 38 88 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2364.1941 2364.1951 0.001 0 0.42 5.018 0.519 2085 1 39 88 2 0 1 LRPYGDPVGSTGGIASGPITFM[147]R
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 2 2348.1947 2349.2053 1.0106 -1.0034 3.09 4.387 0.55 374.1 1 23 44 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 2 2348.1947 2348.1956 0.0009 0 0.38 5.468 0.58 598.1 1 27 44 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K LRPYGDPVGSTGGIASGPITFMR T 3 2348.1947 2348.2007 0.006 0 2.56 6.731 0.522 1558 1 42 88 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.998 R LTGNAYHNILPAR Y 3 1438.7681 1438.7705 0.0024 0 1.67 2.454 0.182 542 10 22 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9979 R LTGNAYHNILPAR Y 3 1438.7681 1438.7694 0.0013 0 0.90 2.612 0.135 616.7 2 24 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9978 R NHNTTTIAPTGTTSMIGNTTGG C 2 2145.996 2147.0254 1.0294 -1.0034 12.14 3.78 0.399 1406 1 26 42 1 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9975 R NHNTTTIAPTGTTSMIGNTTGG C 2 2145.996 2145.0154 -0.9806 1 9.04 4.139 0.54 1474 1 27 42 1 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9952 R NHNTTTIAPTGTTSMIGNTTGG C 2 2145.996 2145.0161 -0.9799 1 9.37 4.033 0.5 1087 1 23 42 1 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9221 R NHNTTTIAPTGTTSMIGNTTGG C 2 2161.9954 2161.0088 -0.9866 1 6.20 3.002 0.404 740.8 1 19 42 1 0 1 NHNTTTIAPTGTTSM[147]IGNTTGG
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K NIALAEAVFEANKQDVDVHVSPDQLKPDHPR R 4 3451.7484 3451.7461 -0.0023 0 -0.67 6.416 0.582 1538 1 51 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K NIALAEAVFEANKQDVDVHVSPDQLKPDHPR R 4 3451.7484 3451.7578 0.0094 0 2.72 6.239 0.542 952.8 1 44 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K NIALAEAVFEANKQDVDVHVSPDQLKPDHPR R 4 3451.7484 3451.7571 0.0087 0 2.52 5.952 0.526 1129 1 50 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K NIALAEAVFEANKQDVDVHVSPDQLKPDHPR R 4 3451.7484 3451.7549 0.0065 0 1.88 6.273 0.51 1074 1 51 180 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9883 K NIALAEAVFEANKQDVDVHVSPDQLKPDHPR R 5 3451.7484 3451.7527 0.0043 0 1.25 1.49 0.191 366.6 7 48 240 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9999 K QTRPDVLHGVTQR I 3 1505.8062 1505.8084 0.0022 0 1.46 3.088 0.239 1581 1 27 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9998 K QTRPDVLHGVTQR I 3 1505.8062 1505.8083 0.0021 0 1.39 2.701 0.225 1473 1 26 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9994 K QTRPDVLHGVTQR I 2 1505.8062 1505.8078 0.0016 0 1.06 2.365 0.263 116.7 10 13 24 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9991 K QTRPDVLHGVTQR I 3 1505.8062 1505.8078 0.0016 0 1.06 2.537 0.173 1103 1 25 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9989 K QTRPDVLHGVTQR I 3 1505.8062 1505.8073 0.0011 0 0.73 2.694 0.146 1532 1 27 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9999 R RDELADEVFGK G 2 1277.6252 1278.6254 1.0002 -1.0034 -2.47 3.07 0.308 1269 1 17 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.989 R RDELADEVFGK G 2 1277.6252 1277.6271 0.0019 0 1.49 2.648 0.017 678.9 11 15 20 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R SGVDPEEIADELQGIR S 2 1726.8373 1726.8423 0.005 0 2.90 4.218 0.449 2880 1 24 30 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R SGVDPEEIADELQGIR S 2 1726.8373 1726.8412 0.0039 0 2.26 4.753 0.241 2861 1 24 30 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R SGVDPEEIADELQGIR S 2 1726.8373 1726.8423 0.005 0 2.90 4.287 0.476 3103 1 24 30 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R SGVDPEEIADELQGIR S 2 1726.8373 1726.84 0.0027 0 1.56 4.638 0.396 2859 1 24 30 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R SGVDPEEIADELQGIR S 2 1726.8373 1726.8404 0.0031 0 1.80 4.28 0.484 2960 1 24 30 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.994 R SGVDPEEIADELQGIR S 3 1726.8373 1726.8402 0.0029 0 1.68 2.917 0.076 982.8 3 28 60 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9866 M SNSDLSADEITLPIKR T 3 1757.9159 1757.9206 0.0047 0 2.67 2.598 0.325 561.2 3 24 60 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9695 M SNSDLSADEITLPIKR T 3 1757.9159 1757.9188 0.0029 0 1.65 2.575 0.267 828.8 1 25 60 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9613 M SNSDLSADEITLPIKR T 3 1757.9159 1757.9157 -0.0002 0 -0.11 2.773 0.237 703.2 1 24 60 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9394 D SPGDDIDDIHQTAK E 3 1510.6899 1510.6881 -0.0018 0 -1.19 2.736 0.209 1366 1 27 52 1 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 K TVNAPNDSTTEDAAEVFEYIYDHGGK G 3 2842.2569 2842.2603 0.0034 0 1.20 2.512 0.361 432.5 1 29 100 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9999 K TVNAPNDSTTEDAAEVFEYIYDHGGK G 3 2842.2569 2842.2617 0.0048 0 1.69 2.123 0.335 386.1 1 27 100 2 0 1



Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9998 K VAWDKGEQIQSIPDAIGTALR R 3 2267.191 2267.1936 0.0026 0 1.15 3.216 0.281 860.2 1 31 80 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9992 K VAWDKGEQIQSIPDAIGTALR R 3 2267.191 2267.1966 0.0056 0 2.47 3.716 0.175 1180 1 33 80 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.999 K VAWDKGEQIQSIPDAIGTALR R 3 2267.191 2267.1973 0.0063 0 2.78 3.236 0.198 966.7 1 31 80 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9993 K VAWDKGEQIQSIPDAIGTALRR Y 3 2423.2921 2423.281 -0.0111 0 -4.58 3.698 0.185 1343 1 33 84 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9992 K VAWDKGEQIQSIPDAIGTALRR Y 3 2423.2921 2423.2915 -0.0006 0 -0.25 2.991 0.227 1157 1 29 84 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 0.9891 K VAWDKGEQIQSIPDAIGTALRR Y 4 2423.2921 2423.2925 0.0004 0 0.17 2.408 0.068 655 2 36 126 2 1 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R VSHPDVIQFIHAK N 3 1489.8041 1489.8054 0.0013 0 0.87 5.327 0.397 3028 1 33 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R VSHPDVIQFIHAK N 3 1489.8041 1490.7982 0.9941 -1.0034 -6.21 4.568 0.352 2781 1 32 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R VSHPDVIQFIHAK N 3 1489.8041 1489.8045 0.0004 0 0.27 4.728 0.409 2833 1 32 48 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R VWSEAHADEYDSIDAAIDAFLEEAIDWDEFDR R 3 3742.6223 3744.6035 1.9812 -2.0067 -6.81 4.813 0.419 1055 1 33 124 2 0 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R YLDGDVDKAYPDQTTLEETAEKAEGETATQTQT D 3 3617.638 3618.638 1 -1.0034 -0.93 5.007 0.545 1350 1 39 128 1 2 1
Q5V1R5_HALMA 1 Ribonucleoside-diphosphate reductase alpha chain(EC 1.17.4.1)  nrdA rrnAC1622 1032 45.9 28 89 1 R YLDGDVDKAYPDQTTLEETAEKAEGETATQTQT D 3 3617.638 3617.6612 0.0232 0 6.41 5 0.497 830.8 1 33 128 1 2 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3054.5442 0.0032 0 1.05 3.873 0.292 1668 1 59 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R ADDVILSSGYR I 2 1194.588 1194.588 0 0 0.00 3.198 0.49 1534 1 18 20 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9998 D APAVEHVITVDR G 3 1305.7041 1305.7072 0.0031 0 2.37 3.313 0.42 1157 1 25 44 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K AYVVPSDDAEPSDPLKEDIQSYVK E 2 2664.2806 2664.2769 -0.0037 0 -1.39 3.67 0.469 585.4 1 21 46 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K AYVVPSDDAEPSDPLKEDIQSYVKEELSAHEYPR E 3 3875.8377 3876.8535 1.0158 -1.0034 3.21 5.03 0.483 767.9 1 40 132 2 2 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R DTVEDALDDAPAVEHVITVDR G 3 2279.0917 2279.0923 0.0006 0 0.26 3.115 0.346 998.4 1 28 80 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R DTVEDALDDAPAVEHVITVDR G 2 2279.0917 2279.1006 0.0089 0 3.91 4.818 0.522 1469 1 25 40 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R DTVEDALDDAPAVEHVITVDR G 2 2279.0917 2280.107 1.0153 -1.0034 5.24 4.504 0.471 1508 1 25 40 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R DTVEDALDDAPAVEHVITVDR G 2 2279.0917 2279.0943 0.0026 0 1.14 4.717 0.539 1454 1 25 40 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9992 K EELSAHEYPR E 2 1229.5676 1229.5672 -0.0004 0 -0.33 1.946 0.252 276.9 2 12 18 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9966 K EELSAHEYPR E 2 1229.5676 1229.5687 0.0011 0 0.89 1.939 0.144 271.2 1 12 18 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R ENEDVLADVNLDLR H 2 1613.7897 1613.7924 0.0027 0 1.67 3.635 0.344 2381 1 23 26 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R ENEDVLADVNLDLR H 2 1613.7897 1613.7854 -0.0043 0 -2.66 3.525 0.369 2495 1 23 26 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9962 R ENEDVLADVNLDLR H 2 1613.7897 1614.5653 0.7756 -1.0034 -141.13 2.254 0.223 596.4 1 16 26 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9926 R ENEDVLADVNLDLR H 2 1613.7897 1614.8485 1.0588 -1.0034 34.36 2.206 0.19 485.1 1 13 26 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9844 R FGPDGISYR L 2 1010.4821 1010.4845 0.0024 0 2.38 1.949 0.037 499.9 1 13 16 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R GQVALYQVGTDGELSK M 2 1663.8417 1663.8454 0.0037 0 2.22 4.474 0.595 2619 1 25 30 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R GQVALYQVGTDGELSK M 2 1663.8417 1663.8435 0.0018 0 1.08 4.69 0.572 2180 1 23 30 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9999 K HGAVWGSVNER F 2 1210.5843 1212.6028 2.0185 -2.0067 9.75 3.021 0.357 777.7 1 15 20 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9983 K HGAVWGSVNER F 3 1210.5843 1210.5849 0.0006 0 0.50 2.28 0.201 963.8 10 20 40 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9896 K HGAVWGSVNER F 2 1210.5843 1211.4528 0.8685 -1.0034 -111.39 2.062 0.192 322.8 2 13 20 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 4 3054.541 3054.5452 0.0042 0 1.38 3.422 0.431 1014 1 53 168 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3054.5481 0.0071 0 2.32 3.768 0.309 2534 1 60 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 4 3054.541 3054.5464 0.0054 0 1.77 5.023 0.488 1047 1 55 168 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3054.5464 0.0054 0 1.77 4.442 0.241 2264 1 58 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3054.5432 0.0022 0 0.72 4.208 0.392 1902 1 59 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 4 3054.541 3054.5427 0.0017 0 0.56 3.761 0.44 950.5 1 51 168 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3054.5388 -0.0022 0 -0.72 4.452 0.384 1607 1 56 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 4 3054.541 3055.531 0.99 -1.0034 -4.37 4.062 0.424 727.9 1 49 168 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3054.5467 0.0057 0 1.87 3.639 0.294 2020 1 58 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9991 R IGPFEVESSLGEHEAVAEAAVVPKPHEAR G 5 3054.541 3055.5445 1.0035 -1.0034 0.05 2.965 0.198 945.5 2 49 224 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IPEHYVALVGTLK H 2 1438.8184 1438.8053 -0.0131 0 -9.10 3.15 0.476 1383 1 19 24 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IPEHYVALVGTLK H 2 1438.8184 1438.8164 -0.002 0 -1.39 2.821 0.501 733.2 1 15 24 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IPEHYVALVGTLK H 2 1438.8184 1438.8148 -0.0036 0 -2.50 3.527 0.49 1608 1 20 24 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IPEHYVALVGTLK H 3 1438.8184 1438.8229 0.0045 0 3.13 3.179 0.284 1066 1 27 48 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R IPEHYVALVGTLK H 2 1438.8184 1438.8186 0.0002 0 0.14 3.506 0.471 1410 1 19 24 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9999 R IPEHYVALVGTLK H 3 1438.8184 1438.8192 0.0008 0 0.56 3.023 0.239 696 1 23 48 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9996 R IPEHYVALVGTLK H 3 1438.8184 1438.8192 0.0008 0 0.56 2.764 0.193 1099 1 30 48 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9998 R MLRENEDVLADVNLDLR H 3 2014.0153 2014.0208 0.0055 0 2.73 3.711 0.252 1292 4 27 64 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9957 R MLRENEDVLADVNLDLR H 3 2014.0153 2014.0164 0.0011 0 0.55 3.899 0.086 1938 3 30 64 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9823 R MLRENEDVLADVNLDLR H 3 2014.0153 2014.0178 0.0025 0 1.24 3.439 0.054 1277 5 25 64 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K PLPGIEADIVDPQSGEVLEPGETGEIAQR G 2 3015.5036 3016.5156 1.012 -1.0034 2.87 4.399 0.569 790.8 1 25 56 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9996 K PLPGIEADIVDPQSGEVLEPGETGEIAQR G 3 3015.5036 3015.4961 -0.0075 0 -2.49 4.379 0.383 817.8 1 33 112 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 D PQSGEVLEPGETGEIAQR G 2 1895.9225 1895.9228 0.0003 0 0.16 5.2 0.522 1142 1 26 34 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 D PQSGEVLEPGETGEIAQR G 2 1895.9225 1895.9213 -0.0012 0 -0.63 5.201 0.512 1374 1 28 34 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 D PQSGEVLEPGETGEIAQR G 2 1895.9225 1895.9268 0.0043 0 2.27 5.544 0.492 1579 1 29 34 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9879 D PQSGEVLEPGETGEIAQR G 2 1895.9225 1895.9235 0.001 0 0.53 3.691 0.167 687.4 1 21 34 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R QEFSWDDIYADADWDAPNDLNIGHEVADR H 3 3376.4545 3377.4678 1.0133 -1.0034 2.95 4.732 0.505 1699 1 37 112 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R QEFSWDDIYADADWDAPNDLNIGHEVADR H 3 3376.4545 3376.4668 0.0123 0 3.64 5.227 0.553 1742 1 36 112 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R QEFSWDDIYADADWDAPNDLNIGHEVADR H 3 3376.4545 3376.4551 0.0006 0 0.18 4.757 0.528 2195 1 40 112 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R QEFSWDDIYADADWDAPNDLNIGHEVADR H 3 3376.4545 3376.4566 0.0021 0 0.62 5.178 0.575 1719 1 36 112 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R RTELHDDAEAEAEVES - 3 1799.7809 1799.7826 0.0017 0 0.94 2.736 0.321 1007 1 29 60 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R RTELHDDAEAEAEVES - 2 1799.7809 1799.7827 0.0018 0 1.00 3.906 0.472 1008 1 22 30 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R RTELHDDAEAEAEVES - 2 1799.7809 1799.7809 0 0 0.00 3.473 0.452 982.3 1 22 30 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R RTELHDDAEAEAEVES - 2 1799.7809 1799.784 0.0031 0 1.72 3.037 0.365 901.4 1 21 30 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9999 R RTELHDDAEAEAEVES - 3 1799.7809 1799.7819 0.001 0 0.56 2.371 0.302 952.7 1 28 60 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9993 R RTELHDDAEAEAEVES - 3 1799.7809 1799.7851 0.0042 0 2.33 2.706 0.184 1023 1 29 60 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9443 R RTELHDDAEAEAEVES - 3 1799.7809 1799.7816 0.0007 0 0.39 1.737 0.085 338.1 5 19 60 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R SSQFANVLDDLGVAQGDR V 2 1890.9071 1890.912 0.0049 0 2.59 4.423 0.274 1974 1 22 34 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R SSQFANVLDDLGVAQGDR V 2 1890.9071 1890.9148 0.0077 0 4.07 3.832 0.535 2930 1 27 34 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R SSQFANVLDDLGVAQGDR V 2 1890.9071 1890.9112 0.0041 0 2.17 4.922 0.544 3114 1 28 34 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R SSQFANVLDDLGVAQGDR V 2 1890.9071 1890.9114 0.0043 0 2.27 4.433 0.335 2636 1 26 34 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R SSQFANVLDDLGVAQGDR V 2 1890.9071 1890.9149 0.0078 0 4.13 3.632 0.512 1876 1 24 34 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 R SSQFANVLDDLGVAQGDR V 2 1890.9071 1890.9114 0.0043 0 2.27 4.046 0.534 2678 1 26 34 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9067 R SSQFANVLDDLGVAQGDRVFSYMPR I 3 2771.3337 2773.1782 1.8445 -1.0034 303.52 3.255 0.075 716.5 3 24 96 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9996 R TELHDDAEAEAEVES - 2 1643.6798 1643.6814 0.0016 0 0.97 2.678 0.194 904.2 1 18 28 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9964 R TELHDDAEAEAEVES - 2 1643.6798 1643.6818 0.002 0 1.22 2.301 0.111 662.2 1 15 28 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9981 R VFSYMPR I 2 898.4371 898.4391 0.002 0 2.23 1.915 0.196 342.3 6 10 12 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9999 M VTSHNLPDYDTAR Q 3 1487.7004 1487.7008 0.0004 0 0.27 3.958 0.403 1454 1 28 48 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9998 M VTSHNLPDYDTAR Q 2 1487.7004 1487.7034 0.003 0 2.02 3.376 0.462 654.1 1 16 24 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9998 M VTSHNLPDYDTAR Q 3 1487.7004 1487.7002 -0.0002 0 -0.13 4.046 0.373 1594 1 29 48 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9997 M VTSHNLPDYDTAR Q 3 1487.7004 1487.7005 0.0001 0 0.07 3.79 0.386 1920 1 30 48 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9997 M VTSHNLPDYDTAR Q 3 1487.7004 1487.7022 0.0018 0 1.21 3.743 0.383 1140 1 26 48 1 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 3 3263.6269 3263.6416 0.0147 0 4.50 6.052 0.414 1604 1 40 116 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 4 3263.6269 3264.6109 0.984 -1.0034 -5.93 4.512 0.369 1807 1 51 174 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 3 3263.6269 3263.6333 0.0064 0 1.96 6.804 0.48 2292 1 46 116 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 3 3263.6269 3263.6333 0.0064 0 1.96 6.204 0.429 1757 1 42 116 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9998 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 4 3263.6269 3263.6245 -0.0024 0 -0.74 3.108 0.219 1405 1 43 174 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9994 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 4 3263.6269 3263.6306 0.0037 0 1.13 3.018 0.168 1449 1 45 174 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9988 K VVVTTTNNRDTVEDALDDAPAVEHVITVDR G 4 3263.6269 3263.6331 0.0062 0 1.90 2.507 0.146 1465 1 44 174 2 1 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 0.9998 R WIAGVAATQK H 2 1043.5764 1043.5854 0.009 0 8.62 2.357 0.272 653.6 2 15 18 2 0 1
Q5UWB7_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs4 rrnB0265 616 51.3 28 88 1 K WYLSGDLAHKDEDGYFWFEGR A 4 2590.1553 2590.1604 0.0051 0 1.97 4.49 0.442 1899 1 43 120 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1265 0.0035 0 1.51 6.351 0.57 3668 1 32 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R DLADKLGGELHTAVIGGDVEAFGAELNR E 3 2866.4461 2867.468 1.0219 -1.0034 6.47 6.608 0.549 3703 1 45 108 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R DLADKLGGELHTAVIGGDVEAFGAELNR E 4 2866.4461 2866.4468 0.0007 0 0.24 4.665 0.427 2622 1 52 162 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R DLADKLGGELHTAVIGGDVEAFGAELNR E 3 2866.4461 2866.4512 0.0051 0 1.78 7.118 0.56 3208 1 45 108 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R DLADKLGGELHTAVIGGDVEAFGAELNR E 3 2866.4461 2867.438 0.9919 -1.0034 -3.99 6.339 0.519 2437 1 39 108 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R DLADKLGGELHTAVIGGDVEAFGAELNR E 4 2866.4461 2866.45 0.0039 0 1.36 4.745 0.378 2503 1 52 162 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R DLADKLGGELHTAVIGGDVEAFGAELNR E 3 2866.4461 2866.4524 0.0063 0 2.20 6.985 0.569 3618 1 46 108 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9999 R DLADKLGGELHTAVIGGDVEAFGAELNR E 4 2866.4461 2866.4514 0.0053 0 1.85 3.482 0.235 2442 1 50 162 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9969 R DLADKLGGELHTAVIGGDVEAFGAELNR E 3 2866.4461 2867.468 1.0219 -1.0034 6.47 3.535 0.2 692.3 1 27 108 2 1 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R EGVDTVHTVDIGEEFNHDVYTQVVTQLTTELDPTVLLMPNSVN L 4 5895.8789 5897.8535 1.9746 -2.0067 -5.44 4.817 0.37 1710 1 60 318 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R EGVDTVHTVDIGEEFNHDVYTQVVTQLTTELDPTVLLMPNSVN L 4 5895.8789 5897.8941 2.0152 -2.0067 1.44 5.37 0.447 2013 1 63 318 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GELRPVSLEQLAAGR D 3 1594.8791 1594.882 0.0029 0 1.82 3.131 0.337 1711 1 28 56 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GELRPVSLEQLAAGR D 3 1594.8791 1594.8795 0.0004 0 0.25 3.609 0.333 1522 1 28 56 2 0 1



Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GELRPVSLEQLAAGR D 2 1594.8791 1594.8778 -0.0013 0 -0.82 3.142 0.394 446.8 1 20 28 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GELRPVSLEQLAAGR D 3 1594.8791 1594.8799 0.0008 0 0.50 3.569 0.28 1610 1 29 56 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GELRPVSLEQLAAGR D 3 1594.8791 1594.8817 0.0026 0 1.63 3.205 0.263 1350 1 25 56 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.127 1.004 -1.0034 0.28 5.757 0.592 3049 1 30 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1287 2.0057 -2.0067 -0.43 4.299 0.422 1201 1 22 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1358 1.0128 -1.0034 4.07 5.159 0.511 1873 1 25 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1216 1.9986 -2.0067 -3.49 4.335 0.401 1139 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1262 0.0032 0 1.38 6.239 0.561 3309 1 31 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1297 1.0067 -1.0034 1.44 4.658 0.39 1566 1 23 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1253 2.0023 -2.0067 -1.90 3.461 0.425 900.4 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1223 1.9993 -2.0067 -3.19 4.649 0.45 1534 1 24 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1177 -0.0053 0 -2.29 6.156 0.574 3563 1 31 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1253 1.0023 -1.0034 -0.45 4.319 0.5 957.6 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1253 2.0023 -2.0067 -1.90 4.335 0.404 1316 1 23 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1221 1.9991 -2.0067 -3.28 4.069 0.41 1195 1 21 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1262 0.0032 0 1.38 3.273 0.43 592.5 1 17 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1453 1.0223 -1.0034 8.17 3.441 0.409 878.7 1 19 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1294 0.0064 0 2.76 5.944 0.55 3040 1 29 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1084 1.9854 -2.0067 -9.18 4.452 0.347 1140 1 21 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1135 -0.0095 0 -4.10 3.864 0.493 469 1 17 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1402 1.0172 -1.0034 5.97 4.681 0.449 1674 1 23 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1055 -0.0175 0 -7.55 3.077 0.439 417.3 1 15 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1287 0.0057 0 2.46 3.756 0.483 875.8 1 21 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.8255 0.7025 -1.0034 -129.73 3.473 0.354 713.9 1 19 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1272 0.0042 0 1.81 3.326 0.328 714.2 1 18 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9999 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1177 -0.0053 0 -2.29 2.335 0.348 343.8 1 16 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9999 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1253 2.0023 -2.0067 -1.90 3.595 0.367 919.1 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9999 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1214 1.9984 -2.0067 -3.58 4.574 0.304 1197 1 21 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9998 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1077 -0.0153 0 -6.60 2.778 0.244 547.9 3 16 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9998 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1453 0.0223 0 9.62 2.73 0.219 545.8 1 15 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9997 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1509 1.0279 -1.0034 10.59 3.065 0.271 1059 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9996 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.6653 0.5423 -1.0034 -198.80 2.315 0.363 488.8 1 15 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9995 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1375 0.0145 0 6.25 1.996 0.31 358.4 2 14 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9995 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1209 1.9979 -2.0067 -3.79 3.774 0.236 995.8 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9995 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1187 1.9957 -2.0067 -4.74 2.947 0.331 576 1 17 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9994 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.1453 1.0223 -1.0034 8.17 2.906 0.254 1095 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.999 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1272 2.0042 -2.0067 -1.08 3.325 0.237 741.5 1 19 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9989 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1253 0.0023 0 0.99 2.31 0.224 327.8 5 15 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9981 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1211 1.9981 -2.0067 -3.71 3.38 0.204 619.8 2 16 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9977 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1284 2.0054 -2.0067 -0.56 2.77 0.249 660 1 19 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9943 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1253 0.0023 0 0.99 2.022 0.13 385.2 1 15 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9864 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2319.1289 0.0059 0 2.54 1.861 0.107 368.8 1 15 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9836 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1297 2.0067 -2.0067 0.00 2.699 0.135 552 1 16 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9804 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2320.9854 1.8624 -1.0034 370.42 2.43 0.163 643.5 1 17 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9338 K GFEEVGGGDIDITDADVLVSVGR G 2 2319.123 2321.1055 1.9825 -2.0067 -10.43 1.875 0.182 980.5 1 20 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9985 R GIEEEENLDIIHDLAEALDATVSGSR P 2 2795.3461 2797.2771 1.931 -1.0034 331.86 4.59 0.427 1083 1 22 50 1 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 4 3902.9538 3902.96 0.0062 0 1.59 4.734 0.447 1518 1 45 210 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 3 3902.9538 3902.9634 0.0096 0 2.46 6.298 0.524 2699 1 48 140 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 3 3902.9538 3902.9615 0.0077 0 1.97 4.571 0.357 2107 1 45 140 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 3 3902.9538 3902.961 0.0072 0 1.84 6.133 0.53 3186 1 51 140 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 3 3902.9538 3904.958 2.0042 -2.0067 -0.64 5.742 0.488 2692 1 49 140 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9982 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 3 3902.9538 3903.9419 0.9881 -1.0034 -3.91 3.492 0.172 948.7 1 33 140 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9006 R GIEEEENLDIIHDLAEALDATVSGSRPLIDNGWLAK D 4 3902.9538 3902.9439 -0.0099 0 -2.54 2.917 0.036 514.1 77 34 210 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R LDRPLVTDVVDIDAEDGLTATR E 3 2383.2231 2383.23 0.0069 0 2.90 5.054 0.392 1956 1 35 84 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R LDRPLVTDVVDIDAEDGLTATR E 2 2383.2231 2383.2315 0.0084 0 3.52 4.406 0.48 1943 1 29 42 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 R LDRPLVTDVVDIDAEDGLTATR E 2 2383.2231 2383.2354 0.0123 0 5.16 4.306 0.45 1469 1 25 42 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K LGGELHTAVIGGDVEAFGAELNR E 2 2324.176 2324.1846 0.0086 0 3.70 6.422 0.575 2956 1 30 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K LGGELHTAVIGGDVEAFGAELNR E 3 2324.176 2324.1802 0.0042 0 1.81 5.603 0.356 3118 1 43 88 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K LGGELHTAVIGGDVEAFGAELNR E 2 2324.176 2324.1782 0.0022 0 0.95 5.726 0.63 2979 1 30 44 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K LGGELHTAVIGGDVEAFGAELNR E 3 2324.176 2324.1802 0.0042 0 1.81 4.357 0.311 1758 1 33 88 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K LGGELHTAVIGGDVEAFGAELNR E 3 2324.176 2324.1851 0.0091 0 3.92 4.477 0.401 2418 1 37 88 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 K LGGELHTAVIGGDVEAFGAELNR E 3 2324.176 2324.1809 0.0049 0 2.11 4.66 0.379 3333 1 44 88 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 1 - MSVLAIAEHR R 2 1125.5964 1125.5971 0.0007 0 0.62 2.81 0.367 1304 1 17 18 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9922 M SVLAIAEHR R 2 994.556 994.5569 0.0009 0 0.90 2.829 0.226 1379 1 15 16 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9914 M SVLAIAEHR R 2 994.556 994.5549 -0.0011 0 -1.11 2.81 0.223 1218 1 14 16 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9895 M SVLAIAEHR R 2 994.556 994.5567 0.0007 0 0.70 2.738 0.221 1368 1 15 16 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9827 M SVLAIAEHR R 2 994.556 994.5655 0.0095 0 9.55 2.55 0.22 959.9 1 13 16 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9984 K VVTPDVYIAIGISGAVQHVAGMK G 3 2324.2562 2324.2598 0.0036 0 1.55 2.364 0.204 296.8 2 25 88 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9817 K VVTPDVYIAIGISGAVQHVAGMK G 3 2324.2562 2325.2779 1.0217 -1.0034 7.89 2.493 0.228 227.2 235 21 88 2 0 1
Q5UXZ9_HALMA 1 Electron transfer flavoprotein alpha-subunit  etfA2 rrnAC3147 316 67.1 12 88 0.9455 K VVTPDVYIAIGISGAVQHVAGMK G 3 2340.2556 2340.2573 0.0017 0 0.73 1.75 0.128 200.1 28 20 88 2 0 1 VVTPDVYIAIGISGAVQHVAGM[147]K
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9995 D PLLESTDLGPK V 2 1168.6339 1168.6254 -0.0085 0 -7.27 3.315 0.373 1205 1 18 20 1 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K DIEAGNIWVNTYNDFPAGQPFGGYK Q 2 2772.282 2772.2818 -0.0002 0 -0.07 4.043 0.536 990.2 1 23 48 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K DIEAGNIWVNTYNDFPAGQPFGGYK Q 2 2772.282 2772.2788 -0.0032 0 -1.15 4.255 0.577 1273 1 25 48 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K DIEAGNIWVNTYNDFPAGQPFGGYK Q 2 2772.282 2772.2881 0.0061 0 2.20 4.212 0.559 1037 1 23 48 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9796 K DIEAGNIWVNTYNDFPAGQPFGGYK Q 3 2772.282 2772.2735 -0.0085 0 -3.07 2.72 0.122 317.5 134 21 96 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EIGQETIDHYTQTK T 2 1661.7897 1661.7901 0.0004 0 0.24 3.408 0.483 425.4 1 17 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EIGQETIDHYTQTK T 2 1661.7897 1661.7892 -0.0005 0 -0.30 3.206 0.414 533.7 1 19 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EIGQETIDHYTQTK T 2 1661.7897 1661.7941 0.0044 0 2.65 3.563 0.511 440.5 1 18 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EIGQETIDHYTQTK T 2 1661.7897 1661.7935 0.0038 0 2.29 3.486 0.465 527 1 19 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 3 2528.329 2528.334 0.005 0 1.98 4.472 0.344 1410 1 36 84 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 2 2528.329 2528.333 0.004 0 1.58 3.605 0.328 947.4 1 26 42 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 2 2528.329 2528.3372 0.0082 0 3.24 3.567 0.428 1064 1 26 42 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 3 2528.329 2528.3316 0.0026 0 1.03 4.08 0.354 1477 1 36 84 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 2 2528.329 2529.3255 0.9965 -1.0034 -2.71 3.619 0.372 906.3 1 25 42 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 3 2528.329 2528.3316 0.0026 0 1.03 4.129 0.375 1481 1 36 84 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 3 2544.3284 2544.3269 -0.0015 0 -0.59 3.844 0.319 966.7 1 29 84 2 0 1 EPYGVVGQIIPWNFPLLM[147]AAWK
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R EPYGVVGQIIPWNFPLLMAAWK L 3 2528.329 2528.3316 0.0026 0 1.03 4.386 0.309 1452 1 37 84 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R IDIDLVIDHFR Y 2 1354.7245 1354.7234 -0.0011 0 -0.81 3.923 0.338 2174 1 18 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R IDIDLVIDHFR Y 2 1354.7245 1354.7277 0.0032 0 2.36 3.798 0.364 2214 1 18 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R IDIDLVIDHFR Y 2 1354.7245 1354.7257 0.0012 0 0.89 3.958 0.351 2212 1 18 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 R IDIDLVIDHFR Y 2 1354.7245 1354.7252 0.0007 0 0.52 3.372 0.138 1933 1 17 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 R IDIDLVIDHFR Y 3 1354.7245 1354.7252 0.0007 0 0.52 2.852 0.269 947.5 3 24 40 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 R IDIDLVIDHFR Y 2 1354.7245 1354.7234 -0.0011 0 -0.81 3.512 0.142 2179 1 18 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9986 R IDIDLVIDHFR Y 3 1354.7245 1354.7237 -0.0008 0 -0.59 2.65 0.186 424.7 28 18 40 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9981 R IDIDLVIDHFR Y 3 1354.7245 1354.7259 0.0014 0 1.03 2.651 0.125 872 2 23 40 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9953 R IDIDLVIDHFR Y 2 1354.7245 1354.6054 -0.1191 0 -87.91 1.911 0.158 479.6 2 12 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9872 R IDIDLVIDHFR Y 2 1354.7245 1355.3053 0.5808 -1.0034 -311.91 2.358 0.105 1045 1 15 20 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R KLAFTGSTEIGSK V 2 1337.7191 1337.7177 -0.0014 0 -1.05 3.859 0.534 1392 1 19 24 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R KLAFTGSTEIGSK V 2 1337.7191 1337.7216 0.0025 0 1.87 3.568 0.482 1456 1 20 24 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R KLAFTGSTEIGSK V 2 1337.7191 1337.7183 -0.0008 0 -0.60 4.021 0.484 1452 1 20 24 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9997 K KRHEQAANEVLPDRR E 3 1817.9608 1817.9633 0.0025 0 1.38 3.773 0.207 1125 2 27 56 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9996 K KRHEQAANEVLPDRR E 3 1817.9608 1818.6083 0.6475 -1.0034 -195.74 3.759 0.28 775.1 7 24 56 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LAPALSAGNTVVLKPAEETPLSILK L 3 2531.4574 2531.4602 0.0028 0 1.11 3.246 0.413 583.1 1 33 96 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LAPALSAGNTVVLKPAEETPLSILK L 3 2531.4574 2531.4593 0.0019 0 0.75 3.406 0.373 875.1 1 40 96 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LAPALSAGNTVVLKPAEETPLSILK L 3 2531.4574 2531.4622 0.0048 0 1.90 3.702 0.405 907.6 1 41 96 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LAPALSAGNTVVLKPAEETPLSILK L 2 2531.4574 2531.4683 0.0109 0 4.31 4.806 0.504 1000 1 24 48 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LAPALSAGNTVVLKPAEETPLSILK L 3 2531.4574 2531.4641 0.0067 0 2.65 3.638 0.319 680.3 1 35 96 2 0 1



Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LAPALSAGNTVVLKPAEETPLSILK L 2 2531.4574 2531.4534 -0.004 0 -1.58 5.064 0.516 772.6 1 22 48 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9994 K LAPALSAGNTVVLKPAEETPLSILK L 3 2531.4574 2532.458 1.0006 -1.0034 -1.09 3.051 0.272 323.6 3 25 96 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9813 K LAPALSAGNTVVLKPAEETPLSILK L 3 2531.4574 2532.458 1.0006 -1.0034 -1.09 2.323 0.179 356.5 6 25 96 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LESLDNGKPITEAR I 2 1541.8049 1541.8058 0.0009 0 0.58 3.092 0.427 638.1 1 16 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LESLDNGKPITEAR I 2 1541.8049 1541.8052 0.0003 0 0.19 3.306 0.373 538.1 1 16 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9998 K LESLDNGKPITEAR I 3 1541.8049 1541.8086 0.0037 0 2.40 2.341 0.269 532.5 1 26 52 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9994 K LESLDNGKPITEAR I 3 1541.8049 1541.8057 0.0008 0 0.52 2.284 0.22 561.8 1 24 52 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9947 K LESLDNGKPITEAR I 3 1541.8049 1541.8046 -0.0003 0 -0.19 2.633 0.091 424.9 2 22 52 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9935 K LESLDNGKPITEAR I 3 1541.8049 1541.805 0.0001 0 0.06 2.089 0.147 349.7 3 21 52 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 3 4083.0099 4083.0244 0.0145 0 3.55 5.697 0.403 1482 1 42 144 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 3 4083.0099 4083.0205 0.0106 0 2.60 5.97 0.597 2409 1 49 144 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 4 4083.0099 4083.0235 0.0136 0 3.33 6.909 0.482 2935 1 59 216 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 4 4083.0099 4083.0176 0.0077 0 1.89 4.67 0.28 1997 1 51 216 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 3 4083.0099 4082.9934 -0.0165 0 -4.04 7.016 0.56 2099 1 45 144 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 3 4083.0099 4083.0213 0.0114 0 2.79 6.647 0.502 1833 1 44 144 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 3 4083.0099 4085.0181 2.0082 -2.0067 0.37 6.731 0.526 2348 1 51 144 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 3 4083.0099 4085.0181 2.0082 -2.0067 0.37 7.237 0.559 2559 1 50 144 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 4 4083.0099 4083.0264 0.0165 0 4.04 4.918 0.296 890.5 3 41 216 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 4 4083.0099 4083.0008 -0.0091 0 -2.23 4.78 0.255 1102 1 42 216 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9998 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 4 4083.0099 4085.011 2.0011 -2.0067 -1.37 4.303 0.286 1072 1 42 216 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9998 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 5 4083.0099 4084.0069 0.997 -1.0034 -1.56 4.839 0.237 1923 1 61 288 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9737 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 4 4083.0099 4085.011 2.0011 -2.0067 -1.37 3.745 0.048 1409 1 41 216 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9642 R LFVHEDIKDEFLDELAAAAEDLTVDDPLLESTDLGPK V 5 4083.0099 4084.0137 1.0038 -1.0034 0.11 3.373 0.001 1016 1 48 288 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LMEITEDVIPDGVVNVVTGFGPEAGEPLSK H 3 3111.5686 3111.5669 -0.0017 0 -0.55 4.373 0.391 1004 1 31 116 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K LMEITEDVIPDGVVNVVTGFGPEAGEPLSK H 2 3111.5686 3112.5655 0.9969 -1.0034 -2.07 4.9 0.566 1833 1 28 58 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 K LMEITEDVIPDGVVNVVTGFGPEAGEPLSKHPDIR K 4 3729.8923 3729.8906 -0.0017 0 -0.46 3.838 0.259 564 2 38 204 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9812 K LMEITEDVIPDGVVNVVTGFGPEAGEPLSKHPDIR K 4 3729.8923 3731.8909 1.9986 -2.0067 -2.17 3.378 0.179 420.9 19 36 204 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9997 D PLLESTDLGPK V 2 1168.6339 1168.6344 0.0005 0 0.43 3.466 0.4 1056 1 17 20 1 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9996 D PLLESTDLGPK V 2 1168.6339 1168.6345 0.0006 0 0.51 3.24 0.398 1031 1 17 20 1 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R QAMLDGIADAIAER S 2 1472.7293 1472.7301 0.0008 0 0.54 3.072 0.439 1413 1 22 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R QAMLDGIADAIAER S 2 1472.7293 1472.7318 0.0025 0 1.70 3.408 0.409 1511 1 23 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9996 R QAMLDGIADAIAER S 2 1472.7293 1472.7277 -0.0016 0 -1.09 2.438 0.222 882.6 1 18 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9977 R QAMLDGIADAIAER S 2 1472.7293 1472.7316 0.0023 0 1.56 2.918 0.041 1800 1 22 26 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9979 R QAMLDGIADAIAERSEEFAK L 3 2164.047 2164.0542 0.0072 0 3.33 2.519 0.214 546.1 1 26 76 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K QSGIGREIGQETIDHYTQTK T 3 2260.1084 2260.1118 0.0034 0 1.50 4.46 0.273 683.6 1 30 76 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 K QSGIGREIGQETIDHYTQTK T 3 2260.1084 2260.1096 0.0012 0 0.53 4.174 0.246 717.2 1 30 76 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9999 K QSGIGREIGQETIDHYTQTK T 3 2260.1084 2260.1094 0.001 0 0.44 4.063 0.245 773.1 1 31 76 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R SEEFAKLESLDNGKPITEAR I 4 2233.1226 2233.116 -0.0066 0 -2.96 3.184 0.336 1165 1 47 114 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 0.9578 R TIETDDSRHVQTLR E 4 1669.8383 1669.8399 0.0016 0 0.96 1.944 0.178 275.7 186 25 78 2 1 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R TLGYIEEAER E 2 1179.5771 1179.5784 0.0013 0 1.10 2.912 0.376 996.7 1 17 18 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R TLGYIEEAER E 2 1179.5771 1179.5784 0.0013 0 1.10 3.055 0.401 985 1 17 18 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R TLGYIEEAER E 2 1179.5771 1179.5773 0.0002 0 0.17 3.003 0.41 1001 1 17 18 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 R TLGYIEEAER E 2 1179.5771 1179.5766 -0.0005 0 -0.42 2.787 0.356 993 1 17 18 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K VMQSAAESITDVTLELGGK S 2 1947.9823 1947.987 0.0047 0 2.41 3.164 0.29 1215 1 20 36 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K VMQSAAESITDVTLELGGK S 2 1947.9823 1947.9862 0.0039 0 2.00 3.81 0.455 1800 1 23 36 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K VMQSAAESITDVTLELGGK S 2 1947.9823 1947.9846 0.0023 0 1.18 3.992 0.43 2926 1 26 36 2 0 1
Q5V5E0_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY2 rrnAC0201 508 55.1 19 86 1 K VMQSAAESITDVTLELGGK S 2 1947.9823 1947.9877 0.0054 0 2.77 5.209 0.53 2929 1 27 36 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAKR Q 4 3576.708 3576.7195 0.0115 0 3.22 4.629 0.368 960.9 1 52 204 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 3 3420.6069 3421.6167 1.0098 -1.0034 1.89 7.156 0.608 4030 1 53 132 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 3 3420.6069 3420.6104 0.0035 0 1.02 8.051 0.607 4341 1 56 132 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 4 3420.6069 3420.6111 0.0042 0 1.23 3.608 0.265 1608 1 58 198 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 4 3420.6069 3420.6106 0.0037 0 1.08 2.815 0.277 1518 1 56 198 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 3 3420.6069 3421.6282 1.0213 -1.0034 5.25 7.381 0.608 4452 1 54 132 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 3 3420.6069 3420.6116 0.0047 0 1.37 7.786 0.62 4983 1 55 132 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9999 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 4 3420.6069 3420.617 0.0101 0 2.95 3.43 0.237 1757 1 61 198 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9987 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 4 3420.6069 3421.6109 1.004 -1.0034 0.19 2.743 0.169 1570 1 57 198 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9981 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAK R 3 3420.6069 3422.6782 2.0713 -2.0067 18.89 3.385 0.284 222.8 232 20 132 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9985 R AAHEDGDVSAGLNVFSGDVENTLDTGVVEPAHAKR Q 4 3576.708 3578.731 2.023 -2.0067 4.56 2.966 0.18 685.2 2 43 204 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K DELDDIATEVDPDDEELLK K 2 2172.9798 2172.9856 0.0058 0 2.67 4.077 0.543 1341 1 23 36 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K DELDDIATEVDPDDEELLK K 2 2172.9798 2172.9788 -0.001 0 -0.46 5.055 0.524 1455 1 25 36 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K DELDDIATEVDPDDEELLKK V 2 2301.0747 2301.0786 0.0039 0 1.69 4.773 0.512 1068 1 24 38 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K DELDDIATEVDPDDEELLKK V 2 2301.0747 2301.0757 0.001 0 0.43 5.51 0.431 1015 1 23 38 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9998 K DELDDIATEVDPDDEELLKK V 3 2301.0747 2301.0781 0.0034 0 1.48 3.517 0.247 533.6 25 25 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9996 K DELDDIATEVDPDDEELLKK V 3 2301.0747 2301.0786 0.0039 0 1.69 3.442 0.208 451.4 11 26 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9939 K DELDDIATEVDPDDEELLKK V 3 2301.0747 2301.0786 0.0039 0 1.69 2.932 0.137 441.8 43 24 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R DYADSVEGREQLAIESFADALEIIPR T 4 2906.4297 2906.4339 0.0042 0 1.45 5.115 0.381 1735 1 43 150 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R EQLAIESFADALEIIPR T 2 1914.0098 1914.0167 0.0069 0 3.60 4.084 0.293 1075 1 19 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R EQLAIESFADALEIIPR T 2 1914.0098 1914.0127 0.0029 0 1.52 4.599 0.408 1973 1 26 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R EQLAIESFADALEIIPR T 2 1914.0098 1914.0124 0.0026 0 1.36 4.951 0.381 1968 1 26 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.999 R EQLAIESFADALEIIPR T 2 1914.0098 1915.2454 1.2356 -1.0034 121.34 2.739 0.24 667.9 1 15 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9962 R EQLAIESFADALEIIPR T 2 1914.0098 1915.2854 1.2756 -1.0034 142.24 2.455 0.197 453.9 1 14 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.995 R EQLAIESFADALEIIPR T 2 1914.0098 1915.6054 1.5956 -1.0034 309.43 2.8 0.196 540.5 1 14 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9859 R EQLAIESFADALEIIPR T 2 1914.0098 1915.6254 1.6156 -1.0034 319.88 2.526 0.169 522.9 1 15 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9845 R EQLAIESFADALEIIPR T 2 1914.0098 1915.2854 1.2756 -1.0034 142.24 2.224 0.147 279.1 1 13 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9686 R EQLAIESFADALEIIPR T 2 1914.0098 1915.6254 1.6156 -1.0034 319.88 2.599 0.127 370.7 2 13 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9568 R EQLAIESFADALEIIPR T 2 1914.0098 1915.0254 1.0156 -1.0034 6.40 2.372 0.13 296.3 14 11 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9163 R EQLAIESFADALEIIPR T 2 1914.0098 1915.2654 1.2556 -1.0034 131.79 1.908 0.115 380.8 2 14 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K GFNMAATQAKDELDDIATEVDPDDEELLKK V 3 3320.5606 3320.5684 0.0078 0 2.35 6.587 0.504 1485 1 44 116 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K GFNMAATQAKDELDDIATEVDPDDEELLKK V 3 3320.5606 3320.5645 0.0039 0 1.17 7.087 0.519 1247 1 42 116 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9646 K GFNMAATQAKDELDDIATEVDPDDEELLKK V 3 3336.56 3337.6485 1.0885 -1.0034 25.52 2.709 0.183 322.3 11 24 116 2 1 1 GFNM[147]AATQAKDELDDIATEVDPDDEELLKK
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.962 K GFNMAATQAKDELDDIATEVDPDDEELLKK V 4 3320.5606 3321.5711 1.0105 -1.0034 2.15 3.524 0.184 683.9 48 34 174 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9988 K GIDDMAQHYLAEK G 2 1489.6871 1489.6913 0.0042 0 2.82 3.519 0.191 1997 1 18 24 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9975 K GIDDMAQHYLAEK G 2 1489.6871 1489.6891 0.002 0 1.34 3.114 0.101 1445 1 19 24 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9997 R GSTDHVVDELER G 3 1355.6317 1355.6352 0.0035 0 2.58 2.461 0.282 272 29 20 44 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9597 R GSTDHVVDELER G 3 1355.6317 1355.6342 0.0025 0 1.84 2.31 0.042 384.2 17 21 44 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9107 R GSTDHVVDELER G 3 1355.6317 1355.6315 -0.0002 0 -0.15 2.118 0.039 320.5 79 20 44 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R GVTDALDVVASTVANGSVLGGGGAPEVEVAR R 2 2866.4672 2867.5054 1.0382 -1.0034 12.16 4.617 0.52 2379 1 33 60 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R GVTDALDVVASTVANGSVLGGGGAPEVEVAR R 2 2866.4672 2866.4802 0.013 0 4.54 4.661 0.524 2406 1 33 60 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9999 R GVTDALDVVASTVANGSVLGGGGAPEVEVAR R 2 2866.4672 2867.4602 0.993 -1.0034 -3.61 3.591 0.316 1526 1 27 60 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9984 R GVTDALDVVASTVANGSVLGGGGAPEVEVAR R 3 2866.4672 2866.4722 0.005 0 1.74 3.627 0.1 1386 1 34 120 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R IVSDLDSASAEDLGHGSVTR D 2 2027.9759 2027.9785 0.0026 0 1.28 5.457 0.558 2857 1 28 38 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R IVSDLDSASAEDLGHGSVTR D 2 2027.9759 2027.9772 0.0013 0 0.64 4.778 0.52 2106 1 25 38 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R IVSDLDSASAEDLGHGSVTR D 3 2027.9759 2027.9756 -0.0003 0 -0.15 2.97 0.331 1104 1 38 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9999 R IVSDLDSASAEDLGHGSVTR D 3 2027.9759 2027.9793 0.0034 0 1.68 2.57 0.328 761.1 1 37 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9998 R IVSDLDSASAEDLGHGSVTR D 3 2027.9759 2027.9774 0.0015 0 0.74 2.88 0.241 631.2 1 36 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9995 R IVSDLDSASAEDLGHGSVTR D 3 2027.9759 2027.9763 0.0004 0 0.20 2.451 0.237 709.1 1 36 76 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R IVSDLDSASAEDLGHGSVTRDDAEGLFYVEGSGDGAHGVTLLL G 5 4500.1681 4500.168 -0.0001 0 -0.02 3.57 0.329 838.6 1 71 344 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R IVSDLDSASAEDLGHGSVTRDDAEGLFYVEGSGDGAHGVTLLL G 4 4500.1681 4501.2163 1.0482 -1.0034 9.97 5.207 0.366 1468 1 55 258 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R IVSDLDSASAEDLGHGSVTRDDAEGLFYVEGSGDGAHGVTLLL G 5 4500.1681 4501.1743 1.0062 -1.0034 0.63 4.369 0.369 718.2 1 66 344 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9999 R IVSDLDSASAEDLGHGSVTRDDAEGLFYVEGSGDGAHGVTLLL G 4 4500.1681 4500.1802 0.0121 0 2.69 4.008 0.26 346.6 1 43 258 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K KSDIEFLK E 2 978.5386 978.5454 0.0068 0 6.95 2.773 0.321 522.8 1 13 14 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9999 R LRDYADSVEGREQLAIESFADALEIIPR T 4 3175.6149 3175.6201 0.0052 0 1.64 4.024 0.235 1931 1 51 162 2 2 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9977 R LRDYADSVEGREQLAIESFADALEIIPR T 4 3175.6149 3177.6109 1.996 -2.0067 -3.37 4.035 0.157 1465 1 46 162 2 2 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K NAEDLLEQDIHPTAIIK G 2 1919 1919.0119 0.0119 0 6.20 5.295 0.453 1894 1 23 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K NAEDLLEQDIHPTAIIK G 2 1919 1919.0171 0.0171 0 8.91 4.855 0.455 1572 1 21 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K NAEDLLEQDIHPTAIIK G 3 1919 1919.0031 0.0031 0 1.62 3.275 0.373 815.2 1 27 64 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K NAEDLLEQDIHPTAIIK G 3 1919 1919.003 0.003 0 1.56 3.484 0.367 763.8 1 27 64 2 0 1



Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K NAEDLLEQDIHPTAIIK G 2 1919 1919.0137 0.0137 0 7.14 5.154 0.47 1506 1 21 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K NAEDLLEQDIHPTAIIK G 2 1919 1919.0171 0.0171 0 8.91 4.83 0.441 1288 1 20 32 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R QAISSAAEAANLVLK I 2 1484.8198 1484.822 0.0022 0 1.48 3.829 0.447 1431 1 23 28 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R QAISSAAEAANLVLK I 2 1484.8198 1484.8205 0.0007 0 0.47 3.89 0.432 1445 1 23 28 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9327 R QAISSAAEAANLVLK I 2 1484.8198 1484.8227 0.0029 0 1.95 1.792 0.036 500.8 2 13 28 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R RLRDYADSVEGR E 3 1435.7168 1435.7193 0.0025 0 1.74 2.608 0.368 1233 2 23 44 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R RLRDYADSVEGREQLAIESFADALEIIPR T 4 3331.716 3331.7007 -0.0153 0 -4.59 4.483 0.462 806.5 1 43 168 2 2 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9988 K SDIEFLK E 2 850.4436 850.4453 0.0017 0 2.00 1.999 0.191 629.4 4 11 12 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K SDIEFLKEVLGAR I 3 1475.7984 1475.7974 -0.001 0 -0.68 3.464 0.355 1566 3 26 48 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K SDIEFLKEVLGAR I 2 1475.7984 1475.8032 0.0048 0 3.25 3.43 0.415 1328 1 20 24 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K SDIEFLKEVLGAR I 2 1475.7984 1475.7992 0.0008 0 0.54 3.719 0.446 1286 1 20 24 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 K SDIEFLKEVLGAR I 2 1475.7984 1475.8003 0.0019 0 1.29 3.559 0.413 1355 1 20 24 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 0.9999 K SDIEFLKEVLGAR I 3 1475.7984 1475.7997 0.0013 0 0.88 3.555 0.27 1138 4 25 48 2 1 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R TLAENAGLDSIDTLVDLR A 2 1914.9898 1914.9929 0.0031 0 1.62 4.473 0.45 2678 1 27 34 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R TLAENAGLDSIDTLVDLR A 2 1914.9898 1914.9966 0.0068 0 3.55 4.197 0.454 2929 1 26 34 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R TLAENAGLDSIDTLVDLR A 2 1914.9898 1914.9949 0.0051 0 2.66 4.516 0.463 2626 1 25 34 2 0 1
Q5UYH9_HALMA 1 Thermosome beta subunit  cctB rrnAC2939 559 46.2 22 83 1 R TLAENAGLDSIDTLVDLR A 2 1914.9898 1914.9939 0.0041 0 2.14 4.018 0.406 2287 1 23 34 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K QVVGNDAAVSAGAAEGQIDLNLYKPVLASNFLQSAK L 3 3657.9002 3657.9075 0.0073 0 2.00 4.75 0.495 896.2 1 38 140 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K AAAQANRDLETIPEDK A 3 1740.8642 1740.8644 0.0002 0 0.11 3.868 0.292 1853 1 29 60 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9999 K AAAQANRDLETIPEDK A 2 1740.8642 1740.865 0.0008 0 0.46 3.703 0.345 538.5 2 18 30 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9986 K AAAQANRDLETIPEDK A 3 1740.8642 1740.8649 0.0007 0 0.40 3.635 0.132 1457 1 28 60 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K AATYISEETDLNFR E 2 1628.7682 1628.7714 0.0032 0 1.96 4.376 0.51 1871 1 20 26 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9985 K AATYISEETDLNFR E 2 1628.7682 1628.7754 0.0072 0 4.42 3.161 0.036 1403 1 19 26 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R ATELYGGDIGTR E 2 1251.6095 1251.6083 -0.0012 0 -0.96 3.458 0.411 1329 1 19 22 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R ATELYGGDIGTR E 2 1251.6095 1251.6092 -0.0003 0 -0.24 3.342 0.396 1309 1 18 22 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 4 2477.0778 2477.0816 0.0038 0 1.53 3.309 0.321 1375 1 43 132 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 3 2477.0778 2477.0747 -0.0031 0 -1.25 4.507 0.489 1326 1 34 88 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 3 2477.0778 2477.0806 0.0028 0 1.13 4.969 0.51 1855 1 39 88 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 4 2493.0772 2493.075 -0.0022 0 -0.88 2.761 0.298 922.5 1 39 132 2 0 1 EADNHFEAQAAHDAM[147]SEAHGALR
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 4 2493.0772 2493.0708 -0.0064 0 -2.57 2.798 0.256 687.6 1 37 132 2 0 1 EADNHFEAQAAHDAM[147]SEAHGALR
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 3 2477.0778 2477.0796 0.0018 0 0.73 4.473 0.458 1612 1 37 88 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 4 2477.0778 2477.0801 0.0023 0 0.93 3.877 0.407 1953 1 46 132 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EADNHFEAQAAHDAMSEAHGALR T 3 2493.0772 2493.0769 -0.0003 0 -0.12 3.506 0.318 390.1 1 26 88 2 0 1 EADNHFEAQAAHDAM[147]SEAHGALR
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 4 3484.6681 3484.6592 -0.0089 0 -2.55 4.27 0.428 1864 1 51 186 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 4 3484.6681 3484.6712 0.0031 0 0.89 4.377 0.406 1643 1 51 186 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 4 3484.6681 3486.6509 1.9828 -2.0067 -6.86 4.37 0.402 2131 1 48 186 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 4 3500.6675 3501.6909 1.0234 -1.0034 5.73 3.626 0.344 1252 1 45 186 2 0 1 EIHPNDHVNFGQSSNDVIPTAM[147]HVASLEAVEK
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 3 3484.6681 3484.6641 -0.004 0 -1.15 4.545 0.431 597.5 1 39 124 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 4 3484.6681 3486.6909 2.0228 -2.0067 4.62 4.298 0.346 1887 1 48 186 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9996 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEK D 4 3500.6675 3502.6509 1.9834 -2.0067 -6.66 4.622 0.201 1693 1 47 186 2 0 1 EIHPNDHVNFGQSSNDVIPTAM[147]HVASLEAVEK
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEKDVIPGLK T 4 4207.1008 4207.1143 0.0135 0 3.21 4.392 0.356 546 2 43 228 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEKDVIPGLK T 4 4207.1008 4207.1109 0.0101 0 2.40 4.755 0.372 882.8 1 47 228 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9995 R EIHPNDHVNFGQSSNDVIPTAMHVASLEAVEKDVIPGLK T 4 4207.1008 4208.1118 1.011 -1.0034 1.82 4.688 0.323 604.8 10 42 228 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EVVLEEGYLDEDEVDDVLDPEK M 2 2548.1592 2550.1653 2.0061 -2.0067 -0.24 5.211 0.486 2300 1 26 42 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EVVLEEGYLDEDEVDDVLDPEK M 2 2548.1592 2548.1648 0.0056 0 2.20 5.129 0.532 2142 1 26 42 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EVVLEEGYLDEDEVDDVLDPEK M 2 2548.1592 2548.1638 0.0046 0 1.81 4.873 0.491 2280 1 26 42 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R EVVLEEGYLDEDEVDDVLDPEK M 2 2548.1592 2548.1619 0.0027 0 1.06 5.086 0.537 2370 1 26 42 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K INPVVAEAVNQVHK Q 2 1516.8361 1516.8454 0.0093 0 6.13 3.754 0.382 1463 1 20 26 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K INPVVAEAVNQVHK Q 2 1516.8361 1516.8368 0.0007 0 0.46 3.902 0.345 1625 1 21 26 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K INPVVAEAVNQVHK Q 2 1516.8361 1516.838 0.0019 0 1.25 4.304 0.384 1695 1 22 26 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9999 K KAAAQANRDLETIPEDK A 3 1868.9592 1868.9608 0.0016 0 0.86 3.773 0.253 998.3 1 27 64 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9999 K KAAAQANRDLETIPEDK A 3 1868.9592 1868.9617 0.0025 0 1.34 3.806 0.252 1174 1 31 64 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9998 K KAAAQANRDLETIPEDK A 3 1868.9592 1868.9617 0.0025 0 1.34 3.499 0.252 866.6 1 26 64 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9979 K KAAAQANRDLETIPEDK A 3 1868.9592 1868.9657 0.0065 0 3.48 3.426 0.131 747.2 1 26 64 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K LIANSSAVFGEK F 2 1234.6557 1234.6547 -0.001 0 -0.81 2.857 0.367 797.3 1 17 22 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K LIANSSAVFGEK F 2 1234.6557 1234.6515 -0.0042 0 -3.40 2.87 0.442 789.2 1 17 22 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K LIANSSAVFGEK F 2 1234.6557 1234.6552 -0.0005 0 -0.40 2.912 0.429 569.6 2 15 22 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R LSELALGGTAVGTGLNTHPEFPEK A 2 2437.2489 2437.2527 0.0038 0 1.56 4.432 0.574 1144 1 23 46 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R LSELALGGTAVGTGLNTHPEFPEK A 3 2437.2489 2437.2549 0.006 0 2.46 4.064 0.454 1293 1 35 92 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R LSELALGGTAVGTGLNTHPEFPEK A 3 2437.2489 2437.2586 0.0097 0 3.98 3.796 0.424 1320 1 38 92 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R LSELALGGTAVGTGLNTHPEFPEK A 2 2437.2489 2438.2659 1.017 -1.0034 5.60 4.161 0.547 1287 1 25 46 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R LSELALGGTAVGTGLNTHPEFPEK A 3 2437.2489 2437.253 0.0041 0 1.68 3.954 0.401 1512 1 39 92 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R LSELALGGTAVGTGLNTHPEFPEK A 3 2437.2489 2437.249 0.0001 0 0.04 4.19 0.434 1111 1 37 92 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R NGLGEIDQPENQPGSSIMPGK I 2 2167.0215 2167.023 0.0015 0 0.69 3.901 0.299 816.9 1 21 40 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R NGLGEIDQPENQPGSSIMPGK I 2 2183.0209 2184.0188 0.9979 -1.0034 -2.50 4.778 0.53 1181 1 24 40 2 0 1 NGLGEIDQPENQPGSSIM[147]PGK
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R NGLGEIDQPENQPGSSIMPGK I 2 2167.0215 2167.0266 0.0051 0 2.35 4.746 0.514 1368 1 25 40 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R NGLGEIDQPENQPGSSIMPGK I 2 2183.0209 2183.0164 -0.0045 0 -2.06 4.32 0.467 1080 1 23 40 2 0 1 NGLGEIDQPENQPGSSIM[147]PGK
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R NGLGEIDQPENQPGSSIMPGK I 2 2167.0215 2167.02 -0.0015 0 -0.69 4.217 0.479 867.4 1 21 40 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9999 R NGLGEIDQPENQPGSSIMPGK I 2 2167.0215 2168.01 0.9885 -1.0034 -6.85 3.702 0.292 832.8 1 20 40 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9999 R NGLGEIDQPENQPGSSIMPGK I 2 2167.0215 2168.0069 0.9854 -1.0034 -8.28 3.554 0.269 895.2 1 21 40 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9997 R NGLGEIDQPENQPGSSIMPGK I 2 2183.0209 2184.9951 1.9742 -2.0067 -14.89 3.013 0.347 905.8 1 21 40 2 0 1 NGLGEIDQPENQPGSSIM[147]PGK
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9966 R NGLGEIDQPENQPGSSIMPGK I 2 2167.0215 2169.0254 2.0039 -2.0067 -1.29 3.054 0.187 547.2 1 18 40 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K QVVGNDAAVSAGAAEGQIDLNLYKPVLASNFLQSAK L 3 3657.9002 3657.8902 -0.01 0 -2.73 5.381 0.558 1176 1 41 140 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K QVVGNDAAVSAGAAEGQIDLNLYKPVLASNFLQSAK L 3 3657.9002 3657.9082 0.008 0 2.19 5.591 0.543 1552 1 45 140 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K QVVGNDAAVSAGAAEGQIDLNLYKPVLASNFLQSAK L 3 3657.9002 3657.9002 0 0 0.00 5.055 0.53 1539 1 45 140 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9995 K QVVGNDAAVSAGAAEGQIDLNLYKPVLASNFLQSAK L 4 3657.9002 3658.9011 1.0009 -1.0034 -0.67 4.058 0.227 1008 2 42 210 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 M TDEYRTEQDSLGEMQVPADAYWGAQTQR A 3 3260.4361 3260.4427 0.0066 0 2.02 5.971 0.519 1178 1 39 108 2 1 1 TDEYRTEQDSLGEM[147]QVPADAYWGAQTQR
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9983 M TDEYRTEQDSLGEMQVPADAYWGAQTQR A 3 3244.4367 3245.438 1.0013 -1.0034 -0.63 5.407 0.395 1305 1 40 108 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R TEQDSLGEMQVPADAYWGAQTQR A 2 2580.1551 2581.1563 1.0012 -1.0034 -0.83 5.434 0.615 961.8 1 26 44 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R THLQDATPVTLGQEFSGYR T 2 2119.0334 2120.0454 1.012 -1.0034 4.08 5.695 0.528 1873 1 28 36 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R THLQDATPVTLGQEFSGYR T 3 2119.0334 2119.0393 0.0059 0 2.78 4.37 0.483 2547 1 35 72 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9872 R THLQDATPVTLGQEFSGYR T 3 2119.0334 2119.0406 0.0072 0 3.40 2.381 0.074 1078 1 24 72 2 0 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R THLQDATPVTLGQEFSGYRTQVEK G 3 2704.3456 2705.3479 1.0023 -1.0034 -0.39 5.261 0.483 1064 1 37 92 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 R THLQDATPVTLGQEFSGYRTQVEK G 3 2704.3456 2704.3472 0.0016 0 0.59 5.493 0.411 789.4 1 32 92 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9992 R THLQDATPVTLGQEFSGYRTQVEK G 4 2704.3456 2704.3501 0.0045 0 1.66 2.566 0.164 1085 1 41 138 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 0.9942 R THLQDATPVTLGQEFSGYRTQVEK G 4 2704.3456 2704.3584 0.0128 0 4.73 2.365 0.073 977.8 1 39 138 2 1 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 4 2136.0586 2136.0615 0.0029 0 1.36 4.719 0.482 2561 1 45 102 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 2 2136.0586 2136.0623 0.0037 0 1.73 5.056 0.522 2190 1 25 34 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 3 2136.0586 2136.0647 0.0061 0 2.86 5.227 0.427 1537 1 32 68 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 3 2136.0586 2136.0611 0.0025 0 1.17 5.068 0.437 1465 1 32 68 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 3 2136.0586 2136.062 0.0034 0 1.59 5.327 0.394 1611 1 33 68 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 2 2136.0586 2136.062 0.0034 0 1.59 4.756 0.539 1697 1 23 34 2 2 1
Q5V5U1_HALMA 1 Fumarate hydratase class-II (EC 4.2.1.2)  fumC rrnAC0028 468 68.2 19 82 1 K TLRDELEAKEDEFDTVVK T 3 2136.0586 2136.064 0.0054 0 2.53 5.079 0.422 1770 1 34 68 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K YAGEDKVNPTAMILSGR L 2 1820.9091 1820.9185 0.0094 0 5.16 5.06 0.445 1780 1 26 32 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DAVEETISSGNVTYDLER Q 2 1996.9225 1996.9284 0.0059 0 2.95 4.761 0.527 2209 1 25 34 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DAVEETISSGNVTYDLER Q 2 1996.9225 1996.9269 0.0044 0 2.20 5.568 0.493 2286 1 25 34 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DAVEETISSGNVTYDLER Q 2 1996.9225 1996.9252 0.0027 0 1.35 4.018 0.554 2229 1 25 34 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DAVEETISSGNVTYDLER Q 2 1996.9225 1996.9253 0.0028 0 1.40 2.932 0.426 605.3 1 16 34 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DAVEETISSGNVTYDLER Q 2 1996.9225 1996.9256 0.0031 0 1.55 4.745 0.534 2007 1 24 34 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIK E 3 1863.8738 1863.8761 0.0023 0 1.23 3.849 0.364 1596 1 35 60 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIK E 2 1863.8738 1863.8761 0.0023 0 1.23 5.098 0.376 1509 1 24 30 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIK E 2 1863.8738 1863.8758 0.002 0 1.07 5.233 0.366 1299 1 23 30 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIK E 2 1863.8738 1863.878 0.0042 0 2.25 4.976 0.446 1247 1 22 30 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R DKYDENLPDDTVEAIK E 3 1863.8738 1863.8736 -0.0002 0 -0.11 3.259 0.286 954.7 1 27 60 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9973 R DKYDENLPDDTVEAIK E 3 1863.8738 1863.8743 0.0005 0 0.27 2.468 0.195 1725 1 34 60 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIK G 3 2665.3123 2666.3181 1.0058 -1.0034 0.92 6.35 0.508 2731 1 42 88 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIK G 3 2665.3123 2665.3194 0.0071 0 2.66 6.221 0.479 2591 1 42 88 2 2 1



Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIK G 3 2665.3123 2666.3181 1.0058 -1.0034 0.92 6.284 0.497 1538 1 41 88 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIK G 3 2665.3123 2666.3181 1.0058 -1.0034 0.92 5.917 0.453 2857 1 43 88 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9224 R DKYDENLPDDTVEAIKEFNVAIK G 4 2665.3123 2665.3162 0.0039 0 1.46 2.081 0.068 461 25 35 132 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIKGPLTTPVGAGFR S 4 3818.9367 3820.9309 1.9942 -2.0067 -3.27 6.458 0.417 2277 1 52 204 2 3 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIKGPLTTPVGAGFR S 4 3818.9367 3819.937 1.0003 -1.0034 -0.80 6.018 0.441 1463 1 49 204 2 3 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R DKYDENLPDDTVEAIKEFNVAIKGPLTTPVGAGFR S 4 3818.9367 3819.9309 0.9942 -1.0034 -2.40 6.2 0.47 1741 1 49 204 2 3 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9998 R DKYDENLPDDTVEAIKEFNVAIKGPLTTPVGAGFR S 4 3818.9367 3818.949 0.0123 0 3.22 5.828 0.345 2159 1 54 204 2 3 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R EAIDYALEEDRDSVTLVHK G 2 2202.0804 2202.0796 -0.0008 0 -0.36 3.425 0.467 484.1 1 17 36 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R EAIDYALEEDRDSVTLVHK G 3 2202.0804 2202.0825 0.0021 0 0.95 3.411 0.411 884.5 1 26 72 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R EAIDYALEEDRDSVTLVHK G 3 2202.0804 2202.0816 0.0012 0 0.54 3.565 0.343 950 1 27 72 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R EAIDYALEEDRDSVTLVHK G 3 2202.0804 2202.0816 0.0012 0 0.54 3.443 0.273 736.5 1 26 72 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K EFVEDEMNFDETIHDGPVGIGVKPITEFGTK R 3 3449.6337 3450.668 1.0343 -1.0034 8.97 4.866 0.435 1177 1 34 120 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R ENTEDVYAGIEWEAGTDEVEEVKEFVEDEMNFDETIHDGPVGI R 5 6042.7681 6042.7759 0.0078 0 1.29 4.213 0.255 583.2 1 59 424 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9954 R ENTEDVYAGIEWEAGTDEVEEVKEFVEDEMNFDETIHDGPVGI R 5 6042.7681 6043.7622 0.9941 -1.0034 -1.53 3.404 0.113 671 1 59 424 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9921 K FTEGAFR D 2 826.3973 826.3975 0.0002 0 0.24 1.739 0.15 448.3 5 10 12 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9897 K FTEGAFR D 2 826.3973 826.3997 0.0024 0 2.90 1.645 0.17 455.5 7 10 12 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9688 K FTEGAFR D 2 826.3973 826.4054 0.0081 0 9.80 1.716 0.086 449.8 9 10 12 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K GPLTTPVGAGFR S 2 1171.6349 1171.6365 0.0016 0 1.37 2.608 0.392 914.2 1 18 22 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K GPLTTPVGAGFR S 2 1171.6349 1171.6369 0.002 0 1.71 2.599 0.432 816.5 1 17 22 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 M GYDYDKVEVPDEGQQIQVTEDDELDVPENPIIPIIHGDGIGTDVG V 4 5387.5845 5389.6109 2.0264 -2.0067 3.66 6.522 0.578 2241 1 71 294 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 M GYDYDKVEVPDEGQQIQVTEDDELDVPENPIIPIIHGDGIGTDVG V 4 5387.5845 5389.6109 2.0264 -2.0067 3.66 5.435 0.476 1763 1 64 294 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R IADNMLQQLLTR T 2 1414.7602 1414.7561 -0.0041 0 -2.90 3.003 0.406 1368 1 17 22 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R IADNMLQQLLTR T 2 1430.7596 1430.7584 -0.0012 0 -0.84 2.86 0.238 1295 1 16 22 2 0 1 IADNM[147]LQQLLTR
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R IADNMLQQLLTR T 2 1414.7602 1415.7007 0.9405 -1.0034 -44.42 3.3 0.332 1866 1 18 22 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9998 R IADNMLQQLLTR T 2 1430.7596 1431.7654 1.0058 -1.0034 1.71 3.377 0.252 1733 1 18 22 2 0 1 IADNM[147]LQQLLTR
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9998 R IADNMLQQLLTR T 2 1430.7596 1431.7654 1.0058 -1.0034 1.71 3.375 0.236 1787 1 19 22 2 0 1 IADNM[147]LQQLLTR
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9997 R IADNMLQQLLTR T 2 1414.7602 1414.7592 -0.001 0 -0.71 3.416 0.091 1798 1 18 22 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R KTLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 5 3946.9597 3946.969 0.0093 0 2.36 4.12 0.313 1668 1 65 264 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R KTLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 5 3946.9597 3946.9656 0.0059 0 1.49 4.641 0.44 1637 1 65 264 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R KTLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 5 3946.9597 3946.9741 0.0144 0 3.65 4.707 0.348 1468 1 64 264 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9968 K LATSEFAEK V 2 994.4971 994.497 -0.0001 0 -0.10 2.156 0.11 282.5 2 13 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9846 K LATSEFAEK V 2 994.4971 994.4979 0.0008 0 0.80 1.922 0.063 360.5 2 12 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 K LATSEFAEKVVENIEKLA - 3 1990.0622 1990.0646 0.0024 0 1.21 3.548 0.256 562 1 24 68 2 2 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R LMLEYMGWK D 2 1169.5613 1169.5644 0.0031 0 2.65 3.033 0.294 731.3 1 14 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R LMLEYMGWK D 2 1169.5613 1169.5626 0.0013 0 1.11 2.637 0.291 688 1 14 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R LMLEYMGWK D 2 1169.5613 1169.5618 0.0005 0 0.43 3.05 0.289 586.8 2 13 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R LMLEYMGWK D 2 1169.5613 1169.5625 0.0012 0 1.03 2.796 0.299 717.7 1 14 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R LMLEYMGWK D 2 1169.5613 1169.5635 0.0022 0 1.88 2.903 0.158 666 1 14 16 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9923 R LMLEYMGWK D 2 1185.5607 1185.5653 0.0046 0 3.88 2.351 0.064 545.8 11 12 16 2 0 1 LM[147]LEYMGWK
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9494 R LMLEYMGWK D 2 1185.5607 1185.5568 -0.0039 0 -3.29 2.005 0.071 328.7 90 9 16 2 0 1 LM[147]LEYMGWK
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 R LMLEYMGWKDAGQLVR D 2 1908.959 1908.9673 0.0083 0 4.35 4.442 0.533 1715 1 21 30 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 R LMLEYMGWKDAGQLVR D 3 1908.959 1908.9607 0.0017 0 0.89 2.74 0.334 707.7 1 29 60 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9978 D PEEMDMVTFR E 2 1253.542 1253.5429 0.0009 0 0.72 2.903 0.314 970.5 1 15 18 1 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9698 D PEEMDMVTFR E 2 1253.542 1253.5443 0.0023 0 1.83 2.071 0.287 485.5 1 14 18 1 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9962 R SLNVALRK T 2 899.5552 899.5578 0.0026 0 2.89 2.052 0.108 1092 2 13 14 2 0 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 4 3818.8648 3818.8679 0.0031 0 0.81 6.973 0.485 1630 1 51 192 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 4 3850.8636 3850.8589 -0.0047 0 -1.22 5.916 0.529 872 1 47 192 2 1 1 TLDLYANVRPTYHIEGVPSPVKDPEEM[147]DM[147]VTFR
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 3 3818.8648 3818.8706 0.0058 0 1.52 5.714 0.45 936.9 1 40 128 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 4 3818.8648 3818.8792 0.0144 0 3.77 7.175 0.554 1585 1 52 192 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 4 3850.8636 3852.8509 1.9873 -2.0067 -5.04 6.401 0.553 1275 1 54 192 2 1 1 TLDLYANVRPTYHIEGVPSPVKDPEEM[147]DM[147]VTFR
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 4 3818.8648 3818.8687 0.0039 0 1.02 7.061 0.519 1557 1 51 192 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 4 3818.8648 3818.8755 0.0107 0 2.80 7.337 0.496 1803 1 55 192 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 K TLDLYANVRPTYHIEGVPSPVKDPEEMDMVTFR E 5 3818.8648 3818.8711 0.0063 0 1.65 2.584 0.292 528.2 1 55 256 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 K VLEAAANATGRDISWMR I 3 1875.9306 1875.9307 0.0001 0 0.05 2.626 0.358 1287 1 33 64 2 1 1 VLEAAANATGRDISWM[147]R
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9958 K VLEAAANATGRDISWMR I 2 1859.9312 1859.9367 0.0055 0 2.96 2.763 0.313 211.6 63 10 32 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9022 K VVENIEKLA - 2 1013.5757 1013.5771 0.0014 0 1.38 1.98 0.132 606.7 7 11 16 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K YAGEDKVNPTAMILSGR L 2 1820.9091 1820.9102 0.0011 0 0.60 5.09 0.428 1536 1 24 32 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K YAGEDKVNPTAMILSGR L 2 1820.9091 1820.9121 0.003 0 1.65 5.002 0.45 1536 1 24 32 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K YAGEDKVNPTAMILSGR L 3 1820.9091 1820.9148 0.0057 0 3.13 3.594 0.314 1193 1 28 64 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 1 K YAGEDKVNPTAMILSGR L 2 1820.9091 1820.9134 0.0043 0 2.36 5.267 0.414 1603 1 24 32 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 K YAGEDKVNPTAMILSGR L 3 1836.9085 1836.9032 -0.0053 0 -2.89 4.012 0.271 1854 1 31 64 2 1 1 YAGEDKVNPTAM[147]ILSGR
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9999 K YAGEDKVNPTAMILSGR L 3 1820.9091 1820.9098 0.0007 0 0.38 4.596 0.2 1181 1 30 64 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9998 K YAGEDKVNPTAMILSGR L 3 1820.9091 1820.9127 0.0036 0 1.98 3.199 0.265 1041 1 26 64 2 1 1
Q5UXA4_HALMA 1 Isocitrate dehydrogenase (EC 1.1.1.42)  icd rrnAC3419 420 77.9 24 81 0.9998 K YAGEDKVNPTAMILSGR L 3 1836.9085 1836.9042 -0.0043 0 -2.34 3.838 0.218 1884 1 32 64 2 1 1 YAGEDKVNPTAM[147]ILSGR
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 3 3899.9078 3899.9114 0.0036 0 0.92 6.352 0.481 2047 1 45 136 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9999 R EQFDQPISDFQAIQHK L 2 1929.9221 1929.924 0.0019 0 0.98 2.417 0.34 798.9 1 18 30 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9989 R EQFDQPISDFQAIQHK L 3 1929.9221 1929.9234 0.0013 0 0.67 2.195 0.225 462.8 2 22 60 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R EVANEGIQVHGGYGYTK D 2 1820.8693 1820.8699 0.0006 0 0.33 4.564 0.489 1270 1 22 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R EVANEGIQVHGGYGYTK D 2 1820.8693 1820.8681 -0.0012 0 -0.66 3.96 0.493 1289 1 24 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9858 R EVANEGIQVHGGYGYTK D 3 1820.8693 1820.8712 0.0019 0 1.04 1.616 0.156 436.4 1 21 64 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9553 R EVANEGIQVHGGYGYTK D 3 1820.8693 1820.8717 0.0024 0 1.32 1.679 0.08 416.9 1 20 64 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9999 R EVANEGIQVHGGYGYTKDFPAER F 3 2536.1982 2536.1968 -0.0014 0 -0.55 3.492 0.298 554 1 26 88 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9769 R EVANEGIQVHGGYGYTKDFPAER F 3 2536.1982 2536.2022 0.004 0 1.58 2.664 0.122 524.9 6 22 88 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9792 R FDEMRIPADR M 3 1248.5921 1248.5954 0.0033 0 2.64 2.209 0.145 354.8 17 15 36 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.969 R FDEMRIPADR M 3 1248.5921 1248.5945 0.0024 0 1.92 2.321 0.112 395.9 19 16 36 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K GISSFIVRPEEDDGFIVEGTEHK L 3 2560.2445 2560.2464 0.0019 0 0.74 4.854 0.29 1560 1 36 88 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K GISSFIVRPEEDDGFIVEGTEHK L 3 2560.2445 2560.2461 0.0016 0 0.62 4.653 0.259 1087 1 31 88 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDR E 2 1987.9963 1987.9992 0.0029 0 1.46 4.489 0.483 2692 1 26 36 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDR E 3 1987.9963 1987.9977 0.0014 0 0.70 4.191 0.345 3092 1 40 72 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDR E 2 1987.9963 1987.9997 0.0034 0 1.71 5.835 0.417 3389 1 28 36 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDR E 2 1987.9963 1987.9997 0.0034 0 1.71 4.837 0.544 2584 1 27 36 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDR E 2 1987.9963 1987.9964 0.0001 0 0.05 4.513 0.559 2264 1 22 36 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDR E 2 1987.9963 1987.9993 0.003 0 1.51 6.115 0.528 2892 1 27 36 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 4 3899.9078 3899.9148 0.007 0 1.79 6.583 0.416 1959 1 58 204 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 4 3899.9078 3899.9153 0.0075 0 1.92 6.697 0.484 1940 1 60 204 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 3 3899.9078 3899.9136 0.0058 0 1.49 6.766 0.529 1817 1 41 136 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 3 3899.9078 3899.9085 0.0007 0 0.18 6.582 0.502 1663 1 41 136 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 3 3899.9078 3899.9173 0.0095 0 2.44 6.158 0.486 1479 1 39 136 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 5 3899.9078 3901.9138 2.006 -2.0067 -0.18 4.547 0.414 1907 1 64 272 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9999 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 5 3899.9078 3899.9236 0.0158 0 4.05 4.832 0.241 2166 1 68 272 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9996 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 5 3899.9078 3900.9136 1.0058 -1.0034 0.63 3.62 0.227 1407 1 61 272 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9918 R GVGIAQAALDEALQYAQDREQFDQPISDFQAIQHK L 5 3899.9078 3901.9138 2.006 -2.0067 -0.18 3.722 0.082 1206 2 60 272 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K KMAGESFVKEAAQAK L 3 1593.8185 1593.8183 -0.0002 0 -0.13 3.543 0.304 826.4 1 30 56 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R LLMHQAADKKMAGESFVKEAAQAK L 4 2601.3407 2601.3408 0.0001 0 0.04 4.517 0.386 1738 1 47 138 2 2 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9999 R LLMHQAADKKMAGESFVKEAAQAK L 4 2601.3407 2601.3445 0.0038 0 1.46 3.53 0.276 1564 1 45 138 2 2 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K LNEIYEGTSEVLR N 2 1521.7675 1521.77 0.0025 0 1.64 3.344 0.496 1109 1 19 24 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K LNEIYEGTSEVLR N 2 1521.7675 1521.7694 0.0019 0 1.25 3.484 0.507 1127 1 19 24 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K LNEIYEGTSEVLR N 2 1521.7675 1521.7654 -0.0021 0 -1.38 3.502 0.484 1117 1 19 24 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K LWISNGSVADTVVLFAK T 2 1818.988 1818.9907 0.0027 0 1.48 4.489 0.569 2317 1 25 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K LWISNGSVADTVVLFAK T 2 1818.988 1818.9901 0.0021 0 1.15 4.846 0.603 2859 1 27 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K LWISNGSVADTVVLFAK T 2 1818.988 1819.9774 0.9894 -1.0034 -7.67 3.82 0.473 1712 1 25 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9999 K LWISNGSVADTVVLFAK T 2 1818.988 1819.9782 0.9902 -1.0034 -7.23 3.676 0.271 2441 1 27 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9998 K LWISNGSVADTVVLFAK T 2 1818.988 1819.9783 0.9903 -1.0034 -7.17 3.48 0.27 1835 1 25 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9998 K LWISNGSVADTVVLFAK T 2 1818.988 1819.9765 0.9885 -1.0034 -8.16 3.508 0.241 1752 1 24 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9993 K LWISNGSVADTVVLFAK T 2 1818.988 1819.8515 0.8635 -1.0034 -76.88 2.775 0.262 808.1 1 17 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9933 K LWISNGSVADTVVLFAK T 2 1818.988 1820.2053 1.2173 -1.0034 117.62 2.409 0.199 392.1 3 12 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9636 K LWISNGSVADTVVLFAK T 2 1818.988 1820.3253 1.3373 -1.0034 183.59 2.391 0.11 299.1 5 14 32 2 0 1



Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9995 K LYASEVSREVANEGIQVHGGYGYTK D 3 2726.33 2725.2534 -1.0766 1 -28.10 3.804 0.388 915.8 1 29 96 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9939 K MAGESFVK E 2 867.416 867.4168 0.0008 0 0.92 1.932 0.147 498.5 9 12 14 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K MAGESFVKEAAQAK L 2 1465.7235 1465.7244 0.0009 0 0.61 4.331 0.467 2800 1 23 26 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K MAGESFVKEAAQAK L 2 1465.7235 1465.725 0.0015 0 1.02 4.493 0.453 2846 1 23 26 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K MAGESFVKEAAQAK L 2 1465.7235 1465.7246 0.0011 0 0.75 4.193 0.457 3088 1 23 26 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 K MAGESFVKEAAQAK L 2 1465.7235 1465.7238 0.0003 0 0.20 4.223 0.445 2903 1 23 26 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9988 K MAGESFVKEAAQAK L 2 1465.7235 1465.7238 0.0003 0 0.20 3.447 0.189 2097 1 21 26 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9939 K MAGESFVKEAAQAK L 2 1465.7235 1465.7246 0.0011 0 0.75 3.234 0.109 1940 1 21 26 2 1 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 - MDFSPTQEQR Q 2 1237.5397 1237.5426 0.0029 0 2.34 3.44 0.393 924.6 1 16 18 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9986 - MDFSPTQEQR Q 2 1237.5397 1237.5468 0.0071 0 5.74 2.979 0.015 969.3 1 16 18 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9919 R MLGEEGRGFVHALK T 3 1558.7971 1558.7921 -0.005 0 -3.21 2.196 0.163 667.1 1 25 52 2 1 1 M[147]LGEEGRGFVHALK
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 3 2033.9773 2033.9794 0.0021 0 1.03 3.074 0.4 758.6 1 27 64 2 0 1 QIQDM[147]VAEFVDDEVKPR
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 2 2017.9779 2018.9854 1.0075 -1.0034 2.06 4.592 0.463 1677 1 25 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 3 2033.9773 2033.9765 -0.0008 0 -0.39 3.008 0.292 726.4 1 26 64 2 0 1 QIQDM[147]VAEFVDDEVKPR
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 2 2017.9779 2017.9824 0.0045 0 2.23 4.789 0.443 1502 1 25 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 3 2017.9779 2017.9882 0.0103 0 5.10 2.942 0.402 1341 1 29 64 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 3 2017.9779 2017.9796 0.0017 0 0.84 3.235 0.363 1190 1 27 64 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 3 2017.9779 2017.9801 0.0022 0 1.09 3.097 0.341 1211 1 27 64 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 2 2017.9779 2017.9788 0.0009 0 0.45 4.943 0.465 1559 1 25 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 1 R QIQDMVAEFVDDEVKPR A 3 2033.9773 2033.977 -0.0003 0 -0.15 2.947 0.306 603.5 1 23 64 2 0 1 QIQDM[147]VAEFVDDEVKPR
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9999 R QIQDMVAEFVDDEVKPR A 3 2033.9773 2033.9749 -0.0024 0 -1.18 2.546 0.319 944.9 1 29 64 2 0 1 QIQDM[147]VAEFVDDEVKPR
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.999 R QIQDMVAEFVDDEVKPR A 2 2017.9779 2016.9527 -1.0252 1 -12.49 3.132 0.354 745.4 1 18 32 2 0 1
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9984 R QIQDMVAEFVDDEVKPR A 3 2033.9773 2033.9749 -0.0024 0 -1.18 2.449 0.168 771 1 27 64 2 0 1 QIQDM[147]VAEFVDDEVKPR
Q5V3Z3_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdB rrnAC0770 382 50.8 18 75 0.9452 R QIQDMVAEFVDDEVKPR A 3 2017.9779 2017.9809 0.003 0 1.49 2.266 0.074 456.8 76 17 64 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R VLDMPVYDVMSSPVETAK L 2 1979.9584 1979.9619 0.0035 0 1.77 5.708 0.519 2760 1 28 34 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9999 R ADIRSDIETVADKYGAMQVQHAHVR F 5 2809.3929 2809.3982 0.0053 0 1.89 3.649 0.325 1445 3 51 192 2 2 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9987 R ADIRSDIETVADKYGAMQVQHAHVR F 4 2809.3929 2809.3936 0.0007 0 0.25 3.931 0.219 398.7 12 33 144 2 2 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R ALTYTEEEHMDVQITNIK L 3 2134.0252 2134.0288 0.0036 0 1.69 3.156 0.366 799 1 30 68 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R ALTYTEEEHMDVQITNIK L 2 2134.0252 2134.0291 0.0039 0 1.83 4.696 0.445 1948 1 22 34 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9998 R ALTYTEEEHMDVQITNIK L 3 2134.0252 2134.0252 0 0 0.00 2.957 0.24 495.8 1 25 68 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R DVITVSEDTNVGQVVNLLR K 2 2070.0957 2070.0987 0.003 0 1.45 3.895 0.32 1162 1 21 36 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9698 R DVITVSEDTNVGQVVNLLRK H 3 2198.1906 2198.1922 0.0016 0 0.73 2.153 0.064 431.5 2 24 76 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9992 R EFVEVDANKR L 2 1205.604 1205.6054 0.0014 0 1.16 2.437 0.231 267.5 35 11 18 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9989 R EFVEVDANKR L 2 1205.604 1205.6044 0.0004 0 0.33 1.849 0.253 350.6 2 14 18 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9952 R EFVEVDANKR L 2 1205.604 1205.6054 0.0014 0 1.16 1.856 0.179 266.2 4 13 18 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9714 R EFVEVDANKR L 2 1205.604 1207.6054 2.0014 -2.0067 -4.40 2.022 0.191 355 2 15 18 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9059 R EFVEVDANKR L 3 1205.604 1205.6066 0.0026 0 2.16 1.613 0.02 937.8 1 19 36 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GIIVTEDDDYTGVITQK Q 2 1865.9258 1865.9267 0.0009 0 0.48 5.424 0.588 2605 1 27 32 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GIIVTEDDDYTGVITQK Q 2 1865.9258 1865.9289 0.0031 0 1.66 4.806 0.458 2167 1 25 32 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GIIVTEDDDYTGVITQK Q 2 1865.9258 1865.9306 0.0048 0 2.57 4.206 0.562 1822 1 25 32 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDK L 2 2111.9759 2111.9832 0.0073 0 3.46 5.908 0.54 2850 1 29 42 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDK L 2 2111.9759 2111.9837 0.0078 0 3.69 4.035 0.505 1357 1 24 42 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDKLER N 3 2510.2037 2510.2053 0.0016 0 0.64 3.504 0.436 879.4 1 32 96 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDKLER N 3 2510.2037 2510.2063 0.0026 0 1.04 4.339 0.453 968.3 1 35 96 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDKLER N 3 2510.2037 2510.2071 0.0034 0 1.35 3.644 0.418 869.4 1 33 96 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDKLER N 3 2510.2037 2510.2075 0.0038 0 1.51 4.403 0.515 1046 1 37 96 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K GQAAGSGEGYGAETAFNVALDKLER N 2 2510.2037 2510.2034 -0.0003 0 -0.12 4.319 0.399 1633 1 25 48 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9996 K GVQADEEYRGQLLR K 3 1632.822 1632.823 0.001 0 0.61 2.499 0.273 698.6 1 23 52 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9995 K GVQADEEYRGQLLR K 3 1632.822 1632.8183 -0.0037 0 -2.27 2.036 0.314 768.8 1 24 52 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9994 K GVQADEEYRGQLLR K 3 1632.822 1632.8252 0.0032 0 1.96 2.387 0.267 1054 1 26 52 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9988 K GVQADEEYRGQLLR K 3 1632.822 1632.8224 0.0004 0 0.24 2.243 0.249 664.3 1 23 52 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R HDIVDVVVR D 2 1050.5822 1050.5806 -0.0016 0 -1.52 2.732 0.411 1279 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R HDIVDVVVR D 2 1050.5822 1050.5824 0.0002 0 0.19 2.766 0.366 1291 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R HDIVDVVVR D 2 1050.5822 1050.5814 -0.0008 0 -0.76 2.835 0.404 1287 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R HDIVDVVVR D 2 1050.5822 1050.5829 0.0007 0 0.67 2.946 0.45 1320 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K LGDSVEDAVAR M 2 1130.5567 1130.5559 -0.0008 0 -0.71 3.858 0.348 1385 1 19 20 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K LGDSVEDAVAR M 2 1130.5567 1130.5581 0.0014 0 1.24 3.874 0.397 1314 1 19 20 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 K LGDSVEDAVAR M 2 1130.5567 1130.5561 -0.0006 0 -0.53 4.253 0.393 1382 1 19 20 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9834 K LLDTISR A 2 816.4705 816.4716 0.0011 0 1.35 2.096 0 453.8 3 11 12 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R LPVLGDDDGLTGMVTR H 2 1657.8345 1658.8654 1.0309 -1.0034 16.62 3.338 0.461 760.3 1 21 30 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R LPVLGDDDGLTGMVTR H 2 1657.8345 1658.8454 1.0109 -1.0034 4.55 4.01 0.457 1765 1 24 30 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R LPVLGDDDGLTGMVTR H 2 1673.8339 1673.8319 -0.002 0 -1.19 4.339 0.56 1980 1 25 30 2 0 1 LPVLGDDDGLTGM[147]VTR
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R LPVLGDDDGLTGMVTR H 2 1657.8345 1657.8454 0.0109 0 6.57 4.235 0.585 1858 1 25 30 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R LPVLGDDDGLTGMVTR H 2 1673.8339 1674.8253 0.9914 -1.0034 -7.14 3.778 0.418 1394 1 21 30 2 0 1 LPVLGDDDGLTGM[147]VTR
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 - MDIADIATR E 2 1004.4961 1004.4983 0.0022 0 2.19 2.836 0.326 1422 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 - MDIADIATR E 2 1004.4961 1004.4976 0.0015 0 1.49 3.398 0.313 1432 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9998 - MDIADIATR E 2 1020.4955 1020.4854 -0.0101 0 -9.90 2.452 0.21 975.3 1 15 16 2 0 1 M[147]DIADIATR
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9997 - MDIADIATR E 2 1020.4955 1020.4854 -0.0101 0 -9.90 2.498 0.199 1075 2 15 16 2 0 1 M[147]DIADIATR
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9968 - MDIADIATR E 2 1004.4961 1003.7254 -0.7707 1 228.27 2.526 0.294 1382 1 15 16 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 3 2799.3636 2799.3672 0.0036 0 1.29 5.229 0.28 1595 1 37 100 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 3 2799.3636 2799.3682 0.0046 0 1.64 5.169 0.266 1880 1 40 100 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 3 2799.3636 2799.3665 0.0029 0 1.04 5.196 0.392 2051 1 41 100 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 2 2799.3636 2799.3643 0.0007 0 0.25 4.721 0.497 814.2 1 22 50 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R MLENDFAGLVVTPEDDDTHVAGILTK T 3 2799.3636 2799.374 0.0104 0 3.72 5.533 0.414 2349 1 42 100 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9998 R MLENDFAGLVVTPEDDDTHVAGILTKTDVLR A 4 3383.6919 3383.7036 0.0117 0 3.46 4.861 0.215 2071 1 57 180 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R NVLELKGVQADEEYRGQLLR K 3 2329.239 2329.2449 0.0059 0 2.53 3.428 0.457 384.2 3 22 76 2 2 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.999 K QLVQSHVEDNAKAGAMTR S 3 1953.969 1953.9706 0.0016 0 0.82 2.75 0.223 1938 1 33 68 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9984 K QLVQSHVEDNAKAGAMTR S 3 1953.969 1953.9699 0.0009 0 0.46 2.897 0.188 1694 1 29 68 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9923 K QLVQSHVEDNAKAGAMTR S 3 1953.969 1953.9706 0.0016 0 0.82 2.378 0.159 1290 1 30 68 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.1485 0.0048 0 2.04 4.587 0.335 1952 1 49 120 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.1446 0.0009 0 0.38 4.168 0.342 1539 1 46 120 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.1468 0.0031 0 1.32 4.215 0.319 1881 1 48 120 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R SDIETVADKYGAMQVQHAHVR F 4 2354.1437 2354.145 0.0013 0 0.55 3.933 0.324 1522 1 44 120 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R SDIETVADKYGAMQVQHAHVR F 3 2354.1437 2354.1411 -0.0026 0 -1.10 5.161 0.48 1758 1 35 80 2 1 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R TNKGQAAGSGEGYGAETAFNVALDKLER N 3 2853.3893 2853.4009 0.0116 0 4.07 6.527 0.555 2604 1 50 108 2 2 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9999 R TNKGQAAGSGEGYGAETAFNVALDKLER N 4 2853.3893 2853.395 0.0057 0 2.00 3.567 0.254 1276 1 41 162 2 2 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9999 R TNKGQAAGSGEGYGAETAFNVALDKLER N 4 2853.3893 2853.4058 0.0165 0 5.78 3.577 0.243 1438 1 45 162 2 2 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R VLDMPVYDVMSSPVETAK L 2 1979.9584 1979.9586 0.0002 0 0.10 5.363 0.525 2455 1 27 34 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R VLDMPVYDVMSSPVETAK L 2 1979.9584 1979.9615 0.0031 0 1.57 5.496 0.522 2395 1 27 34 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R VLDMPVYDVMSSPVETAK L 2 1979.9584 1979.958 -0.0004 0 -0.20 4.885 0.428 2146 1 26 34 2 0 1
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 1 R VLDMPVYDVMSSPVETAK L 2 2011.9572 2009.9209 -2.0363 2 -18.04 4.439 0.504 1431 1 23 34 2 0 1 VLDM[147]PVYDVM[147]SSPVETAK
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9998 R VLDMPVYDVMSSPVETAK L 2 1995.9578 1995.9594 0.0016 0 0.80 4.907 0.564 2101 1 24 34 2 0 1 VLDM[147]PVYDVMSSPVETAK
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9993 R VLDMPVYDVMSSPVETAK L 2 1995.9578 1995.9652 0.0074 0 3.71 4.078 0.542 1763 1 22 34 2 0 1 VLDM[147]PVYDVMSSPVETAK
Q5V207_HALMA 1 Hypothetical protein  rrnAC1525 rrnAC1525 380 68.9 22 74 0.9807 R VLDMPVYDVMSSPVETAK L 2 1995.9578 1995.9625 0.0047 0 2.35 2.128 0.035 939 1 17 34 2 0 1 VLDMPVYDVM[147]SSPVETAK
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K IAGQDFYISTGGSPDETSLPGPAHLMDKLTDITSQYDFDTVFLSN I 4 5950.7717 5951.792 1.0203 -1.0034 2.85 5.582 0.484 1104 1 48 330 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R ADEFDMVDPLK I 2 1278.5802 1278.5814 0.0012 0 0.94 3.85 0.364 1594 1 18 20 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R EHDIPIIADEIQSGVGR T 3 1847.9377 1847.9411 0.0034 0 1.84 3.833 0.36 1366 1 30 64 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 R EHDIPIIADEIQSGVGR T 3 1847.9377 1847.9427 0.005 0 2.71 3.174 0.241 1159 1 28 64 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K FPEISGIHDVEYSEAGVER L 2 2133.0014 2134.0254 1.024 -1.0034 9.68 4.731 0.393 2020 1 24 36 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 2 2079.0484 2079.0508 0.0024 0 1.15 6.106 0.584 2479 1 26 38 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 2 2079.0484 2079.0513 0.0029 0 1.39 5.984 0.604 2730 1 26 38 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 2 2079.0484 2079.0535 0.0051 0 2.45 5.713 0.624 2413 1 26 38 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 2 2079.0484 2079.053 0.0046 0 2.21 5.976 0.564 2277 1 25 38 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 3 2079.0484 2079.0532 0.0048 0 2.31 4.448 0.392 2577 1 38 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 3 2079.0484 2079.0518 0.0034 0 1.64 4.85 0.432 2419 1 37 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 3 2079.0484 2079.0508 0.0024 0 1.15 4.586 0.37 2198 1 36 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 2 2079.0484 2079.0535 0.0051 0 2.45 5.237 0.396 2489 1 26 38 2 0 1



Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R GALTLAAIEDHDLLDNAAEK G 3 2079.0484 2079.051 0.0026 0 1.25 4.616 0.393 2418 1 37 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9981 R GLGLMTALEFDTADRR D 3 1764.8828 1764.8831 0.0003 0 0.17 2.034 0.203 716.8 1 30 60 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9964 R GLGLMTALEFDTADRR D 3 1764.8828 1764.8847 0.0019 0 1.08 2.039 0.169 426.9 1 24 60 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9529 R GLGLMTALEFDTADRR D 3 1764.8828 1764.8852 0.0024 0 1.36 1.887 0.046 612.8 1 28 60 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K IAGQDFYISTGGSPDETSLPGPAHLMDK L 3 2903.3647 2904.3711 1.0064 -1.0034 1.05 4.62 0.489 1982 1 41 108 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K IAGQDFYISTGGSPDETSLPGPAHLMDK L 3 2903.3647 2903.3726 0.0079 0 2.72 5.377 0.492 1832 1 38 108 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 K IAGQDFYISTGGSPDETSLPGPAHLMDK L 3 2903.3647 2903.3638 -0.0009 0 -0.31 4.187 0.223 1216 1 36 108 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K IAGQDFYISTGGSPDETSLPGPAHLMDKLTDITSQYDFDTVFLSN I 4 5950.7717 5951.771 0.9993 -1.0034 -0.68 5.787 0.53 1351 1 52 330 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K IAGQDFYISTGGSPDETSLPGPAHLMDKLTDITSQYDFDTVFLSN I 4 5950.7717 5951.7871 1.0154 -1.0034 2.02 5.871 0.542 1572 1 53 330 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K IAGQDFYISTGGSPDETSLPGPAHLMDKLTDITSQYDFDTVFLSN I 4 5950.7717 5952.793 2.0213 -2.0067 2.45 5.943 0.489 1307 1 51 330 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R KFPEISGIHDVEYSEAGVER L 3 2261.0964 2261.1026 0.0062 0 2.74 4.889 0.496 781.5 1 32 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R KFPEISGIHDVEYSEAGVER L 3 2261.0964 2261.1001 0.0037 0 1.64 4.729 0.438 974.5 1 34 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R KFPEISGIHDVEYSEAGVER L 3 2261.0964 2261.0994 0.003 0 1.33 5.259 0.504 1364 1 34 76 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9943 R KFPEISGIHDVEYSEAGVER L 4 2261.0964 2261.1011 0.0047 0 2.08 2.673 0.134 895.6 15 32 114 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9914 R KFPEISGIHDVEYSEAGVER L 4 2261.0964 2261.1011 0.0047 0 2.08 2.28 0.129 872.4 19 32 114 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9792 R KFPEISGIHDVEYSEAGVER L 4 2261.0964 2261.0991 0.0027 0 1.19 2.222 0.077 879.3 15 33 114 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.977 R KFPEISGIHDVEYSEAGVER L 4 2261.0964 2261.0979 0.0015 0 0.66 2.102 0.062 1014 11 33 114 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9247 K LDADTGHIPPEEVAFLILEPIQGEGGYR V 3 3035.524 3035.554 0.03 0 9.88 2.604 0.002 432.5 10 26 108 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R LSSTWGAGDILGSMR G 2 1549.7558 1549.7599 0.0041 0 2.65 3.561 0.6 2129 1 24 28 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R LSSTWGAGDILGSMR G 2 1549.7558 1549.7583 0.0025 0 1.61 3.887 0.615 1891 1 23 28 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R LSSTWGAGDILGSMR G 2 1549.7558 1549.7586 0.0028 0 1.81 3.61 0.535 1948 1 23 28 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R LSSTWGAGDILGSMR G 2 1549.7558 1549.7591 0.0033 0 2.13 3.713 0.563 1884 1 22 28 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9998 R LSSTWGAGDILGSMR G 2 1549.7558 1549.7571 0.0013 0 0.84 2.552 0.249 882 1 16 28 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K LTDITSQYDFDTVFLSNSGAEAVENAMK I 2 3065.4175 3065.4124 -0.0051 0 -1.66 4.743 0.522 966.9 1 24 54 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9728 K LTDITSQYDFDTVFLSNSGAEAVENAMK I 3 3065.4175 3065.4287 0.0112 0 3.65 2.623 0.069 331.4 12 22 108 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9209 K LTDITSQYDFDTVFLSNSGAEAVENAMK I 3 3065.4175 3067.418 2.0005 -2.0067 -2.02 2.617 0.107 366.7 23 21 108 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R RKFPEISGIHDVEYSEAGVER L 4 2417.1975 2417.2007 0.0032 0 1.32 4.509 0.313 3842 1 50 120 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R SDIFPSETSR L 2 1137.5302 1137.532 0.0018 0 1.58 2.841 0.255 608.8 1 15 18 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 R SDIFPSETSR L 2 1137.5302 1137.5254 -0.0048 0 -4.22 2.518 0.29 534 3 14 18 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 R SDIFPSETSR L 2 1137.5302 1137.5301 -0.0001 0 -0.09 2.246 0.295 678.8 1 16 18 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9998 R SDIFPSETSR L 2 1137.5302 1137.531 0.0008 0 0.70 2.397 0.237 692.4 1 16 18 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R SKLDADTGHIPPEEVAFLILEPIQGEGGYR V 3 3250.651 3250.6546 0.0036 0 1.11 5.178 0.426 970.1 1 38 116 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R SKLDADTGHIPPEEVAFLILEPIQGEGGYR V 4 3250.651 3250.6607 0.0097 0 2.98 4.596 0.394 1646 1 50 174 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R SKLDADTGHIPPEEVAFLILEPIQGEGGYR V 4 3250.651 3250.6607 0.0097 0 2.98 4.111 0.398 1478 1 49 174 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 R SKLDADTGHIPPEEVAFLILEPIQGEGGYR V 4 3250.651 3251.6509 0.9999 -1.0034 -1.06 4.038 0.339 1167 1 43 174 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9998 R SKLDADTGHIPPEEVAFLILEPIQGEGGYR V 3 3250.651 3251.6597 1.0087 -1.0034 1.65 3.966 0.311 443.7 1 30 116 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9764 R SLVEDVR G 2 816.4341 816.4254 -0.0087 0 -10.66 1.981 0.005 528.8 3 10 12 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9537 R SLVEDVR G 2 816.4341 816.4254 -0.0087 0 -10.66 1.873 0.002 514.6 5 10 12 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9142 R SLVEDVR G 2 816.4341 816.4254 -0.0087 0 -10.66 1.712 0.003 597.5 5 11 12 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9069 R SLVEDVR G 2 816.4341 816.4254 -0.0087 0 -10.66 1.606 0.003 612.8 2 11 12 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TGEMWAVDHYDIEPDVITSAK A 3 2376.0943 2376.0962 0.0019 0 0.80 4.521 0.347 2222 1 40 80 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TGEMWAVDHYDIEPDVITSAK A 3 2376.0943 2376.0957 0.0014 0 0.59 4.882 0.368 2108 1 40 80 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TGEMWAVDHYDIEPDVITSAK A 3 2376.0943 2376.0972 0.0029 0 1.22 5.359 0.394 1747 1 38 80 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TGEMWAVDHYDIEPDVITSAK A 2 2376.0943 2376.0901 -0.0042 0 -1.77 4.648 0.409 1523 1 23 40 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TGEMWAVDHYDIEPDVITSAK A 3 2376.0943 2376.0952 0.0009 0 0.38 4.694 0.369 1394 1 34 80 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TGEMWAVDHYDIEPDVITSAK A 2 2376.0943 2377.0855 0.9912 -1.0034 -5.11 4.684 0.311 1339 1 22 40 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 R TGEMWAVDHYDIEPDVITSAK A 2 2376.0943 2375.1858 -0.9085 1 38.51 4.647 0.385 1482 1 23 40 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 R TLGALSLNR S 2 943.5451 943.5456 0.0005 0 0.53 2.487 0.321 865.4 1 15 16 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9998 R TLGALSLNR S 2 943.5451 943.545 -0.0001 0 -0.11 2.318 0.235 868 1 15 16 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9998 R VGATVSRSDIFPSETSR L 3 1807.9064 1807.9081 0.0017 0 0.94 3.257 0.258 1126 1 28 64 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9993 R VGATVSRSDIFPSETSR L 3 1807.9064 1807.9076 0.0012 0 0.66 3.122 0.205 1095 1 29 64 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9905 R VGATVSRSDIFPSETSR L 3 1807.9064 1807.9079 0.0015 0 0.83 2.587 0.145 652.8 3 23 64 2 1 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K YGITFDGAFHGR T 3 1339.6309 1339.6316 0.0007 0 0.52 3.109 0.298 1102 1 26 44 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K YGITFDGAFHGR T 3 1339.6309 1339.6317 0.0008 0 0.60 2.928 0.302 792.9 1 22 44 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K YGITFDGAFHGR T 3 1339.6309 1339.6281 -0.0028 0 -2.09 2.775 0.333 1142 1 26 44 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 1 K YGITFDGAFHGR T 3 1339.6309 1339.6354 0.0045 0 3.36 3.336 0.374 1144 1 26 44 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9999 K YGITFDGAFHGR T 3 1339.6309 1339.6308 -0.0001 0 -0.07 2.706 0.275 617.9 1 21 44 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9988 K YGITFDGAFHGR T 3 1339.6309 1341.7282 2.0973 -2.0067 67.63 3.009 0.185 645.9 1 21 44 2 0 1
Q5V4X8_HALMA 1 4-aminobutyrate aminotransferase  gabT rrnAC0382 440 58.9 20 74 0.9686 K YGITFDGAFHGR T 3 1339.6309 1339.6295 -0.0014 0 -1.05 2.186 0.085 352.8 35 17 44 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K TMHAVNENEEYDSLTSVIATQEGK E 2 2665.2177 2665.2266 0.0089 0 3.34 5.287 0.537 1668 1 25 46 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9443 R ADLLEDRLK S 2 1071.5924 1071.5944 0.002 0 1.87 2.276 0.074 722.1 2 13 16 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9214 R ADLLEDRLK S 2 1071.5924 1071.5932 0.0008 0 0.75 2.273 0.063 569.4 3 12 16 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R DLAVEIDDFVDR L 2 1405.6725 1405.6654 -0.0071 0 -5.05 3.146 0.407 1589 1 19 22 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1724 0.001 0 0.42 5.138 0.389 3416 1 44 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1721 0.0007 0 0.29 5.289 0.37 3044 1 43 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1756 0.0042 0 1.75 5.459 0.421 3273 1 42 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R DLAVEIDDFVDRLDGAGAQVER I 3 2402.1714 2402.1809 0.0095 0 3.95 5.096 0.365 2432 1 39 84 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9995 R DLAVEIDDFVDRLDGAGAQVER I 2 2402.1714 2402.1768 0.0054 0 2.25 3.314 0.273 512 1 20 42 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9994 R DLAVEIDDFVDRLDGAGAQVER I 2 2402.1714 2402.1741 0.0027 0 1.12 3.057 0.284 528.4 1 20 42 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9974 R DLAVEIDDFVDRLDGAGAQVER I 2 2402.1714 2402.1787 0.0073 0 3.04 3.028 0.196 436.6 1 19 42 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9961 R DLAVEIDDFVDRLDGAGAQVER I 2 2402.1714 2402.1851 0.0137 0 5.70 2.764 0.205 693.2 1 22 42 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9965 R DQLDDDGHGVYIR N 3 1501.6797 1501.6813 0.0016 0 1.07 2.413 0.199 308.7 85 19 48 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9906 R DQLDDDGHGVYIR N 3 1501.6797 1501.6819 0.0022 0 1.47 1.986 0.217 252.7 236 18 48 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R FHGLVDEHGAADTR L 2 1523.7117 1523.7184 0.0067 0 4.40 2.434 0.401 544.2 1 16 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R FHGLVDEHGAADTR L 2 1523.7117 1523.7053 -0.0064 0 -4.20 3.965 0.52 1582 1 22 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9996 R FHGLVDEHGAADTR L 3 1523.7117 1523.7125 0.0008 0 0.53 1.977 0.281 1273 1 30 52 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9996 R FHGLVDEHGAADTR L 3 1523.7117 1523.7125 0.0008 0 0.53 1.859 0.292 1662 1 31 52 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9978 R FHGLVDEHGAADTR L 3 1523.7117 1523.7111 -0.0006 0 -0.39 2.225 0.165 1350 1 30 52 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9736 R FHGLVDEHGAADTR L 3 1523.7117 1523.7112 -0.0005 0 -0.33 1.939 0.069 967.6 1 26 52 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K HLPDHFTGPVQFSPGK T 3 1762.8791 1762.8865 0.0074 0 4.20 3.521 0.291 1226 1 30 60 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K HLPDHFTGPVQFSPGK T 3 1762.8791 1762.882 0.0029 0 1.65 3.37 0.282 1101 1 28 60 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K HLPDHFTGPVQFSPGK T 3 1762.8791 1762.8806 0.0015 0 0.85 3.45 0.259 1541 1 30 60 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K HLPDHFTGPVQFSPGK T 3 1762.8791 1762.8871 0.008 0 4.54 3.556 0.356 1090 1 28 60 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R IDPQTQQAIVTDVR L 2 1582.8315 1582.8328 0.0013 0 0.82 4.056 0.412 1090 1 22 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R IDPQTQQAIVTDVR L 2 1582.8315 1582.8321 0.0006 0 0.38 3.992 0.407 1074 1 22 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R IDPQTQQAIVTDVR L 2 1582.8315 1582.8343 0.0028 0 1.77 4.028 0.409 1057 1 22 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R IDPQTQQAIVTDVR L 2 1582.8315 1582.8324 0.0009 0 0.57 4.063 0.436 987.8 1 22 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9985 R IDPQTQQAIVTDVR L 2 1582.8315 1582.8332 0.0017 0 1.07 3.072 0.049 1085 1 21 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9979 R IDPQTQQAIVTDVR L 2 1582.8315 1582.8333 0.0018 0 1.14 3.003 0.035 992.6 1 19 26 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R LDEEASKDDEDLR N 3 1533.6794 1533.6798 0.0004 0 0.26 3.578 0.327 1539 1 31 48 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 R LDEEASKDDEDLR N 3 1533.6794 1533.6796 0.0002 0 0.13 3.3 0.295 1329 1 27 48 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9994 R LDEEASKDDEDLR N 3 1533.6794 1533.6803 0.0009 0 0.59 3.014 0.206 1150 1 25 48 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9989 R LDEEASKDDEDLR N 2 1533.6794 1533.6802 0.0008 0 0.52 2.989 0.256 814.2 2 15 24 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9902 R LDEEASKDDEDLR N 2 1533.6794 1533.6812 0.0018 0 1.17 2.305 0.261 457.9 9 13 24 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9881 R LDEEASKDDEDLR N 3 1533.6794 1533.6781 -0.0013 0 -0.85 2.11 0.179 908.4 5 20 48 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9774 R LDEEASKDDEDLR N 2 1533.6794 1533.682 0.0026 0 1.70 2.39 0.191 424.7 8 14 24 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9717 R LDEEASKDDEDLR N 3 1533.6794 1533.6681 -0.0113 0 -7.37 2.767 0.034 1144 1 25 48 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.97 R LDEEASKDDEDLR N 3 1533.6794 1533.6806 0.0012 0 0.78 2.125 0.112 793.1 2 23 48 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R NVQEEGEQYTR A 2 1351.6004 1351.601 0.0006 0 0.44 3.275 0.474 1873 1 17 20 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9941 R NVQEEGEQYTRADLLEDRLK S 3 2405.1823 2405.1836 0.0013 0 0.54 3.655 0.078 1097 1 32 76 2 2 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R SEIVFLYDAVDANPNGNPLSSANRPR I 3 2815.3889 2815.3736 -0.0153 0 -5.43 3.938 0.294 783.2 1 26 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9527 R SEIVFLYDAVDANPNGNPLSSANRPR I 3 2815.3889 2816.408 1.0191 -1.0034 5.59 3.353 0.126 264.7 408 19 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K SVDYDSYDLDDDEEAEQFREDVFGEYLR K 3 3418.4273 3419.438 1.0107 -1.0034 2.15 3.986 0.491 1799 1 40 108 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K SVDYDSYDLDDDEEAEQFREDVFGEYLR K 3 3418.4273 3418.4334 0.0061 0 1.78 5.319 0.561 2733 1 46 108 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K SVDYDSYDLDDDEEAEQFREDVFGEYLR K 3 3418.4273 3419.438 1.0107 -1.0034 2.15 4.482 0.51 2604 1 45 108 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K SVDYDSYDLDDDEEAEQFREDVFGEYLR K 3 3418.4273 3419.438 1.0107 -1.0034 2.15 4.737 0.561 2653 1 44 108 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 3 3546.5223 3546.534 0.0117 0 3.30 4.977 0.408 1794 1 39 112 2 1 1



Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 3 3546.5223 3546.5327 0.0104 0 2.93 4.295 0.388 1177 1 34 112 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 4 3546.5223 3547.531 1.0087 -1.0034 1.51 2.782 0.316 695.9 1 44 168 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9998 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 4 3546.5223 3546.5257 0.0034 0 0.96 2.41 0.245 644.3 1 47 168 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9997 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 4 3546.5223 3546.5298 0.0075 0 2.11 2.545 0.217 596.9 1 45 168 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9995 K SVDYDSYDLDDDEEAEQFREDVFGEYLRK S 4 3546.5223 3546.5213 -0.001 0 -0.28 2.461 0.186 667.6 1 43 168 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9706 M TDTTDIAQHRSEIVFLYDAVDANPNGNPLSSANRPR I 4 3953.9256 3954.9258 1.0002 -1.0034 -0.80 3.688 0.26 1010 1 43 210 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9952 K TMHAVNENEEYDSLTSVIATQEGK E 3 2665.2177 2665.2234 0.0057 0 2.14 3.422 0.077 730.6 3 26 92 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 K TMHAVNENEEYDSLTSVIATQEGKEQGGFDLDDHR I 4 3934.7551 3935.771 1.0159 -1.0034 3.19 5.563 0.383 1773 1 48 204 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 K TMHAVNENEEYDSLTSVIATQEGKEQGGFDLDDHRIQYGLIR F 5 4778.2518 4778.2852 0.0334 0 6.99 4.39 0.214 1477 1 62 328 2 2 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9994 K TMHAVNENEEYDSLTSVIATQEGKEQGGFDLDDHRIQYGLIR F 5 4778.2518 4779.2671 1.0153 -1.0034 2.50 4.02 0.195 2136 1 65 328 2 2 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R VVASDVLQFTHEGEPGGPELLYNALR D 3 2810.4239 2810.4351 0.0112 0 3.99 5.006 0.285 1800 1 45 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R VVASDVLQFTHEGEPGGPELLYNALR D 3 2810.4239 2810.4302 0.0063 0 2.24 4.375 0.373 1154 1 36 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R VVASDVLQFTHEGEPGGPELLYNALR D 3 2810.4239 2810.4295 0.0056 0 1.99 5.28 0.511 1860 1 43 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R VVASDVLQFTHEGEPGGPELLYNALR D 3 2810.4239 2810.4326 0.0087 0 3.10 4.72 0.299 1454 1 41 100 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R YFGATMSVDTDDVYAK H 2 1781.7818 1781.788 0.0062 0 3.48 5.279 0.576 2685 1 27 30 2 0 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 1 R YLRDQLDDDGHGVYIR N 3 1933.9282 1934.8942 0.966 -1.0034 -19.31 3.867 0.373 2002 1 30 60 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 R YLRDQLDDDGHGVYIR N 3 1933.9282 1934.8969 0.9687 -1.0034 -17.92 3.145 0.388 1170 1 26 60 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 R YLRDQLDDDGHGVYIR N 4 1933.9282 1933.9301 0.0019 0 0.98 3.988 0.242 1515 1 40 90 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 R YLRDQLDDDGHGVYIR N 4 1933.9282 1933.9309 0.0027 0 1.40 2.914 0.234 1290 1 39 90 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9999 R YLRDQLDDDGHGVYIR N 4 1933.9282 1933.9291 0.0009 0 0.47 3.866 0.259 1901 1 42 90 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9994 R YLRDQLDDDGHGVYIR N 4 1933.9282 1933.9304 0.0022 0 1.14 3.308 0.165 1545 1 41 90 2 1 1
Q5V7X3_HALMA 1 CRISPR-associated protein  cas3 pNG4049 357 79 25 74 0.9586 R YLRDQLDDDGHGVYIRNVQEEGEQYTR A 5 3267.5181 3268.5137 0.9956 -1.0034 -2.37 2.734 0.008 1395 1 52 208 2 2 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9984 R LDPDPSTFSVLPWR E 2 1628.8198 1628.8235 0.0037 0 2.27 3.145 0.033 645.4 1 19 26 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K AFTEGIYFDGSSINGFVR I 2 1978.9425 1978.94 -0.0025 0 -1.26 5.212 0.618 1760 1 23 34 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K AFTEGIYFDGSSINGFVR I 2 1978.9425 1978.9427 0.0002 0 0.10 5.255 0.604 2041 1 25 34 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K AFTEGIYFDGSSINGFVR I 2 1978.9425 1978.9431 0.0006 0 0.30 5.298 0.646 2019 1 25 34 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.996 K AFTEGIYFDGSSINGFVR I 2 1978.9425 1980.9253 1.9828 -2.0067 -12.08 2.503 0.252 1170 1 20 34 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R AIAAEHDLHATFMPKPIPK I 3 2102.1027 2102.0987 -0.004 0 -1.90 4.34 0.372 564.9 1 27 72 2 0 1 AIAAEHDLHATFM[147]PKPIPK
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R AIAAEHDLHATFMPKPIPK I 4 2086.1033 2086.1067 0.0034 0 1.63 2.963 0.399 622.8 1 37 108 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R AIAAEHDLHATFMPKPIPK I 3 2086.1033 2086.105 0.0017 0 0.81 4.523 0.459 1787 1 33 72 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R AIAAEHDLHATFMPKPIPK I 3 2086.1033 2086.1055 0.0022 0 1.05 4.727 0.381 2247 1 36 72 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9999 R AIAAEHDLHATFMPKPIPK I 3 2086.1033 2086.1074 0.0041 0 1.97 3.537 0.208 2048 1 32 72 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9996 R AIAAEHDLHATFMPKPIPK I 4 2086.1033 2086.1021 -0.0012 0 -0.58 2.16 0.164 425.4 1 34 108 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9993 R AIAAEHDLHATFMPKPIPK I 3 2086.1033 2086.1092 0.0059 0 2.83 3.433 0.159 1381 3 30 72 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R ANDMGYTVNAAPEPEFFLFEEDEEGR A 2 2976.276 2976.2715 -0.0045 0 -1.51 4.176 0.516 471.5 1 22 50 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R ANDMGYTVNAAPEPEFFLFEEDEEGR A 2 2976.276 2976.2801 0.0041 0 1.38 4.287 0.362 494.7 1 22 50 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R ANDMGYTVNAAPEPEFFLFEEDEEGR A 2 2976.276 2976.2803 0.0043 0 1.44 4.563 0.418 490.1 1 22 50 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K EYLVDVSDWELDR Y 2 1637.7573 1637.7595 0.0022 0 1.34 3.574 0.476 1977 1 21 24 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYK R 2 1768.9108 1768.9107 -0.0001 0 -0.06 4.757 0.569 1128 1 23 32 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYK R 3 1768.9108 1768.9098 -0.001 0 -0.57 3.408 0.32 1409 1 31 64 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYK R 2 1768.9108 1768.914 0.0032 0 1.81 5.408 0.613 1477 1 25 32 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYK R 3 1768.9108 1768.9154 0.0046 0 2.60 3.035 0.343 1380 1 29 64 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYK R 2 1768.9108 1768.9135 0.0027 0 1.53 5.209 0.567 1320 1 24 32 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9999 K HAPAITAVSNPTVNSYK R 3 1768.9108 1768.9142 0.0034 0 1.92 2.515 0.291 1226 1 29 64 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYKR L 3 1925.0119 1925.0143 0.0024 0 1.25 4.974 0.434 876.1 1 35 68 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K HAPAITAVSNPTVNSYKR L 3 1925.0119 1925.0138 0.0019 0 0.99 4.544 0.388 1303 1 38 68 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9999 K HAPAITAVSNPTVNSYKR L 4 1925.0119 1925.0137 0.0018 0 0.94 3.242 0.247 780.4 2 32 102 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9738 K HAPAITAVSNPTVNSYKR L 2 1925.0119 1926.0054 0.9935 -1.0034 -5.12 2.328 0.116 440 2 17 34 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K INGSGMHTHLSLFTEDGENAFHDEDDEFNLSETAK S 4 3906.6915 3907.6909 0.9994 -1.0034 -1.01 6.28 0.414 1925 1 50 204 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R IQESDMRLDPDPSTFSVLPWR E 3 2488.2056 2488.2134 0.0078 0 3.13 4.888 0.384 1741 1 34 80 2 1 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LDPDPSTFSVLPWR E 2 1628.8198 1628.8236 0.0038 0 2.33 3.417 0.427 781.4 1 20 26 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LDPDPSTFSVLPWR E 2 1628.8198 1628.8219 0.0021 0 1.29 2.62 0.378 773.5 1 21 26 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LDPDPSTFSVLPWR E 2 1628.8198 1628.8242 0.0044 0 2.70 2.958 0.439 902 1 21 26 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9973 R LDPDPSTFSVLPWRENVEGGSSAR L 3 2615.2616 2615.2637 0.0021 0 0.80 1.686 0.314 146.3 2 23 92 2 1 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LQFTDILGTIK N 2 1247.7125 1247.7139 0.0014 0 1.12 2.83 0.379 917.9 1 18 20 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LQFTDILGTIK N 2 1247.7125 1247.7133 0.0008 0 0.64 2.709 0.393 908.2 1 18 20 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LQFTDILGTIK N 2 1247.7125 1247.7138 0.0013 0 1.04 3.681 0.268 904.8 1 18 20 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LQFTDILGTIK N 2 1247.7125 1247.7143 0.0018 0 1.44 2.647 0.393 943.5 1 18 20 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9999 R LQFTDILGTIK N 2 1247.7125 1247.715 0.0025 0 2.00 2.793 0.257 1014 1 18 20 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9998 R LQFTDILGTIK N 2 1247.7125 1247.7133 0.0008 0 0.64 3.184 0.13 924.8 1 18 20 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LVPGYEAPVYVAWSDR N 2 1820.9097 1820.9126 0.0029 0 1.59 3.341 0.457 341.3 1 21 30 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LVPGYEAPVYVAWSDR N 2 1820.9097 1820.9119 0.0022 0 1.21 3.112 0.526 518.7 1 23 30 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LVPGYEAPVYVAWSDR N 2 1820.9097 1820.9168 0.0071 0 3.90 2.912 0.366 427.2 1 22 30 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 R LVPGYEAPVYVAWSDR N 2 1820.9097 1820.9109 0.0012 0 0.66 3.198 0.586 331.1 1 21 30 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9989 R LVPGYEAPVYVAWSDR N 3 1820.9097 1820.9112 0.0015 0 0.82 2.89 0.215 450.3 56 19 60 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9996 D PSTFSVLPWR E 2 1188.6291 1188.6303 0.0012 0 1.01 2.97 0.419 1067 1 16 18 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9989 D PSTFSVLPWR E 2 1188.6291 1188.6254 -0.0037 0 -3.11 2.924 0.359 1356 1 17 18 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K REEYGITTLPSNLGEAVEALEDDEVIQDALGEHVYENFVEAK T 4 4691.2402 4691.2481 0.0079 0 1.68 5.68 0.387 1421 1 51 246 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K REEYGITTLPSNLGEAVEALEDDEVIQDALGEHVYENFVEAK T 4 4691.2402 4693.2505 2.0103 -2.0067 0.77 5.731 0.439 1623 1 50 246 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K REEYGITTLPSNLGEAVEALEDDEVIQDALGEHVYENFVEAK T 4 4691.2402 4691.2515 0.0113 0 2.41 5.405 0.394 1541 1 53 246 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9997 K REEYGITTLPSNLGEAVEALEDDEVIQDALGEHVYENFVEAK T 4 4691.2402 4692.2383 0.9981 -1.0034 -1.12 4.898 0.229 1252 1 46 246 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9957 K SFTAGILK H 2 835.4803 835.4815 0.0012 0 1.44 1.781 0.19 212.1 5 11 14 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K TNDAGGYFDLAPK D 2 1367.6357 1367.638 0.0023 0 1.68 3.127 0.264 1583 1 19 24 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K TNDAGGYFDLAPK D 2 1367.6357 1367.6361 0.0004 0 0.29 3.071 0.259 1230 1 17 24 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K TNDAGGYFDLAPK D 2 1367.6357 1367.6361 0.0004 0 0.29 3.059 0.309 861.2 1 16 24 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K TNDAGGYFDLAPK D 2 1367.6357 1367.6365 0.0008 0 0.58 4.113 0.292 1512 1 19 24 2 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 K TQEHKEYLVDVSDWELDR Y 3 2261.06 2262.0681 1.0081 -1.0034 2.10 4.449 0.33 2022 1 32 68 2 1 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9999 K TQEHKEYLVDVSDWELDRYLEKF - 4 2941.4134 2941.4231 0.0097 0 3.30 4.288 0.379 2202 1 49 132 2 3 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9995 K TQEHKEYLVDVSDWELDRYLEKF - 4 2941.4134 2942.4109 0.9975 -1.0034 -1.99 4.172 0.363 1532 1 44 132 2 3 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9984 K TQEHKEYLVDVSDWELDRYLEKF - 4 2941.4134 2941.4141 0.0007 0 0.24 4.179 0.235 1846 1 46 132 2 3 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 M TSELSEAAQEVLDEIDEK N 2 2004.9375 2004.9418 0.0043 0 2.14 4.441 0.539 2894 1 25 34 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 M TSELSEAAQEVLDEIDEK N 2 2004.9375 2004.9372 -0.0003 0 -0.15 4.404 0.534 2869 1 24 34 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9998 M TSELSEAAQEVLDEIDEK N 2 2004.9375 2004.9372 -0.0003 0 -0.15 4.641 0.353 2358 1 23 34 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9998 M TSELSEAAQEVLDEIDEK N 3 2004.9375 2004.9358 -0.0017 0 -0.85 4.647 0.388 2505 1 34 68 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9996 M TSELSEAAQEVLDEIDEK N 2 2004.9375 2004.9418 0.0043 0 2.14 5.073 0.276 2747 1 25 34 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9991 M TSELSEAAQEVLDEIDEK N 3 2004.9375 2004.9379 0.0004 0 0.20 3.532 0.37 1608 1 31 68 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9697 M TSELSEAAQEVLDEIDEK N 2 2004.9375 2004.9428 0.0053 0 2.64 3.561 0.121 1459 1 19 34 1 0 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 1 M TSELSEAAQEVLDEIDEKNVDFLR L 3 2749.3294 2749.3306 0.0012 0 0.44 5.437 0.505 1195 1 36 92 1 1 1
Q5UYW5_HALMA 1 Glutamine synthetase (EC 6.3.1.2)  glnA rrnAC2780 480 68.3 22 72 0.9945 M TSELSEAAQEVLDEIDEKNVDFLR L 3 2749.3294 2749.3406 0.0112 0 4.07 4.291 0.316 965.1 1 31 92 1 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9999 R QIGEMPEEPLAER Y 2 1497.7133 1497.7267 0.0134 0 8.95 2.327 0.318 553.4 1 17 24 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9989 R DEFTPGIEPQATWCPGCGDFGVLK A 2 2566.1508 2564.1392 -2.0116 2 -4.52 3.545 0.28 248.4 1 15 46 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9998 R EIERDEFTPGIEPQATWCPGCGDFGVLK A 3 3093.4212 3091.4129 -2.0083 2 -2.68 5.524 0.341 1660 1 38 108 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9998 R EIERDEFTPGIEPQATWCPGCGDFGVLK A 3 3093.4212 3091.4136 -2.0076 2 -2.46 5.497 0.339 1561 1 37 108 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9994 R EIERDEFTPGIEPQATWCPGCGDFGVLK A 3 3093.4212 3091.4085 -2.0127 2 -4.11 5.012 0.306 1715 1 40 108 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9975 R EIERDEFTPGIEPQATWCPGCGDFGVLK A 3 3093.4212 3091.4063 -2.0149 2 -4.82 4.273 0.268 1881 1 41 108 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9366 R EIERDEFTPGIEPQATWCPGCGDFGVLK A 2 3093.4212 3092.4253 -0.9959 1 1.33 2.694 0.31 587.8 1 20 54 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R ENHDMTYIVFNNEIFGLTK G 3 2284.0834 2284.0894 0.006 0 2.63 3.482 0.413 1498 1 32 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R ENHDMTYIVFNNEIFGLTK G 2 2284.0834 2285.1055 1.0221 -1.0034 8.21 4.789 0.543 1696 1 25 36 2 0 1



Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R ENHDMTYIVFNNEIFGLTK G 2 2284.0834 2285.0855 1.0021 -1.0034 -0.55 4.664 0.479 1822 1 26 36 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R ENHDMTYIVFNNEIFGLTK G 3 2284.0834 2284.0916 0.0082 0 3.59 3.369 0.409 1369 1 31 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9996 R ENHDMTYIVFNNEIFGLTK G 3 2284.0834 2284.0879 0.0045 0 1.97 2.961 0.212 733.8 2 24 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9642 R ENHDMTYIVFNNEIFGLTK G 3 2284.0834 2284.0896 0.0062 0 2.71 2.553 0.019 523.7 3 22 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDR A 2 2561.0982 2561.0921 -0.0061 0 -2.38 4.842 0.564 1909 1 26 40 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDR A 3 2561.0982 2561.1018 0.0036 0 1.41 5.247 0.5 1443 1 35 80 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDR A 3 2561.0982 2561.1001 0.0019 0 0.74 4.543 0.578 1587 1 35 80 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDR A 3 2561.0982 2561.1011 0.0029 0 1.13 4.999 0.514 1794 1 38 80 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDRAEAAEMMR K 4 3450.4769 3450.4839 0.007 0 2.03 4.175 0.409 1839 1 50 168 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDRAEAAEMMR K 4 3450.4769 3450.4844 0.0075 0 2.17 4.314 0.305 997.8 1 44 168 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K HYVPYTDVQQSDEFDFDVSDRAEAAEMMR K 3 3450.4769 3450.4966 0.0197 0 5.71 3.753 0.39 192.9 2 25 112 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9249 K HYVPYTDVQQSDEFDFDVSDRAEAAEMMR K 3 3482.4757 3484.4781 2.0024 -2.0067 -1.23 3.216 0.11 198.8 9 23 112 2 1 1 HYVPYTDVQQSDEFDFDVSDRAEAAEM[147]M[147]R

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R KTEERLYEGEVLTGR M 3 1778.9162 1778.9148 -0.0014 0 -0.79 3.383 0.338 703.5 1 26 56 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R KTEERLYEGEVLTGR M 3 1778.9162 1778.9191 0.0029 0 1.63 3.861 0.386 761.5 1 28 56 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9999 R KTEERLYEGEVLTGR M 3 1778.9162 1778.9179 0.0017 0 0.96 2.94 0.309 859.8 1 28 56 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9998 R KTEERLYEGEVLTGR M 3 1778.9162 1778.9157 -0.0005 0 -0.28 3.196 0.255 687.9 1 27 56 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9847 R KTEERLYEGEVLTGR M 4 1778.9162 1778.919 0.0028 0 1.57 2.436 0.048 1095 2 34 84 2 1 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 3 2959.4536 2959.458 0.0044 0 1.49 5.289 0.482 992 1 36 116 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 4 2959.4536 2959.4605 0.0069 0 2.33 4.134 0.277 1519 1 55 174 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 4 2959.4536 2959.4632 0.0096 0 3.24 4.773 0.358 1782 1 52 174 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 4 2959.4536 2959.4566 0.003 0 1.01 3.878 0.321 1241 1 51 174 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 3 2959.4536 2959.4646 0.011 0 3.72 5.215 0.357 1452 1 40 116 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 4 2959.4536 2959.4551 0.0015 0 0.51 4.337 0.317 1209 1 56 174 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K LANPNLEVIAAGGDGDGYGIGGNHTIHTAR E 3 2959.4536 2959.4629 0.0093 0 3.14 5.427 0.429 906.2 1 37 116 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9765 K LNSYFNSYGFHTIHGR S 4 1911.9016 1911.8999 -0.0017 0 -0.89 2.529 0.142 522.3 118 29 90 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R LYEGEVLTGR M 2 1135.5873 1135.5891 0.0018 0 1.59 3.927 0.44 1258 1 17 18 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R LYEGEVLTGR M 2 1135.5873 1135.5884 0.0011 0 0.97 3.853 0.423 1292 1 17 18 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R MYIEDERPSYGEEK R 2 1744.7614 1744.7644 0.003 0 1.72 4.575 0.494 1856 1 21 26 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R MYIEDERPSYGEEK R 2 1744.7614 1744.7617 0.0003 0 0.17 4.719 0.467 1730 1 21 26 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R MYIEDERPSYGEEK R 2 1760.7608 1760.7593 -0.0015 0 -0.85 2.8 0.349 357.4 1 17 26 2 0 1 M[147]YIEDERPSYGEEK

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9704 R MYIEDERPSYGEEK R 3 1744.7614 1744.7605 -0.0009 0 -0.52 1.771 0.098 567.7 2 24 52 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9249 R MYIEDERPSYGEEK R 3 1744.7614 1745.7682 1.0068 -1.0034 1.98 2.248 0.049 829.2 1 26 52 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9998 R MYIEDERPSYGEEKR Q 3 1900.8625 1900.8653 0.0028 0 1.47 2.401 0.274 761.1 1 28 56 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9997 R MYIEDERPSYGEEKR Q 3 1900.8625 1900.8644 0.0019 0 1.00 2.829 0.207 792.8 1 29 56 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9997 R MYIEDERPSYGEEKR Q 3 1916.8619 1916.8556 -0.0063 0 -3.29 2.345 0.249 979.5 1 26 56 2 0 1 M[147]YIEDERPSYGEEKR

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9995 R MYIEDERPSYGEEKR Q 3 1900.8625 1900.8627 0.0002 0 0.11 2.328 0.23 780.3 1 28 56 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9948 R MYIEDERPSYGEEKR Q 3 1900.8625 1900.8646 0.0021 0 1.10 2.152 0.134 625.3 1 25 56 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R QIGEMPEEPLAER Y 2 1497.7133 1497.7454 0.0321 0 21.43 3.011 0.303 630 1 18 24 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9999 R QIGEMPEEPLAER Y 2 1513.7127 1513.7091 -0.0036 0 -2.38 2.283 0.317 594.9 1 17 24 2 0 1 QIGEM[147]PEEPLAER

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9998 R QIGEMPEEPLAER Y 2 1513.7127 1513.7116 -0.0011 0 -0.73 2.344 0.255 585.4 1 17 24 2 0 1 QIGEM[147]PEEPLAER

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9974 K RQIGEMPEEPLAER Y 3 1653.8144 1655.7982 1.9838 -2.0067 -13.85 3.38 0.128 964.2 1 26 52 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9905 M SAFSAINEER E 2 1122.5305 1123.5254 0.9949 -1.0034 -7.53 3.056 0.319 1477 1 16 18 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9884 M SAFSAINEER E 2 1122.5305 1122.5296 -0.0009 0 -0.80 2.963 0.197 1547 1 16 18 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.1262 0.0037 0 1.80 4.717 0.248 2212 1 37 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 2 2055.1225 2055.1243 0.0018 0 0.88 4.134 0.369 1259 1 24 36 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.124 0.0015 0 0.73 3.991 0.327 2297 1 36 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.125 0.0025 0 1.22 3.952 0.286 3289 1 41 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.1272 0.0047 0 2.29 4.738 0.311 1993 1 35 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 2 2055.1225 2055.126 0.0035 0 1.70 4.328 0.328 1161 1 24 36 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.1258 0.0033 0 1.61 4.674 0.349 2052 1 35 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 2 2055.1225 2055.1233 0.0008 0 0.39 4.476 0.363 1342 1 26 36 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 K SPIRPLSQQLNAGATYIAR T 3 2055.1225 2055.1255 0.003 0 1.46 4.116 0.304 2838 1 40 72 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R TYDNLLEHHK - 2 1268.6149 1268.6142 -0.0007 0 -0.55 3.031 0.406 435.1 1 13 18 2 0 1



Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R TYDNLLEHHK - 2 1268.6149 1268.6162 0.0013 0 1.02 2.579 0.294 541.5 1 14 18 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 0.9624 R TYDNLLEHHK - 3 1268.6149 1268.6161 0.0012 0 0.95 1.461 0.11 650.6 1 22 36 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R YFDEDAEWER T 2 1358.5415 1358.5454 0.0039 0 2.87 2.894 0.335 1138 1 16 18 2 0 1

Q5V2P3_HALMA 1 Putative 2-ketoglutarate ferredoxin oxidoreductase (Beta) (EC 1.2.7.3)(EC
1.2.7.1)  korB rrnAC1268 312 68.6 17 71 1 R YFDEDAEWER T 2 1358.5415 1358.5436 0.0021 0 1.55 2.809 0.372 1107 1 16 18 2 0 1

Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R TSVDRVESVVDRLDILIALTER T 3 2498.3704 2498.3701 -0.0003 0 -0.12 3.398 0.413 1060 1 31 84 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R EGLTLLEEDGYDVR F 2 1607.7679 1607.7711 0.0032 0 1.99 3.034 0.305 1214 1 18 26 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FGDKGEAIVENNKEAAR K 3 1846.9173 1846.9196 0.0023 0 1.25 4.831 0.45 2813 1 32 64 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FGDKGEAIVENNKEAAR K 3 1846.9173 1846.9191 0.0018 0 0.97 4.7 0.332 2492 1 34 64 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FGDKGEAIVENNKEAAR K 3 1846.9173 1846.9196 0.0023 0 1.25 4.486 0.311 2597 1 34 64 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9989 R FGDKGEAIVENNKEAAR K 2 1846.9173 1846.9267 0.0094 0 5.09 2.582 0.312 916.7 1 17 32 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9981 R FGDKGEAIVENNKEAAR K 3 1846.9173 1846.9191 0.0018 0 0.97 3.026 0.167 1053 1 27 64 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9999 R FKADELATEIK Q 2 1263.671 1263.6719 0.0009 0 0.71 3.511 0.308 1029 1 18 20 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9998 R FKADELATEIK Q 2 1263.671 1263.6713 0.0003 0 0.24 3.464 0.281 1137 1 18 20 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9998 R FKADELATEIK Q 2 1263.671 1263.673 0.002 0 1.58 3.395 0.27 1137 1 18 20 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FKADELATEIKQTLDTPPEATQ - 3 2445.2275 2445.2293 0.0018 0 0.74 4.041 0.391 871.5 1 30 84 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FKADELATEIKQTLDTPPEATQ - 3 2445.2275 2445.231 0.0035 0 1.43 3.542 0.403 824.4 1 31 84 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FQAHFAAADGVSPR A 2 1472.716 1472.7152 -0.0008 0 -0.54 4.051 0.421 2590 1 21 26 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9999 R FQAHFAAADGVSPR A 3 1472.716 1472.7184 0.0024 0 1.63 3.667 0.205 1998 1 32 52 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9994 R FQAHFAAADGVSPR A 3 1472.716 1472.715 -0.001 0 -0.68 3.409 0.12 1843 1 30 52 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9992 R FQAHFAAADGVSPR A 3 1472.716 1472.7158 -0.0002 0 -0.14 2.844 0.151 1972 1 31 52 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9983 R FQAHFAAADGVSPR A 3 1472.716 1472.7177 0.0017 0 1.15 2.945 0.107 1295 1 26 52 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9637 R FQAHFAAADGVSPR A 3 1472.716 1473.7582 1.0422 -1.0034 26.38 2.554 0.058 946.5 1 25 52 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FYSGYPITPATDVMEYMTGR V 2 2298.0337 2298.0352 0.0015 0 0.65 4.1 0.502 1108 1 26 38 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FYSGYPITPATDVMEYMTGR V 2 2330.0325 2331.043 1.0105 -1.0034 3.07 3.664 0.462 749.9 1 20 38 2 0 1 FYSGYPITPATDVM[147]EYM[147]TGR
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FYSGYPITPATDVMEYMTGR V 2 2298.0337 2298.0418 0.0081 0 3.52 4.349 0.553 1044 1 25 38 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R FYSGYPITPATDVMEYMTGR V 2 2298.0337 2298.0384 0.0047 0 2.05 4.242 0.512 1061 1 26 38 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9888 R FYSGYPITPATDVMEYMTGR V 2 2298.0337 2298.0362 0.0025 0 1.09 2.156 0.094 237.7 3 14 38 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.948 R FYSGYPITPATDVMEYMTGRVDQFGGK V 3 3029.3939 3029.3936 -0.0003 0 -0.10 1.977 0.114 264 1 29 104 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R HVFTSKDFASR I 3 1293.6466 1293.6498 0.0032 0 2.47 3.344 0.431 1424 1 24 40 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R HVFTSKDFASR I 3 1293.6466 1293.6493 0.0027 0 2.09 3.32 0.393 1313 1 23 40 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R HVFTSKDFASR I 3 1293.6466 1293.6481 0.0015 0 1.16 3.348 0.405 1166 1 22 40 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9996 R HVFTSKDFASR I 2 1293.6466 1293.6454 -0.0012 0 -0.93 2.482 0.365 674.4 1 16 20 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9998 K IFAQALSR A 2 904.513 904.5144 0.0014 0 1.55 2.945 0.12 721.5 1 12 14 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9992 K IFAQALSR A 2 904.513 904.514 0.001 0 1.11 2.27 0.139 715.8 1 12 14 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9957 K IFAQALSR A 2 904.513 904.5135 0.0005 0 0.55 2.297 0.029 848.4 1 13 14 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9952 K IFAQALSR A 2 904.513 904.5158 0.0028 0 3.10 2.18 0.046 712.5 1 12 14 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R IRGGYTAYKVR T 3 1282.7146 1282.7156 0.001 0 0.78 3.302 0.298 1222 1 23 40 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R IRGGYTAYKVR T 3 1282.7146 1282.7147 0.0001 0 0.08 4.001 0.27 1613 1 26 40 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R IRGGYTAYKVR T 3 1282.7146 1282.7174 0.0028 0 2.18 3.619 0.315 1220 1 24 40 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R IRGGYTAYKVR T 3 1282.7146 1282.7154 0.0008 0 0.62 3.523 0.295 1441 1 25 40 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R IRGGYTAYKVR T 3 1282.7146 1282.716 0.0014 0 1.09 3.258 0.297 1094 1 22 40 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9999 R IRGGYTAYKVR T 3 1282.7146 1282.7166 0.002 0 1.56 3.179 0.292 1362 2 23 40 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 M PEDLNWAIGGEAGDGIDSTGK I 2 2100.96 2100.9575 -0.0025 0 -1.19 5.324 0.604 1769 1 28 40 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9992 M PEDLNWAIGGEAGDGIDSTGKIFAQALSR A 3 2987.4624 2987.482 0.0196 0 6.56 5.4 0.364 1140 1 37 112 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9992 K QEQGDLNMTLYGGHGEIPR F 3 2113.9851 2113.981 -0.0041 0 -1.94 2.615 0.192 926.4 1 26 72 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9977 K QEQGDLNMTLYGGHGEIPR F 3 2113.9851 2113.9873 0.0022 0 1.04 2.295 0.171 632 1 23 72 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9955 K QEQGDLNMTLYGGHGEIPR F 3 2129.9845 2129.9793 -0.0052 0 -2.44 2.122 0.156 903 1 28 72 2 0 1 QEQGDLNM[147]TLYGGHGEIPR
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9747 K QEQGDLNMTLYGGHGEIPR F 3 2113.9851 2113.9898 0.0047 0 2.22 2.417 0.045 701.6 2 24 72 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 K RFGDKGEAIVENNKEAAR K 3 2003.0184 2003.0182 -0.0002 0 -0.10 4.409 0.409 1505 1 28 68 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9993 K RFGDKGEAIVENNKEAAR K 3 2003.0184 2003.4682 0.4498 0 224.56 2.77 0.253 641 2 24 68 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9948 R RTEDTDVRIEQVDKR Q 4 1858.9497 1858.9501 0.0004 0 0.22 1.942 0.124 678.1 3 34 84 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R SGPSTGMPTKQEQGDLNMTLYGGHGEIPR F 4 3057.4284 3057.4348 0.0064 0 2.09 3.367 0.306 756.8 1 38 168 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9998 R SGPSTGMPTKQEQGDLNMTLYGGHGEIPR F 3 3057.4284 3059.408 1.9796 -2.0067 -8.86 4.255 0.295 879.5 1 31 112 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R STMQDVEVPGDATALEVPLKR L 2 2255.1467 2255.1548 0.0081 0 3.59 4.388 0.518 720 1 22 40 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R STMQDVEVPGDATALEVPLKR L 3 2255.1467 2255.1482 0.0015 0 0.67 2.908 0.347 700.1 1 29 80 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R STMQDVEVPGDATALEVPLKR L 3 2255.1467 2255.1511 0.0044 0 1.95 2.655 0.337 767.2 1 30 80 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R STMQDVEVPGDATALEVPLKR L 2 2255.1467 2256.1565 1.0098 -1.0034 2.86 4.308 0.459 719.9 1 22 40 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9959 R STMQDVEVPGDATALEVPLKR L 3 2271.1461 2271.1424 -0.0037 0 -1.63 2.522 0.125 605.3 1 24 80 2 0 1 STM[147]QDVEVPGDATALEVPLKR
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.988 R STMQDVEVPGDATALEVPLKR L 3 2271.1461 2271.1436 -0.0025 0 -1.10 2.686 0.055 602.8 1 25 80 2 0 1 STM[147]QDVEVPGDATALEVPLKR
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R TIHENEDELHEDSVIIYDGER S 3 2512.1354 2512.1275 -0.0079 0 -3.14 4.431 0.406 1121 1 31 80 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R TIHENEDELHEDSVIIYDGER S 3 2512.1354 2512.1333 -0.0021 0 -0.84 3.655 0.364 1214 1 33 80 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R TSVDRVESVVDRLDILIALTER T 3 2498.3704 2498.3645 -0.0059 0 -2.36 2.92 0.399 1087 1 32 84 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9998 R TSVDRVESVVDRLDILIALTER T 3 2498.3704 2498.3736 0.0032 0 1.28 2.942 0.302 1062 1 32 84 2 2 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 K TVEAFNLAEKYQTPVFLVSDLAMAVTEQTFSPETFDMDEVEID G 3 5025.3827 5026.3731 0.9904 -1.0034 -2.58 3.553 0.4 944.1 1 32 172 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 R VESVVDRLDILIALTER T 3 1940.0942 1940.1005 0.0063 0 3.25 4.174 0.34 1606 1 31 64 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9999 R VESVVDRLDILIALTER T 3 1940.0942 1940.0968 0.0026 0 1.34 4.101 0.256 1812 1 28 64 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9999 R VESVVDRLDILIALTER T 3 1940.0942 1940.091 -0.0032 0 -1.65 4.252 0.255 2083 1 32 64 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9877 R VESVVDRLDILIALTER T 3 1940.0942 1940.1004 0.0062 0 3.20 2.814 0.117 730.7 4 22 64 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9858 R VESVVDRLDILIALTER T 3 1940.0942 1941.1022 1.008 -1.0034 2.40 3.19 0.124 1182 1 25 64 2 1 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 K VVQAEDELSAINMALGAAR A 2 1956.9938 1956.9962 0.0024 0 1.23 3.396 0.359 557.4 1 20 36 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 K VVQAEDELSAINMALGAAR A 3 1956.9938 1958.9939 2.0001 -2.0067 -3.37 4.452 0.283 2128 1 34 72 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 1 K VVQAEDELSAINMALGAAR A 2 1956.9938 1956.9933 -0.0005 0 -0.26 3.564 0.359 527.6 2 17 36 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9997 K VVQAEDELSAINMALGAAR A 2 1956.9938 1956.9953 0.0015 0 0.77 3.148 0.199 273.6 5 19 36 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9999 K YQTPVFLVSDLAMAVTEQTFSPETFDMDEVEIDR G 3 3922.8169 3923.8045 0.9876 -1.0034 -4.01 3.767 0.299 628 1 27 132 2 0 1
Q5V441_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit alpha (EC 1.2.7.3)(EC 1.2.7.1)  porA rrnAC0718 586 54.1 23 71 0.9847 K YQTPVFLVSDLAMAVTEQTFSPETFDMDEVEIDR G 3 3922.8169 3923.8076 0.9907 -1.0034 -3.22 3.239 0.096 485 2 26 132 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9993 R DVVVIPDILANAGGVTVSYFEWLQDINRR S 3 3258.7037 3259.7178 1.0141 -1.0034 3.30 3.159 0.242 337.4 1 26 112 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R AADHLDIDPNIVER L 2 1576.7845 1576.7868 0.0023 0 1.46 4.192 0.392 1153 1 20 26 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R AADHLDIDPNIVER L 2 1576.7845 1576.7875 0.003 0 1.90 4.007 0.438 1150 1 19 26 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R AADHLDIDPNIVER L 3 1576.7845 1576.7848 0.0003 0 0.19 3.336 0.319 1123 1 26 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R AADHLDIDPNIVER L 3 1576.7845 1576.7858 0.0013 0 0.82 3.487 0.27 1154 1 26 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9999 R AADHLDIDPNIVER L 3 1576.7845 1576.7841 -0.0004 0 -0.25 3.315 0.234 1179 2 27 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9998 R AADHLDIDPNIVER L 3 1576.7845 1576.7868 0.0023 0 1.46 3.305 0.191 1005 3 25 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R AADHLDIDPNIVERLNHPQNVHEVTVPIER D 5 3439.7596 3441.7635 2.0039 -2.0067 -0.81 3.659 0.441 1523 1 57 232 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R AADHLDIDPNIVERLNHPQNVHEVTVPIER D 5 3439.7596 3439.7573 -0.0023 0 -0.67 3.384 0.297 1209 1 54 232 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9975 R AADHLDIDPNIVERLNHPQNVHEVTVPIER D 5 3439.7596 3440.7635 1.0039 -1.0034 0.16 3.345 0.204 1303 4 54 232 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DAAYIVALSR I 2 1077.5818 1077.5818 0 0 0.00 3.077 0.368 1725 1 15 18 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DAAYIVALSR I 2 1077.5818 1077.5836 0.0018 0 1.67 2.571 0.329 1007 1 14 18 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DAAYIVALSR I 2 1077.5818 1077.5838 0.002 0 1.86 2.946 0.288 1578 1 15 18 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DDGTVEVFTGYR A 2 1357.615 1357.6168 0.0018 0 1.33 3.495 0.342 1568 1 19 22 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DDGTVEVFTGYR A 2 1357.615 1357.6159 0.0009 0 0.66 2.737 0.287 1457 1 18 22 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DDGTVEVFTGYR A 2 1357.615 1357.6156 0.0006 0 0.44 2.949 0.354 1823 1 19 22 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DDGTVEVFTGYR A 2 1357.615 1357.6159 0.0009 0 0.66 3.395 0.396 1589 1 19 22 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9999 R DDGTVEVFTGYR A 2 1357.615 1357.6167 0.0017 0 1.25 2.739 0.272 1449 1 19 22 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9999 R DDGTVEVFTGYR A 2 1357.615 1357.6173 0.0023 0 1.69 2.711 0.287 1649 1 19 22 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG E 3 4801.2383 4803.2481 2.0098 -2.0067 0.65 3.798 0.535 462.9 1 40 180 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG E 3 4801.2383 4803.2481 2.0098 -2.0067 0.65 3.972 0.465 426.3 1 37 180 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG E 3 4801.2383 4801.2412 0.0029 0 0.60 3.459 0.466 380.9 1 35 180 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9999 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG E 4 4801.2383 4801.2359 -0.0024 0 -0.50 4.235 0.232 746.9 1 42 270 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9894 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG E 3 4817.2377 4817.2476 0.0099 0 2.06 3.707 0.421 224 1 33 180 2 0 1 DIPAPDMGTDPQTMAWLMDAYSM[147]QEGETIPGVVTGKPPIVGGSE
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9551 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG E 3 4801.2383 4801.2456 0.0073 0 1.52 2.459 0.007 205.9 1 28 180 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9997 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG S 4 5426.5203 5426.5093 -0.011 0 -2.03 1.363 0.227 285.1 1 50 306 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9996 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG S 4 5426.5203 5426.5366 0.0163 0 3.00 1.524 0.217 240.7 1 50 306 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9915 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG S 4 5426.5203 5426.5352 0.0149 0 2.75 1.224 0.08 262.9 1 50 306 2 1 1



Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9675 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG S 4 5426.5203 5426.5288 0.0085 0 1.57 1.442 0.009 206.6 1 47 306 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9626 R DIPAPDMGTDPQTMAWLMDAYSMQEGETIPGVVTGKPPIVGG S 4 5442.5197 5442.5235 0.0038 0 0.70 1.522 0.191 279.1 1 50 306 2 1 1 DIPAPDMGTDPQTMAWLMDAYSM[147]QEGETIPGVVTGKPPIVGGSE
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DVVVIPDILANAGGVTVSYFEWLQDINR R 3 3102.6026 3102.6128 0.0102 0 3.29 5.212 0.447 850.5 1 34 108 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DVVVIPDILANAGGVTVSYFEWLQDINR R 2 3102.6026 3103.6199 1.0173 -1.0034 4.50 4.062 0.446 1095 1 23 54 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DVVVIPDILANAGGVTVSYFEWLQDINR R 3 3102.6026 3102.6128 0.0102 0 3.29 5.014 0.448 645.3 1 28 108 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DVVVIPDILANAGGVTVSYFEWLQDINRR S 3 3258.7037 3258.7158 0.0121 0 3.71 4.045 0.498 558.5 1 35 112 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R DVVVIPDILANAGGVTVSYFEWLQDINRR S 3 3258.7037 3258.7188 0.0151 0 4.63 3.175 0.34 306 1 28 112 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9911 R DVVVIPDILANAGGVTVSYFEWLQDINRR S 3 3258.7037 3258.72 0.0163 0 5.00 2.931 0.131 210.5 46 20 112 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9998 M GPELSSASSSDNSSTPSEPESALETAR L 2 2692.1947 2693.201 1.0063 -1.0034 1.10 4.32 0.536 600.3 1 22 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9996 M GPELSSASSSDNSSTPSEPESALETAR L 2 2692.1947 2693.1853 0.9906 -1.0034 -4.74 4.255 0.474 407.7 1 19 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9996 M GPELSSASSSDNSSTPSEPESALETAR L 2 2692.1947 2693.1853 0.9906 -1.0034 -4.74 4.018 0.503 573 1 22 52 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1880.9855 -0.0002 0 -0.11 4.208 0.48 1083 1 29 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1880.9881 0.0024 0 1.28 3.931 0.492 1585 1 32 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1880.9872 0.0015 0 0.80 4.221 0.425 1192 1 30 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIER D 3 1880.9857 1880.9857 0 0 0.00 4.313 0.457 1752 1 34 60 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9756 R LNHPQNVHEVTVPIER D 4 1880.9857 1880.9851 -0.0006 0 -0.32 2.151 0.145 474.4 113 28 90 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9171 R LNHPQNVHEVTVPIER D 4 1880.9857 1880.9866 0.0009 0 0.48 2.263 0.111 443.9 348 27 90 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 3 3220.5901 3220.596 0.0059 0 1.83 3.682 0.376 351.4 3 26 108 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3220.593 0.0029 0 0.90 3.773 0.355 571.4 4 37 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3220.5948 0.0047 0 1.46 4.032 0.342 800.7 1 44 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3220.596 0.0059 0 1.83 4.293 0.411 689 1 41 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R LNHPQNVHEVTVPIERDDGTVEVFTGYR A 4 3220.5901 3220.5938 0.0037 0 1.15 4.366 0.39 674.7 1 41 162 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 G PELSSASSSDNSSTPSEPESALETAR L 2 2635.1733 2635.1858 0.0125 0 4.74 4.983 0.509 609.8 1 22 50 1 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9999 G PELSSASSSDNSSTPSEPESALETAR L 2 2635.1733 2635.1653 -0.008 0 -3.04 3.758 0.517 780.8 1 23 50 1 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9997 G PELSSASSSDNSSTPSEPESALETAR L 2 2635.1733 2635.1707 -0.0026 0 -0.99 4.155 0.361 569.9 1 21 50 1 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9996 G PELSSASSSDNSSTPSEPESALETAR L 2 2635.1733 2636.1697 0.9964 -1.0034 -2.64 3.878 0.514 465.8 1 20 50 1 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9996 G PELSSASSSDNSSTPSEPESALETAR L 2 2635.1733 2636.1853 1.012 -1.0034 3.28 3.671 0.533 662.6 1 21 50 1 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9918 G PELSSASSSDNSSTPSEPESALETAR L 2 2635.1733 2635.1653 -0.008 0 -3.04 2.317 0.366 306.7 1 17 50 1 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9979 R RSWSLER V 2 932.4828 932.4837 0.0009 0 0.97 2.191 0.146 391.3 13 10 12 2 0 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9993 R TEFENRDITWR D 3 1465.695 1465.6962 0.0012 0 0.82 2.212 0.269 431.1 1 20 40 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9986 R TEFENRDITWR D 3 1465.695 1465.6975 0.0025 0 1.71 2.242 0.241 488.8 2 21 40 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 0.9931 R TEFENRDITWR D 2 1465.695 1465.6961 0.0011 0 0.75 2.258 0.214 591.3 1 13 20 2 1 1
Q5V6I7_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gudB pNG7157 431 43.4 15 66 1 R VNDELDEEMR A 2 1248.5292 1248.5297 0.0005 0 0.40 3.268 0.372 1397 1 16 18 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R RGELQVETEDLDVLEAEEREEVEQR L 4 2999.4319 2999.4373 0.0054 0 1.80 5.06 0.444 2163 1 46 144 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R AALPLVTEQHR R 2 1233.6829 1233.6842 0.0013 0 1.05 2.388 0.383 780.4 1 17 20 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9999 R AALPLVTEQHR R 2 1233.6829 1233.682 -0.0009 0 -0.73 2.675 0.341 303.7 44 11 20 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9999 R ANGDLDLHELVNEVSER V 3 1908.9177 1909.9037 0.986 -1.0034 -9.09 3.275 0.282 1533 1 29 64 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9996 R ANGDLDLHELVNEVSER V 3 1908.9177 1908.8781 -0.0396 0 -20.74 2.815 0.222 733.3 4 23 64 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.966 R DNGNVDLGWSIR Q 2 1344.6422 1344.6454 0.0032 0 2.38 1.723 0.082 312.7 2 14 22 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9999 R DVRDESDAVLGISTDTMYVR A 2 2241.0583 2241.0562 -0.0021 0 -0.94 3.374 0.371 439.2 2 16 38 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9997 R DVRDESDAVLGISTDTMYVR A 2 2241.0583 2241.0601 0.0018 0 0.80 2.814 0.37 436.1 1 16 38 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9358 R EAVALEAHYQSYEDKR E 3 1907.9013 1907.9031 0.0018 0 0.94 1.838 0.032 885.7 1 24 60 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R ELITDLVFGDDEEDVGGLAGHIAEQFR E 3 2944.409 2944.4021 -0.0069 0 -2.34 4.118 0.458 658.2 1 36 104 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R ELITDLVFGDDEEDVGGLAGHIAEQFR E 3 2944.409 2944.4236 0.0146 0 4.96 3.293 0.43 458.6 2 31 104 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R ELITDLVFGDDEEDVGGLAGHIAEQFR E 3 2944.409 2944.4234 0.0144 0 4.89 3.981 0.466 673.8 1 34 104 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9998 R ELITDLVFGDDEEDVGGLAGHIAEQFR E 3 2944.409 2944.4168 0.0078 0 2.65 3.16 0.235 561.8 1 32 104 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R ELITDLVFGDDEEDVGGLAGHIAEQFREK V 4 3201.5466 3201.5464 -0.0002 0 -0.06 4.038 0.388 1156 1 50 168 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9999 R ELITDLVFGDDEEDVGGLAGHIAEQFREK V 4 3201.5466 3201.5557 0.0091 0 2.84 3.325 0.235 807.4 1 41 168 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9984 R ELITDLVFGDDEEDVGGLAGHIAEQFREKVDEEVSTAR A 5 4188.0135 4190.0132 1.9997 -2.0067 -1.67 2.963 0.189 1198 2 55 296 2 2 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R GSVDGFAEFGVFVDIGDSVTGLLHR S 3 2593.2812 2593.2825 0.0013 0 0.50 5.26 0.537 819.1 1 32 96 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R HANTADGYLAGSALER A 3 1644.7856 1644.7875 0.0019 0 1.16 3.493 0.271 1203 2 27 60 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R HANTADGYLAGSALER A 3 1644.7856 1644.787 0.0014 0 0.85 3.73 0.399 1815 1 33 60 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R HANTADGYLAGSALER A 3 1644.7856 1644.7871 0.0015 0 0.91 3.576 0.279 1306 1 29 60 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R HANTADGYLAGSALER A 2 1644.7856 1644.7871 0.0015 0 0.91 3.983 0.542 1317 1 22 30 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R HANTADGYLAGSALER A 2 1644.7856 1644.7818 -0.0038 0 -2.31 4.326 0.628 1004 1 24 30 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9999 R HANTADGYLAGSALER A 3 1644.7856 1644.7877 0.0021 0 1.28 3.116 0.237 1326 2 30 60 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R HEEKLPLFVFVAAGGTR E 3 1870.0101 1870.0091 -0.001 0 -0.53 4.302 0.403 1135 1 26 64 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.993 R HEEKLPLFVFVAAGGTR E 3 1870.0101 1870.9882 0.9781 -1.0034 -13.50 3.328 0.161 999.1 2 25 64 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9998 R KAVLTDRPVIVR H 3 1365.8456 1365.8458 0.0002 0 0.15 2.033 0.306 453.8 2 20 44 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9996 R LADALDDEARPDTAD P 2 1586.706 1586.7094 0.0034 0 2.14 3.401 0.432 873 1 20 28 1 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9988 R LADALDDEARPDTAD P 2 1586.706 1586.7047 -0.0013 0 -0.82 3.153 0.38 801 1 18 28 1 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIR K 3 3950.9232 3952.9615 2.0383 -2.0067 8.00 5.482 0.494 1378 1 37 148 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIR K 3 3950.9232 3952.9883 2.0651 -2.0067 14.78 5.05 0.418 990.9 1 35 148 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIR K 3 3950.9232 3952.958 2.0348 -2.0067 7.11 5.903 0.533 1390 1 40 148 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9991 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIR K 4 3950.9232 3950.9458 0.0226 0 5.72 4.69 0.26 452.3 60 37 222 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9572 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIR K 4 3950.9232 3951.9309 1.0077 -1.0034 1.10 3.045 0.17 433.4 86 34 222 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 3 4079.0182 4080.0366 1.0184 -1.0034 3.69 5.676 0.412 1153 1 42 152 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 3 4079.0182 4080.0562 1.038 -1.0034 8.49 5.733 0.455 1067 1 39 152 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 4 4079.0182 4080.011 0.9928 -1.0034 -2.59 5.208 0.354 1383 1 50 228 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 4 4079.0182 4079.0264 0.0082 0 2.01 5.008 0.242 2319 1 53 228 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 4 4079.0182 4079.021 0.0028 0 0.69 5.74 0.455 2710 1 58 228 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 4 4079.0182 4079.0264 0.0082 0 2.01 5.827 0.382 3150 1 62 228 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9997 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 5 4079.0182 4079.0213 0.0031 0 0.76 4.15 0.184 999.6 2 52 304 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9972 R LADALDDEARPDTADPLAEDTAVAALSDELVEAATQIRK A 5 4079.0182 4081.0137 1.9955 -2.0067 -2.75 3.452 0.075 1361 1 61 304 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9992 R LDSLDWDSGDTVYVQVK N 2 1938.9211 1939.982 1.0609 -1.0034 29.68 2.56 0.276 523.4 1 14 32 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R LEGEVVGIR Q 2 970.5447 970.5467 0.002 0 2.06 2.79 0.334 918.7 2 15 16 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9998 R LEGEVVGIR Q 2 970.5447 970.5451 0.0004 0 0.41 2.187 0.27 1061 1 15 16 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9997 R LEGEVVGIR Q 2 970.5447 971.2854 0.7407 -1.0034 -270.62 2.619 0.271 770 1 14 16 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9966 R LEGEVVGIR Q 2 970.5447 970.5446 -0.0001 0 -0.10 2.224 0.131 789.6 8 13 16 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9896 D PLAEDTAVAALSDELVEAATQIR K 3 2382.2278 2382.218 -0.0098 0 -4.11 3.265 0.286 741.9 1 26 88 1 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R RGELQVETEDLDVLEAEEREEVEQR L 3 2999.4319 2999.4365 0.0046 0 1.53 5.634 0.467 1461 1 38 96 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R RGELQVETEDLDVLEAEEREEVEQR L 4 2999.4319 3001.451 2.0191 -2.0067 4.13 5.23 0.481 3918 1 54 144 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R RPIEGGVYDMDDATK D 2 1665.7668 1665.7654 -0.0014 0 -0.84 3.864 0.434 1208 1 20 28 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R RPIEGGVYDMDDATK D 2 1665.7668 1665.765 -0.0018 0 -1.08 4.109 0.463 1415 1 22 28 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9958 R RPIEGGVYDMDDATK D 3 1681.7662 1681.7624 -0.0038 0 -2.26 3.099 0.054 1563 1 27 56 2 0 1 RPIEGGVYDM[147]DDATK
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9936 R SELDQRLDSLDWDSGDTVYVQVK N 3 2667.2664 2667.2739 0.0075 0 2.81 3.068 0.123 1107 1 27 88 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R TVDGVDIAVLDTDAFTHQYEFPPESLLLDELHR D 3 3754.8366 3756.8482 2.0116 -2.0067 1.30 5.537 0.535 2116 1 44 128 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9998 R TVDGVDIAVLDTDAFTHQYEFPPESLLLDELHR D 4 3754.8366 3754.8601 0.0235 0 6.26 3.447 0.175 1045 1 46 192 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9914 R TVDGVDIAVLDTDAFTHQYEFPPESLLLDELHR D 4 3754.8366 3754.8675 0.0309 0 8.23 2.461 0.018 715.6 1 36 192 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 K YHYFDRRPIEGGVYDMDDATK D 4 2547.1488 2547.147 -0.0018 0 -0.71 3.322 0.352 1048 1 42 120 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9989 K YHYFDRRPIEGGVYDMDDATK D 4 2547.1488 2547.1558 0.007 0 2.75 2.644 0.145 1043 1 41 120 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 0.9901 K YHYFDRRPIEGGVYDMDDATK D 4 2547.1488 2547.1511 0.0023 0 0.90 2.809 0.04 1036 1 38 120 2 1 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R YLAGERPAVLDATLDVLADEL - 2 2243.1685 2243.1812 0.0127 0 5.66 4.467 0.392 1470 1 24 40 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R YLAGERPAVLDATLDVLADEL - 2 2243.1685 2243.1802 0.0117 0 5.22 4.304 0.469 1621 1 24 40 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R YLAGERPAVLDATLDVLADEL - 2 2243.1685 2243.1758 0.0073 0 3.25 4.419 0.5 1542 1 24 40 2 0 1
Q5V3F5_HALMA 1 Putative nuclease  rrnAC0979 rrnAC0979 726 48.8 24 65 1 R YLAGERPAVLDATLDVLADEL - 2 2243.1685 2243.1743 0.0058 0 2.59 4.432 0.458 1395 1 24 40 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTR R 2 3089.3884 3089.3894 0.001 0 0.32 5.42 0.644 1729 1 29 60 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AAEEAGLPDGVVNVVPGK G 2 1720.8995 1720.9044 0.0049 0 2.85 3.489 0.389 892.2 1 22 34 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AAEEAGLPDGVVNVVPGK G 2 1720.8995 1720.8997 0.0002 0 0.12 3.727 0.459 893 1 22 34 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AAEEAGLPDGVVNVVPGK G 2 1720.8995 1720.9042 0.0047 0 2.73 2.97 0.412 1030 1 23 34 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9991 K AAEEAGLPDGVVNVVPGK G 2 1720.8995 1720.9047 0.0052 0 3.02 2.16 0.241 424 2 16 34 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTR R 2 3089.3884 3089.3953 0.0069 0 2.23 5.732 0.558 1305 1 25 60 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9916 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTR R 3 3089.3884 3089.3985 0.0101 0 3.27 2.966 0.154 281.9 154 24 120 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTRR A 3 3245.4895 3246.4512 0.9617 -1.0034 -12.83 5.612 0.586 2047 1 42 124 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTRR A 3 3245.4895 3245.4969 0.0074 0 2.28 5.407 0.517 1893 1 42 124 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTRR A 3 3245.4895 3245.4956 0.0061 0 1.88 4.912 0.458 1873 1 40 124 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K AEASDIDAAVEAAQAAVAEGSEWATMDPGTRR A 3 3245.4895 3245.4903 0.0008 0 0.25 4.535 0.503 1456 1 37 124 2 0 1



Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9941 R AHTVTDRLDYGMVMVNETPNTWPQTPFGGTK Q 4 3462.6336 3464.6509 2.0173 -2.0067 3.06 3.597 0.118 770 1 38 180 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9984 R AKLHAMADAIEAMKDELSMVESHDNGK T 5 2940.3779 2940.3875 0.0096 0 3.26 3.664 0.095 2156 1 49 208 2 2 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R AQGEQAIESYTEVK N 2 1551.7416 1551.7421 0.0005 0 0.32 4.226 0.543 2003 1 22 26 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R AQGEQAIESYTEVK N 2 1551.7416 1551.7434 0.0018 0 1.16 4.186 0.497 2034 1 22 26 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R AQGEQAIESYTEVK N 2 1551.7416 1551.7436 0.002 0 1.29 4.376 0.508 2058 1 22 26 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R EATNGDSIETEDPATER T 2 1833.7864 1833.7943 0.0079 0 4.31 3.381 0.413 740.9 2 18 32 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9994 R EATNGDSIETEDPATER T 2 1833.7864 1833.7798 -0.0066 0 -3.60 2.55 0.208 507.9 3 15 32 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9825 R EATNGDSIETEDPATER T 2 1833.7864 1834.7724 0.986 -1.0034 -9.46 2.472 0.13 514.8 3 16 32 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R EPVGVTAHIAPWNYPFQLAGR G 2 2322.1909 2322.199 0.0081 0 3.49 3.2 0.277 524.2 1 16 40 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R EPVGVTAHIAPWNYPFQLAGR G 3 2322.1909 2322.1936 0.0027 0 1.16 3.064 0.301 763.9 1 30 80 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R EPVGVTAHIAPWNYPFQLAGR G 3 2322.1909 2322.1929 0.002 0 0.86 3.005 0.329 597.4 1 26 80 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R EPVGVTAHIAPWNYPFQLAGR G 2 2322.1909 2322.1936 0.0027 0 1.16 3.255 0.316 704.2 1 20 40 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R EPVGVTAHIAPWNYPFQLAGR G 2 2322.1909 2322.1944 0.0035 0 1.51 2.592 0.446 441.7 2 15 40 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9999 R EPVGVTAHIAPWNYPFQLAGR G 3 2322.1909 2322.1958 0.0049 0 2.11 3.237 0.261 751 1 29 80 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9998 R EPVGVTAHIAPWNYPFQLAGR G 3 2322.1909 2322.1934 0.0025 0 1.08 2.76 0.256 474.5 1 24 80 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R GLAPALATGNSVILKPSAMTPLSALYYAK A 3 2917.5987 2917.6021 0.0034 0 1.17 5.519 0.56 1713 1 41 112 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R GLAPALATGNSVILKPSAMTPLSALYYAK A 3 2917.5987 2917.6021 0.0034 0 1.17 5.443 0.482 1833 1 40 112 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R GLAPALATGNSVILKPSAMTPLSALYYAK A 3 2933.5981 2933.5928 -0.0053 0 -1.81 3.958 0.346 597.7 1 29 112 2 0 1 GLAPALATGNSVILKPSAM[147]TPLSALYYAK
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R GLAPALATGNSVILKPSAMTPLSALYYAK A 3 2917.5987 2917.605 0.0063 0 2.16 5.643 0.494 1271 1 38 112 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9895 R GLAPALATGNSVILKPSAMTPLSALYYAK A 3 2933.5981 2933.5969 -0.0012 0 -0.41 2.878 0.123 342.2 38 23 112 2 0 1 GLAPALATGNSVILKPSAM[147]TPLSALYYAK
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GPAVVFPDADLDAAAR G 2 1583.7943 1583.7931 -0.0012 0 -0.76 3.565 0.428 1203 1 24 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GPAVVFPDADLDAAAR G 2 1583.7943 1583.7915 -0.0028 0 -1.77 4.499 0.529 1181 1 23 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GPAVVFPDADLDAAAR G 2 1583.7943 1583.7925 -0.0018 0 -1.14 3.437 0.49 844.7 1 20 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GSEAGDALTGHEGVDHVTFTGSTGVGK T 3 2585.1994 2585.2002 0.0008 0 0.31 5.494 0.499 2336 1 42 104 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GSEAGDALTGHEGVDHVTFTGSTGVGK T 3 2585.1994 2585.2063 0.0069 0 2.67 5.745 0.502 1663 1 37 104 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GSEAGDALTGHEGVDHVTFTGSTGVGK T 3 2585.1994 2585.2019 0.0025 0 0.97 5.413 0.498 2064 1 40 104 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K GSEAGDALTGHEGVDHVTFTGSTGVGK T 3 2585.1994 2585.2005 0.0011 0 0.43 5.253 0.545 2159 1 39 104 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9885 K GSEAGDALTGHEGVDHVTFTGSTGVGK T 4 2585.1994 2585.2112 0.0118 0 4.56 1.802 0.04 518.2 2 37 156 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R HYAGWTDKVR G 3 1231.6098 1231.6129 0.0031 0 2.52 3.686 0.282 1710 2 25 36 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9999 R HYAGWTDKVR G 3 1231.6098 1231.6128 0.003 0 2.44 3.306 0.307 1135 6 22 36 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R IVVHEDVYEEMVSR M 3 1703.8188 1703.8202 0.0014 0 0.82 4.182 0.342 1934 1 27 52 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R IVVHEDVYEEMVSR M 3 1703.8188 1703.8211 0.0023 0 1.35 3.896 0.263 2029 1 27 52 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R IVVHEDVYEEMVSR M 3 1703.8188 1703.8209 0.0021 0 1.23 3.856 0.36 1484 1 25 52 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9976 R IVVHEDVYEEMVSR M 3 1719.8182 1719.8183 0.0001 0 0.06 2.545 0.168 513.1 9 19 52 2 0 1 IVVHEDVYEEM[147]VSR
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9544 R IVVHEDVYEEMVSR M 3 1703.8188 1703.8211 0.0023 0 1.35 2.506 0.033 502.1 30 20 52 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K LHAMADAIEAMKDELSMVESHDNGK T 4 2741.2459 2741.2461 0.0002 0 0.07 4.642 0.478 1343 1 45 144 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K LHAMADAIEAMKDELSMVESHDNGK T 4 2741.2459 2741.2498 0.0039 0 1.42 4.784 0.507 1724 1 53 144 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K LHAMADAIEAMKDELSMVESHDNGK T 4 2741.2459 2741.2471 0.0012 0 0.44 4.064 0.486 1348 1 49 144 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K LHAMADAIEAMKDELSMVESHDNGK T 4 2741.2459 2741.2681 0.0222 0 8.10 5.005 0.492 1722 1 52 144 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 K LHAMADAIEAMKDELSMVESHDNGK T 4 2741.2459 2741.2503 0.0044 0 1.61 4.603 0.52 1456 1 50 144 2 1 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 - MEYTGPTDLYIGGEWR E 2 1886.8509 1887.8654 1.0145 -1.0034 5.91 4.68 0.553 1451 1 23 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 - MEYTGPTDLYIGGEWR E 2 1886.8509 1887.8454 0.9945 -1.0034 -4.69 4.687 0.543 2261 1 24 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 - MEYTGPTDLYIGGEWR E 2 1886.8509 1887.8654 1.0145 -1.0034 5.91 5.132 0.588 2582 1 25 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 - MEYTGPTDLYIGGEWR E 2 1886.8509 1887.8654 1.0145 -1.0034 5.91 5.079 0.591 2581 1 25 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R TAADAVADVTLELGGK G 2 1529.7937 1529.8053 0.0116 0 7.58 4.104 0.477 2178 1 23 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 1 R TAADAVADVTLELGGK G 2 1529.7937 1530.8053 1.0116 -1.0034 5.39 4.51 0.473 2068 1 23 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9977 R TAADAVADVTLELGGK G 2 1529.7937 1529.8053 0.0116 0 7.58 2.873 0.073 784 2 17 30 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9994 K TPFEAGLEIDMVIDTFR H 2 1952.9553 1952.9624 0.0071 0 3.64 2.257 0.229 591.9 1 16 32 2 0 1
Q5UWD2_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY5 rrnB0246 483 64 18 64 0.9266 K TPFEAGLEIDMVIDTFR H 3 1952.9553 1953.9381 0.9828 -1.0034 -10.52 2.468 0.038 698.5 1 25 64 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 2 2660.3194 2660.326 0.0066 0 2.48 4.802 0.513 1862 1 25 48 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 4 2660.3194 2662.3206 2.0012 -2.0067 -2.07 5.068 0.351 2515 1 56 144 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 3 2660.3194 2660.3213 0.0019 0 0.71 6.606 0.501 2517 1 47 96 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 4 2660.3194 2660.3218 0.0024 0 0.90 5.585 0.322 2842 1 58 144 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 2 2660.3194 2660.3247 0.0053 0 1.99 4.971 0.473 1575 1 24 48 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 3 2660.3194 2660.3218 0.0024 0 0.90 6.613 0.453 2574 1 47 96 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 4 2660.3194 2660.3203 0.0009 0 0.34 4.739 0.328 2530 1 52 144 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AEGVENIIDVVANQGAEFPGEIHPR V 3 2660.3194 2660.3179 -0.0015 0 -0.56 6.879 0.513 2579 1 48 96 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.921 R AEGVENIIDVVANQGAEFPGEIHPR V 4 2660.3194 2661.3018 0.9824 -1.0034 -7.87 3.34 0.045 892.8 9 37 144 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R AMTPTGELPPWPELR H 2 1693.8498 1693.852 0.0022 0 1.30 2.984 0.389 759 1 18 28 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.9998 R AMTPTGELPPWPELR H 2 1693.8498 1693.8498 0 0 0.00 2.964 0.188 520.6 1 16 28 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.9116 R AMTPTGELPPWPELR H 2 1693.8498 1693.8535 0.0037 0 2.18 2.038 0.027 296.8 17 12 28 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GAIAMTQAATLVINGVEVDISK D 3 2200.1773 2200.1822 0.0049 0 2.23 4.102 0.421 2286 1 35 84 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GAIAMTQAATLVINGVEVDISKDR M 3 2471.3053 2471.3242 0.0189 0 7.65 5.663 0.47 1547 1 35 92 2 1 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GAIAMTQAATLVINGVEVDISKDR M 3 2471.3053 2471.3098 0.0045 0 1.82 5.452 0.472 1328 1 32 92 2 1 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GASAAGLIAVDGPYDDIR D 2 1759.874 1760.8854 1.0114 -1.0034 4.57 4.519 0.477 1539 1 23 34 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GASAAGLIAVDGPYDDIR D 2 1759.874 1759.8854 0.0114 0 6.48 3.154 0.312 781.7 1 21 34 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GASAAGLIAVDGPYDDIRDVEGYRER M 3 2764.3416 2764.3467 0.0051 0 1.84 4.661 0.316 806.4 1 33 100 2 2 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.9999 R GASAAGLIAVDGPYDDIRDVEGYRER M 3 2764.3416 2764.3443 0.0027 0 0.98 4.281 0.285 782 1 33 100 2 2 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GLQAPDVWVPDNEDATAPNMR A 2 2311.0584 2311.0589 0.0005 0 0.22 4.936 0.531 1079 1 25 40 2 0 1 GLQAPDVWVPDNEDATAPNM[147]R
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GLQAPDVWVPDNEDATAPNMR A 2 2295.059 2295.0506 -0.0084 0 -3.66 4.867 0.533 1178 1 27 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GLQAPDVWVPDNEDATAPNMR A 2 2295.059 2295.0586 -0.0004 0 -0.17 5.04 0.535 1153 1 27 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GLQAPDVWVPDNEDATAPNMR A 2 2311.0584 2311.0523 -0.0061 0 -2.64 3.853 0.618 707.4 1 21 40 2 0 1 GLQAPDVWVPDNEDATAPNM[147]R
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GLQAPDVWVPDNEDATAPNMR A 2 2295.059 2295.0628 0.0038 0 1.66 4.768 0.518 1151 1 27 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R GLQAPDVWVPDNEDATAPNMR A 2 2295.059 2295.0596 0.0006 0 0.26 4.867 0.532 1122 1 26 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GMTGIWSLTPGQVVEANTAPLPPK T 2 2463.2832 2463.2854 0.0022 0 0.89 3.776 0.495 505.2 1 21 46 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GMTGIWSLTPGQVVEANTAPLPPK T 2 2463.2832 2463.2903 0.0071 0 2.88 4.119 0.57 699.5 1 24 46 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GMTGIWSLTPGQVVEANTAPLPPK T 2 2463.2832 2463.2923 0.0091 0 3.69 3.897 0.527 654.2 1 24 46 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K GMTGIWSLTPGQVVEANTAPLPPK T 2 2463.2832 2463.2937 0.0105 0 4.26 4.015 0.526 578.2 1 22 46 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R LELDEDELTEELLDR T 2 1830.8734 1830.8782 0.0048 0 2.62 4.476 0.529 2711 1 24 28 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R LELDEDELTEELLDR T 2 1830.8734 1830.8786 0.0052 0 2.84 4.077 0.46 1997 1 21 28 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R MFLLVDGEVDYTK D 2 1528.7483 1529.7654 1.0171 -1.0034 8.99 4.138 0.48 2061 1 21 24 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R MWDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER A 4 4995.2756 4995.273 -0.0026 0 -0.52 6.933 0.463 1894 1 58 246 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R MWDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER A 4 5011.275 5012.3023 1.0273 -1.0034 4.78 5.885 0.438 1925 1 55 246 2 0 1 M[147]WDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R MWDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER A 4 4995.2756 4995.2906 0.015 0 3.00 6.867 0.537 2048 1 58 246 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R MWDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER A 4 5011.275 5012.2544 0.9794 -1.0034 -4.78 5.938 0.454 2045 1 59 246 2 0 1 M[147]WDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R MWDEATYQAAQTPITLFQDVYEHRPDQHEELAEMYGADIVER A 4 4995.2756 4995.3028 0.0272 0 5.45 6.383 0.452 1906 1 57 246 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0645 0.0046 0 1.96 5.176 0.43 1411 1 28 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0655 0.0056 0 2.39 3.69 0.247 852.2 1 23 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.064 0.0041 0 1.75 3.78 0.256 1053 1 25 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0681 0.0082 0 3.49 4.083 0.29 1406 1 28 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0642 0.0043 0 1.83 4.87 0.483 1582 1 29 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0662 0.0063 0 2.68 5.056 0.458 1377 1 28 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0657 0.0058 0 2.47 5.242 0.47 1598 1 29 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2363.0593 2363.0572 -0.0021 0 -0.89 3.575 0.47 583.3 1 20 40 2 0 1 TAYIPSM[147]TDIVDSMEEFEAAK
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2347.0599 2347.0711 0.0112 0 4.77 3.919 0.233 998.9 1 25 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TAYIPSMTDIVDSMEEFEAAK E 2 2363.0593 2363.0628 0.0035 0 1.48 3.49 0.363 795.5 1 23 40 2 0 1 TAYIPSM[147]TDIVDSMEEFEAAK
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.9999 R TAYIPSMTDIVDSMEEFEAAK E 2 2363.0593 2363.0501 -0.0092 0 -3.89 3.143 0.224 411.5 1 17 40 2 0 1 TAYIPSM[147]TDIVDSMEEFEAAK
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TFFTSPTAVDGEEDSAK M 2 1800.8054 1800.803 -0.0024 0 -1.33 4.793 0.511 1364 1 25 32 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TFFTSPTAVDGEEDSAK M 2 1800.8054 1800.8085 0.0031 0 1.72 4.774 0.547 1410 1 25 32 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TFFTSPTAVDGEEDSAK M 2 1800.8054 1800.8064 0.001 0 0.56 4.09 0.614 1376 1 25 32 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R TFFTSPTAVDGEEDSAK M 2 1800.8054 1800.8089 0.0035 0 1.94 3.883 0.607 1508 1 26 32 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K TGSWLLEAGGQEVELEAQDGK Q 2 2216.0597 2216.0637 0.004 0 1.81 5.452 0.55 2170 1 26 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K TGSWLLEAGGQEVELEAQDGK Q 2 2216.0597 2216.0596 -0.0001 0 -0.05 5.316 0.554 2208 1 26 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K TGSWLLEAGGQEVELEAQDGK Q 2 2216.0597 2216.0615 0.0018 0 0.81 5.353 0.548 2202 1 26 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 K TGSWLLEAGGQEVELEAQDGK Q 2 2216.0597 2216.0601 0.0004 0 0.18 5.308 0.564 2140 1 26 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.9995 K TGSWLLEAGGQEVELEAQDGK Q 2 2216.0597 2216.0623 0.0026 0 1.17 3.85 0.04 1513 1 22 40 2 0 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R YKGFQQMLEITDPENGAVEHIDGFVIPEVGDIDDWKK A 4 4232.0412 4232.0572 0.016 0 3.78 6.723 0.445 1842 1 63 216 2 1 1



Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R YKGFQQMLEITDPENGAVEHIDGFVIPEVGDIDDWKK A 4 4232.0412 4234.0508 2.0096 -2.0067 0.69 7.615 0.519 1323 1 53 216 2 1 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R YKGFQQMLEITDPENGAVEHIDGFVIPEVGDIDDWKK A 4 4232.0412 4232.0474 0.0062 0 1.47 7.548 0.582 1412 1 58 216 2 1 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 1 R YKGFQQMLEITDPENGAVEHIDGFVIPEVGDIDDWKK A 4 4232.0412 4232.0635 0.0223 0 5.27 7.469 0.544 1392 1 59 216 2 1 1
Q5V0X0_HALMA 1 Malate synthase  aceB rrnAC1965 435 69.2 15 64 0.9523 R YKGFQQMLEITDPENGAVEHIDGFVIPEVGDIDDWKK A 5 4232.0412 4234.0635 2.0223 -2.0067 3.69 3.336 0.133 688.2 25 51 288 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 M SPEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3487.5791 3487.5803 0.0012 0 0.34 5.122 0.563 1370 1 23 58 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9344 D ATVAVQGYGNAGSVAAK L 2 1562.8052 1561.687 -1.1182 1 -75.63 2.357 0.507 188.9 1 19 32 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K DIEDATVAVQGYGNAGSVAAK L 2 2034.9858 2034.9846 -0.0012 0 -0.59 5.717 0.558 3420 1 30 40 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K DIEDATVAVQGYGNAGSVAAK L 2 2034.9858 2034.9899 0.0041 0 2.01 5.473 0.554 3352 1 30 40 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9999 K DIEDATVAVQGYGNAGSVAAK L 2 2034.9858 2034.9796 -0.0062 0 -3.05 2.591 0.322 564.9 1 19 40 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.999 R DIPAPDVNTGQR E 2 1281.6313 1281.6323 0.001 0 0.78 1.951 0.234 282.4 1 17 22 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9983 R DIPAPDVNTGQR E 2 1281.6313 1281.6308 -0.0005 0 -0.39 1.647 0.27 275.5 1 17 22 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K DTYETLENTTEPGVITGK A 2 1966.9371 1966.9383 0.0012 0 0.61 3.635 0.476 1123 1 22 34 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K DTYETLENTTEPGVITGK A 2 1966.9371 1966.9424 0.0053 0 2.69 4.089 0.46 783.6 1 19 34 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K DTYETLENTTEPGVITGK A 2 1966.9371 1966.9376 0.0005 0 0.25 2.998 0.397 569.6 1 15 34 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9998 K DTYETLENTTEPGVITGK A 2 1966.9371 1966.9383 0.0012 0 0.61 3.074 0.179 1027 1 22 34 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R DVAVFPDILANAGGVTVSYFEWVQNR Q 3 2866.429 2866.4365 0.0075 0 2.62 3.395 0.311 554 1 25 100 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9991 R DVAVFPDILANAGGVTVSYFEWVQNR Q 3 2866.429 2866.4336 0.0046 0 1.60 2.327 0.262 490.8 6 23 100 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R DVQADIVVEAANGPLTPNADDVFTER D 2 2755.33 2755.3301 0.0001 0 0.04 5.16 0.527 1104 1 26 50 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R DVQADIVVEAANGPLTPNADDVFTER D 2 2755.33 2755.3311 0.0011 0 0.40 4.809 0.655 1167 1 26 50 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9991 R DVQADIVVEAANGPLTPNADDVFTER D 3 2755.33 2755.3394 0.0094 0 3.41 2.725 0.245 348.1 20 26 100 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9998 R EAFDYLGKDIEDATVAVQGYGNAGSVAAK L 3 2958.4247 2959.448 1.0233 -1.0034 6.74 3.947 0.329 507.5 2 25 112 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R EMNWIKDTYETLENTTEPGVITGK A 2 2768.3214 2768.3382 0.0168 0 6.07 4.83 0.549 1356 1 24 46 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.999 K GGIEIDPR Q 2 855.445 855.4465 0.0015 0 1.75 2.167 0.198 728 7 11 14 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9985 K GGIEIDPR Q 2 855.445 855.4477 0.0027 0 3.16 2.261 0.152 752.1 6 11 14 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.998 K GGIEIDPR Q 2 855.445 855.4458 0.0008 0 0.94 2.42 0.101 738.2 6 11 14 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.993 K GGIEIDPR Q 2 855.445 855.4449 -0.0001 0 -0.12 2.039 0.126 659 14 10 14 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K LIEDLGANIVAVSDSSGAVYNPDGLGAR D 2 2772.393 2772.4019 0.0089 0 3.21 5.005 0.565 1686 1 28 54 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K LIEDLGANIVAVSDSSGAVYNPDGLGAR D 2 2772.393 2772.4038 0.0108 0 3.90 5.244 0.574 1963 1 30 54 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 K LIEDLGANIVAVSDSSGAVYNPDGLGAR D 3 2772.393 2772.4016 0.0086 0 3.10 3.44 0.384 581.6 1 31 108 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9372 R LIIGEDR D 2 814.4548 814.4654 0.0106 0 13.01 1.598 0.033 355.7 2 10 12 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R LIIGEDRDIPAPDVNTGQR E 3 2078.0756 2078.0774 0.0018 0 0.87 3.688 0.393 1804 1 38 72 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R LIIGEDRDIPAPDVNTGQR E 3 2078.0756 2078.0799 0.0043 0 2.07 3.28 0.334 926.2 1 30 72 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R LIIGEDRDIPAPDVNTGQR E 3 2078.0756 2078.0799 0.0043 0 2.07 3.019 0.369 1048 1 31 72 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9999 R LIIGEDRDIPAPDVNTGQR E 2 2078.0756 2078.0855 0.0099 0 4.76 3.65 0.357 852.2 1 20 36 2 1 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 - MSPEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3618.6195 3618.6172 -0.0023 0 -0.64 6.016 0.441 1894 1 37 120 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9889 - MSPEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3618.6195 3620.6182 1.9987 -2.0067 -2.21 2.889 0.133 414.1 1 24 120 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3400.547 3400.5432 -0.0038 0 -1.12 6.28 0.52 2762 1 40 112 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3400.547 3400.5415 -0.0055 0 -1.62 5.863 0.505 2569 1 41 112 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3400.547 3400.5515 0.0045 0 1.32 5.388 0.495 1525 1 25 56 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3400.547 3400.5535 0.0065 0 1.91 4.764 0.597 1354 1 24 56 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3400.547 3400.5542 0.0072 0 2.12 5.29 0.525 1229 1 23 56 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3400.547 3400.5547 0.0077 0 2.26 4.713 0.626 1169 1 23 56 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9996 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3400.547 3400.4839 -0.0631 0 -18.56 4.09 0.394 1264 1 35 112 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9989 S PEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3400.547 3400.5515 0.0045 0 1.32 4.057 0.293 908.5 1 21 56 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9166 R QYSASEIER I 2 1081.504 1081.5036 -0.0004 0 -0.37 1.455 0.127 182.5 14 11 16 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 M SPEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3487.5791 3487.5886 0.0095 0 2.72 5.165 0.608 1528 1 24 58 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 M SPEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3487.5791 3487.5703 -0.0088 0 -2.52 6.285 0.544 1705 1 35 116 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 M SPEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3487.5791 3488.5855 1.0064 -1.0034 0.87 4.547 0.636 1388 1 23 58 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 M SPEVNPFESLQEQIDDASDYLEYSTDVLER L 2 3487.5791 3489.6055 2.0264 -2.0067 5.65 5.044 0.57 1387 1 24 58 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9997 M SPEVNPFESLQEQIDDASDYLEYSTDVLER L 3 3487.5791 3488.5879 1.0088 -1.0034 1.56 4.532 0.461 668.6 1 28 116 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9805 R SQFNGDRGPYKGGIR Y 3 1650.8226 1650.8209 -0.0017 0 -1.03 2.327 0.161 375 19 22 56 2 2 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R TAMYVVAIQR V 2 1150.6168 1150.6216 0.0048 0 4.17 3.086 0.378 1442 1 17 18 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9847 L VETYEETGAPNFR T 2 1511.6892 1511.6853 -0.0039 0 -2.58 2.469 0.287 527.6 1 15 24 1 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VLETNLSVEMDDGSVEVFR A 2 2154.0195 2154.0166 -0.0029 0 -1.35 3.627 0.449 1050 1 21 36 2 0 1 VLETNLSVEM[147]DDGSVEVFR
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VNDELETIITNAFDDLVETYEETGAPNFR T 2 3314.5466 3315.5611 1.0145 -1.0034 3.36 3.711 0.535 853.6 1 22 56 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VNDELETIITNAFDDLVETYEETGAPNFR T 2 3314.5466 3315.5454 0.9988 -1.0034 -1.37 3.668 0.543 654 1 20 56 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VNDELETIITNAFDDLVETYEETGAPNFR T 2 3314.5466 3314.5489 0.0023 0 0.69 3.623 0.575 727.3 1 21 56 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VNDELETIITNAFDDLVETYEETGAPNFR T 3 3314.5466 3315.5479 1.0013 -1.0034 -0.62 4.084 0.403 372.1 1 27 112 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VNDELETIITNAFDDLVETYEETGAPNFR T 2 3314.5466 3315.5454 0.9988 -1.0034 -1.37 3.722 0.607 1071 1 22 56 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 1 R VNDELETIITNAFDDLVETYEETGAPNFR T 3 3314.5466 3314.5598 0.0132 0 3.98 4.121 0.404 303.4 6 24 112 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9999 R VNDELETIITNAFDDLVETYEETGAPNFR T 2 3314.5466 3314.5554 0.0088 0 2.65 2.925 0.238 406 1 16 56 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9998 R VNDELETIITNAFDDLVETYEETGAPNFR T 4 3314.5466 3315.5711 1.0245 -1.0034 6.38 3.596 0.3 692.6 3 35 168 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9996 R VNDELETIITNAFDDLVETYEETGAPNFR T 3 3314.5466 3315.5503 1.0037 -1.0034 0.11 3.637 0.237 371.2 1 25 112 2 0 1
Q5V3Y8_HALMA 1 NAD(P)-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA2 rrnAC0775 418 67.5 23 64 0.9992 R VNDELETIITNAFDDLVETYEETGAPNFR T 4 3314.5466 3314.5484 0.0018 0 0.54 3.262 0.118 1201 1 38 168 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R DIDQFSYNMLFDEK M 2 1763.7712 1764.7654 0.9942 -1.0034 -5.19 4.381 0.408 2427 1 22 26 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R DIDQFSYNMLFDEK M 2 1763.7712 1764.7654 0.9942 -1.0034 -5.19 4.292 0.447 2121 1 21 26 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R EHQAQMVEILDPADEVR I 2 1978.9418 1978.9472 0.0054 0 2.73 4.142 0.494 1554 1 24 32 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R EHQAQMVEILDPADEVR I 2 1978.9418 1979.95 1.0082 -1.0034 2.45 4.047 0.459 845.2 1 18 32 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9979 R EHQAQMVEILDPADEVR I 3 1978.9418 1978.945 0.0032 0 1.62 3.392 0.077 1111 1 27 64 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9833 R EHQAQMVEILDPADEVR I 3 1978.9418 1978.9433 0.0015 0 0.76 2.948 0.038 798.3 7 23 64 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9229 R EHQAQMVEILDPADEVR I 3 1978.9418 1980.9381 1.9963 -2.0067 -5.26 3.286 0.04 589.7 34 21 64 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9212 R EVTDVFLR F 2 977.5182 977.5202 0.002 0 2.05 1.484 0.062 420.6 2 11 14 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R FEDGEVVEHSAGK N 2 1402.6364 1402.6405 0.0041 0 2.92 4.122 0.475 2326 1 21 24 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R FEDGEVVEHSAGK N 3 1402.6364 1402.6389 0.0025 0 1.78 2.734 0.327 851.6 1 26 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R FEDGEVVEHSAGK N 2 1402.6364 1402.6371 0.0007 0 0.50 4.001 0.493 2704 1 22 24 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 R FEDGEVVEHSAGK N 3 1402.6364 1402.6361 -0.0003 0 -0.21 2.344 0.3 877.5 1 27 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 R FEDGEVVEHSAGK N 3 1402.6364 1402.6374 0.001 0 0.71 2.345 0.285 915.6 1 27 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.947 R FEDGEVVEHSAGK N 2 1402.6364 1402.6371 0.0007 0 0.50 1.841 0.057 576.3 5 13 24 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R FEDGEVVEHSAGKNEDLLTEVLSTDDGASR L 3 3218.4851 3218.4932 0.0081 0 2.52 5.933 0.365 2933 1 48 116 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R FEDGEVVEHSAGKNEDLLTEVLSTDDGASR L 3 3218.4851 3218.4893 0.0042 0 1.30 6.002 0.432 2590 1 45 116 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 R FEDGEVVEHSAGKNEDLLTEVLSTDDGASR L 4 3218.4851 3218.4939 0.0088 0 2.73 3.544 0.242 960 1 42 174 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9995 R FEDGEVVEHSAGKNEDLLTEVLSTDDGASR L 4 3218.4851 3218.492 0.0069 0 2.14 3.586 0.174 1335 1 46 174 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9533 R FEDGEVVEHSAGKNEDLLTEVLSTDDGASR L 4 3218.4851 3218.4864 0.0013 0 0.40 2.733 0.008 840.5 3 37 174 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R GANPLVVQDR L 2 1067.5723 1067.5719 -0.0004 0 -0.37 2.932 0.364 906.6 1 15 18 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R GANPLVVQDR L 2 1067.5723 1067.5653 -0.007 0 -6.56 2.856 0.331 1021 1 15 18 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R GANPLVVQDR L 2 1067.5723 1067.5728 0.0005 0 0.47 2.959 0.435 922.4 1 15 18 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R GANPLVVQDR L 2 1067.5723 1067.5653 -0.007 0 -6.56 2.615 0.38 662.3 1 13 18 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K GSDNVTETSDVDPETTAAYQQSQQPLLNER L 2 3292.4967 3293.491 0.9943 -1.0034 -2.75 3.196 0.434 671.1 1 19 58 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K GSDNVTETSDVDPETTAAYQQSQQPLLNER L 3 3292.4967 3292.5081 0.0114 0 3.46 5.082 0.57 1416 1 40 116 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K GSDNVTETSDVDPETTAAYQQSQQPLLNER L 3 3292.4967 3293.4981 1.0014 -1.0034 -0.59 5.432 0.581 1828 1 40 116 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K GSDNVTETSDVDPETTAAYQQSQQPLLNER L 3 3292.4967 3294.5117 2.015 -2.0067 2.52 5.192 0.505 1323 1 36 116 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2661.2219 2.0049 -2.0067 -0.68 4.713 0.494 1507 1 24 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2232 0.0062 0 2.33 4.918 0.632 1806 1 26 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2273 0.0103 0 3.87 5.082 0.615 1586 1 25 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2176 0.0006 0 0.23 4.029 0.38 1014 1 22 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 3 2659.217 2659.2222 0.0052 0 1.96 4.301 0.447 1169 1 32 96 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2266 0.0096 0 3.61 4.54 0.569 1537 1 25 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 3 2659.217 2659.2217 0.0047 0 1.77 5.553 0.536 1470 1 34 96 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2168 -0.0002 0 -0.08 4.988 0.627 1506 1 26 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2675.2164 2675.2185 0.0021 0 0.78 3.48 0.584 1366 1 24 48 2 0 1 IVSGETTDVTM[147]SVTGNETLNDYGEK
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2675.2164 2676.2102 0.9938 -1.0034 -3.57 4.709 0.591 1752 1 25 48 2 0 1 IVSGETTDVTM[147]SVTGNETLNDYGEK
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2222 0.0052 0 1.96 3.837 0.267 1186 1 23 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2659.2254 0.0084 0 3.16 4.827 0.63 1680 1 26 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9989 R IVSGETTDVTMSVTGNETLNDYGEK N 2 2659.217 2660.1262 0.9092 -1.0034 -35.41 2.301 0.301 135 1 19 48 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K MGDTVHMAVGR S 2 1172.543 1172.5454 0.0024 0 2.05 3.563 0.409 1232 1 17 20 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K NEDLLTEVLSTDDGASR L 2 1833.8592 1833.8623 0.0031 0 1.69 3.835 0.55 1594 1 24 32 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K NEDLLTEVLSTDDGASR L 2 1833.8592 1833.8625 0.0033 0 1.80 4.863 0.539 1590 1 24 32 2 0 1



Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 4 3366.6884 3366.6985 0.0101 0 3.00 2.923 0.32 859 1 50 180 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 3 3366.6884 3366.6973 0.0089 0 2.64 2.822 0.332 539.5 1 36 120 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 3 3366.6884 3366.698 0.0096 0 2.85 3.234 0.373 425.3 1 33 120 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 4 3366.6884 3366.6968 0.0084 0 2.50 2.49 0.232 767.4 1 50 180 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 3 3366.6884 3366.6973 0.0089 0 2.64 3.139 0.293 562.7 1 35 120 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 4 3366.6884 3368.6909 2.0025 -2.0067 -1.25 2.9 0.292 676.1 1 47 180 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 K NLPGGEVFTAPVPDSVEGEVLFDKPLYHQGR E 3 3366.6884 3366.6922 0.0038 0 1.13 2.934 0.294 437.4 1 33 120 2 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R NRDEFETPSHIEALYEEMDAYIAIK G 3 2983.3909 2983.3982 0.0073 0 2.45 6.187 0.571 4074 1 43 96 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R NRDEFETPSHIEALYEEMDAYIAIK G 3 2983.3909 2983.3838 -0.0071 0 -2.38 5.596 0.471 3368 1 41 96 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 R NRDEFETPSHIEALYEEMDAYIAIK G 4 2983.3909 2983.3709 -0.02 0 -6.70 3.941 0.325 1678 1 46 144 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 R NRDEFETPSHIEALYEEMDAYIAIK G 4 2983.3909 2983.3823 -0.0086 0 -2.88 3.527 0.256 1615 1 45 144 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9999 R NRDEFETPSHIEALYEEMDAYIAIK G 4 2983.3909 2983.397 0.0061 0 2.04 4.173 0.268 1597 1 44 144 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9993 R NRDEFETPSHIEALYEEMDAYIAIK G 4 2983.3909 2985.4109 2.02 -2.0067 4.46 3.741 0.217 1467 1 43 144 2 1 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 1 D PETTAAYQQSQQPLLNER L 2 2073.0127 2073.0095 -0.0032 0 -1.54 5.255 0.538 1589 1 24 34 1 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.9998 D PETTAAYQQSQQPLLNER L 2 2073.0127 2074.0183 1.0056 -1.0034 1.09 4.701 0.511 1307 1 23 34 1 0 1
Q5UZ11_HALMA 1 Aminopeptidase  pepB3 rrnAC2726 363 58.1 14 63 0.998 D PETTAAYQQSQQPLLNER L 2 2073.0127 2073.0095 -0.0032 0 -1.54 3.653 0.29 1154 1 20 34 1 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3364.5436 3366.5479 2.0043 -2.0067 -0.71 4.935 0.418 1232 1 41 112 2 1 1 IDLPDSEVPSVEEVKDEIDSLDDEFEM[147]VR
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K DFYDGRDEITVFK F 2 1603.7518 1603.7547 0.0029 0 1.81 3.519 0.449 1116 1 19 24 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9999 K DFYDGRDEITVFK F 2 1603.7518 1603.7565 0.0047 0 2.93 3.681 0.354 1188 1 20 24 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9595 K DFYDGRDEITVFK F 3 1603.7518 1603.7532 0.0014 0 0.87 1.961 0.129 271.6 4 20 48 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K FSSSEDEGFEPDTPLAEALNELTETVESQQFSGGNEGK N 3 4074.7978 4074.8135 0.0157 0 3.85 3.562 0.326 353.1 1 25 148 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K FSSSEDEGFEPDTPLAEALNELTETVESQQFSGGNEGK N 3 4074.7978 4076.7979 2.0001 -2.0067 -1.62 4.861 0.477 515.4 1 32 148 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K FSSSEDEGFEPDTPLAEALNELTETVESQQFSGGNEGK N 3 4074.7978 4076.7979 2.0001 -2.0067 -1.62 5.305 0.514 890.5 1 38 148 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K FSSSEDEGFEPDTPLAEALNELTETVESQQFSGGNEGK N 3 4074.7978 4074.7959 -0.0019 0 -0.47 4.842 0.475 1028 1 39 148 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9999 K FSSSEDEGFEPDTPLAEALNELTETVESQQFSGGNEGK N 3 4074.7978 4075.8081 1.0103 -1.0034 1.71 4.027 0.309 557.7 1 32 148 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3348.5442 3350.5581 2.0139 -2.0067 2.15 4.561 0.377 1043 1 39 112 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3348.5442 3348.5545 0.0103 0 3.08 5.92 0.509 1971 1 47 112 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3364.5436 3364.5396 -0.004 0 -1.19 5.273 0.485 1477 1 40 112 2 1 1 IDLPDSEVPSVEEVKDEIDSLDDEFEM[147]VR
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3348.5442 3348.5471 0.0029 0 0.87 5.185 0.436 1415 1 40 112 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3348.5442 3348.5503 0.0061 0 1.82 5.268 0.52 1259 1 40 112 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3364.5436 3364.5462 0.0026 0 0.77 5.264 0.415 985.1 1 39 112 2 1 1 IDLPDSEVPSVEEVKDEIDSLDDEFEM[147]VR
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3364.5436 3364.5362 -0.0074 0 -2.20 4.414 0.444 1478 1 43 112 2 1 1 IDLPDSEVPSVEEVKDEIDSLDDEFEM[147]VR
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IGKIDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 3 3646.7447 3646.751 0.0063 0 1.73 6.469 0.446 3444 1 49 124 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K IGKIDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 4 3646.7447 3646.76 0.0153 0 4.20 4.706 0.384 2038 1 54 186 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9955 K IGKIDLPDSEVPSVEEVKDEIDSLDDEFEMVR R 4 3646.7447 3648.771 2.0263 -2.0067 5.37 3.581 0.131 719.7 1 40 186 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R ILSFSQEMMK D 2 1212.5882 1212.591 0.0028 0 2.31 2.725 0.457 624.6 1 15 18 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R ILSFSQEMMK D 2 1212.5882 1212.5897 0.0015 0 1.24 2.924 0.287 593.9 1 15 18 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9337 R ILSFSQEMMK D 2 1244.587 1244.5653 -0.0217 0 -17.44 1.633 0.081 339.5 7 12 18 2 0 1 ILSFSQEM[147]M[147]K
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9942 R ILSFSQEMMKDFYDGR D 3 1965.8964 1966.8988 1.0024 -1.0034 -0.48 1.981 0.28 366.4 1 23 60 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9326 R ILSFSQEMMKDFYDGR D 3 1965.8964 1966.9282 1.0318 -1.0034 14.47 2.164 0.204 238.4 44 21 60 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R ILSFSQEMMKDFYDGRDEITVFK F 3 2798.3295 2798.334 0.0045 0 1.61 4.336 0.373 1800 1 38 88 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R ILSFSQEMMKDFYDGRDEITVFK F 3 2798.3295 2798.3391 0.0096 0 3.43 3.887 0.354 1124 1 34 88 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9975 R ILSFSQEMMKDFYDGRDEITVFK F 4 2798.3295 2798.3323 0.0028 0 1.00 1.153 0.139 379.7 1 38 132 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9959 R ILSFSQEMMKDFYDGRDEITVFK F 4 2798.3295 2798.3311 0.0016 0 0.57 1.17 0.115 335.1 1 37 132 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9303 R ILSFSQEMMKDFYDGRDEITVFK F 4 2798.3295 2798.3306 0.0011 0 0.39 1.026 0.031 312 4 35 132 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K LTDTNALENSR I 2 1232.5997 1232.6004 0.0007 0 0.57 3.082 0.378 1023 1 17 20 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K LTDTNALENSR I 2 1232.5997 1232.601 0.0013 0 1.05 3.095 0.38 895.4 1 16 20 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K LTDTNALENSR I 2 1232.5997 1232.6054 0.0057 0 4.62 2.966 0.33 983.8 1 17 20 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9996 K NLKETAIVDEAAEK M 3 1529.7937 1529.7919 -0.0018 0 -1.18 2.95 0.281 1078 12 24 52 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8477 0.0071 0 4.40 3.717 0.491 1054 1 20 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8448 0.0042 0 2.60 3.526 0.481 1145 1 21 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8427 0.0021 0 1.30 3.69 0.528 1130 1 21 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8426 0.002 0 1.24 4.462 0.499 1273 1 22 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9999 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8448 0.0042 0 2.60 3.147 0.191 671.6 1 17 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9998 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8427 0.0021 0 1.30 3.017 0.19 768.5 1 18 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9997 K QGLVDQWIPDFIGK L 2 1614.8406 1614.8408 0.0002 0 0.12 2.841 0.176 779.9 1 18 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYR E 3 1719.8064 1719.808 0.0016 0 0.93 3.645 0.349 1980 1 29 56 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYR E 3 1719.8064 1719.8068 0.0004 0 0.23 4.065 0.386 2166 1 29 56 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYR E 2 1719.8064 1719.8063 -0.0001 0 -0.06 4.21 0.299 1399 1 24 28 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYR E 2 1719.8064 1719.8067 0.0003 0 0.17 3.604 0.355 1222 1 23 28 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYR E 3 1719.8064 1719.8069 0.0005 0 0.29 3.815 0.404 2164 1 29 56 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYREK G 3 1976.9439 1976.9456 0.0017 0 0.86 5.358 0.45 1822 1 35 64 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYREK G 3 1976.9439 1976.9435 -0.0004 0 -0.20 5.262 0.388 1860 1 35 64 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYREK G 3 1976.9439 1976.9469 0.003 0 1.52 5.621 0.449 1872 1 35 64 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R RVEDDPVSGGELEYREK G 3 1976.9439 1977.9508 1.0069 -1.0034 1.80 5.058 0.361 1487 1 31 64 2 1 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9714 R RVEDDPVSGGELEYREKGR T 4 2190.0665 2190.0686 0.0021 0 0.96 1.864 0.003 558.3 1 34 108 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R VEDDPVSGGELEYR E 2 1563.7053 1563.7067 0.0014 0 0.90 4.265 0.474 1871 1 20 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9999 R VEDDPVSGGELEYREKGR T 4 2033.9654 2033.9646 -0.0008 0 -0.39 3.48 0.242 973.6 1 36 102 2 2 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R VFYFENGMFAFESK Q 2 1714.7701 1714.7702 0.0001 0 0.06 4.44 0.526 2107 1 20 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R VFYFENGMFAFESK Q 2 1714.7701 1714.7761 0.006 0 3.50 4.655 0.54 2141 1 20 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R VFYFENGMFAFESK Q 2 1714.7701 1714.7724 0.0023 0 1.34 3.552 0.553 2025 1 20 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R VFYFENGMFAFESK Q 2 1714.7701 1714.773 0.0029 0 1.69 2.732 0.336 874.6 1 16 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 1 R VFYFENGMFAFESK Q 2 1714.7701 1715.7709 1.0008 -1.0034 -1.49 3.073 0.418 1048 1 17 26 2 0 1
Q5V263_HALMA 1 Hypothetical protein  rrnAC1464 rrnAC1464 278 59.4 18 63 0.9994 R VFYFENGMFAFESK Q 2 1730.7695 1731.749 0.9795 -1.0034 -13.78 3.456 0.177 962.8 1 20 26 2 0 1 VFYFENGM[147]FAFESK
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9996 R EQFGKPIAGYQLQQEK L 3 1862.9526 1862.9518 -0.0008 0 -0.43 3.427 0.156 1226 1 25 60 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 3 2834.4165 2834.4136 -0.0029 0 -1.02 3.29 0.387 689.4 1 29 104 2 0 1 ASITGEISLQNAHVPEENVLPGVEGM[147]K
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 3 2818.4171 2818.4209 0.0038 0 1.35 5.014 0.569 1827 1 41 104 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 3 2818.4171 2818.4234 0.0063 0 2.24 4.855 0.398 1283 1 37 104 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 3 2818.4171 2818.4226 0.0055 0 1.95 4.759 0.566 1781 1 42 104 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 3 2834.4165 2834.4114 -0.0051 0 -1.80 4.023 0.476 996.4 1 35 104 2 0 1 ASITGEISLQNAHVPEENVLPGVEGM[147]K
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 2 2818.4171 2818.4224 0.0053 0 1.88 4.139 0.508 689.3 1 21 52 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R ASITGEISLQNAHVPEENVLPGVEGMK G 3 2818.4171 2818.4265 0.0094 0 3.34 4.632 0.467 1337 1 37 104 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R DADGYVLNGSK T 2 1137.5302 1137.5291 -0.0011 0 -0.97 3.133 0.284 1340 1 17 20 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9999 R DADGYVLNGSK T 2 1137.5302 1137.5318 0.0016 0 1.41 2.97 0.241 1229 1 17 20 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R DGVTTNKIDEKLSLR A 3 1687.9104 1687.9127 0.0023 0 1.36 3.584 0.347 1838 1 32 56 2 2 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R EMLGGNGITADYSPMR H 2 1710.7705 1710.7694 -0.0011 0 -0.64 4.35 0.473 1351 1 20 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R EMLGGNGITADYSPMR H 2 1710.7705 1710.772 0.0015 0 0.88 4.119 0.512 1370 1 21 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R EMLGGNGITADYSPMR H 2 1710.7705 1710.7737 0.0032 0 1.87 3.646 0.398 656.4 1 16 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R EMLGGNGITADYSPMR H 2 1710.7705 1710.771 0.0005 0 0.29 4.444 0.507 1488 1 21 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R EMLGGNGITADYSPMR H 2 1742.7693 1742.7647 -0.0046 0 -2.64 2.561 0.468 705.6 1 17 30 2 0 1 EM[147]LGGNGITADYSPM[147]R
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R EMLGGNGITADYSPMR H 2 1726.7699 1726.7672 -0.0027 0 -1.56 3.797 0.459 840 1 20 30 2 0 1 EM[147]LGGNGITADYSPMR
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.999 R EMLGGNGITADYSPMR H 2 1726.7699 1726.7776 0.0077 0 4.46 3.197 0.064 919.8 1 18 30 2 0 1 EMLGGNGITADYSPM[147]R
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.999 R EQFGKPIAGYQLQQEK L 3 1862.9526 1862.9547 0.0021 0 1.13 2.673 0.168 1191 1 24 60 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9904 K ERGDLRPEQVSMAK R 4 1614.8148 1614.8162 0.0014 0 0.87 2.101 0.133 625.4 9 28 78 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9762 K ERGDLRPEQVSMAK R 3 1614.8148 1614.819 0.0042 0 2.60 2.016 0.162 381.9 6 23 52 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9555 K ERGDLRPEQVSMAK R 3 1614.8148 1614.8173 0.0025 0 1.55 2.006 0.096 484.2 1 23 52 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9999 R GDLRPEQVSMAK R 2 1329.6711 1329.6714 0.0003 0 0.23 2.285 0.431 108.8 163 12 22 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9988 R GDLRPEQVSMAK R 2 1329.6711 1329.6719 0.0008 0 0.60 2.076 0.35 87.1 262 11 22 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9923 R GDLRPEQVSMAK R 2 1329.6711 1329.6698 -0.0013 0 -0.98 1.887 0.243 89.3 91 11 22 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9903 R GDLRPEQVSMAK R 2 1329.6711 1329.6699 -0.0012 0 -0.90 1.939 0.255 90.9 350 11 22 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R GDLRPEQVSMAKR N 3 1485.7722 1485.7744 0.0022 0 1.48 2.97 0.328 813.7 1 30 48 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9999 R GDLRPEQVSMAKR N 3 1485.7722 1485.7741 0.0019 0 1.28 2.731 0.257 456.4 1 24 48 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9944 R GDLRPEQVSMAKR N 3 1485.7722 1485.7709 -0.0013 0 -0.87 2.554 0.104 462 4 23 48 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R GFLVETDRDGVTTNKIDEK L 3 2136.0698 2136.0718 0.002 0 0.94 4.532 0.406 1023 1 36 72 2 2 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R GFLVETDRDGVTTNKIDEK L 3 2136.0698 2136.0738 0.004 0 1.87 4.683 0.423 1193 1 37 72 2 2 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R GFLVETDRDGVTTNKIDEK L 3 2136.0698 2136.0713 0.0015 0 0.70 4.551 0.4 981.4 1 35 72 2 2 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R GFLVETDRDGVTTNKIDEK L 3 2136.0698 2136.0708 0.001 0 0.47 4.529 0.428 989.9 1 35 72 2 2 1



Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 3 1851.0036 1851.0062 0.0026 0 1.40 2.896 0.333 622.2 1 27 64 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 3 1851.0036 1851.0058 0.0022 0 1.19 3.582 0.355 657.6 1 27 64 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 3 1851.0036 1851.007 0.0034 0 1.84 3.335 0.307 602.1 1 27 64 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 3 1867.003 1866.9982 -0.0048 0 -2.57 3.905 0.358 1184 1 30 64 2 0 1 LAEM[147]ATQISLGQLLAHR
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 3 1851.0036 1851.0065 0.0029 0 1.57 2.548 0.366 604.4 1 27 64 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 3 1867.003 1866.9997 -0.0033 0 -1.77 3.2 0.333 775.4 1 27 64 2 0 1 LAEM[147]ATQISLGQLLAHR
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K LAEMATQISLGQLLAHR L 2 1851.0036 1851.0048 0.0012 0 0.65 4.721 0.514 1798 1 24 32 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9996 K LAEMATQISLGQLLAHR L 3 1867.003 1866.9992 -0.0038 0 -2.04 2.798 0.217 534.3 2 23 64 2 0 1 LAEM[147]ATQISLGQLLAHR
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 - MIDYLGLEGDLGEEER M 2 1837.8404 1837.8412 0.0008 0 0.44 5.644 0.567 2556 1 26 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 - MIDYLGLEGDLGEEER M 2 1837.8404 1837.8386 -0.0018 0 -0.98 4.219 0.517 2214 1 24 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 - MIDYLGLEGDLGEEER M 2 1837.8404 1837.8358 -0.0046 0 -2.50 4.411 0.531 2409 1 24 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 - MIDYLGLEGDLGEEER M 2 1837.8404 1837.8399 -0.0005 0 -0.27 4.492 0.502 2484 1 26 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9999 - MIDYLGLEGDLGEEER M 2 1837.8404 1837.9589 0.1185 0 64.48 2.742 0.268 612.4 2 14 30 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R SMASVQGALVMYPIHAYGSDAQK E 3 2423.1613 2423.1685 0.0072 0 2.97 4.421 0.397 1689 1 38 88 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 4 3747.8025 3747.8142 0.0117 0 3.12 4.741 0.495 1829 1 54 204 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 4 3747.8025 3747.8074 0.0049 0 1.31 4.985 0.385 1736 1 52 204 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 3 3747.8025 3747.8042 0.0017 0 0.45 4.731 0.458 763 1 35 136 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 4 3747.8025 3747.7989 -0.0036 0 -0.96 3.394 0.307 1113 1 41 204 2 1 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9999 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 4 3763.8019 3763.8035 0.0016 0 0.43 4.41 0.274 1480 1 47 204 2 1 1 SM[147]ASVQGALVMYPIHAYGSDAQKEEWLPALGSGER
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9998 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 4 3763.8019 3763.8001 -0.0018 0 -0.48 3.946 0.248 747.5 2 39 204 2 1 1 SMASVQGALVM[147]YPIHAYGSDAQKEEWLPALGSGER
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 0.9408 R SMASVQGALVMYPIHAYGSDAQKEEWLPALGSGER V 4 3763.8019 3765.8111 2.0092 -2.0067 0.66 4.664 0.376 1574 1 51 204 2 1 1 SM[147]ASVQGALVMYPIHAYGSDAQKEEWLPALGSGER
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K TWITNAPISDLAVVWAK V 2 1884.0145 1884.022 0.0075 0 3.98 3.893 0.504 2222 1 27 32 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K TWITNAPISDLAVVWAK V 2 1884.0145 1884.0182 0.0037 0 1.96 5.044 0.514 2121 1 27 32 2 0 1
Q5V0W4_HALMA 1 Glutaryl-CoA dehydrogenase (EC 1.3.99.7)  gcdH rrnAC1972 387 52.5 16 62 1 K TWITNAPISDLAVVWAK V 2 1884.0145 1884.015 0.0005 0 0.27 4.044 0.559 1936 1 26 32 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9998 R HLDAALVDLEEEIAATPEDDPEYDYLR G 3 3101.4353 3101.4405 0.0052 0 1.68 4.138 0.186 798.7 1 31 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R HLDAALVDLEEEIAATPEDDPEYDYLR G 3 3101.4353 3101.4424 0.0071 0 2.29 4.538 0.396 832.6 1 28 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9999 R HLDAALVDLEEEIAATPEDDPEYDYLR G 3 3101.4353 3101.4409 0.0056 0 1.81 3.982 0.219 844.8 1 32 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 2 2891.3647 2891.3677 0.003 0 1.04 4.639 0.521 775.9 1 23 52 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2907.3641 2907.3601 -0.004 0 -1.38 2.983 0.315 679.9 1 29 104 2 0 1 ITM[147]QGEDVLAGLGEAHDVLHEAFPVDE
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 2 2891.3647 2891.3616 -0.0031 0 -1.07 4.464 0.505 748.5 1 24 52 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.388 2.0233 -2.0067 5.74 4.611 0.324 1119 1 31 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3794 0.0147 0 5.08 4.301 0.376 919.6 1 35 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3662 0.0015 0 0.52 4.708 0.39 870.4 1 35 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3689 0.0042 0 1.45 3.62 0.371 870.1 1 36 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3731 0.0084 0 2.91 3.618 0.41 1004 1 33 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3699 0.0052 0 1.80 4.185 0.366 1031 1 36 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3599 -0.0048 0 -1.66 3.89 0.426 628.8 1 28 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3697 0.005 0 1.73 5.101 0.43 1129 1 37 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3682 0.0035 0 1.21 4.105 0.317 1014 1 36 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9999 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2907.3641 2907.3662 0.0021 0 0.72 3.345 0.255 851 1 34 104 2 0 1 ITM[147]QGEDVLAGLGEAHDVLHEAFPVDE
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9999 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2907.3641 2907.366 0.0019 0 0.65 2.979 0.272 760.6 1 32 104 2 0 1 ITM[147]QGEDVLAGLGEAHDVLHEAFPVDE
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9997 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2907.3641 2907.3672 0.0031 0 1.07 2.877 0.238 752.1 1 29 104 2 0 1 ITM[147]QGEDVLAGLGEAHDVLHEAFPVDE
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.998 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3721 0.0074 0 2.56 3.145 0.134 477.6 2 26 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9975 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2892.343 0.9783 -1.0034 -8.66 3.082 0.204 591.6 3 25 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9972 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.3792 2.0145 -2.0067 2.70 2.855 0.203 578.3 1 24 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9914 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2891.3806 0.0159 0 5.50 2.541 0.094 642 1 26 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.984 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.3582 1.9935 -2.0067 -4.57 2.748 0.155 509.7 5 25 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9775 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.3582 1.9935 -2.0067 -4.57 2.785 0.105 622 1 28 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9245 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.388 2.0233 -2.0067 5.74 2.851 0.126 251.4 155 19 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9136 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.3582 1.9935 -2.0067 -4.57 2.476 0.092 356.7 7 24 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9062 R ITMQGEDVLAGLGEAHDVLHEAFPVDE - 3 2891.3647 2893.388 2.0233 -2.0067 5.74 2.49 0.05 785.9 1 28 104 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1639.7988 1639.8081 0.0093 0 5.67 4.287 0.313 1911 1 33 56 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1655.7982 1655.7931 -0.0051 0 -3.08 4.072 0.408 1758 1 29 56 2 0 1 LGLM[147]NVLGTEDDHAR
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1639.7988 1639.7997 0.0009 0 0.55 4.008 0.412 1941 1 33 56 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 2 1639.7988 1639.8015 0.0027 0 1.65 3.785 0.449 1662 1 22 28 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1639.7988 1640.348 0.5492 -1.0034 -276.95 3.943 0.293 1703 1 32 56 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 2 1639.7988 1639.8009 0.0021 0 1.28 4.353 0.407 1788 1 23 28 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1655.7982 1654.5683 -1.2299 1 -138.85 3.821 0.468 2496 1 33 56 2 0 1 LGLM[147]NVLGTEDDHAR
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1639.7988 1639.8004 0.0016 0 0.98 3.558 0.325 1572 1 30 56 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R LGLMNVLGTEDDHAR Q 3 1655.7982 1655.7978 -0.0004 0 -0.24 4.344 0.32 1942 1 31 56 2 0 1 LGLM[147]NVLGTEDDHAR
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9948 R LGLMNVLGTEDDHAR Q 3 1655.7982 1657.7799 1.9817 -2.0067 -15.10 2.94 0.135 1398 1 26 56 2 0 1 LGLM[147]NVLGTEDDHAR
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9999 R LGLMNVLGTEDDHARQHAEQELEGHMTGPIEALAGAK T 5 3937.9051 3937.9102 0.0051 0 1.30 3.421 0.23 1268 1 61 288 2 1 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9997 R LGLMNVLGTEDDHARQHAEQELEGHMTGPIEALAGAK T 4 3937.9051 3937.9197 0.0146 0 3.71 3.898 0.194 974.1 1 47 216 2 1 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9848 R LGLMNVLGTEDDHARQHAEQELEGHMTGPIEALAGAK T 5 3937.9051 3939.9136 2.0085 -2.0067 0.46 3.674 0.017 1452 1 61 288 2 1 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9322 R LGLMNVLGTEDDHARQHAEQELEGHMTGPIEALAGAK T 5 3953.9045 3954.9136 1.0091 -1.0034 1.45 2.706 0.06 848.7 4 55 288 2 1 1 LGLMNVLGTEDDHARQHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9284 R LGLMNVLGTEDDHARQHAEQELEGHMTGPIEALAGAK T 4 3953.9045 3954.9033 0.9988 -1.0034 -1.15 3.054 0.038 483.1 2 40 216 2 1 1 LGLMNVLGTEDDHARQHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9501 D PEYDYLR G 2 954.4447 954.4453 0.0006 0 0.63 2.468 0.128 541.7 1 11 12 1 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 1 R QHAEQELEGHMTGPIEALAGAK T 4 2332.1162 2332.1138 -0.0024 0 -1.03 3.329 0.273 1773 1 41 126 2 0 1 QHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9996 R QHAEQELEGHMTGPIEALAGAK T 3 2316.1168 2316.1189 0.0021 0 0.91 2.446 0.261 429.3 2 26 84 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.999 R QHAEQELEGHMTGPIEALAGAK T 3 2316.1168 2316.1204 0.0036 0 1.55 2.108 0.237 504.8 1 27 84 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9977 R QHAEQELEGHMTGPIEALAGAK T 4 2332.1162 2332.1135 -0.0027 0 -1.16 2.695 0.172 1061 13 34 126 2 0 1 QHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.991 R QHAEQELEGHMTGPIEALAGAK T 3 2316.1168 2316.1177 0.0009 0 0.39 2.188 0.132 377.5 2 25 84 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9895 R QHAEQELEGHMTGPIEALAGAK T 3 2332.1162 2332.1187 0.0025 0 1.07 1.792 0.156 434.9 1 25 84 2 0 1 QHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9891 R QHAEQELEGHMTGPIEALAGAK T 4 2316.1168 2316.1209 0.0041 0 1.77 2.808 0.138 843.2 39 31 126 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9884 R QHAEQELEGHMTGPIEALAGAK T 3 2332.1162 2332.1187 0.0025 0 1.07 2.32 0.118 341.9 4 23 84 2 0 1 QHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.988 R QHAEQELEGHMTGPIEALAGAK T 4 2332.1162 2332.1148 -0.0014 0 -0.60 3.101 0.058 1152 6 37 126 2 0 1 QHAEQELEGHM[147]TGPIEALAGAK
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9824 R QHAEQELEGHMTGPIEALAGAK T 4 2316.1168 2316.1192 0.0024 0 1.04 2.708 0.037 1198 5 36 126 2 0 1
Q5UYB5_HALMA 1 Hypothetical protein  rrnAC3012 rrnAC3012 123 74 6 60 0.9016 R QHAEQELEGHMTGPIEALAGAK T 3 2332.1162 2332.051 -0.0652 0 -27.96 2.2 0.084 195.2 459 18 84 2 0 1 QHAEQELEGHM[147]TGPIEALAGAK
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R VVVQGITGGEGK F 2 1142.6295 1142.63 0.0005 0 0.44 3.193 0.418 2069 1 20 22 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2291.1049 2291.0989 -0.006 0 -2.62 5.45 0.579 1657 1 26 40 2 0 1 FHTEQM[147]LEYGTNVVAGAVPGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2275.1055 2275.1111 0.0056 0 2.46 5.678 0.424 2180 1 30 40 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2275.1055 2275.1074 0.0019 0 0.84 4.589 0.251 1610 1 26 40 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2275.1055 2275.1131 0.0076 0 3.34 6.476 0.603 2492 1 31 40 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2291.1049 2292.1055 1.0006 -1.0034 -1.20 5.201 0.516 1625 1 26 40 2 0 1 FHTEQM[147]LEYGTNVVAGAVPGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2275.1055 2275.1118 0.0063 0 2.77 6.498 0.611 2632 1 32 40 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2275.1055 2275.1079 0.0024 0 1.05 6.519 0.603 2681 1 32 40 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 3 2291.1049 2291.106 0.0011 0 0.48 3.491 0.406 607.5 1 29 80 2 0 1 FHTEQM[147]LEYGTNVVAGAVPGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 2 2275.1055 2275.1111 0.0056 0 2.46 5.253 0.606 2226 1 30 40 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K FHTEQMLEYGTNVVAGAVPGR G 3 2291.1049 2291.106 0.0011 0 0.48 3.362 0.445 521.7 1 27 80 2 0 1 FHTEQM[147]LEYGTNVVAGAVPGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9998 K FHTEQMLEYGTNVVAGAVPGR G 3 2291.1049 2291.1048 -0.0001 0 -0.04 2.562 0.27 543.6 1 27 80 2 0 1 FHTEQM[147]LEYGTNVVAGAVPGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9996 K FHTEQMLEYGTNVVAGAVPGR G 3 2275.1055 2275.1074 0.0019 0 0.84 2.278 0.262 398.3 1 25 80 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9937 K FHTEQMLEYGTNVVAGAVPGR G 3 2275.1055 2275.1109 0.0054 0 2.37 1.885 0.19 407.6 3 26 80 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R FIGEHMDTPVAGFIAGR T 3 1832.8924 1832.8908 -0.0016 0 -0.87 4.113 0.277 1698 1 30 64 2 0 1 FIGEHM[147]DTPVAGFIAGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R FIGEHMDTPVAGFIAGR T 3 1816.893 1816.8944 0.0014 0 0.77 4.198 0.316 1343 1 30 64 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R FIGEHMDTPVAGFIAGR T 2 1832.8924 1832.8903 -0.0021 0 -1.15 4.637 0.48 1123 1 24 32 2 0 1 FIGEHM[147]DTPVAGFIAGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R FIGEHMDTPVAGFIAGR T 3 1832.8924 1832.8892 -0.0032 0 -1.75 3.843 0.286 1149 1 27 64 2 0 1 FIGEHM[147]DTPVAGFIAGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R FIGEHMDTPVAGFIAGR T 3 1832.8924 1832.8932 0.0008 0 0.44 4.163 0.272 1534 1 29 64 2 0 1 FIGEHM[147]DTPVAGFIAGR
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R FIGEHMDTPVAGFIAGR T 3 1816.893 1816.8954 0.0024 0 1.32 4.367 0.373 1121 1 29 64 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R GGQEVAGVPVFDTVQGAAR E 2 1856.938 1856.942 0.004 0 2.15 4.684 0.563 1231 1 26 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R GGQEVAGVPVFDTVQGAAR E 2 1856.938 1856.9405 0.0025 0 1.35 4.794 0.516 1169 1 27 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R GGQEVAGVPVFDTVQGAAR E 2 1856.938 1856.9403 0.0023 0 1.24 4.558 0.544 1179 1 27 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R GGQEVAGVPVFDTVQGAAR E 2 1856.938 1856.9405 0.0025 0 1.35 5.028 0.547 1505 1 28 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K GIDLVVAITEGIPTQDMAR V 2 1998.0455 1998.046 0.0005 0 0.25 3.763 0.601 1167 1 26 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K GIDLVVAITEGIPTQDMAR V 2 1998.0455 1998.0492 0.0037 0 1.85 3.628 0.514 977.2 1 24 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K GIDLVVAITEGIPTQDMAR V 2 1998.0455 1998.0451 -0.0004 0 -0.20 3.755 0.525 551.7 1 19 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K GIDLVVAITEGIPTQDMAR V 2 1998.0455 1998.0526 0.0071 0 3.55 2.83 0.468 393.4 1 16 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9999 K GIDLVVAITEGIPTQDMAR V 3 1998.0455 1998.0496 0.0041 0 2.05 3.378 0.217 491.7 1 25 72 2 0 1



Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9988 K GIDLVVAITEGIPTQDMAR V 3 1998.0455 1998.0502 0.0047 0 2.35 2.729 0.174 519.5 2 24 72 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9975 K GIDLVVAITEGIPTQDMAR V 3 1998.0455 1998.0487 0.0032 0 1.60 3.29 0.083 768.4 1 27 72 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9993 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2746.3142 -0.0043 0 -1.57 2.825 0.131 528.1 1 22 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9991 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2746.3316 0.0131 0 4.77 2.692 0.135 580.5 1 23 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9986 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2746.3177 -0.0008 0 -0.29 2.887 0.085 527.3 1 22 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9958 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2747.3074 0.9889 -1.0034 -5.26 2.506 0.184 645.8 1 22 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9899 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2746.3216 0.0031 0 1.13 2.456 0.022 517 1 22 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9894 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2747.302 0.9835 -1.0034 -7.23 2.569 0.117 660.7 1 22 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9154 K ITALEDNGVPVGDTPEEVADHVEDLL - 2 2746.3185 2747.314 0.9955 -1.0034 -2.86 2.143 0.052 494.8 1 19 50 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K LGILPGNIFSSGNVGLVSR S 2 1899.0578 1899.0637 0.0059 0 3.11 3.62 0.336 1247 1 26 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K LGILPGNIFSSGNVGLVSR S 2 1899.0578 1899.0608 0.003 0 1.58 3.821 0.404 1517 1 27 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K LGILPGNIFSSGNVGLVSR S 2 1899.0578 1899.0545 -0.0033 0 -1.74 3.966 0.582 1398 1 26 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K LGILPGNIFSSGNVGLVSR S 3 1899.0578 1900.0651 1.0073 -1.0034 2.08 3.272 0.469 959.9 1 28 72 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 K LGILPGNIFSSGNVGLVSR S 2 1899.0578 1899.0556 -0.0022 0 -1.16 3.795 0.589 1473 1 25 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9996 K LGILPGNIFSSGNVGLVSR S 2 1899.0578 1899.3854 0.3276 0 172.51 2.198 0.261 376.1 1 13 36 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R MGHAGAIVSGSGTGTAQSK I 3 1715.8261 1715.8284 0.0023 0 1.34 2.941 0.335 732.9 1 30 72 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9988 R MGHAGAIVSGSGTGTAQSK I 3 1715.8261 1715.828 0.0019 0 1.11 2.594 0.176 557.7 1 26 72 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R SGTLTYQVVDNLTNR G 2 1679.8478 1679.8507 0.0029 0 1.73 3.935 0.493 1592 1 20 28 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R SGTLTYQVVDNLTNR G 2 1679.8478 1679.8524 0.0046 0 2.74 4.049 0.501 2002 1 22 28 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R SGTLTYQVVDNLTNR G 2 1679.8478 1679.8517 0.0039 0 2.32 4.57 0.442 1634 1 21 28 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R SGTLTYQVVDNLTNR G 2 1679.8478 1679.8496 0.0018 0 1.07 3.973 0.505 1596 1 20 28 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9995 R SGTLTYQVVDNLTNR G 2 1679.8478 1679.8526 0.0048 0 2.86 3.475 0.081 1540 1 19 28 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 0.9996 M SVLVDEDTRVVVQGITGGEGK F 2 2157.1277 2157.1367 0.009 0 4.17 5.257 0.474 1875 1 24 40 2 1 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R VVVQGITGGEGK F 2 1142.6295 1142.6291 -0.0004 0 -0.35 3.372 0.488 1909 1 20 22 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R VVVQGITGGEGK F 2 1142.6295 1142.6314 0.0019 0 1.66 3.207 0.432 1895 1 20 22 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R VVVQGITGGEGK F 2 1142.6295 1142.6331 0.0036 0 3.15 3.324 0.475 1835 1 20 22 2 0 1
Q5V4Q3_HALMA 1 Succinyl-CoA synthetase alpha chain (EC 6.2.1.5)  sucD rrnAC0474 290 64.8 12 60 1 R VVVQGITGGEGKFHTEQMLEYGTNVVAGAVPGR G 3 3399.7245 3401.7407 2.0162 -2.0067 2.79 6.644 0.516 1450 1 50 128 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 R DMTDELVAAGFEEIQSSFETLVAR D 3 2673.2524 2674.2329 0.9805 -1.0034 -8.55 3.309 0.337 780.3 1 29 92 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 R AYDEGVADKADIDR G 3 1536.7056 1536.7064 0.0008 0 0.52 2.751 0.333 584.1 1 28 52 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2658.2493 0.9963 -1.0034 -2.65 4.68 0.597 1397 1 24 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 3 2657.253 2657.2578 0.0048 0 1.81 5.46 0.5 2692 1 41 92 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2586 0.0056 0 2.11 3.946 0.344 1995 1 25 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2576 0.0046 0 1.73 5.449 0.669 2497 1 28 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2576 0.0046 0 1.73 5.237 0.428 1899 1 24 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2552 0.0022 0 0.83 5.713 0.673 2442 1 28 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2673.2524 2673.2669 0.0145 0 5.42 5.042 0.449 2344 1 27 46 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 3 2657.253 2659.27 2.017 -2.0067 3.88 5.004 0.452 1313 1 31 92 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2673.2524 2673.2583 0.0059 0 2.21 5.114 0.554 1952 1 26 46 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 3 2657.253 2657.2571 0.0041 0 1.54 5.691 0.53 2590 1 41 92 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2659.2566 2.0036 -2.0067 -1.17 6.198 0.636 2495 1 28 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 3 2657.253 2657.2598 0.0068 0 2.56 6.225 0.512 2839 1 41 92 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2673.2524 2673.2512 -0.0012 0 -0.45 5.541 0.528 2176 1 27 46 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2578 0.0048 0 1.81 5.537 0.672 2413 1 28 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2581 0.0051 0 1.92 5.482 0.485 2548 1 28 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2486 -0.0044 0 -1.66 5.391 0.667 2294 1 27 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2673.2524 2673.2549 0.0025 0 0.94 5.768 0.555 2085 1 27 46 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2659.2613 2.0083 -2.0067 0.60 4.742 0.461 1386 1 24 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2481 -0.0049 0 -1.84 5.28 0.632 2311 1 27 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2657.2593 0.0063 0 2.37 5.604 0.455 2610 1 28 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2658.2407 0.9877 -1.0034 -5.89 3.979 0.569 1032 1 21 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9997 R DMTDELVAAGFEEIQSSFETLVAR D 3 2673.2524 2674.2381 0.9857 -1.0034 -6.60 3.478 0.255 810.5 1 27 92 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9948 R DMTDELVAAGFEEIQSSFETLVAR D 3 2673.2524 2673.2676 0.0152 0 5.69 3.35 0.057 752.6 1 29 92 2 0 1 DM[147]TDELVAAGFEEIQSSFETLVAR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.991 R DMTDELVAAGFEEIQSSFETLVAR D 3 2657.253 2658.2476 0.9946 -1.0034 -3.29 3.146 0.114 1127 1 30 92 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9404 R DMTDELVAAGFEEIQSSFETLVAR D 3 2657.253 2659.2683 2.0153 -2.0067 3.24 2.639 0.062 939.5 1 27 92 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9158 R DMTDELVAAGFEEIQSSFETLVAR D 2 2657.253 2659.2053 1.9523 -2.0067 -20.47 1.87 0.167 312.2 1 14 46 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DTVTEQEAEAATAR I 2 1490.6849 1490.6869 0.002 0 1.34 3.7 0.391 2919 1 22 26 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DTVTEQEAEAATAR I 2 1490.6849 1490.6873 0.0024 0 1.61 3.825 0.378 2565 1 21 26 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DTVTEQEAEAATAR I 2 1490.6849 1490.6846 -0.0003 0 -0.20 4.244 0.434 2548 1 21 26 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R DTVTEQEAEAATAR I 2 1490.6849 1490.685 0.0001 0 0.07 4.113 0.442 2801 1 22 26 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9998 R DTVTEQEAEAATAR I 2 1490.6849 1490.6856 0.0007 0 0.47 3.246 0.138 2009 1 20 26 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9983 R DTVTEQEAEAATAR I 2 1490.6849 1490.6839 -0.001 0 -0.67 3.109 0.035 1931 1 20 26 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R EFAHDIGKETWEADDKPGFVVNR V 4 2659.2666 2659.2696 0.003 0 1.13 4.077 0.356 1595 1 41 132 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R EFAHDIGKETWEADDKPGFVVNR V 4 2659.2666 2659.2698 0.0032 0 1.20 4.524 0.328 1475 1 42 132 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R EFAHDIGKETWEADDKPGFVVNR V 3 2659.2666 2659.272 0.0054 0 2.03 4.843 0.345 1168 1 32 88 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R EFAHDIGKETWEADDKPGFVVNR V 3 2659.2666 2659.2737 0.0071 0 2.67 4.852 0.36 1441 1 35 88 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R EFAHDIGKETWEADDKPGFVVNR V 4 2659.2666 2659.2674 0.0008 0 0.30 4.082 0.308 1815 1 42 132 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 R EFAHDIGKETWEADDKPGFVVNR V 4 2659.2666 2659.2676 0.001 0 0.38 4.129 0.224 1698 1 41 132 2 1 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4038.0188 4040.0445 2.0257 -2.0067 4.71 4.728 0.321 389.2 1 31 148 2 0 1 GLTLGTNVPM[147]GPLELADHIGLDVVLDASETLYEELGDR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4022.0194 4024.0481 2.0287 -2.0067 5.47 4.392 0.405 589.5 1 35 148 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4022.0194 4023.0315 1.0121 -1.0034 2.18 4.629 0.465 524.8 1 33 148 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4022.0194 4023.0567 1.0373 -1.0034 8.44 5.609 0.493 730.8 1 41 148 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4022.0194 4024.0279 2.0085 -2.0067 0.45 5.908 0.493 583.5 1 36 148 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4022.0194 4024.0393 2.0199 -2.0067 3.28 4.172 0.423 925.4 1 36 148 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4038.0188 4039.0386 1.0198 -1.0034 4.07 5.354 0.486 533.4 1 37 148 2 0 1 GLTLGTNVPM[147]GPLELADHIGLDVVLDASETLYEELGDR
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 R GLTLGTNVPMGPLELADHIGLDVVLDASETLYEELGDR Y 3 4022.0194 4024.0562 2.0368 -2.0067 7.48 4.135 0.291 1014 1 37 148 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9991 K GVELVVGEK T 2 928.5229 928.5229 0 0 0.00 2.15 0.172 954.1 1 13 16 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R ITGTTEMDDLADADLVVEAVTEDMDIK Q 2 2909.3409 2909.3577 0.0168 0 5.77 5.095 0.516 1598 1 24 52 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R ITGTTEMDDLADADLVVEAVTEDMDIK Q 3 2909.3409 2909.3484 0.0075 0 2.58 3.78 0.332 1284 1 32 104 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R ITGTTEMDDLADADLVVEAVTEDMDIK Q 2 2909.3409 2909.3484 0.0075 0 2.58 4.852 0.518 1558 1 26 52 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R ITGTTEMDDLADADLVVEAVTEDMDIK Q 2 2909.3409 2909.3521 0.0112 0 3.85 5.235 0.537 1911 1 26 52 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R ITGTTEMDDLADADLVVEAVTEDMDIK Q 2 2909.3409 2909.3404 -0.0005 0 -0.17 4.404 0.537 1628 1 24 52 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9997 R ITGTTEMDDLADADLVVEAVTEDMDIK Q 3 2909.3409 2909.3501 0.0092 0 3.16 3.788 0.179 485.7 1 29 104 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 K KSGQGFYDYD - 2 1178.488 1178.4923 0.0043 0 3.65 2.143 0.351 672.8 1 13 18 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 1 R VLMPWINEGVR A 2 1312.6962 1312.7001 0.0039 0 2.97 2.769 0.412 594.3 1 17 20 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 R VLMPWINEGVR A 2 1312.6962 1312.6984 0.0022 0 1.68 2.137 0.315 440.4 1 14 20 2 0 1
Q5V3Z2_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35)  paaH rrnAC0771 285 59.6 9 59 0.9999 R VLMPWINEGVR A 2 1312.6962 1312.6983 0.0021 0 1.60 1.831 0.388 483.2 1 14 20 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TYWHEHLEHIAETAAR V 2 1962.9336 1963.9437 1.0101 -1.0034 3.44 4.416 0.479 1419 1 19 30 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R AILYEGFPTYGGLAGR D 2 1683.862 1683.8653 0.0033 0 1.96 3.864 0.59 1989 1 25 30 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R AILYEGFPTYGGLAGR D 2 1683.862 1683.8653 0.0033 0 1.96 5.028 0.549 1869 1 25 30 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R AILYEGFPTYGGLAGR D 2 1683.862 1684.8654 1.0034 -1.0034 0.03 4.229 0.538 1558 1 24 30 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R AILYEGFPTYGGLAGRDLEAMATGLR E 3 2741.3847 2741.386 0.0013 0 0.47 4.021 0.447 1194 1 35 100 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R AILYEGFPTYGGLAGRDLEAMATGLR E 3 2741.3847 2741.3892 0.0045 0 1.64 3.62 0.44 1671 1 39 100 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 K DALANIGGFTAVR D 2 1303.6884 1303.6887 0.0003 0 0.23 2.579 0.355 678.8 1 15 24 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9995 K DALANIGGFTAVR D 2 1303.6884 1303.6895 0.0011 0 0.84 2.33 0.211 622.8 1 15 24 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R DEYSGLEIVWEPPMEELR H 2 2191.0143 2191.0225 0.0082 0 3.74 3.228 0.261 574 1 18 34 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9965 R DEYSGLEIVWEPPMEELR H 2 2191.0143 2191.0237 0.0094 0 4.29 2.418 0.093 375.8 1 14 34 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9999 R DIPIVTPTGGHAVYIDAAALFPDIPADQYPGQR L 3 3477.7568 3477.7666 0.0098 0 2.82 3.652 0.264 555.6 2 29 128 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R DLEAMATGLR E 2 1075.5332 1075.5336 0.0004 0 0.37 2.871 0.366 1542 1 16 18 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R DLEAMATGLR E 2 1075.5332 1075.5336 0.0004 0 0.37 3.627 0.342 2040 1 16 18 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9983 R EAVQPPYVAERIEQVATLGDLLR D 3 2566.3755 2566.3789 0.0034 0 1.32 2.547 0.23 442.7 1 27 88 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9946 R EAVQPPYVAERIEQVATLGDLLR D 3 2566.3755 2567.3838 1.0083 -1.0034 1.93 2.531 0.243 474 1 28 88 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9045 R EQLRPADAITMSGK K 3 1515.7715 1515.7733 0.0018 0 1.19 2.012 0.066 463.2 143 18 52 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R EQLRPADAITMSGKK D 3 1643.8665 1643.8672 0.0007 0 0.43 3.448 0.352 1167 1 26 56 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9997 R ETVADVMGFDR V 2 1238.5601 1238.5608 0.0007 0 0.57 2.033 0.287 541.8 1 15 20 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R ETVLTEAGHNVFNLAADDVFIDLLTDSGTGAMSDDQWAAVVR G 3 4463.1227 4464.1538 1.0311 -1.0034 6.22 7.034 0.564 2380 1 47 164 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R ETVLTEAGHNVFNLAADDVFIDLLTDSGTGAMSDDQWAAVVR G 3 4463.1227 4463.1714 0.0487 0 10.91 6.059 0.426 1161 1 36 164 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9995 R FAENAQFIK Q 2 1066.5447 1066.5458 0.0011 0 1.03 2.312 0.222 694.2 7 12 16 2 0 1



Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9992 R FAENAQFIK Q 2 1066.5447 1066.5451 0.0004 0 0.38 2.262 0.202 660.2 5 12 16 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9985 R FAENAQFIK Q 2 1066.5447 1066.5454 0.0007 0 0.66 2.25 0.161 659 5 12 16 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9993 R FRETVADVMGFDR V 3 1541.7296 1541.7301 0.0005 0 0.32 2.58 0.236 652.1 1 21 48 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9985 R FRETVADVMGFDR V 3 1541.7296 1541.7309 0.0013 0 0.84 2.567 0.222 645.5 3 20 48 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.995 R FRETVADVMGFDR V 2 1541.7296 1541.7338 0.0042 0 2.72 2.408 0.226 581.2 1 17 24 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9908 R FRETVADVMGFDR V 3 1541.7296 1541.7324 0.0028 0 1.82 3.043 0.088 640.1 3 21 48 2 1 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9999 R FRETVADVMGFDRVVPTHQGR G 4 2416.207 2416.2093 0.0023 0 0.95 3.748 0.249 2101 1 44 120 2 2 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 2 2902.4097 2902.4124 0.0027 0 0.93 5.398 0.482 1411 1 25 52 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 2 2902.4097 2902.3933 -0.0164 0 -5.65 5.222 0.466 1583 1 26 52 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 3 2902.4097 2902.428 0.0183 0 6.31 5.568 0.516 1429 1 39 104 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 3 2902.4097 2902.4175 0.0078 0 2.69 5.651 0.483 1513 1 43 104 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 3 2902.4097 2902.4199 0.0102 0 3.51 5.76 0.513 1378 1 41 104 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 3 2902.4097 2902.4131 0.0034 0 1.17 5.454 0.519 1964 1 45 104 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R GAENVLFGALLDDGDVVLNNTHFDTTR A 2 2902.4097 2902.397 -0.0127 0 -4.38 5.263 0.481 1446 1 26 52 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R IEQVATLGDLLR D 2 1326.7507 1326.7516 0.0009 0 0.68 3.573 0.448 1890 1 19 22 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R IEQVATLGDLLR D 2 1326.7507 1326.7523 0.0016 0 1.21 3.476 0.447 1756 1 19 22 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R IEQVATLGDLLR D 2 1326.7507 1326.7519 0.0012 0 0.90 3.283 0.429 1739 1 19 22 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R IEQVATLGDLLR D 2 1326.7507 1326.7514 0.0007 0 0.53 3.348 0.456 1838 1 19 22 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9998 R IEQVATLGDLLR D 2 1326.7507 1326.7521 0.0014 0 1.06 3.039 0.166 1997 1 19 22 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 K KDALANIGGFTAVR D 3 1431.7834 1431.7857 0.0023 0 1.61 4.174 0.36 2119 1 30 52 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9999 K KDALANIGGFTAVR D 3 1431.7834 1431.7851 0.0017 0 1.19 3.798 0.175 1748 1 28 52 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R RTYWHEHLEHIAETAAR V 3 2119.0347 2119.0354 0.0007 0 0.33 4.525 0.373 2191 1 31 64 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R RTYWHEHLEHIAETAAR V 3 2119.0347 2120.0481 1.0134 -1.0034 4.74 5.092 0.394 2219 1 30 64 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R RTYWHEHLEHIAETAAR V 3 2119.0347 2119.0354 0.0007 0 0.33 4.912 0.392 2678 1 34 64 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TVELGSFAFPGTNRPELVR L 3 2089.0956 2089.0945 -0.0011 0 -0.53 2.731 0.399 777.1 1 25 72 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TVELGSFAFPGTNRPELVR L 3 2089.0956 2089.1009 0.0053 0 2.54 3.17 0.338 882.3 1 30 72 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TVELGSFAFPGTNRPELVR L 3 2089.0956 2089.0991 0.0035 0 1.68 2.985 0.363 800.2 1 30 72 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TVELGSFAFPGTNRPELVR L 3 2089.0956 2089.0972 0.0016 0 0.77 3.129 0.362 951.1 1 31 72 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9999 R TVELGSFAFPGTNRPELVR L 2 2089.0956 2089.0967 0.0011 0 0.53 2.886 0.263 300.7 3 15 36 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9999 R TVELGSFAFPGTNRPELVR L 2 2089.0956 2089.1013 0.0057 0 2.73 2.968 0.251 386.5 1 17 36 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9995 R TVELGSFAFPGTNRPELVR L 2 2089.0956 2089.0987 0.0031 0 1.48 3.081 0.18 277.1 7 13 36 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TYWHEHLEHIAETAAR V 3 1962.9336 1962.9259 -0.0077 0 -3.92 3.483 0.309 1145 1 27 60 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TYWHEHLEHIAETAAR V 3 1962.9336 1962.9313 -0.0023 0 -1.17 3.58 0.33 1492 1 31 60 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 1 R TYWHEHLEHIAETAAR V 4 1962.9336 1962.9368 0.0032 0 1.63 2.905 0.261 967.4 1 37 90 2 0 1
Q5UZQ5_HALMA 1 Tryptophanase (EC 4.1.99.1)  tnaA rrnAC2439 447 62.4 21 58 0.9999 R TYWHEHLEHIAETAAR V 4 1962.9336 1962.9373 0.0037 0 1.88 2.821 0.212 987.7 1 37 90 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9554 R MLNPTLQEPHLPPFLTER S 3 2148.1082 2148.1074 -0.0008 0 -0.37 2.751 0.027 399.8 30 23 68 2 0 1 M[147]LNPTLQEPHLPPFLTER
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ASGSDSAGVLSGGNFHGAVLAMR L 3 2160.0382 2160.0415 0.0033 0 1.53 4.038 0.409 1609 1 36 88 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ASGSDSAGVLSGGNFHGAVLAMR L 2 2160.0382 2160.0303 -0.0079 0 -3.66 5.052 0.535 2095 1 28 44 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ASGSDSAGVLSGGNFHGAVLAMR L 3 2160.0382 2160.0425 0.0043 0 1.99 3.47 0.394 1456 1 37 88 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ASGSDSAGVLSGGNFHGAVLAMR L 3 2176.0376 2176.0354 -0.0022 0 -1.01 3.875 0.506 1135 1 35 88 2 0 1 ASGSDSAGVLSGGNFHGAVLAM[147]R
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9973 R EAVEVELNSATDNPLVFPR E 2 2099.0535 2099.074 0.0205 0 9.77 2.165 0.246 211.4 34 12 36 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ESVVDLLVAMLDSGVHPVVPSR G 2 2318.2304 2318.2368 0.0064 0 2.76 3.964 0.534 1916 1 26 42 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ESVVDLLVAMLDSGVHPVVPSR G 3 2318.2304 2318.2329 0.0025 0 1.08 4.396 0.593 1932 1 36 84 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ESVVDLLVAMLDSGVHPVVPSR G 3 2318.2304 2318.23 -0.0004 0 -0.17 4.371 0.456 1183 1 30 84 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ESVVDLLVAMLDSGVHPVVPSR G 3 2318.2304 2318.2339 0.0035 0 1.51 4.024 0.467 1366 1 32 84 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R ESVVDLLVAMLDSGVHPVVPSR G 3 2318.2304 2318.2349 0.0045 0 1.94 3.905 0.418 1291 1 32 84 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R LDYLTNALTELAAISER R 2 1891.9891 1891.9834 -0.0057 0 -3.01 3.961 0.418 1533 1 23 32 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R LDYLTNALTELAAISER R 3 1891.9891 1891.9901 0.001 0 0.53 4.119 0.308 2520 1 35 64 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R LDYLTNALTELAAISER R 2 1891.9891 1891.991 0.0019 0 1.00 4.545 0.401 1668 1 24 32 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R LDYLTNALTELAAISER R 3 1891.9891 1891.992 0.0029 0 1.53 4.014 0.317 2515 1 34 64 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9999 R LDYLTNALTELAAISER R 3 1891.9891 1891.9906 0.0015 0 0.79 2.94 0.244 1568 1 31 64 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9999 R LDYLTNALTELAAISER R 3 1891.9891 1893.9982 2.0091 -2.0067 1.27 4.003 0.26 2259 1 33 64 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9972 R LDYLTNALTELAAISER R 2 1891.9891 1891.9856 -0.0035 0 -1.85 2.744 0.06 631.1 1 18 32 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9924 R LDYLTNALTELAAISER R 2 1891.9891 1891.9928 0.0037 0 1.96 2.171 0.086 812.6 1 19 32 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9414 R LDYLTNALTELAAISERR T 3 2048.0902 2048.0926 0.0024 0 1.17 1.812 0.09 400.7 11 22 68 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9408 R LDYLTNALTELAAISERR T 3 2048.0902 2048.0938 0.0036 0 1.76 2.03 0.031 557.5 2 24 68 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9998 K LTADRPVHEDIEAAGALVESPAFTER V 4 2793.3933 2793.4007 0.0074 0 2.65 3.242 0.189 1187 1 41 150 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9997 K LTADRPVHEDIEAAGALVESPAFTER V 4 2793.3933 2793.3963 0.003 0 1.07 3.152 0.186 1125 2 40 150 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9973 K LTADRPVHEDIEAAGALVESPAFTER V 4 2793.3933 2793.3997 0.0064 0 2.29 2.968 0.065 1013 1 38 150 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R LTADSDVVESHR N 2 1327.6368 1327.6254 -0.0114 0 -8.59 2.759 0.309 836.4 1 14 22 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9999 R LTADSDVVESHR N 2 1327.6368 1327.64 0.0032 0 2.41 2.571 0.282 1329 1 16 22 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9529 R LTADSDVVESHR N 3 1327.6368 1327.6281 -0.0087 0 -6.55 2.039 0.013 723.8 1 27 44 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9427 R LTADSDVVESHR N 3 1327.6368 1327.6281 -0.0087 0 -6.55 1.952 0.032 466.5 3 23 44 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9997 R LVTAADIAGALTTEVTLSSTVPSHEAIAAVRPHAGQAASAR N 5 4010.1185 4010.1416 0.0231 0 5.76 3.712 0.155 1875 1 63 320 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9988 R NGATVTVADTARER I 2 1459.7379 1459.7394 0.0015 0 1.03 2.636 0.288 632.6 1 18 26 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9667 R NGATVTVADTARER I 2 1459.7379 1459.7254 -0.0125 0 -8.56 2.223 0.189 216.5 5 11 26 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9075 R NGATVTVADTARER I 3 1459.7379 1459.7389 0.001 0 0.69 2.241 0.037 672.1 2 22 52 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9997 R PSMDNTPVSGNQEDHVSMSAQSAYLAR K 3 2891.2814 2891.2805 -0.0009 0 -0.31 3.908 0.42 1145 1 36 104 1 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9999 R RLTADSDVVESHR N 3 1483.7379 1483.7387 0.0008 0 0.54 4.067 0.157 2137 1 32 48 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 4 3338.5044 3338.5098 0.0054 0 1.62 4.761 0.462 2053 1 48 180 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 4 3338.5044 3338.5076 0.0032 0 0.96 4.219 0.312 2485 1 51 180 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 3 3338.5044 3339.5208 1.0164 -1.0034 3.91 5.744 0.501 1716 1 41 120 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9999 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 4 3338.5044 3338.5156 0.0112 0 3.35 3.574 0.209 1219 1 40 180 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9996 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 4 3370.5032 3371.4966 0.9934 -1.0034 -2.95 3.598 0.267 707.2 4 35 180 2 0 1 SFGRPSM[147]DNTPVSGNQEDHVSM[147]SAQSAYLAR
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9916 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 4 3354.5038 3354.5054 0.0016 0 0.48 4.215 0.356 1045 1 42 180 2 0 1 SFGRPSM[147]DNTPVSGNQEDHVSMSAQSAYLAR
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.969 R SFGRPSMDNTPVSGNQEDHVSMSAQSAYLAR K 3 3338.5044 3340.4781 1.9737 -2.0067 -9.88 3.42 0.043 611.5 1 26 120 2 0 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SHAAAVGRELTTEEVR A 3 1724.8805 1724.8815 0.001 0 0.58 4.325 0.436 1039 1 30 60 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SHAAAVGRELTTEEVR A 3 1724.8805 1724.8837 0.0032 0 1.86 4.171 0.455 1163 1 30 60 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SHAAAVGRELTTEEVR A 3 1724.8805 1724.8811 0.0006 0 0.35 3.137 0.436 916.2 1 28 60 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SHAAAVGRELTTEEVR A 2 1724.8805 1724.8844 0.0039 0 2.26 4.174 0.417 1167 1 21 30 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 1 R SHAAAVGRELTTEEVR A 3 1724.8805 1724.8833 0.0028 0 1.62 4.221 0.438 890.5 1 30 60 2 1 1
Q5V1C0_HALMA 1 Histidine ammonia-lyase (EC 4.3.1.3)  hutH rrnAC1791 549 49.2 16 58 0.9987 M TAEVVLNGESLTPADVVAVAR N 2 2110.127 2110.1253 -0.0017 0 -0.81 3.075 0.381 815.2 1 20 40 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9998 R SVTSMLEGAPLADYRELVGEVR A 2 2391.2104 2391.2244 0.014 0 5.85 3.383 0.328 323.8 1 18 42 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 2 2627.333 2627.3421 0.0091 0 3.46 4.851 0.543 1738 1 27 48 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 3 2627.333 2627.3343 0.0013 0 0.49 5.576 0.451 1804 1 35 96 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 3 2627.333 2627.3362 0.0032 0 1.22 5.921 0.454 2485 1 39 96 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 2 2627.333 2627.343 0.01 0 3.81 4.832 0.549 1793 1 26 48 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 3 2627.333 2627.3384 0.0054 0 2.06 5.529 0.468 1829 1 37 96 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 3 2627.333 2627.3396 0.0066 0 2.51 4.784 0.471 1299 1 32 96 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 2 2627.333 2627.3399 0.0069 0 2.63 4.839 0.573 1834 1 26 48 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 K ATEQFVDEVTAAGVDLALVEQPTPK D 2 2627.333 2627.3325 -0.0005 0 -0.19 4.791 0.526 1753 1 26 48 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9993 K ATEQFVDEVTAAGVDLALVEQPTPK D 3 2627.333 2629.2198 1.8868 -1.0034 336.25 3.659 0.216 771.5 1 26 96 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9552 K ATEQFVDEVTAAGVDLALVEQPTPK D 3 2627.333 2628.3379 1.0049 -1.0034 0.59 2.771 0.09 512.3 5 24 96 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9993 R DGAADVINVK L 2 1000.5189 1001.5254 1.0065 -1.0034 3.15 2.724 0.211 1337 1 15 18 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9969 R DGAADVINVK L 2 1000.5189 1000.5202 0.0013 0 1.30 2.139 0.108 1070 1 14 18 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R DRGIPLSELFGGAPTPVTTDITVPIVTPDAAAER A 3 3475.8198 3475.835 0.0152 0 4.37 4.138 0.47 291.4 1 29 132 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R DRLSVPVAADEAVFTPADATAVVR D 3 2469.2863 2469.2847 -0.0016 0 -0.65 4.823 0.473 1273 1 36 92 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R DRLSVPVAADEAVFTPADATAVVR D 3 2469.2863 2469.2881 0.0018 0 0.73 4.167 0.398 1470 1 35 92 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R DRLSVPVAADEAVFTPADATAVVR D 3 2469.2863 2469.2854 -0.0009 0 -0.36 4.122 0.45 1195 1 35 92 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9999 R DRLSVPVAADEAVFTPADATAVVR D 2 2469.2863 2470.2818 0.9955 -1.0034 -3.18 3.845 0.479 723.2 1 21 46 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R GIPLSELFGGAPTPVTTDITVPIVTPDAAAER A 2 3204.6918 3204.6953 0.0035 0 1.09 4.899 0.376 963.7 1 28 62 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R GIPLSELFGGAPTPVTTDITVPIVTPDAAAER A 2 3204.6918 3204.7014 0.0096 0 3.00 5.043 0.424 894.9 1 27 62 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R GIPLSELFGGAPTPVTTDITVPIVTPDAAAER A 2 3204.6918 3204.6905 -0.0013 0 -0.41 5.076 0.398 886.2 1 27 62 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R GIPLSELFGGAPTPVTTDITVPIVTPDAAAER A 2 3204.6918 3204.701 0.0092 0 2.87 4.435 0.185 745.3 1 26 62 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R IDIDGPGHGVSPPAAVSEATEN - 2 2132.0022 2132.0076 0.0054 0 2.53 4.573 0.494 1136 1 25 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R IDIDGPGHGVSPPAAVSEATEN - 2 2132.0022 2132.0149 0.0127 0 5.96 2.911 0.416 397.9 1 18 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R IDIDGPGHGVSPPAAVSEATEN - 2 2132.0022 2132.0047 0.0025 0 1.17 3.678 0.287 736.7 1 21 42 2 0 1



Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R IDIDGPGHGVSPPAAVSEATEN - 2 2132.0022 2132.0032 0.001 0 0.47 3.833 0.5 952.1 1 24 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R IDIDGPGHGVSPPAAVSEATEN - 2 2132.0022 2132.0056 0.0034 0 1.59 4.541 0.437 996.9 1 24 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9831 R IDIDGPGHGVSPPAAVSEATEN - 2 2132.0022 2134.0054 2.0032 -2.0067 -1.64 2.373 0.181 410.2 1 16 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R LSVPVAADEAVFTPADATAVVR D 2 2198.1583 2198.169 0.0107 0 4.87 5.576 0.561 1167 1 24 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R LSVPVAADEAVFTPADATAVVR D 2 2198.1583 2198.1668 0.0085 0 3.87 5.423 0.607 1286 1 25 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R LSVPVAADEAVFTPADATAVVR D 2 2198.1583 2198.1653 0.007 0 3.18 5.652 0.594 1675 1 28 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R LSVPVAADEAVFTPADATAVVR D 2 2198.1583 2198.1773 0.019 0 8.64 4.569 0.631 1440 1 27 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9999 R LSVPVAADEAVFTPADATAVVR D 2 2198.1583 2198.1653 0.007 0 3.18 3.563 0.199 471.5 1 16 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9994 R LSVPVAADEAVFTPADATAVVR D 2 2198.1583 2198.1614 0.0031 0 1.41 3.04 0.113 468.7 1 16 42 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9993 R LSVPVAADEAVFTPADATAVVR D 3 2198.1583 2198.1621 0.0038 0 1.73 2.809 0.188 471.4 1 26 84 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9991 R NLVVAVETDSGIVGHGEGSPLPPVTGETQAAAVATAR S 3 3569.8325 3569.836 0.0035 0 0.98 3.903 0.188 287.2 63 25 144 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R SVTSMLEGAPLADYRELVGEVR A 3 2391.2104 2391.2173 0.0069 0 2.89 3.014 0.401 761.9 1 30 84 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9999 R SVTSMLEGAPLADYRELVGEVR A 3 2391.2104 2391.2119 0.0015 0 0.63 2.963 0.318 683.4 1 29 84 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9998 R SVTSMLEGAPLADYRELVGEVR A 3 2391.2104 2391.2144 0.004 0 1.67 2.953 0.302 787.8 1 30 84 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.991 R SVTSMLEGAPLADYRELVGEVR A 3 2391.2104 2391.2276 0.0172 0 7.19 2.431 0.203 483.9 13 22 84 2 1 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R TVAVADAAPDATITVDANQGWTPK A 2 2411.1968 2411.2044 0.0076 0 3.15 3.783 0.218 416.6 1 20 46 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R TVAVADAAPDATITVDANQGWTPK A 2 2411.1968 2411.1983 0.0015 0 0.62 4.064 0.279 500.8 1 21 46 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R TVAVADAAPDATITVDANQGWTPK A 2 2411.1968 2411.2041 0.0073 0 3.03 5.547 0.522 1225 1 29 46 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R TVAVADAAPDATITVDANQGWTPK A 2 2411.1968 2411.2005 0.0037 0 1.53 5.134 0.548 1107 1 28 46 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R TVAVADAAPDATITVDANQGWTPK A 2 2411.1968 2411.2046 0.0078 0 3.23 5.086 0.543 1089 1 28 46 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R TVAVADAAPDATITVDANQGWTPK A 2 2411.1968 2411.2022 0.0054 0 2.24 4.885 0.586 1119 1 28 46 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9999 R TVAVADAAPDATITVDANQGWTPK A 3 2411.1968 2411.1997 0.0029 0 1.20 3.947 0.243 643.6 1 31 92 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9992 R TVAVADAAPDATITVDANQGWTPK A 3 2411.1968 2411.2031 0.0063 0 2.61 2.71 0.232 306.4 7 23 92 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 2 2367.1594 2367.166 0.0066 0 2.79 5.203 0.479 1555 1 24 40 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 3 2367.1594 2367.1636 0.0042 0 1.77 4.572 0.301 2083 1 34 80 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 3 2367.1594 2369.168 2.0086 -2.0067 0.80 5.15 0.319 1853 1 33 80 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 3 2367.1594 2367.1648 0.0054 0 2.28 5.272 0.3 1711 1 32 80 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 2 2367.1594 2367.1636 0.0042 0 1.77 5.33 0.495 1829 1 26 40 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 2 2367.1594 2367.1636 0.0042 0 1.77 5.192 0.458 1643 1 25 40 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 1 R VSAEPLEHELDEPFEISLGTR E 2 2367.1594 2367.1641 0.0047 0 1.99 5.146 0.452 1520 1 24 40 2 0 1
Q5V5B0_HALMA 1 Chloromuconate cycloisomerase  ykfB2 rrnAC0233 359 64.3 12 58 0.9997 R VSAEPLEHELDEPFEISLGTR E 3 2367.1594 2369.168 2.0086 -2.0067 0.80 4.336 0.198 1659 1 32 80 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R TGLPAANIYDDDGPETLLAAVLGAL - 2 2469.2639 2469.2698 0.0059 0 2.39 3.217 0.42 408.8 1 23 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AATEAGLDAGWVATGQTGILVGADR G 2 2399.2081 2400.2254 1.0173 -1.0034 5.81 5.377 0.566 2874 1 30 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AATEAGLDAGWVATGQTGILVGADR G 3 2399.2081 2400.218 1.0099 -1.0034 2.73 3.435 0.364 982.5 1 32 96 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9992 R AATEAGLDAGWVATGQTGILVGADR G 2 2399.2081 2400.1853 0.9772 -1.0034 -10.90 2.701 0.26 598.5 1 17 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AITDLTETTVAALSTWGDPEAETAR T 2 2618.2711 2618.2786 0.0075 0 2.86 3.441 0.296 914.8 1 19 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AITDLTETTVAALSTWGDPEAETAR T 3 2618.2711 2618.2739 0.0028 0 1.07 4.678 0.421 1016 1 34 96 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AITDLTETTVAALSTWGDPEAETAR T 2 2618.2711 2618.2744 0.0033 0 1.26 3.392 0.488 1177 1 23 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AITDLTETTVAALSTWGDPEAETAR T 2 2618.2711 2618.2737 0.0026 0 0.99 3.406 0.505 1435 1 24 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AITDLTETTVAALSTWGDPEAETAR T 2 2618.2711 2618.2786 0.0075 0 2.86 3.299 0.507 1054 1 22 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9999 R AITDLTETTVAALSTWGDPEAETAR T 2 2618.2711 2618.2771 0.006 0 2.29 3.126 0.216 752.6 1 18 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9993 R AITDLTETTVAALSTWGDPEAETAR T 2 2618.2711 2618.2757 0.0046 0 1.76 2.845 0.131 720.7 1 18 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R AQQHGVDLVDVR K 2 1335.6895 1335.6918 0.0023 0 1.72 3.241 0.383 1148 1 19 22 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9998 R DHDIVFVEGQAALTHTAYGGVTLGLLHGAAPDAVVLADDPSR K 4 4268.1502 4269.1548 1.0046 -1.0034 0.29 3.766 0.304 571.1 4 38 246 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2656.3894 2656.397 0.0076 0 2.86 4.571 0.386 1431 1 36 96 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R GVVIDRVPADFVSGVVEDMVLDVAR D 2 2656.3894 2656.4131 0.0237 0 8.92 4.357 0.537 868.7 1 25 48 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2656.3894 2656.4092 0.0198 0 7.45 4.393 0.331 1285 1 34 96 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R GVVIDRVPADFVSGVVEDMVLDVAR D 2 2656.3894 2656.4124 0.023 0 8.66 4.64 0.507 818.5 1 25 48 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2656.3894 2656.396 0.0066 0 2.48 4.187 0.438 1355 1 37 96 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2656.3894 2656.3989 0.0095 0 3.58 3.695 0.38 1154 1 33 96 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9778 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2656.3894 2656.3936 0.0042 0 1.58 2.989 0.07 830.8 1 31 96 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9205 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2672.3888 2672.3992 0.0104 0 3.89 2.895 0.005 377.3 1 23 96 2 1 1 GVVIDRVPADFVSGVVEDM[147]VLDVAR
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9043 R GVVIDRVPADFVSGVVEDMVLDVAR D 3 2656.3894 2657.3889 0.9995 -1.0034 -1.45 2.956 0.086 798.3 3 26 96 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9991 R KPPSVSDLTLGDGR G 2 1440.7572 1440.7593 0.0021 0 1.46 3.057 0.08 665.4 1 18 26 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9979 R KPPSVSDLTLGDGR G 3 1440.7572 1440.7599 0.0027 0 1.87 2.44 0.164 563.7 3 21 52 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9245 R KPPSVSDLTLGDGR G 3 1440.7572 1440.7613 0.0041 0 2.85 2.44 0.001 715.5 23 23 52 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R KYDEDTPAIVLAEGEFGHPEGK T 3 2401.1437 2401.1363 -0.0074 0 -3.08 6.572 0.419 2145 1 40 84 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R KYDEDTPAIVLAEGEFGHPEGK T 3 2401.1437 2401.1404 -0.0033 0 -1.37 6.071 0.441 2219 1 42 84 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R KYDEDTPAIVLAEGEFGHPEGK T 3 2401.1437 2401.1446 0.0009 0 0.37 6.438 0.456 1968 1 39 84 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R KYDEDTPAIVLAEGEFGHPEGK T 3 2401.1437 2401.1397 -0.004 0 -1.67 6.211 0.408 2376 1 42 84 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9999 R KYDEDTPAIVLAEGEFGHPEGK T 4 2401.1437 2401.1424 -0.0013 0 -0.54 3.41 0.23 1139 1 38 126 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9951 R RKYDEDTPAIVLAEGEFGHPEGK T 4 2557.2449 2557.2588 0.0139 0 5.44 3.147 0.07 969.6 1 39 132 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9932 R RKYDEDTPAIVLAEGEFGHPEGK T 5 2557.2449 2557.2493 0.0044 0 1.72 3.005 0.153 1409 9 46 176 2 1 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R SHFDDLTVAGVEAER R 3 1644.7743 1644.778 0.0037 0 2.25 3.709 0.325 1890 1 32 56 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R SHFDDLTVAGVEAER R 2 1644.7743 1644.7727 -0.0016 0 -0.97 4.51 0.427 2491 1 23 28 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9993 R SHFDDLTVAGVEAERR A 3 1800.8754 1800.8661 -0.0093 0 -5.16 2.027 0.251 572.2 1 28 60 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9989 R SHFDDLTVAGVEAERR A 3 1800.8754 1800.8754 0 0 0.00 1.84 0.252 700.5 1 32 60 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9987 R SHFDDLTVAGVEAERR A 3 1800.8754 1800.8754 0 0 0.00 1.617 0.276 483.7 1 27 60 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9965 R SHFDDLTVAGVEAERR A 3 1800.8754 1800.8622 -0.0132 0 -7.33 2.02 0.173 660.9 1 30 60 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R TGLPAANIYDDDGPETLLAAVLGAL - 2 2469.2639 2469.2686 0.0047 0 1.90 2.891 0.467 284.6 1 20 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R TGLPAANIYDDDGPETLLAAVLGAL - 2 2469.2639 2469.2683 0.0044 0 1.78 2.991 0.436 460.5 1 24 48 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9988 R TGLPAANIYDDDGPETLLAAVLGAL - 3 2469.2639 2469.2649 0.001 0 0.40 3.166 0.182 348.3 8 23 96 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R TTTFELYR A 2 1029.5131 1029.5142 0.0011 0 1.07 2.414 0.325 499.1 1 13 14 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9999 R TTTFELYR A 2 1029.5131 1029.5132 0.0001 0 0.10 1.954 0.353 435.3 1 13 14 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9999 R TTTFELYR A 2 1029.5131 1029.5139 0.0008 0 0.78 2.113 0.341 482.2 1 13 14 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9994 R TTTFELYR A 2 1029.5131 1029.5132 0.0001 0 0.10 1.885 0.242 491.8 1 13 14 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0257 0.0067 0 3.32 6.753 0.52 3018 1 30 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 3 2017.019 2017.0226 0.0036 0 1.78 4.35 0.341 1983 1 35 72 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0265 0.0075 0 3.72 4.378 0.155 1699 1 23 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0219 0.0029 0 1.44 6.481 0.37 3155 1 30 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0266 0.0076 0 3.77 6.081 0.566 3328 1 30 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0221 0.0031 0 1.54 5.736 0.562 3478 1 30 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0236 0.0046 0 2.28 6.644 0.489 3252 1 30 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 2 2017.019 2017.0313 0.0123 0 6.10 6.598 0.529 3175 1 30 36 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 1 R VPADFVSGVVEDMVLDVAR D 3 2017.019 2017.0207 0.0017 0 0.84 4.141 0.236 965.4 2 30 72 2 0 1
Q5V5B1_HALMA 1 Hypothetical protein  rrnAC0232 rrnAC0232 347 62 15 58 0.9999 R VPADFVSGVVEDMVLDVAR D 3 2033.0184 2033.0255 0.0071 0 3.49 3.37 0.254 794.7 4 22 72 2 0 1 VPADFVSGVVEDM[147]VLDVAR
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R LEEMPGEEGYPAYLSAR L 2 1926.8714 1927.8654 0.994 -1.0034 -4.85 4.103 0.502 1386 1 24 32 2 0 1 LEEM[147]PGEEGYPAYLSAR
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9999 K DALPEDQQLTLEIAR Y 2 1710.8788 1710.8819 0.0031 0 1.81 2.255 0.372 312.6 1 16 28 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K ETPTEPLISGQR V 2 1326.6779 1326.6812 0.0033 0 2.49 2.602 0.385 1027 1 18 22 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K ETPTEPLISGQR V 2 1326.6779 1326.68 0.0021 0 1.58 2.992 0.341 637.3 1 16 22 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K ETPTEPLISGQR V 2 1326.6779 1326.6793 0.0014 0 1.06 2.779 0.337 850.3 1 16 22 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K ETPTEPLISGQR V 2 1326.6779 1326.6773 -0.0006 0 -0.45 2.379 0.406 838.5 1 17 22 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9997 K GGTAAIPGPFGSGK T 2 1215.6248 1215.6272 0.0024 0 1.97 2.106 0.34 419.2 5 16 26 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9993 K GGTAAIPGPFGSGK T 2 1215.6248 1215.6295 0.0047 0 3.87 1.975 0.286 369.5 2 16 26 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R GNEMTEVIEDFPELEDPTTGNALMDR T 2 2922.2899 2922.3074 0.0175 0 5.99 5.007 0.537 926.8 1 22 50 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9999 R GVDAPGIDLEK T 2 1112.5713 1112.5719 0.0006 0 0.54 2.432 0.263 685.1 1 16 20 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9988 R GVDAPGIDLEK T 2 1112.5713 1112.5705 -0.0008 0 -0.72 1.907 0.223 647.7 1 15 20 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R GVDAPGIDLEKTWEFTPEVEEGDEVEAGDIVGTVPETPSIDHK V 4 4606.1762 4608.211 2.0348 -2.0067 6.10 4.684 0.391 538.4 1 45 252 2 1 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R HFPSINWNESYSLYR D 3 1911.8904 1911.8959 0.0055 0 2.88 3.632 0.39 1463 1 27 56 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9995 R HFPSINWNESYSLYRDQLDPWFEDNVR A 4 3426.5694 3426.5686 -0.0008 0 -0.23 3.657 0.17 957.6 1 38 156 2 1 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2576 0.0119 0 4.30 5.083 0.442 1700 1 24 44 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 3 2770.2457 2770.2478 0.0021 0 0.76 5.062 0.476 1346 1 30 88 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2566 0.0109 0 3.93 5.569 0.597 1794 1 24 44 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2459 0.0002 0 0.07 5.474 0.606 1907 1 25 44 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2515 0.0058 0 2.09 5.348 0.584 1908 1 25 44 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2534 0.0077 0 2.78 4.666 0.378 1751 1 24 44 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 2 2770.2457 2770.2478 0.0021 0 0.76 5.518 0.581 1777 1 24 44 2 0 1



Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 3 2770.2457 2770.25 0.0043 0 1.55 4.733 0.386 1227 1 31 88 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 3 2770.2457 2770.2525 0.0068 0 2.45 5.63 0.419 2011 1 36 88 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLR E 3 2770.2457 2770.2549 0.0092 0 3.32 4.742 0.444 1377 1 32 88 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLRELY - 2 3175.4357 3175.4536 0.0179 0 5.64 4.806 0.477 1477 1 24 50 2 1 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R IGVQEDYNEYIDDLEDDIESQLRELY - 2 3175.4357 3175.4439 0.0082 0 2.58 4.633 0.454 1551 1 24 50 2 1 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R LEEMPGEEGYPAYLSAR L 2 1926.8714 1926.8681 -0.0033 0 -1.71 4.327 0.505 1206 1 22 32 2 0 1 LEEM[147]PGEEGYPAYLSAR
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9952 R LSEFYER A 2 942.4447 942.445 0.0003 0 0.32 1.844 0.109 564.4 1 10 12 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9931 R LSEFYER A 2 942.4447 942.4435 -0.0012 0 -1.27 1.71 0.153 553.9 3 10 12 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R QWAIDTLDEEAELQEIVQLVGK D 2 2526.2853 2526.2866 0.0013 0 0.51 5.336 0.493 2049 1 25 42 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R QWAIDTLDEEAELQEIVQLVGK D 2 2526.2853 2526.2954 0.0101 0 4.00 5.295 0.498 1951 1 23 42 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R QWAIDTLDEEAELQEIVQLVGK D 3 2526.2853 2526.2891 0.0038 0 1.50 3.606 0.311 607 1 29 84 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9993 R QWAIDTLDEEAELQEIVQLVGK D 3 2526.2853 2526.2827 -0.0026 0 -1.03 3.039 0.19 488.3 3 27 84 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9406 R QWAIDTLDEEAELQEIVQLVGK D 3 2526.2853 2526.2893 0.004 0 1.58 2.45 0.06 297.7 64 19 84 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R QWAIDTLDEEAELQEIVQLVGKDALPEDQQLTLEIAR Y 3 4219.1536 4221.1582 2.0046 -2.0067 -0.50 5.652 0.518 1783 1 42 144 2 1 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TFWALDADLAER R 2 1406.683 1406.6856 0.0026 0 1.85 3.522 0.445 1658 1 19 22 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TFWALDADLAER R 2 1406.683 1406.6861 0.0031 0 2.20 3.472 0.451 1735 1 19 22 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9999 K TFWALDADLAERR H 2 1562.7841 1562.7959 0.0118 0 7.55 2.599 0.3 831.9 1 16 24 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9942 K TFWALDADLAERR H 3 1562.7841 1562.7846 0.0005 0 0.32 1.996 0.209 235.8 42 21 48 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TWEFTPEVEEGDEVEAGDIVGTVPETPSIDHK V 3 3511.6154 3513.638 2.0226 -2.0067 4.53 4.721 0.511 496.3 1 37 124 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TWEFTPEVEEGDEVEAGDIVGTVPETPSIDHK V 3 3511.6154 3511.6172 0.0018 0 0.51 4.525 0.511 414.6 1 36 124 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TWEFTPEVEEGDEVEAGDIVGTVPETPSIDHK V 3 3511.6154 3511.6294 0.014 0 3.99 4.609 0.458 510.8 1 36 124 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.364 0.0081 0 2.83 4.676 0.512 1391 1 25 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.3572 0.0013 0 0.45 4.612 0.536 1443 1 26 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.3621 0.0062 0 2.17 4.691 0.536 1684 1 27 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.354 -0.0019 0 -0.66 4.132 0.254 1259 1 24 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.3631 0.0072 0 2.52 4.38 0.293 1157 1 24 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 K TYNDAAFEALDAGVPVEEITDIDAAPR L 2 2862.3559 2862.3699 0.014 0 4.89 4.668 0.536 1677 1 27 52 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R VLDGLFPIAK G 2 1071.6328 1071.6358 0.003 0 2.80 3.08 0.354 1007 1 16 18 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R VLDGLFPIAK G 2 1071.6328 1071.6333 0.0005 0 0.47 3.083 0.325 1152 1 16 18 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R VLDGLFPIAK G 2 1071.6328 1071.6333 0.0005 0 0.47 2.877 0.285 803.6 1 15 18 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 1 R VLDGLFPIAK G 2 1071.6328 1071.6321 -0.0007 0 -0.65 2.725 0.331 802.4 1 15 18 2 0 1
Q5UXY8_HALMA 1 V-type sodium ATP synthase subunit A (EC 3.6.3.14)  ntpA rrnAC3159 586 45.6 21 57 0.9997 R VLDGLFPIAK G 2 1071.6328 1071.6326 -0.0002 0 -0.19 3.058 0.104 1157 1 16 18 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9999 K GLLTAAIRDPDPVIFLEPK L 2 2064.1619 2066.1853 2.0234 -2.0067 8.09 4.662 0.466 1162 1 23 36 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R ATQGLHEEFGDDR V 3 1473.6484 1473.6497 0.0013 0 0.88 3.041 0.285 1186 1 27 48 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R ATQGLHEEFGDDR V 3 1473.6484 1473.6481 -0.0003 0 -0.20 2.706 0.321 1187 1 27 48 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9997 R ATQGLHEEFGDDR V 2 1473.6484 1473.6526 0.0042 0 2.85 2.352 0.25 708.4 1 16 24 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9929 R ATQGLHEEFGDDR V 3 1473.6484 1473.6496 0.0012 0 0.81 2.536 0.068 1047 1 25 48 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9999 R DEDVVVMGEDVGK N 2 1390.6286 1390.6254 -0.0032 0 -2.30 2.693 0.274 1065 1 19 24 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K EAFYVHEAGLK V 2 1262.6295 1262.631 0.0015 0 1.19 2.544 0.383 284.8 1 13 20 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K EAFYVHEAGLK V 2 1262.6295 1262.6306 0.0011 0 0.87 2.902 0.303 416.1 1 16 20 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9999 K EAFYVHEAGLK V 2 1262.6295 1262.6304 0.0009 0 0.71 2.081 0.319 319.1 1 13 20 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R EEVPDDPYTVELGEAK V 2 1789.8258 1789.8288 0.003 0 1.68 3.247 0.399 720.9 1 21 30 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R EGADVSVFTWGAMTRPTVEAAEELAEEGIDAEVIDLR T 3 3975.9048 3976.9282 1.0234 -1.0034 5.04 5.554 0.541 2334 1 47 144 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R EGADVSVFTWGAMTRPTVEAAEELAEEGIDAEVIDLR T 3 3975.9048 3975.9141 0.0093 0 2.34 5.765 0.459 2128 1 43 144 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R EGADVSVFTWGAMTRPTVEAAEELAEEGIDAEVIDLR T 3 3975.9048 3975.906 0.0012 0 0.30 6.621 0.482 2415 1 42 144 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R EGADVSVFTWGAMTRPTVEAAEELAEEGIDAEVIDLR T 3 3975.9048 3975.9112 0.0064 0 1.61 6.111 0.506 2193 1 42 144 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9541 K GLLTAAIRDPD P 2 1140.6139 1140.6129 -0.001 0 -0.88 2.766 0.324 1856 1 18 20 1 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2065.1836 1.0217 -1.0034 8.89 4.851 0.527 2310 1 36 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1656 0.0037 0 1.79 4.712 0.492 3247 1 40 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1651 0.0032 0 1.55 4.585 0.438 1949 1 36 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1641 0.0022 0 1.07 5.027 0.518 3102 1 39 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.1626 0.0007 0 0.34 4.165 0.378 2721 1 37 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K GLLTAAIRDPDPVIFLEPK L 3 2064.1619 2064.158 -0.0039 0 -1.89 4.25 0.515 2336 1 35 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9999 K GLLTAAIRDPDPVIFLEPK L 2 2064.1619 2065.1653 1.0034 -1.0034 0.02 4.077 0.401 617.7 1 18 36 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9995 K GLLTAAIRDPDPVIFLEPK L 2 2064.1619 2066.1653 2.0034 -2.0067 -1.60 3.832 0.405 538.9 1 17 36 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9975 D PVIFLEPK L 2 941.5586 941.5591 0.0005 0 0.53 2.813 0.283 701.5 1 12 14 1 0 2 Q5UWH0_HALMA ; 
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9873 D PVIFLEPK L 2 941.5586 941.559 0.0004 0 0.42 2.733 0.191 681.5 1 12 14 1 0 2 Q5UWH0_HALMA ; 
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R SFREEVPDDPYTVELGEAK V 2 2180.0273 2180.0242 -0.0031 0 -1.42 4.797 0.383 1323 1 26 36 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R SFREEVPDDPYTVELGEAK V 3 2180.0273 2180.032 0.0047 0 2.16 5.428 0.37 2452 1 38 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R SFREEVPDDPYTVELGEAK V 3 2180.0273 2180.0298 0.0025 0 1.15 5.192 0.378 2759 1 40 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R SFREEVPDDPYTVELGEAK V 2 2180.0273 2180.0357 0.0084 0 3.85 4.777 0.37 1413 1 26 36 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R SFREEVPDDPYTVELGEAK V 3 2180.0273 2180.0305 0.0032 0 1.47 5.731 0.336 2570 1 40 72 2 1 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K TGGLAGEIIATIQEEVLLYQEAPVTR V 2 2770.4752 2770.4822 0.007 0 2.53 4.547 0.343 1469 1 25 50 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K TGGLAGEIIATIQEEVLLYQEAPVTR V 2 2770.4752 2770.479 0.0038 0 1.37 4.864 0.569 1604 1 25 50 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K TGGLAGEIIATIQEEVLLYQEAPVTR V 2 2770.4752 2770.4785 0.0033 0 1.19 4.978 0.281 1644 1 26 50 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K TGGLAGEIIATIQEEVLLYQEAPVTR V 2 2770.4752 2770.4824 0.0072 0 2.60 4.882 0.545 1708 1 26 50 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K TGGLAGEIIATIQEEVLLYQEAPVTR V 2 2770.4752 2770.4771 0.0019 0 0.69 4.776 0.559 1697 1 26 50 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 K TGGLAGEIIATIQEEVLLYQEAPVTR V 2 2770.4752 2770.4798 0.0046 0 1.66 4.824 0.576 1678 1 25 50 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9997 K TGGLAGEIIATIQEEVLLYQEAPVTR V 3 2770.4752 2770.4834 0.0082 0 2.96 2.986 0.229 597.5 1 25 100 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.955 K TGGLAGEIIATIQEEVLLYQEAPVTR V 3 2770.4752 2770.482 0.0068 0 2.45 2.569 0.062 332.7 34 19 100 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R TLSPMDTDTIVESFKK T 2 1810.9022 1810.9082 0.006 0 3.31 3.135 0.309 427.9 1 17 30 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R TLSPMDTDTIVESFKK T 2 1810.9022 1810.9044 0.0022 0 1.21 3.394 0.466 617.3 1 20 30 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9234 R TLSPMDTDTIVESFKK T 3 1810.9022 1810.9052 0.003 0 1.66 1.642 0.138 198.3 140 20 60 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VIDTPLAEAGIVGTAIGMAAYGLR P 2 2358.2617 2358.27 0.0083 0 3.52 5.133 0.591 2468 1 27 46 1 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VIDTPLAEAGIVGTAIGMAAYGLRPVPEMQFSGFMYPAFDQIVS L 4 5064.534 5065.5406 1.0066 -1.0034 0.64 4.66 0.367 1240 1 51 282 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VIDTPLAEAGIVGTAIGMAAYGLRPVPEMQFSGFMYPAFDQIVS L 4 5064.534 5065.5161 0.9821 -1.0034 -4.20 4.064 0.355 649.1 1 41 282 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9986 R VIDTPLAEAGIVGTAIGMAAYGLRPVPEMQFSGFMYPAFDQIVS L 4 5064.534 5066.544 2.01 -2.0067 0.65 4.327 0.147 808.9 1 46 282 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.322 0.0061 0 2.27 4.139 0.498 1377 1 23 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3281 0.0122 0 4.54 3.677 0.272 1112 1 21 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3223 0.0064 0 2.38 3.681 0.218 1234 1 22 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3238 0.0079 0 2.94 3.643 0.228 1116 1 21 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3242 0.0083 0 3.09 4.149 0.49 1369 1 23 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3289 0.013 0 4.84 4.093 0.498 1531 1 24 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3274 0.0115 0 4.28 3.611 0.236 1127 1 21 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 1 R VTGFDVPYPLYALEDYYLPEPAR I 2 2687.3159 2687.3262 0.0103 0 3.83 4.169 0.491 1305 1 23 44 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.974 R VTGFDVPYPLYALEDYYLPEPAR I 3 2687.3159 2688.3247 1.0088 -1.0034 2.03 2.461 0.112 633.3 1 25 88 2 0 1
Q5UYG3_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB1 rrnAC2956 332 67.8 15 57 0.9653 R VTGFDVPYPLYALEDYYLPEPAR I 3 2687.3159 2687.3281 0.0122 0 4.54 2.437 0.088 311.1 38 20 88 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R SPSTIAYAAR I 2 1035.5349 1035.5363 0.0014 0 1.35 2.994 0.431 1199 1 17 18 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2644 0.0001 0 0.04 3.905 0.441 1349 1 23 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2681.2666 1.0023 -1.0034 -0.39 4.267 0.5 1307 1 23 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2715 0.0072 0 2.69 4.457 0.459 1575 1 25 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2676 0.0033 0 1.23 4.314 0.448 1374 1 24 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2732 0.0089 0 3.32 3.634 0.414 1433 1 24 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9999 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2681.6055 1.3412 -1.0034 126.05 4.316 0.428 1506 1 25 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9995 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2696 0.0053 0 1.98 4.523 0.148 1325 1 23 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9993 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2847 0.0204 0 7.61 2.628 0.33 521.8 1 17 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9991 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2681 0.0038 0 1.42 4.131 0.151 1394 1 24 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9986 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2680.2708 0.0065 0 2.43 3.979 0.134 1375 1 24 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9985 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2681.2693 1.005 -1.0034 0.62 3.117 0.343 767.5 1 18 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9956 R DDPYDILDKLEGVIFEDATADDVL - 2 2680.2643 2681.2666 1.0023 -1.0034 -0.39 3.378 0.241 591.4 1 19 46 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.912 R DDPYDILDKLEGVIFEDATADDVL - 3 2680.2643 2680.2683 0.004 0 1.49 2.274 0.05 1001 1 32 92 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DHDLPIAMWSYPR G 3 1599.7504 1599.7511 0.0007 0 0.44 2.88 0.279 1282 1 25 48 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DHDLPIAMWSYPR G 3 1599.7504 1599.7536 0.0032 0 2.00 3.109 0.312 1228 1 24 48 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DHDLPIAMWSYPR G 3 1615.7498 1615.7451 -0.0047 0 -2.91 3.146 0.304 981.2 2 22 48 2 0 1 DHDLPIAM[147]WSYPR
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R DHDLPIAMWSYPR G 3 1599.7504 1599.7506 0.0002 0 0.13 3.132 0.367 1199 1 24 48 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9999 R DHDLPIAMWSYPR G 3 1599.7504 1599.7533 0.0029 0 1.81 2.722 0.253 1267 1 24 48 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9999 R ETDMFEDFRPVQENAR D 2 1982.8792 1982.8825 0.0033 0 1.66 2.853 0.264 324.7 1 17 30 2 0 1



Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9971 R ETDMFEDFRPVQENAR D 3 1982.8792 1984.8982 2.019 -2.0067 6.20 2.16 0.244 1035 1 27 60 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9964 R ETDMFEDFRPVQENAR D 3 1982.8792 1983.8781 0.9989 -1.0034 -2.24 1.873 0.26 872.8 1 25 60 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9963 R ETDMFEDFRPVQENAR D 3 1982.8792 1982.8852 0.006 0 3.03 1.893 0.186 1041 1 28 60 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R EVFEMATHDAVTALAVGK G 3 1887.94 1887.9418 0.0018 0 0.95 3.709 0.396 1444 1 31 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R EVFEMATHDAVTALAVGK G 3 1887.94 1887.9435 0.0035 0 1.85 3.493 0.356 1664 1 32 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R EVFEMATHDAVTALAVGK G 3 1887.94 1887.9409 0.0009 0 0.48 3.469 0.373 1573 1 32 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R EVFEMATHDAVTALAVGK G 2 1887.94 1887.9435 0.0035 0 1.85 4.379 0.52 2068 1 23 34 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9993 R EVFEMATHDAVTALAVGK G 3 1887.94 1887.9406 0.0006 0 0.32 2.587 0.196 781.3 1 25 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9927 R EVFEMATHDAVTALAVGK G 3 1887.94 1889.9481 2.0081 -2.0067 0.74 2.929 0.144 770.3 2 26 68 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0323 0.006 0 2.78 4.428 0.524 1043 1 26 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.032 0.0057 0 2.64 4.787 0.508 1019 1 26 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0274 0.0011 0 0.51 4.609 0.503 878.1 1 25 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0291 0.0028 0 1.30 4.444 0.536 777.5 1 23 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9993 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0335 0.0072 0 3.33 2.985 0.111 262.2 1 14 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9983 K GLAETYYPSYEDDVNLLAK L 2 2160.0263 2160.0288 0.0025 0 1.16 2.97 0.062 332.9 1 16 36 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R IGLELGADFTK V 2 1162.6234 1162.6273 0.0039 0 3.35 3.079 0.31 927.6 1 16 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R IGLELGADFTK V 2 1162.6234 1162.6249 0.0015 0 1.29 3.169 0.312 944 1 16 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9984 R IGLELGADFTK V 2 1162.6234 1163.5663 0.9429 -1.0034 -51.99 2.568 0.229 677.3 3 15 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9987 - MRPLGDSPLVR N 2 1239.6757 1239.6735 -0.0022 0 -1.77 2.622 0.089 735.8 1 15 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9979 - MRPLGDSPLVR N 2 1239.6757 1239.6721 -0.0036 0 -2.90 2.465 0.104 810.9 2 15 20 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9918 - MRPLGDSPLVR N 3 1255.6751 1256.6781 1.003 -1.0034 -0.28 2.626 0.111 1164 1 23 40 2 0 1 M[147]RPLGDSPLVR
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9747 - MRPLGDSPLVR N 3 1239.6757 1239.6754 -0.0003 0 -0.24 2.256 0.057 893.7 8 21 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9556 - MRPLGDSPLVR N 3 1239.6757 1239.6725 -0.0032 0 -2.58 2.353 0.009 646.3 7 21 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9523 - MRPLGDSPLVR N 3 1239.6757 1239.6752 -0.0005 0 -0.40 2.569 0.008 664.6 31 18 40 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R NDKTLVLAHDHGLEHGPK Q 3 1980.0177 1980.0192 0.0015 0 0.76 3.599 0.348 1290 1 30 68 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9977 R NDKTLVLAHDHGLEHGPK Q 3 1980.0177 1980.0189 0.0012 0 0.61 3.123 0.153 1014 1 27 68 2 1 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R NVWQRDDPYDILDKLEGVIFEDATADDVL - 3 3363.6146 3364.6282 1.0136 -1.0034 3.05 5.608 0.501 1280 1 42 112 2 2 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R NVWQRDDPYDILDKLEGVIFEDATADDVL - 3 3363.6146 3363.6343 0.0197 0 5.86 5.519 0.406 1137 1 43 112 2 2 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R SPSTIAYAAR I 2 1035.5349 1035.5342 -0.0007 0 -0.68 3.218 0.501 1184 1 17 18 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R SPSTIAYAAR I 2 1035.5349 1035.5357 0.0008 0 0.77 3.16 0.476 1184 1 17 18 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 R SPSTIAYAAR I 2 1035.5349 1035.5351 0.0002 0 0.19 3.262 0.502 1233 1 17 18 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 K TLVLAHDHGLEHGPK Q 3 1622.8529 1622.8539 0.001 0 0.62 3.066 0.348 616.6 1 28 56 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 1 K TLVLAHDHGLEHGPK Q 3 1622.8529 1622.8561 0.0032 0 1.97 2.271 0.35 601.7 1 27 56 2 0 1
Q5V510_HALMA 1 Fructose-bisphosphate aldolase (EC 4.1.2.13)  fba rrnAC0345 260 57.3 12 57 0.9993 K TLVLAHDHGLEHGPK Q 3 1622.8529 1624.7781 1.9252 -1.0034 568.04 2.576 0.265 570.3 1 27 56 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HGLEQELAALEGGER A 3 1607.7903 1607.7909 0.0006 0 0.37 4.151 0.394 1202 1 27 56 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R AYAFSSGTAAVATAVLSLVEPGDHVVAFDDLYAGTR R 3 3640.8049 3641.8279 1.023 -1.0034 5.40 5.618 0.548 2496 1 44 140 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R AYAFSSGTAAVATAVLSLVEPGDHVVAFDDLYAGTR R 3 3640.8049 3640.8516 0.0467 0 12.83 5.748 0.556 2153 1 42 140 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R AYAFSSGTAAVATAVLSLVEPGDHVVAFDDLYAGTR R 3 3640.8049 3642.8181 2.0132 -2.0067 1.79 5.537 0.491 1884 1 41 140 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R AYAFSSGTAAVATAVLSLVEPGDHVVAFDDLYAGTR R 3 3640.8049 3642.8181 2.0132 -2.0067 1.79 6.61 0.567 1977 1 42 140 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9892 R EQMQGFGGVLSFELAGDMADAK Q 2 2300.0453 2301.6853 1.64 -1.0034 276.80 2.406 0.253 324.2 6 13 42 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HENNAMALAQYLDDHEHVETVHYPGLESHPQHDLAR E 5 4172.9147 4173.9131 0.9984 -1.0034 -1.19 5.747 0.457 2322 1 69 280 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HENNAMALAQYLDDHEHVETVHYPGLESHPQHDLAR E 5 4172.9147 4172.9199 0.0052 0 1.25 6.363 0.475 3352 1 70 280 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HENNAMALAQYLDDHEHVETVHYPGLESHPQHDLAR E 5 4172.9147 4172.9097 -0.005 0 -1.20 5.61 0.438 2773 1 71 280 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HGLEQELAALEGGER A 2 1607.7903 1607.7934 0.0031 0 1.93 4.584 0.523 2366 1 22 28 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HGLEQELAALEGGER A 2 1607.7903 1607.7932 0.0029 0 1.80 4.359 0.558 2230 1 22 28 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HGLEQELAALEGGER A 3 1607.7903 1607.7919 0.0016 0 1.00 3.836 0.326 1607 1 30 56 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HGLEQELAALEGGER A 2 1607.7903 1607.7913 0.001 0 0.62 4.584 0.545 2344 1 22 28 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R HGLEQELAALEGGER A 2 1607.7903 1607.791 0.0007 0 0.44 3.386 0.478 1378 1 20 28 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9999 R HGLEQELAALEGGER A 3 1607.7903 1607.791 0.0007 0 0.44 3.519 0.264 1077 6 24 56 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9999 R HGLEQELAALEGGER A 3 1607.7903 1607.7909 0.0006 0 0.37 3.165 0.278 1135 3 25 56 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R LSVGIEDVEDLR A 2 1343.6932 1343.6972 0.004 0 2.98 3.166 0.255 1298 1 19 22 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R LSVGIEDVEDLR A 2 1343.6932 1343.6952 0.002 0 1.49 2.955 0.288 1304 1 19 22 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R LSVGIEDVEDLR A 2 1343.6932 1343.6853 -0.0079 0 -5.88 3.252 0.368 1101 1 17 22 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9998 R LSVGIEDVEDLR A 2 1343.6932 1343.6953 0.0021 0 1.56 2.49 0.235 1415 1 19 22 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9994 R LSVGIEDVEDLRADLER G 3 1927.9851 1927.9877 0.0026 0 1.35 1.992 0.326 748.3 1 26 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9818 R LSVGIEDVEDLRADLER G 3 1927.9851 1929.0082 1.0231 -1.0034 10.24 2.241 0.197 725.6 1 25 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9779 R LSVGIEDVEDLRADLER G 3 1927.9851 1927.9855 0.0004 0 0.21 2.487 0.091 822.8 1 28 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9729 R LSVGIEDVEDLRADLER G 2 1927.9851 1927.9854 0.0003 0 0.16 2.148 0.26 300.1 21 12 32 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9672 R LSVGIEDVEDLRADLER G 3 1927.9851 1928.9782 0.9931 -1.0034 -5.32 2.238 0.193 485.7 4 21 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9462 R LSVGIEDVEDLRADLER G 3 1927.9851 1927.9882 0.0031 0 1.61 2.096 0.119 458.8 7 21 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9314 R LSVGIEDVEDLRADLER G 3 1927.9851 1928.9782 0.9931 -1.0034 -5.32 2.32 0.16 658.5 9 22 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9312 R LSVGIEDVEDLRADLER G 3 1927.9851 1927.981 -0.0041 0 -2.13 1.97 0.122 608.5 8 22 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9187 R LSVGIEDVEDLRADLER G 3 1927.9851 1927.9882 0.0031 0 1.61 2.182 0.093 496.7 11 21 64 2 1 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9707 R MFETLFR D 2 942.4633 942.4633 0 0 0.00 1.881 0.005 747.4 2 12 12 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 K QFLEALETVTLAVSLGGVESLAELPAAMTHEPLSPAAR D 3 3918.0448 3920.065 2.0202 -2.0067 3.45 4.387 0.364 523 1 30 148 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9969 K QFLEALETVTLAVSLGGVESLAELPAAMTHEPLSPAAR D 3 3918.0448 3920.0615 2.0167 -2.0067 2.55 2.777 0.238 310.6 6 22 148 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R QQIALGNMLAPFDSYLISR G 2 2136.1037 2136.1074 0.0037 0 1.73 5.301 0.54 1521 1 28 36 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R QQIALGNMLAPFDSYLISR G 2 2136.1037 2136.1092 0.0055 0 2.57 4.84 0.422 1102 1 24 36 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R QQIALGNMLAPFDSYLISR G 2 2136.1037 2136.1074 0.0037 0 1.73 5.304 0.528 1351 1 27 36 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R QQIALGNMLAPFDSYLISR G 2 2136.1037 2136.1116 0.0079 0 3.70 5.005 0.485 1561 1 28 36 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 R QQIALGNMLAPFDSYLISR G 2 2136.1037 2136.1087 0.005 0 2.34 3.604 0.449 953.3 1 23 36 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9994 R QQIALGNMLAPFDSYLISR G 2 2136.1037 2136.1082 0.0045 0 2.11 3.166 0.099 746.3 1 21 36 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 1 K YLNGHSDAVGGALITDDPEVAER V 3 2398.1401 2398.1446 0.0045 0 1.88 4.403 0.272 1752 1 35 88 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9938 K YLNGHSDAVGGALITDDPEVAER V 3 2398.1401 2399.1323 0.9922 -1.0034 -4.65 3.657 0.096 1532 1 30 88 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9911 K YLNGHSDAVGGALITDDPEVAER V 3 2398.1401 2399.1302 0.9901 -1.0034 -5.53 3.454 0.091 1828 1 34 88 2 0 1
Q5UZS6_HALMA 1 Cystathionine gamma-synthase (EC 2.5.1.48)  metB rrnAC2414 411 52.8 12 56 0.9739 K YLNGHSDAVGGALITDDPEVAER V 3 2398.1401 2399.1253 0.9852 -1.0034 -7.57 3.346 0.043 1757 1 34 88 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 D PVEYGILDPAAVKR E 3 1526.8456 1526.846 0.0004 0 0.26 4.558 0.444 2077 1 33 52 1 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R AEHESEGIAGIISEGQTGVVGDPVEYGILDPAAVK R 3 3506.7416 3506.762 0.0204 0 5.82 7.817 0.555 3981 1 54 136 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 3 3269.7255 3269.7327 0.0072 0 2.20 6.86 0.481 2158 1 42 132 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 4 3269.7255 3270.731 1.0055 -1.0034 0.66 4.649 0.361 1587 1 51 198 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 3 3269.7255 3269.7315 0.006 0 1.84 3.932 0.292 1286 1 35 132 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 4 3269.7255 3269.7359 0.0104 0 3.18 4.397 0.245 1279 1 47 198 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 4 3269.7255 3269.7327 0.0072 0 2.20 4.2 0.293 1352 1 48 198 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 3 3269.7255 3271.7481 2.0226 -2.0067 4.86 6.571 0.543 2820 1 45 132 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9997 R ALNDALDTVIAALDAGGVVPGAGATEIAIADHIR S 4 3269.7255 3269.7417 0.0162 0 4.95 3.247 0.165 829.6 1 38 198 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R EAVDSATEAATMIVR I 2 1578.7604 1578.7592 -0.0012 0 -0.76 2.996 0.315 1074 1 18 28 2 0 1 EAVDSATEAATM[147]IVR
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R EAVDSATEAATMIVR I 2 1562.761 1562.7641 0.0031 0 1.98 3.643 0.443 2030 1 21 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R EAVDSATEAATMIVR I 2 1562.761 1562.761 0 0 0.00 3.456 0.44 1651 1 21 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R EAVDSATEAATMIVR I 2 1562.761 1562.7637 0.0027 0 1.73 3.489 0.417 1567 1 21 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R EAVDSATEAATMIVR I 2 1562.761 1562.7609 -0.0001 0 -0.06 3.627 0.445 2575 1 23 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K EGVFVADSIGSSTAK D 2 1466.7253 1466.7238 -0.0015 0 -1.02 3.716 0.548 1798 1 23 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K EGVFVADSIGSSTAK D 2 1466.7253 1466.7255 0.0002 0 0.14 3.54 0.524 1510 1 22 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K EGVFVADSIGSSTAK D 2 1466.7253 1466.7266 0.0013 0 0.89 3.498 0.545 1548 1 22 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K EGVFVADSIGSSTAK D 2 1466.7253 1466.727 0.0017 0 1.16 3.513 0.527 1696 1 23 28 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R GSTEHVVDELER A 2 1369.6473 1369.6474 0.0001 0 0.07 3.168 0.406 1192 1 16 22 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R GSTEHVVDELER A 2 1369.6473 1369.6494 0.0021 0 1.53 3.457 0.389 1345 1 17 22 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R GSTEHVVDELER A 2 1369.6473 1369.6477 0.0004 0 0.29 3.214 0.45 1095 2 15 22 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K GTGDVEAEKLAEVVVDAVR H 3 1956.0164 1956.0199 0.0035 0 1.79 4.126 0.311 2562 1 38 72 2 1 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9999 K GTGDVEAEKLAEVVVDAVR H 3 1956.0164 1956.0239 0.0075 0 3.83 3.957 0.275 2202 1 35 72 2 1 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9994 R KQLAVEAFADAVDVLPR T 3 1841.0047 1842.0082 1.0035 -1.0034 0.08 3.033 0.23 919.4 1 26 64 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9991 R KQLAVEAFADAVDVLPR T 3 1841.0047 1841.011 0.0063 0 3.42 2.748 0.166 796.5 1 28 64 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K LAEVVVDAVR H 2 1069.6131 1069.6138 0.0007 0 0.65 3.167 0.335 1591 1 16 18 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K LAEVVVDAVR H 2 1069.6131 1069.6144 0.0013 0 1.22 3.349 0.353 1795 1 17 18 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9987 D PVEYGILDPAAVK R 2 1370.7445 1370.7454 0.0009 0 0.66 3.463 0.315 1870 1 19 24 1 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 D PVEYGILDPAAVKR E 3 1526.8456 1526.8444 -0.0012 0 -0.79 4.624 0.439 1613 1 30 52 1 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9999 D PVEYGILDPAAVKR E 3 1526.8456 1526.8499 0.0043 0 2.82 4.631 0.391 2027 1 34 52 1 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K QLAVEAFADAVDVLPR T 2 1712.9097 1712.914 0.0043 0 2.51 3.502 0.417 2070 1 24 30 2 0 1



Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K QLAVEAFADAVDVLPR T 2 1712.9097 1712.9115 0.0018 0 1.05 4.943 0.476 2645 1 26 30 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K QLAVEAFADAVDVLPR T 2 1712.9097 1712.9088 -0.0009 0 -0.53 4.516 0.508 2575 1 26 30 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K QLAVEAFADAVDVLPR T 2 1712.9097 1712.9127 0.003 0 1.75 4.44 0.279 2011 1 25 30 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K QLAVEAFADAVDVLPR T 3 1712.9097 1712.9123 0.0026 0 1.52 4.046 0.322 2295 1 33 60 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K QLAVEAFADAVDVLPR T 2 1712.9097 1712.912 0.0023 0 1.34 3.281 0.446 1341 1 20 30 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9407 K QLAVEAFADAVDVLPR T 3 1712.9097 1712.9181 0.0084 0 4.90 2.508 0.011 482.5 15 21 60 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K RVGSLEALDEDSLGHADSVDVEK Q 3 2440.1717 2440.1773 0.0056 0 2.29 5.772 0.498 2070 1 36 88 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K RVGSLEALDEDSLGHADSVDVEK Q 3 2440.1717 2440.1743 0.0026 0 1.07 6.381 0.518 2143 1 38 88 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K RVGSLEALDEDSLGHADSVDVEK Q 4 2440.1717 2440.1719 0.0002 0 0.08 3.727 0.28 1077 1 43 132 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K RVGSLEALDEDSLGHADSVDVEK Q 4 2440.1717 2440.1758 0.0041 0 1.68 3.925 0.28 1439 1 45 132 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 K RVGSLEALDEDSLGHADSVDVEK Q 3 2440.1717 2440.1753 0.0036 0 1.48 6.694 0.515 2295 1 41 88 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9998 K RVGSLEALDEDSLGHADSVDVEK Q 2 2440.1717 2442.1653 1.9936 -2.0067 -5.37 3.439 0.327 777.8 1 20 44 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9984 K RVGSLEALDEDSLGHADSVDVEK Q 4 2440.1717 2440.1773 0.0056 0 2.29 2.973 0.089 1588 1 45 132 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLR A 2 1898.9949 1899.0004 0.0055 0 2.90 4.613 0.211 2939 1 24 34 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLR A 2 1898.9949 1898.9995 0.0046 0 2.42 5.761 0.426 3636 1 28 34 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLR A 3 1898.9949 1898.9947 -0.0002 0 -0.11 3.561 0.264 3245 1 39 68 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLR A 2 1898.9949 1898.996 0.0011 0 0.58 5.584 0.425 3777 1 28 34 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLR A 2 1898.9949 1899.0004 0.0055 0 2.90 4.774 0.414 4244 1 30 34 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLR A 2 1898.9949 1898.9944 -0.0005 0 -0.26 5.796 0.409 3694 1 28 34 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9999 R TLAENTGLDAIDALVDLR A 3 1898.9949 1898.9867 -0.0082 0 -4.32 3.716 0.207 2707 1 35 68 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R TLAENTGLDAIDALVDLRAEHESEGIAGIISEGQTGVVGDPVEY R 4 5387.726 5388.7334 1.0074 -1.0034 0.75 5.853 0.399 635.6 1 51 312 2 1 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.9998 R TLAENTGLDAIDALVDLRAEHESEGIAGIISEGQTGVVGDPVEY R 4 5387.726 5388.7676 1.0416 -1.0034 7.10 4.444 0.291 923 1 51 312 2 1 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 0.999 R TLAENTGLDAIDALVDLRAEHESEGIAGIISEGQTGVVGDPVEY E 4 5543.8271 5544.8609 1.0338 -1.0034 5.49 4.327 0.208 815.8 1 48 318 2 1 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R VGSLEALDEDSLGHADSVDVEK Q 2 2284.0706 2284.0747 0.0041 0 1.80 5.524 0.503 2363 1 25 42 2 0 1
Q5V199_HALMA 1 Thermosome alpha subunit  cctA3 rrnAC1815 526 35.9 17 56 1 R VGSLEALDEDSLGHADSVDVEK Q 2 2284.0706 2285.074 1.0034 -1.0034 0.02 5.445 0.479 3045 1 28 42 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K EVGDEGDVTVAAADAFGEYDEEEVR T 2 2671.1409 2671.1441 0.0032 0 1.20 4.977 0.633 1686 1 27 48 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 4 3565.6485 3565.6629 0.0144 0 4.04 5.724 0.431 2423 1 52 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 4 3565.6485 3565.6499 0.0014 0 0.39 5.873 0.315 1814 1 49 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 4 3565.6485 3567.6509 2.0024 -2.0067 -1.21 5.642 0.419 2467 1 53 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 4 3565.6485 3565.6548 0.0063 0 1.77 6.142 0.509 2170 1 50 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9998 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 5 3565.6485 3565.6536 0.0051 0 1.43 3.409 0.303 955 6 48 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9996 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 5 3565.6485 3565.6599 0.0114 0 3.20 3.376 0.177 1537 1 56 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9955 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 5 3565.6485 3566.6638 1.0153 -1.0034 3.35 3.62 0.203 1105 8 56 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9693 R ARVDFNHPLAGEDVEYDYEVLEEVTDREEK A 5 3565.6485 3565.6509 0.0024 0 0.67 2.836 0.056 1102 5 51 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.946 D DGIDTEQQEFGPR T 2 1490.6637 1491.6654 1.0017 -1.0034 -1.11 2.613 0.331 301.6 3 13 24 1 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3310.5966 3310.5996 0.003 0 0.91 3.726 0.314 1303 1 64 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3310.5966 3310.5984 0.0018 0 0.54 2.938 0.319 1189 1 61 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 3 3310.5966 3312.6118 2.0152 -2.0067 2.57 5.24 0.439 1431 1 39 116 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9999 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3310.5966 3310.5984 0.0018 0 0.54 3.09 0.249 999.7 1 57 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9999 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3310.5966 3310.6033 0.0067 0 2.02 2.912 0.28 1400 1 63 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9999 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 3 3310.5966 3312.6079 2.0113 -2.0067 1.39 4.137 0.357 1368 1 36 116 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9992 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3310.5966 3310.6035 0.0069 0 2.08 2.628 0.167 944.2 1 56 232 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9991 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 4 3310.5966 3310.6031 0.0065 0 1.96 2.257 0.165 835.9 1 52 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.999 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 4 3310.5966 3311.6109 1.0143 -1.0034 3.31 2.763 0.218 673.2 1 50 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9987 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 4 3310.5966 3310.6026 0.006 0 1.81 1.998 0.148 643.2 1 45 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9931 K DKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 4 3310.5966 3310.5987 0.0021 0 0.63 1.948 0.073 535.7 1 48 174 2 2 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K ETLYIEATPQLTMNQQWMMGK Q 2 2512.18 2512.1851 0.0051 0 2.03 3.689 0.542 723.1 1 23 40 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K ETLYIEATPQLTMNQQWMMGK Q 2 2512.18 2512.1851 0.0051 0 2.03 3.408 0.518 688.2 1 23 40 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9941 K ETLYIEATPQLTMNQQWMMGK Q 2 2528.1794 2528.1824 0.003 0 1.19 2.849 0.188 341.3 1 17 40 2 0 1 ETLYIEATPQLTMNQQWM[147]MGK
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K EVGDEGDVTVAAADAFGEYDEEEVR T 2 2671.1409 2672.1453 1.0044 -1.0034 0.39 4.459 0.56 1528 1 26 48 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K EVGDEGDVTVAAADAFGEYDEEEVR T 2 2671.1409 2671.1428 0.0019 0 0.71 4.52 0.544 1632 1 27 48 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K IPEDDRYPGAHVDLEGEHGHVETIIGGR A 4 3067.4747 3067.4783 0.0036 0 1.17 4.291 0.301 1477 1 48 162 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K IPEDDRYPGAHVDLEGEHGHVETIIGGR A 3 3067.4747 3068.468 0.9933 -1.0034 -3.28 5.571 0.387 1562 1 35 108 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9851 K IPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3067.4747 3067.4793 0.0046 0 1.50 2.518 0.022 1510 1 59 216 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K QQIAQQLTQLLDIDR I 2 1781.9635 1781.9668 0.0033 0 1.85 4.493 0.466 2006 1 25 28 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K QQIAQQLTQLLDIDR I 2 1781.9635 1781.9688 0.0053 0 2.97 4.318 0.456 1881 1 24 28 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K QQIAQQLTQLLDIDR I 2 1781.9635 1781.9683 0.0048 0 2.69 4.258 0.476 1932 1 24 28 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 K QQIAQQLTQLLDIDR I 2 1781.9635 1781.9676 0.0041 0 2.30 4.542 0.422 1862 1 24 28 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 M SNESETDVDEETADEEEQAEGLQK G 2 2681.0947 2681.1043 0.0096 0 3.58 5.159 0.55 1445 1 24 46 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 M SNESETDVDEETADEEEQAEGLQK G 2 2681.0947 2681.1006 0.0059 0 2.20 5.224 0.512 1185 1 23 46 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 M SNESETDVDEETADEEEQAEGLQK G 2 2681.0947 2681.1138 0.0191 0 7.12 4.616 0.524 1382 1 23 46 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9998 M SNESETDVDEETADEEEQAEGLQK G 2 2681.0947 2681.1021 0.0074 0 2.76 4.606 0.35 1419 1 24 46 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9941 M SNESETDVDEETADEEEQAEGLQK G 2 2681.0947 2681.1031 0.0084 0 3.13 3.364 0.248 687.4 1 20 46 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 M SNESETDVDEETADEEEQAEGLQKGDVVK L 3 3179.3749 3179.378 0.0031 0 0.98 5.073 0.476 1003 1 33 112 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9927 M SNESETDVDEETADEEEQAEGLQKGDVVK L 3 3179.3749 3180.398 1.0231 -1.0034 6.21 4.024 0.388 1016 1 35 112 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9882 M SNESETDVDEETADEEEQAEGLQKGDVVK L 3 3179.3749 3179.3823 0.0074 0 2.33 3.909 0.302 762.9 1 30 112 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TIVLGENHIFPDVEQDIYGK E 2 2286.1532 2286.156 0.0028 0 1.22 5.467 0.544 1813 1 25 38 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TIVLGENHIFPDVEQDIYGK E 3 2286.1532 2286.1612 0.008 0 3.50 3.319 0.316 844.8 1 28 76 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TIVLGENHIFPDVEQDIYGK E 3 2286.1532 2286.1577 0.0045 0 1.97 3.736 0.39 1886 1 41 76 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TIVLGENHIFPDVEQDIYGK E 2 2286.1532 2286.1648 0.0116 0 5.07 4.442 0.505 1497 1 24 38 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9992 R TIVLGENHIFPDVEQDIYGK E 3 2286.1532 2286.158 0.0048 0 2.10 2.95 0.169 691.5 1 27 76 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9984 R TIVLGENHIFPDVEQDIYGK E 3 2286.1532 2286.1568 0.0036 0 1.57 3.229 0.114 1375 1 36 76 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TVDGGQLVDTTDEEVAEDDGIDTEQQEFGPR T 2 3364.4702 3364.4805 0.0103 0 3.06 5.225 0.582 1120 1 24 60 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TVDGGQLVDTTDEEVAEDDGIDTEQQEFGPR T 2 3364.4702 3364.4676 -0.0026 0 -0.77 5.304 0.589 1247 1 25 60 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TVDGGQLVDTTDEEVAEDDGIDTEQQEFGPR T 3 3364.4702 3366.4883 2.0181 -2.0067 3.39 5.562 0.555 1169 1 33 120 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R TVDGGQLVDTTDEEVAEDDGIDTEQQEFGPR T 3 3364.4702 3366.4883 2.0181 -2.0067 3.39 3.901 0.41 447.3 4 26 120 2 0 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 0.9909 R TVSKDKIPEDDRYPGAHVDLEGEHGHVETIIGGR A 5 3725.8397 3726.857 1.0173 -1.0034 3.74 3.993 0.149 1555 1 58 264 2 3 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R VDFNHPLAGEDVEYDYEVLEEVTDREEK A 4 3338.5102 3338.5083 -0.0019 0 -0.57 4.061 0.304 1010 1 46 162 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R VDFNHPLAGEDVEYDYEVLEEVTDREEK A 3 3338.5102 3338.5147 0.0045 0 1.35 5.387 0.428 1272 1 42 108 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R VDFNHPLAGEDVEYDYEVLEEVTDREEK A 4 3338.5102 3338.5198 0.0096 0 2.88 4.76 0.347 994 1 46 162 2 1 1
Q5V2S8_HALMA 1 Peptidyl-prolyl cis-trans isomerase (EC 5.2.1.8)  slyD rrnAC1230 314 65.3 13 56 1 R VDFNHPLAGEDVEYDYEVLEEVTDREEK A 3 3338.5102 3338.5115 0.0013 0 0.39 5.109 0.391 1177 1 41 108 2 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDR T 2 1624.6158 1624.6197 0.0039 0 2.40 4.104 0.459 2006 1 24 28 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R ASDPSEITHELLLDVIEK Q 2 2008.0364 2008.0342 -0.0022 0 -1.10 4.809 0.487 1178 1 24 34 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R ASDPSEITHELLLDVIEK Q 2 2008.0364 2008.0452 0.0088 0 4.38 4.56 0.432 1210 1 24 34 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R ASDPSEITHELLLDVIEK Q 2 2008.0364 2008.0391 0.0027 0 1.34 4.221 0.466 963.3 1 23 34 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R ASDPSEITHELLLDVIEK Q 3 2008.0364 2008.0346 -0.0018 0 -0.90 3.782 0.42 872.5 1 31 68 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R ASDPSEITHELLLDVIEK Q 3 2008.0364 2008.037 0.0006 0 0.30 3.232 0.459 1054 1 34 68 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R ASDPSEITHELLLDVIEK Q 3 2008.0364 2008.038 0.0016 0 0.80 3.741 0.416 1126 1 32 68 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9987 R ASDPSEITHELLLDVIEK Q 3 2008.0364 2008.0353 -0.0011 0 -0.55 2.582 0.201 357 6 21 68 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9923 R DWDDALSEAR Y 2 1176.5047 1176.5054 0.0007 0 0.59 1.95 0.091 833.2 1 15 18 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R EYHDQTLPGDNYK E 2 1578.695 1578.7013 0.0063 0 3.99 2.723 0.36 678.5 1 16 24 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9071 R EYHDQTLPGDNYK E 3 1578.695 1578.6963 0.0013 0 0.82 1.992 0.073 271.1 197 17 48 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K HDVQVMVEGPGHVPMDQVAEQVER Q 4 2685.2639 2685.2656 0.0017 0 0.63 4.528 0.481 2631 1 55 138 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K HDVQVMVEGPGHVPMDQVAEQVER Q 3 2701.2633 2701.2639 0.0006 0 0.22 4.592 0.433 1746 1 38 92 2 0 1 HDVQVMVEGPGHVPM[147]DQVAEQVER
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K HDVQVMVEGPGHVPMDQVAEQVER Q 3 2685.2639 2685.2659 0.002 0 0.74 6.075 0.557 1384 1 38 92 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9999 K HDVQVMVEGPGHVPMDQVAEQVER Q 4 2685.2639 2685.261 -0.0029 0 -1.08 3.488 0.231 1241 1 43 138 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9998 K HDVQVMVEGPGHVPMDQVAEQVER Q 4 2685.2639 2685.2591 -0.0048 0 -1.79 2.993 0.176 806.8 1 39 138 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K LHTAVHYGADTVMDLSTGR N 3 2042.9843 2042.9855 0.0012 0 0.59 4.087 0.529 1191 1 28 72 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K LHTAVHYGADTVMDLSTGR N 2 2058.9837 2059.9654 0.9817 -1.0034 -10.51 3.246 0.426 932.7 1 21 36 2 0 1 LHTAVHYGADTVM[147]DLSTGR
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K LHTAVHYGADTVMDLSTGR N 3 2042.9843 2042.9877 0.0034 0 1.66 4.304 0.438 2330 1 38 72 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9937 K LHTAVHYGADTVMDLSTGR N 4 2042.9843 2042.9875 0.0032 0 1.57 2.417 0.03 1280 1 36 108 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R MEHLPLTDGRK T 3 1295.6656 1295.671 0.0054 0 4.17 3.22 0.352 1630 1 24 40 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R MEHLPLTDGRK T 3 1295.6656 1295.6118 -0.0538 0 -41.52 3.093 0.316 1577 1 25 40 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9999 D PSEITHELLLDVIEK Q 3 1734.9403 1734.9418 0.0015 0 0.86 4.534 0.393 2303 1 29 56 1 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9974 D PSEITHELLLDVIEK Q 3 1734.9403 1734.9374 -0.0029 0 -1.67 4.015 0.272 2213 1 30 56 1 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9695 K QGVDYMTIHAGVR M 2 1445.7085 1445.7135 0.005 0 3.46 1.957 0.139 112.3 64 12 24 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.915 K QGVDYMTIHAGVR M 3 1445.7085 1445.7082 -0.0003 0 -0.21 1.792 0.01 741.8 1 20 48 2 0 1



THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R QQVADGQAVIPANVGHDSLDPMIIGR E 3 2700.3653 2700.3687 0.0034 0 1.26 3.327 0.409 610.7 1 29 100 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R QQVADGQAVIPANVGHDSLDPMIIGR E 3 2700.3653 2700.3828 0.0175 0 6.48 3.115 0.36 663.3 1 29 100 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9999 R QQVADGQAVIPANVGHDSLDPMIIGR E 3 2700.3653 2700.3677 0.0024 0 0.89 3.094 0.264 660.3 1 29 100 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9961 R QQVADGQAVIPANVGHDSLDPMIIGR E 3 2700.3653 2700.3679 0.0026 0 0.96 2.574 0.132 542.8 1 24 100 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SANVTHSPVPVGTVPIYEAVK R 2 2164.1528 2164.1514 -0.0014 0 -0.65 4.249 0.47 905.2 1 21 40 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SANVTHSPVPVGTVPIYEAVK R 3 2164.1528 2164.1607 0.0079 0 3.65 3.683 0.353 497.8 4 28 80 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SANVTHSPVPVGTVPIYEAVK R 3 2164.1528 2164.1565 0.0037 0 1.71 3.138 0.339 470.2 2 28 80 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SANVTHSPVPVGTVPIYEAVK R 3 2164.1528 2164.1607 0.0079 0 3.65 3.698 0.341 435.1 12 27 80 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9988 R SANVTHSPVPVGTVPIYEAVK R 3 2164.1528 2164.1538 0.001 0 0.46 2.965 0.256 248.8 363 19 80 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.995 R SANVTHSPVPVGTVPIYEAVKR A 4 2320.2539 2320.2561 0.0022 0 0.95 1.986 0.137 508 10 36 126 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD D 4 5407.3124 5409.3252 2.0128 -2.0067 1.13 6.284 0.585 1267 1 64 318 1 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD D 4 5423.3118 5425.3233 2.0115 -2.0067 0.89 4.807 0.473 882 1 51 318 1 1 1 SDGDM[147]ESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPDA
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD D 4 5407.3124 5408.3164 1.004 -1.0034 0.12 6.378 0.49 1208 1 61 318 1 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9987 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD D 4 5423.3118 5425.3159 2.0041 -2.0067 -0.48 4.274 0.419 967.2 1 55 318 1 1 1 SDGDM[147]ESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPDA
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD D 4 5522.3394 5523.3535 1.0141 -1.0034 1.95 7.124 0.523 670.3 1 56 324 1 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9975 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD D 4 5522.3394 5524.3487 2.0093 -2.0067 0.47 5.94 0.371 658.3 1 55 324 1 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD - 4 5653.3657 5655.3941 2.0284 -2.0067 3.84 5.302 0.477 1078 1 57 330 2 1 1 SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPDADM[
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD - 4 5637.3663 5639.3706 2.0043 -2.0067 -0.43 5.724 0.517 1173 1 64 330 2 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R SDGDMESIEADADDRTPLEDSSAAAVNRPPVGTHDGADIPGPD - 4 5637.3663 5638.376 1.0097 -1.0034 1.13 5.461 0.526 957.1 1 62 330 2 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R TAWKHDVQVMVEGPGHVPMDQVAEQVER Q 4 3171.523 3171.5235 0.0005 0 0.16 5.457 0.476 4298 1 60 162 2 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R TAWKHDVQVMVEGPGHVPMDQVAEQVER Q 4 3171.523 3173.531 2.008 -2.0067 0.41 5.627 0.515 4099 1 59 162 2 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9844 R TAWKHDVQVMVEGPGHVPMDQVAEQVER Q 4 3187.5224 3187.52 -0.0024 0 -0.75 4.985 0.401 3063 1 52 162 2 1 1 TAWKHDVQVMVEGPGHVPM[147]DQVAEQVER
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R TPLEDSSAAAVNRPPVGTHDGADIPGPDADMPADTEGSA D 3 3800.7071 3801.7149 1.0078 -1.0034 1.17 4.661 0.535 861.6 1 40 152 1 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 0.9995 R TPLEDSSAAAVNRPPVGTHDGADIPGPDADMPADTEGSA D 3 3800.7071 3802.7178 2.0107 -2.0067 1.05 4.422 0.454 843.6 1 36 152 1 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 R TPLEDSSAAAVNRPPVGTHDGADIPGPDADMPADTEGSADD - 3 4030.761 4031.7693 1.0083 -1.0034 1.23 5.666 0.528 1527 1 47 160 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K VNANIGNSEETSDIEGELEK L 2 2146.9866 2146.9895 0.0029 0 1.35 4.778 0.498 1341 1 24 38 2 0 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K VNANIGNSEETSDIEGELEKLHTAVHYGADTVMDLSTGR N 4 4171.9604 4171.9688 0.0084 0 2.01 4.389 0.435 778.6 1 49 228 2 1 1
THIC_HALMAReview 1 Thiamine biosynthesis protein thiC  thiC rrnAC1182 480 49.2 20 56 1 K VNANIGNSEETSDIEGELEKLHTAVHYGADTVMDLSTGR N 4 4171.9604 4173.9707 2.0103 -2.0067 0.86 4.584 0.5 724.8 1 49 228 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R VLFEVTPAVAEAAIESGAAR T 2 2000.0578 2000.0663 0.0085 0 4.25 5.38 0.501 2314 1 29 38 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K AARDDTVIMATGR S 2 1375.6878 1375.6981 0.0103 0 7.49 3.605 0.44 906.2 1 16 24 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 K AARDDTVIMATGR S 2 1375.6878 1375.687 -0.0008 0 -0.58 3.236 0.384 1044 1 18 24 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R AAYQLVEQGIAEPILIGDADQIESTR R 2 2799.429 2799.4456 0.0166 0 5.93 5.251 0.536 1640 1 28 50 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R AAYQLVEQGIAEPILIGDADQIESTR R 3 2799.429 2799.4431 0.0141 0 5.04 5.104 0.484 1951 1 36 100 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R AAYQLVEQGIAEPILIGDADQIESTR R 3 2799.429 2799.4405 0.0115 0 4.11 4.546 0.282 724.2 1 26 100 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 R AAYQLVEQGIAEPILIGDADQIESTR R 3 2799.429 2799.4351 0.0061 0 2.18 4.127 0.221 1239 1 31 100 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9777 R AAYQLVEQGIAEPILIGDADQIESTR R 3 2799.429 2799.438 0.009 0 3.21 2.819 0.019 844.4 1 28 100 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R AAYQLVEQGIAEPILIGDADQIESTRR K 3 2955.5301 2955.5264 -0.0037 0 -1.25 4.432 0.421 1371 1 35 104 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R AAYQLVEQGIAEPILIGDADQIESTRR K 3 2955.5301 2956.5381 1.008 -1.0034 1.57 4.028 0.404 1444 1 37 104 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9989 K AKSDPQRVVLAEGHDEKMIR A 4 2278.1852 2278.1887 0.0035 0 1.54 3.031 0.263 759.8 1 38 114 2 3 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9957 K AKSDPQRVVLAEGHDEKMIR A 4 2278.1852 2278.1841 -0.0011 0 -0.48 2.16 0.211 844 1 39 114 2 3 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.994 K AKSDPQRVVLAEGHDEKMIR A 4 2278.1852 2278.1873 0.0021 0 0.92 2.526 0.189 969.3 1 41 114 2 3 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9993 K AYGDQPLQFGPNYIIPK P 2 1919.9781 1919.9796 0.0015 0 0.78 3.666 0.364 1311 1 22 32 1 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 K AYGDQPLQFGPNYIIPKPLDPR V 3 2498.2958 2498.3081 0.0123 0 4.92 2.957 0.289 345.1 1 27 84 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K FGLEFDPVVVDPETADVADYADR L 2 2539.1754 2539.1763 0.0009 0 0.35 5.432 0.512 1880 1 28 44 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K FGLEFDPVVVDPETADVADYADRLYELR Q 3 3213.5506 3213.5606 0.01 0 3.11 3.04 0.378 780.3 1 34 108 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K FGLEFDPVVVDPETADVADYADRLYELR Q 3 3213.5506 3214.5681 1.0175 -1.0034 4.40 3.022 0.461 783.7 1 33 108 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K FGLEFDPVVVDPETADVADYADRLYELR Q 3 3213.5506 3213.5603 0.0097 0 3.02 3.69 0.331 735.5 1 35 108 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R GDEVKDIVNLAGVAVVDAQQE - 2 2168.0961 2168.1026 0.0065 0 3.00 4.419 0.434 1505 1 25 40 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9528 K IEIATTKPTNTQR D 3 1471.7994 1471.7978 -0.0016 0 -1.09 1.766 0.145 303.3 139 15 48 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 R KFGLEFDPVVVDPETADVADYADR L 3 2667.2704 2668.2681 0.9977 -1.0034 -2.12 4.027 0.299 1203 1 32 92 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9812 R KFGLEFDPVVVDPETADVADYADRLYELR Q 4 3341.6456 3341.6638 0.0182 0 5.45 2.957 0.144 558.3 34 38 168 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R LGGAEAIGPMLVGMDKPVHVLQR G 4 2387.2817 2387.2852 0.0035 0 1.47 5.533 0.474 2310 1 50 132 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R LGGAEAIGPMLVGMDKPVHVLQR G 4 2387.2817 2387.2813 -0.0004 0 -0.17 6.358 0.541 3018 1 54 132 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R LGGAEAIGPMLVGMDKPVHVLQR G 4 2387.2817 2387.2832 0.0015 0 0.63 5.38 0.495 2465 1 51 132 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9977 R LGGAEAIGPMLVGMDKPVHVLQR G 4 2387.2817 2387.2879 0.0062 0 2.60 3.123 0.172 787.9 15 34 132 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9998 D PETADVADYADR L 2 1321.5786 1321.5781 -0.0005 0 -0.38 3.886 0.382 1991 1 20 22 1 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R RKFGLEFDPVVVDPETADVADYADRLYELR Q 4 3497.7467 3497.7708 0.0241 0 6.89 3.547 0.343 771.4 1 42 174 2 2 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K SDPQRVVLAEGHDEK M 3 1678.8274 1678.83 0.0026 0 1.55 4.184 0.359 1643 1 32 56 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K SDPQRVVLAEGHDEK M 3 1678.8274 1678.8312 0.0038 0 2.26 4.207 0.299 1856 1 33 56 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 K SDPQRVVLAEGHDEK M 3 1678.8274 1678.8279 0.0005 0 0.30 3.466 0.279 1245 1 29 56 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 K SDPQRVVLAEGHDEK M 3 1678.8274 1678.8264 -0.001 0 -0.60 3.51 0.289 1419 1 30 56 2 1 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 K SDPQRVVLAEGHDEKMIR A 4 2079.0531 2079.0523 -0.0008 0 -0.38 3.139 0.322 1009 1 39 102 2 2 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9995 K SDPQRVVLAEGHDEKMIR A 4 2079.0531 2079.0532 0.0001 0 0.05 2.699 0.177 961.8 1 39 102 2 2 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9972 K SDPQRVVLAEGHDEKMIR A 4 2079.0531 2079.0574 0.0043 0 2.07 2.808 0.097 1124 1 39 102 2 2 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R SDYPNQVNNVLGFPFIFR G 2 2126.0585 2126.064 0.0055 0 2.59 4.802 0.534 1763 1 25 34 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R SDYPNQVNNVLGFPFIFR G 2 2126.0585 2126.0628 0.0043 0 2.02 4.679 0.559 2094 1 27 34 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R SDYPNQVNNVLGFPFIFR G 2 2126.0585 2126.0623 0.0038 0 1.79 5.168 0.547 2123 1 27 34 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R SDYPNQVNNVLGFPFIFR G 2 2126.0585 2126.0735 0.015 0 7.06 4.894 0.546 1903 1 26 34 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9994 R SDYPNQVNNVLGFPFIFR G 2 2126.0585 2126.0594 0.0009 0 0.42 3.18 0.096 865.8 1 19 34 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9973 R SDYPNQVNNVLGFPFIFR G 3 2126.0585 2126.0633 0.0048 0 2.26 2.917 0.104 1032 1 25 68 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R SMASDPIIFAMANPDPEIAYEDAK A 2 2595.1873 2595.1875 0.0002 0 0.08 5.498 0.539 1408 1 25 46 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R SMASDPIIFAMANPDPEIAYEDAK A 2 2595.1873 2595.1907 0.0034 0 1.31 5.952 0.567 1405 1 25 46 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R TELDTAAYVEELEAR L 2 1708.8155 1708.8163 0.0008 0 0.47 3.609 0.392 994.8 1 22 28 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R TELDTAAYVEELEAR L 2 1708.8155 1708.8207 0.0052 0 3.04 3.994 0.537 2547 1 23 28 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R VLFEVTPAVAEAAIESGAAR T 2 2000.0578 2000.0584 0.0006 0 0.30 5.867 0.547 2622 1 31 38 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R VLFEVTPAVAEAAIESGAAR T 2 2000.0578 2001.0653 1.0075 -1.0034 2.07 5.588 0.535 2441 1 30 38 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R VLFEVTPAVAEAAIESGAAR T 3 2000.0578 2000.0612 0.0034 0 1.70 3.515 0.391 1036 1 31 76 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 1 R VLFEVTPAVAEAAIESGAAR T 2 2000.0578 2000.0597 0.0019 0 0.95 3.983 0.515 1680 1 24 38 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9999 R VLFEVTPAVAEAAIESGAAR T 3 2000.0578 2000.0579 0.0001 0 0.05 3.117 0.242 619.9 1 28 76 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9337 R VLFEVTPAVAEAAIESGAAR T 3 2000.0578 2000.0615 0.0037 0 1.85 1.807 0.095 323.7 18 23 76 2 0 1
Q5V1F0_HALMA 1 NAD-dependent malate dehydrogenase (EC 1.1.1.40)  maeB rrnAC1754 750 32.7 23 55 0.9676 R VVLAEGHDEKMIR A 3 1495.7817 1495.7827 0.001 0 0.67 1.726 0.149 305.1 1 22 48 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9991 R VFEIGPIFR A 2 1076.6018 1076.6031 0.0013 0 1.21 2.259 0.243 684.7 32 11 16 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R APTGVEVTPESVDVISEADPELPLDPSGK V 2 2947.455 2947.4531 -0.0019 0 -0.64 4.655 0.553 1078 1 27 56 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R APTGVEVTPESVDVISEADPELPLDPSGKVDAELPTR L 3 3828.9156 3830.918 2.0024 -2.0067 -1.12 6.069 0.51 1711 1 49 144 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R APTGVEVTPESVDVISEADPELPLDPSGKVDAELPTR L 3 3828.9156 3829.9292 1.0136 -1.0034 2.68 6.038 0.523 1407 1 45 144 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R APTGVEVTPESVDVISEADPELPLDPSGKVDAELPTR L 3 3828.9156 3829.9546 1.039 -1.0034 9.31 6.078 0.541 1724 1 49 144 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 K DHDDDEEVSTGFDMMHPSMELVSGGQR E 3 3020.2222 3020.2246 0.0024 0 0.79 6.238 0.599 1888 1 38 104 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9976 K DHDDDEEVSTGFDMMHPSMELVSGGQR E 3 3036.2216 3036.2188 -0.0028 0 -0.92 5.247 0.518 1866 1 38 104 2 0 1 DHDDDEEVSTGFDM[147]MHPSMELVSGGQR
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R DLGGIAFLILR D 2 1186.7074 1186.71 0.0026 0 2.19 3.34 0.321 1471 1 18 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R DLGGIAFLILR D 2 1186.7074 1186.7053 -0.0021 0 -1.77 3.286 0.294 1652 1 18 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R DLGGIAFLILR D 2 1186.7074 1186.7075 0.0001 0 0.08 3.076 0.262 1630 1 18 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 R DLGGIAFLILR D 2 1186.7074 1186.708 0.0006 0 0.51 2.556 0.303 824.6 1 16 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9997 R DLGGIAFLILR D 2 1186.7074 1186.7085 0.0011 0 0.93 3.397 0.068 1669 1 19 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9992 R DLGGIAFLILR D 2 1186.7074 1186.7067 -0.0007 0 -0.59 2.32 0.171 454.5 1 14 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9989 R DLGGIAFLILR D 2 1186.7074 1186.7053 -0.0021 0 -1.77 2.166 0.217 351.8 4 12 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9844 R DLGGIAFLILR D 2 1186.7074 1186.7053 -0.0021 0 -1.77 1.68 0.161 256 5 12 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9752 R DLGGIAFLILR D 2 1186.7074 1188.1454 1.438 -1.0034 366.27 1.978 0.136 343 1 13 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9731 R DLGGIAFLILR D 2 1186.7074 1188.3053 1.5979 -1.0034 501.01 2.24 0.162 253.2 2 13 20 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R EHRFDHLVEGFEQQGLDPEAFEYYTK M 4 3183.4574 3183.4632 0.0058 0 1.82 4.889 0.454 1924 1 46 150 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R EHRFDHLVEGFEQQGLDPEAFEYYTK M 4 3183.4574 3183.4597 0.0023 0 0.72 4.54 0.408 2743 1 55 150 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R EHRFDHLVEGFEQQGLDPEAFEYYTK M 4 3183.4574 3183.4639 0.0065 0 2.04 4.497 0.453 3091 1 53 150 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9998 R EHRFDHLVEGFEQQGLDPEAFEYYTK M 5 3183.4574 3183.4607 0.0033 0 1.04 4.213 0.181 1916 1 54 200 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 R ESVISVTGAVEEEPRAPTGVEVTPESVDVISEADPELPLDPSGKV L 4 5411.6995 5412.7198 1.0203 -1.0034 3.13 4.761 0.33 1573 1 56 306 2 2 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R FDHLVEGFEQQGLDPEAFEYYTK M 3 2761.2547 2761.2534 -0.0013 0 -0.47 4.496 0.23 1447 1 34 88 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R FDHLVEGFEQQGLDPEAFEYYTK M 3 2761.2547 2761.2593 0.0046 0 1.67 4.287 0.355 1495 1 36 88 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 R FDHLVEGFEQQGLDPEAFEYYTK M 3 2761.2547 2761.249 -0.0057 0 -2.06 3.516 0.263 1276 1 33 88 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 K FEKDEMDDDLVETGLNVQR E 3 2252.0267 2252.0337 0.007 0 3.11 4.174 0.316 1590 2 27 72 2 1 1



SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 K FEKDEMDDDLVETGLNVQR E 2 2252.0267 2252.031 0.0043 0 1.91 5.324 0.579 2490 1 26 36 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 K FEKDEMDDDLVETGLNVQR E 3 2252.0267 2252.0293 0.0026 0 1.15 4.028 0.272 1203 4 25 72 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 K FEKDEMDDDLVETGLNVQR E 2 2252.0267 2253.0442 1.0175 -1.0034 6.28 3.522 0.458 736.4 1 17 36 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 K IVATGTEGGTELFPITYFGQEAFMNQSPQLFK Q 3 3520.7224 3522.7281 2.0057 -2.0067 -0.28 4.589 0.47 634.2 1 26 124 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 K IVATGTEGGTELFPITYFGQEAFMNQSPQLFK Q 3 3520.7224 3520.7293 0.0069 0 1.96 4.667 0.533 769.3 1 30 124 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 K IVATGTEGGTELFPITYFGQEAFMNQSPQLFK Q 3 3520.7224 3520.7349 0.0125 0 3.55 3.761 0.238 655 1 30 124 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9998 K IVATGTEGGTELFPITYFGQEAFMNQSPQLFK Q 3 3536.7218 3536.7417 0.0199 0 5.63 3.678 0.222 497.4 2 25 124 2 0 1 IVATGTEGGTELFPITYFGQEAFM[147]NQSPQLFK
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9974 K IVATGTEGGTELFPITYFGQEAFMNQSPQLFK Q 3 3520.7224 3520.7339 0.0115 0 3.27 3.203 0.155 421 16 23 124 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R LIMTMLGLENIR E 2 1402.7676 1402.7696 0.002 0 1.43 3.075 0.374 1183 1 17 22 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R LIMTMLGLENIR E 2 1402.7676 1402.766 -0.0016 0 -1.14 3.149 0.474 1093 1 17 22 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9974 R LIMTMLGLENIR E 2 1418.767 1418.7653 -0.0017 0 -1.20 3.164 0.499 1206 2 18 22 2 0 1 LIMTM[147]LGLENIR
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9988 R LTYEEALDK I 2 1080.5339 1080.5254 -0.0085 0 -7.87 1.719 0.253 592.5 1 13 16 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R LTYEEALDKINATGELDEPLVWGDDLSTEAEHVLGQEVGEHYF D 5 6549.1744 6550.2031 1.0287 -1.0034 3.87 4.535 0.339 842.3 1 65 448 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9893 D PELPLDPSGKVDAELPTR L 3 1933.0156 1933.0233 0.0077 0 3.98 3.022 0.356 444.2 2 24 68 1 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9678 D PSGKVDAELPTR L 3 1268.6724 1268.6734 0.001 0 0.79 4.122 0.198 1340 3 25 44 1 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9651 D PSGKVDAELPTR L 3 1268.6724 1268.6723 -0.0001 0 -0.08 3.877 0.19 1584 1 27 44 1 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9443 D PSGKVDAELPTR L 3 1268.6724 1268.6741 0.0017 0 1.34 3.854 0.204 1327 7 24 44 1 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R TYTADATPGDTVTVAGWVHEIR D 3 2359.1444 2359.1499 0.0055 0 2.33 3.861 0.502 1066 1 32 84 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 1 R TYTADATPGDTVTVAGWVHEIR D 3 2359.1444 2359.1489 0.0045 0 1.91 3.934 0.527 944.9 1 29 84 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9997 R TYTADATPGDTVTVAGWVHEIR D 3 2359.1444 2359.1465 0.0021 0 0.89 2.572 0.246 711.8 1 26 84 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9996 R TYTADATPGDTVTVAGWVHEIRDLGGIAFLILR D 4 3527.8412 3528.8543 1.0131 -1.0034 2.76 3.146 0.259 612.3 1 40 192 2 1 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9982 K VDAELPTR L 2 899.4712 899.4721 0.0009 0 1.00 2.119 0.225 706.4 47 11 14 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 R VFEIGPIFR A 2 1076.6018 1076.6028 0.001 0 0.93 2.792 0.321 713.9 22 12 16 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9999 R VFEIGPIFR A 2 1076.6018 1076.6037 0.0019 0 1.76 2.515 0.307 818.2 18 13 16 2 0 1
SYD_HALMAReview 1 Aspartyl-tRNA synthetase (EC 6.1.1.12) (Aspartate--tRNA ligase)(AspRS)  aspS rrnAC1657 434 68.9 21 55 0.9828 K YGMPPHAGWGLGGER L 3 1583.7303 1583.7296 -0.0007 0 -0.44 2.302 0.118 327.5 33 22 56 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K VIEEGPSPALNDALR E 2 1579.8206 1579.8207 0.0001 0 0.06 3.693 0.522 2159 1 24 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R AADSYLDQEAIIDAAK Q 2 1692.8206 1692.8229 0.0023 0 1.36 4.594 0.505 3178 1 25 30 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R ALKDFDIEGIPTVVPFHR L 3 2053.0996 2053.1031 0.0035 0 1.70 4.223 0.45 1386 1 34 68 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R ALKDFDIEGIPTVVPFHR L 3 2053.0996 2053.0989 -0.0007 0 -0.34 4.798 0.394 1271 1 32 68 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R ALKDFDIEGIPTVVPFHR L 3 2053.0996 2053.0948 -0.0048 0 -2.34 4.219 0.399 747.2 1 28 68 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9999 R ALKDFDIEGIPTVVPFHR L 3 2053.0996 2054.4981 1.3985 -1.0034 192.47 3.613 0.326 833.8 1 27 68 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9999 R ALKDFDIEGIPTVVPFHR L 4 2053.0996 2053.0999 0.0003 0 0.15 3.599 0.257 1270 1 39 102 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9994 R ALKDFDIEGIPTVVPFHR L 4 2053.0996 2053.1021 0.0025 0 1.22 3.249 0.161 992 1 35 102 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9977 R ALKDFDIEGIPTVVPFHR L 3 2053.0996 2054.4981 1.3985 -1.0034 192.47 3.656 0.183 957.6 1 28 68 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K DFDIEGIPTVVPFHR L 3 1740.8835 1740.8838 0.0003 0 0.17 3.469 0.295 998.5 5 28 56 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K DFDIEGIPTVVPFHR L 3 1740.8835 1740.8881 0.0046 0 2.64 2.988 0.327 778.9 3 26 56 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K DFDIEGIPTVVPFHR L 2 1740.8835 1740.8892 0.0057 0 3.27 4.17 0.474 675.8 1 19 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R EGEAYFSNDSVYLER Y 2 1777.7795 1777.7814 0.0019 0 1.07 3.67 0.547 1525 1 21 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9994 R FQVDLEER G 2 1034.5032 1034.5042 0.001 0 0.97 2.42 0.163 549.5 4 12 14 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9967 R HIEVQIIADHHGNVR H 4 1736.907 1736.9025 -0.0045 0 -2.59 2.892 0.077 2048 2 39 84 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9599 R HIEVQIIADHHGNVR H 4 1736.907 1736.9121 0.0051 0 2.94 2.692 0.007 1692 8 34 84 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R HQKVIEEGPSPALNDALR E 3 1973.033 1973.0314 -0.0016 0 -0.81 3.975 0.289 1303 1 29 68 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R IEEAQEQWGTVTESDGEGDEDEEVVER E 2 3064.2905 3065.2908 1.0003 -1.0034 -1.00 4.394 0.497 763.9 1 22 52 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R INAENAADDFAPATGGSLDTYDPPGGIGVR L 2 2960.3788 2960.3755 -0.0033 0 -1.11 4.91 0.596 1110 1 28 58 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R INAENAADDFAPATGGSLDTYDPPGGIGVR L 2 2960.3788 2960.3782 -0.0006 0 -0.20 4.924 0.607 900.6 1 26 58 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K IVHDPEEAEEQLESAKR E 4 1978.9596 1978.9627 0.0031 0 1.57 4.036 0.259 1721 1 38 96 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K IVHDPEEAEEQLESAKR E 3 1978.9596 1978.9616 0.002 0 1.01 4.008 0.41 699.6 1 29 64 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K IVHDPEEAEEQLESAKR E 3 1978.9596 1978.9608 0.0012 0 0.61 3.284 0.396 627.4 1 27 64 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9996 R KIMQSADVPIVPGTTDPVED P 2 2111.0456 2111.0481 0.0025 0 1.18 4.01 0.372 823.1 1 22 38 1 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9929 R KIMQSADVPIVPGTTDPVED P 2 2111.0456 2111.0449 -0.0007 0 -0.33 2.612 0.331 511.9 1 17 38 1 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R KIMQSADVPIVPGTTDPVEDPEEVVEFGEENGFPVAIK A 3 4082.0082 4082.0352 0.027 0 6.61 4.564 0.54 1066 1 44 148 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R KIMQSADVPIVPGTTDPVEDPEEVVEFGEENGFPVAIK A 3 4082.0082 4083.9981 1.9899 -2.0067 -4.12 4.836 0.42 552.6 1 32 148 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R KIMQSADVPIVPGTTDPVEDPEEVVEFGEENGFPVAIK A 3 4082.0082 4082.0137 0.0055 0 1.35 5.205 0.513 843.8 1 38 148 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9999 R LDDALRQGDDLVTDYDSMIAK L 3 2353.1107 2355.128 2.0173 -2.0067 4.50 4.449 0.295 924.8 1 29 80 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9992 R LMLTDEKFVNGTHTTK Y 3 1833.9295 1833.9352 0.0057 0 3.11 2.599 0.252 459.5 2 22 60 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.995 R LMLTDEKFVNGTHTTK Y 3 1833.9295 1833.9301 0.0006 0 0.33 2.667 0.176 440.6 5 25 60 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K QADADAIHPGYGFLAENADFAAR V 3 2419.1193 2419.1223 0.003 0 1.24 4.142 0.381 887.8 1 27 88 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K QADADAIHPGYGFLAENADFAAR V 3 2419.1193 2419.1306 0.0113 0 4.67 4.054 0.366 1320 1 29 88 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K QADADAIHPGYGFLAENADFAAR V 3 2419.1193 2419.1221 0.0028 0 1.16 3.74 0.355 1115 1 27 88 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R QGDDLVTDYDSMIAK L 2 1669.7505 1669.7522 0.0017 0 1.02 2.793 0.332 894 1 19 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R QGDDLVTDYDSMIAK L 2 1669.7505 1669.7525 0.002 0 1.20 3.172 0.434 940.5 1 20 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R TRIEEAQEQWGTVTESDGEGDEDEEVVER E 3 3321.4393 3322.448 1.0087 -1.0034 1.61 6.648 0.546 3799 1 47 112 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R TRIEEAQEQWGTVTESDGEGDEDEEVVER E 3 3321.4393 3322.448 1.0087 -1.0034 1.61 7.389 0.596 4277 1 50 112 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K VIEEGPSPALNDALR E 2 1579.8206 1579.8219 0.0013 0 0.82 3.843 0.513 1704 1 22 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K VIEEGPSPALNDALR E 2 1579.8206 1579.8239 0.0033 0 2.09 3.521 0.483 1711 1 22 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 K VIEEGPSPALNDALR E 2 1579.8206 1579.8234 0.0028 0 1.77 3.589 0.488 1655 1 22 28 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9848 K VLVANRGEIAVR V 3 1295.7673 1295.7688 0.0015 0 1.16 1.662 0.25 296.3 19 20 44 2 1 2 Q5UWB9_HALMA ; 
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9597 K VLVANRGEIAVR V 3 1295.7673 1296.6082 0.8409 -1.0034 -125.37 2.098 0.21 271.2 20 20 44 2 1 2 Q5UWB9_HALMA ; 
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R VQETDGVTWVGPESESMEALGEK T 2 2477.1268 2477.1284 0.0016 0 0.65 4.542 0.295 617.2 1 22 44 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R VQETDGVTWVGPESESMEALGEK T 2 2477.1268 2477.1341 0.0073 0 2.95 3.56 0.475 545.7 1 20 44 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R VQETDGVTWVGPESESMEALGEK T 2 2477.1268 2477.1253 -0.0015 0 -0.61 3.34 0.429 501.4 1 19 44 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R VQETDGVTWVGPESESMEALGEK T 2 2493.1262 2494.1275 1.0013 -1.0034 -0.82 4.364 0.436 717 1 22 44 2 0 1 VQETDGVTWVGPESESM[147]EALGEK
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R YADEAYNVGPAR A 2 1324.6048 1324.6084 0.0036 0 2.72 3.425 0.471 1590 1 19 22 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R YADEAYNVGPAR A 2 1324.6048 1324.6063 0.0015 0 1.13 3.751 0.433 1752 1 20 22 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R YADEAYNVGPAR A 2 1324.6048 1324.6052 0.0004 0 0.30 3.793 0.422 1571 1 19 22 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 1 R YADEAYNVGPAR A 2 1324.6048 1324.6061 0.0013 0 0.98 3.73 0.504 1572 1 19 22 2 0 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9923 K YLDEHLDRTR I 3 1316.6473 1316.6489 0.0016 0 1.22 1.776 0.205 516.4 1 18 36 2 1 1
Q5V5W4_HALMA 1 Carbamoyl phosphate synthase L chain (EC 6.3.4.16)  accC2 rrnAC0002 616 51.8 23 54 0.9096 K YLDEHLDRTR I 3 1316.6473 1316.6487 0.0014 0 1.06 1.546 0.109 403.1 1 17 36 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ILGDEPDHTTLGAFWLANR W 3 2125.0592 2125.0625 0.0033 0 1.55 4.658 0.335 2714 1 40 72 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ALFFQGMEGYDDVRPGETIVAEWPVTGEESDDEDIADFEIR T 3 4647.0911 4647.064 -0.0271 0 -5.83 5.257 0.543 2067 1 43 160 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ALFFQGMEGYDDVRPGETIVAEWPVTGEESDDEDIADFEIR T 3 4647.0911 4647.0938 0.0027 0 0.58 6.183 0.526 2412 1 47 160 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ALFFQGMEGYDDVRPGETIVAEWPVTGEESDDEDIADFEIR T 3 4647.0911 4648.0791 0.988 -1.0034 -3.30 6.374 0.581 2224 1 46 160 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EAIADGSAAATLDELR T 2 1601.7897 1601.7915 0.0018 0 1.12 3.894 0.445 3400 1 25 30 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EAIADGSAAATLDELR T 2 1601.7897 1601.792 0.0023 0 1.44 4.049 0.449 3620 1 26 30 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EAIADGSAAATLDELR T 2 1601.7897 1601.7907 0.001 0 0.62 4.068 0.428 3445 1 25 30 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EAIADGSAAATLDELR T 2 1601.7897 1601.7914 0.0017 0 1.06 3.873 0.438 3743 1 26 30 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EAIADGSAAATLDELRTF - 2 1849.9057 1849.9131 0.0074 0 4.00 4.464 0.615 2892 1 25 34 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EDADSIQDGLEQAR E 2 1545.6907 1545.6853 -0.0054 0 -3.49 2.217 0.413 490 1 22 26 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EDADSIQDGLEQAR E 2 1545.6907 1545.6853 -0.0054 0 -3.49 3.648 0.435 1882 1 22 26 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EDADSIQDGLEQAR E 2 1545.6907 1545.6912 0.0005 0 0.32 3.347 0.444 1393 1 22 26 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R EDADSIQDGLEQAR E 2 1545.6907 1545.6923 0.0016 0 1.04 3.699 0.433 1711 1 21 26 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9998 R EDADSIQDGLEQAR E 2 1545.6907 1545.6925 0.0018 0 1.16 3.638 0.108 1354 1 20 26 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 K HVLDELGVR T 2 1036.5665 1036.5663 -0.0002 0 -0.19 3.082 0.353 781.9 1 15 16 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9998 K HVLDELGVR T 2 1036.5665 1036.2654 -0.3011 0 -290.48 2.25 0.241 726.3 1 14 16 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ILGDEPDHTTLGAFWLANR W 3 2125.0592 2125.0672 0.008 0 3.76 4.723 0.338 2099 1 37 72 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ILGDEPDHTTLGAFWLANR W 3 2125.0592 2125.064 0.0048 0 2.26 4.293 0.353 2100 1 36 72 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ILGDEPDHTTLGAFWLANR W 2 2125.0592 2125.0703 0.0111 0 5.22 4.994 0.474 2507 1 27 36 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ILGDEPDHTTLGAFWLANR W 3 2125.0592 2125.0613 0.0021 0 0.99 4.416 0.319 2251 1 37 72 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R ILGDEPDHTTLGAFWLANR W 2 2125.0592 2125.0623 0.0031 0 1.46 4.874 0.465 2522 1 27 36 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R IYAREDADSIQDGLEQAR E 3 2048.9763 2048.9785 0.0022 0 1.07 3.703 0.334 1954 1 32 68 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R IYAREDADSIQDGLEQAR E 2 2048.9763 2048.9907 0.0144 0 7.03 3.678 0.438 850.9 1 20 34 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9998 R IYAREDADSIQDGLEQAR E 2 2048.9763 2050.0054 1.0291 -1.0034 12.57 3.723 0.411 866.6 1 21 34 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9999 R LMTEVVGSGHKSADDMSR T 3 1918.8877 1918.8887 0.001 0 0.52 2.642 0.334 625.7 1 26 68 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9999 R LMTEVVGSGHKSADDMSR T 3 1918.8877 1918.8883 0.0006 0 0.31 2.753 0.362 657.7 1 27 68 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9998 K QDAYKHVLDELGVR T 3 1641.8474 1641.8485 0.0011 0 0.67 2.489 0.32 1189 1 25 52 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDR V 3 2330.2706 2330.2752 0.0046 0 1.97 4.604 0.311 3263 1 48 100 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDR V 3 2330.2706 2330.271 0.0004 0 0.17 3.726 0.277 1809 1 35 100 2 0 1



Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDR V 2 2330.2706 2330.2747 0.0041 0 1.76 6.081 0.55 3475 1 32 50 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDR V 3 2330.2706 2330.2779 0.0073 0 3.13 4.504 0.363 2893 1 46 100 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDR V 3 2330.2706 2330.2764 0.0058 0 2.49 4.2 0.394 2570 1 44 100 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 3 2883.593 2883.6001 0.0071 0 2.46 5.39 0.443 2118 1 43 120 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 3 2883.593 2883.6001 0.0071 0 2.46 5.606 0.456 1926 1 41 120 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 4 2883.593 2883.5999 0.0069 0 2.39 3.563 0.32 1073 1 39 180 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 3 2883.593 2883.5952 0.0022 0 0.76 6.134 0.517 1857 1 39 120 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 3 2883.593 2883.5977 0.0047 0 1.63 6.743 0.413 1792 1 42 120 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 3 2883.593 2883.5938 0.0008 0 0.28 6.529 0.447 2111 1 43 120 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 3 2883.593 2884.5979 1.0049 -1.0034 0.54 5.433 0.494 2009 1 42 120 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 0.9999 R SAILGVGAGVVAAAAGTPVVVHSGDRVPTQK Q 4 2883.593 2884.6109 1.0179 -1.0034 5.05 4.884 0.334 1456 1 47 180 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TEIEPSESADMVDEVGFGYYYQPEFNPGIDALFERR D 3 4169.884 4169.8843 0.0003 0 0.07 4.269 0.451 1007 1 37 140 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TEIEPSESADMVDEVGFGYYYQPEFNPGIDALFERR D 3 4169.884 4169.9029 0.0189 0 4.53 3.841 0.409 791.2 1 33 140 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TGEYGMDIESEDLQVDDVAEESAAITEAVLAGEREDGFADAVA I 4 5125.3833 5126.4053 1.022 -1.0034 3.64 5.494 0.452 1581 1 56 288 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TGEYGMDIESEDLQVDDVAEESAAITEAVLAGEREDGFADAVA I 3 5125.3833 5125.378 -0.0053 0 -1.03 5.916 0.561 2034 1 45 192 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TGEYGMDIESEDLQVDDVAEESAAITEAVLAGEREDGFADAVA I 3 5125.3833 5127.378 1.9947 -2.0067 -2.34 6.172 0.562 1775 1 43 192 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TGEYGMDIESEDLQVDDVAEESAAITEAVLAGEREDGFADAVA I 3 5125.3833 5126.377 0.9937 -1.0034 -1.88 6.038 0.456 1689 1 41 192 2 1 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TLAQSETSSVER A 2 1306.6364 1306.638 0.0016 0 1.22 3.438 0.343 1364 1 18 22 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TLAQSETSSVER A 2 1306.6364 1306.6375 0.0011 0 0.84 3.25 0.344 1374 1 19 22 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TLAQSETSSVER A 2 1306.6364 1306.6375 0.0011 0 0.84 3.646 0.369 1745 1 19 22 2 0 1
Q5UXK6_HALMA 1 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD1 rrnAC3306 361 70.9 15 53 1 R TLAQSETSSVER A 2 1306.6364 1306.6378 0.0014 0 1.07 3.649 0.357 1670 1 19 22 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7675 0.0008 0 0.58 3.57 0.368 1963 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 3 2857.3804 2858.378 0.9976 -1.0034 -2.01 6.508 0.545 2574 1 40 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 3 2857.3804 2857.3792 -0.0012 0 -0.42 4.728 0.381 1758 1 37 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 3 2873.3798 2873.3706 -0.0092 0 -3.20 4.52 0.407 1328 1 33 104 2 0 1 AEIQLQGTM[147]SEFHEGDSVTVGPTPLSK
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 2 2857.3804 2858.3853 1.0049 -1.0034 0.54 4.137 0.419 986.9 1 22 52 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 3 2873.3798 2872.4129 -0.9669 1 11.52 4.793 0.485 1666 1 35 104 2 0 1 AEIQLQGTM[147]SEFHEGDSVTVGPTPLSK
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 3 2857.3804 2857.3872 0.0068 0 2.38 5.042 0.498 3056 1 42 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R AEIQLQGTMSEFHEGDSVTVGPTPLSK L 3 2857.3804 2857.3819 0.0015 0 0.52 5.401 0.514 2600 1 41 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K ALQLVEGVPGPK G 2 1206.6972 1206.6969 -0.0003 0 -0.25 2.92 0.322 1517 1 19 22 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K ALQLVEGVPGPK G 2 1206.6972 1206.6962 -0.001 0 -0.83 3.228 0.35 1437 1 18 22 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9923 K ALQLVEGVPGPK G 2 1206.6972 1206.6988 0.0016 0 1.33 2.028 0.122 921.8 3 14 22 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R ESESAVKGEDIAEKVDR N 3 1860.9065 1860.9057 -0.0008 0 -0.43 4.313 0.363 1300 1 29 64 2 2 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R ESESAVKGEDIAEKVDR N 3 1860.9065 1860.9088 0.0023 0 1.24 4.06 0.271 1141 1 29 64 2 2 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2950.4175 2950.4221 0.0046 0 1.56 5.194 0.448 730.6 1 37 104 2 0 1 GGYKPTANAYDALQIQDM[147]DQAAEVPLR
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2950.4175 2950.4185 0.001 0 0.34 4.792 0.419 917.3 1 40 104 2 0 1 GGYKPTANAYDALQIQDM[147]DQAAEVPLR
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2934.4181 2934.4295 0.0114 0 3.88 3.384 0.347 279.9 1 26 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2934.4181 2934.4243 0.0062 0 2.11 4.138 0.484 604.2 1 33 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2950.4175 2950.4195 0.002 0 0.68 5.13 0.389 500.1 1 32 104 2 0 1 GGYKPTANAYDALQIQDM[147]DQAAEVPLR
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2934.4181 2934.4173 -0.0008 0 -0.27 3.444 0.384 520.3 1 32 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2950.4175 2950.4131 -0.0044 0 -1.49 5.709 0.414 639.4 1 35 104 2 0 1 GGYKPTANAYDALQIQDM[147]DQAAEVPLR
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K GGYKPTANAYDALQIQDMDQAAEVPLR H 3 2934.4181 2934.4214 0.0033 0 1.12 3.773 0.333 540.4 1 33 104 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 R HNGELVEHSNVEEIDLTSVHHPEE C 4 2749.2579 2748.2742 -0.9837 1 5.93 3.836 0.428 1524 1 41 138 1 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9876 R HNGELVEHSNVEEIDLTSVHHPEE C 4 2749.2579 2748.2813 -0.9766 1 8.51 4.256 0.371 1776 1 45 138 1 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9846 R HNGELVEHSNVEEIDLTSVHHPEE C 4 2749.2579 2748.2862 -0.9717 1 10.29 3.894 0.362 1528 1 45 138 1 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9779 R HNGELVEHSNVEEIDLTSVHHPEE C 4 2749.2579 2748.2783 -0.9796 1 7.42 3.419 0.347 1305 1 41 138 1 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K LILAIDDMR A 2 1058.5794 1058.5779 -0.0015 0 -1.42 2.688 0.387 759.7 1 14 16 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K LILAIDDMR A 2 1074.5788 1074.5751 -0.0037 0 -3.44 2.841 0.312 1041 1 15 16 2 0 1 LILAIDDM[147]R
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K LILAIDDMR A 2 1058.5794 1058.5796 0.0002 0 0.19 2.586 0.365 915.8 1 15 16 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K LILAIDDMR A 2 1058.5794 1058.58 0.0006 0 0.57 2.851 0.373 778.7 1 14 16 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9998 K LILAIDDMR A 2 1074.5788 1074.5752 -0.0036 0 -3.35 2.694 0.16 1038 1 15 16 2 0 1 LILAIDDM[147]R
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9999 K LQIIGTLEGK D 2 1070.6335 1070.6254 -0.0081 0 -7.57 2.884 0.215 841.2 1 15 18 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9993 K LQIIGTLEGK D 2 1070.6335 1070.635 0.0015 0 1.40 2.417 0.148 913.3 1 16 18 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K LQIIGTLEGKDDTNNK L 2 1757.9159 1757.919 0.0031 0 1.76 4.22 0.542 1829 1 22 30 2 1 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9984 K LQIIGTLEGKDDTNNKLILAIDDMRAPAGEPEH - 4 3586.8301 3587.8509 1.0208 -1.0034 4.87 4.167 0.311 1195 1 45 192 2 3 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7656 -0.0011 0 -0.80 3.579 0.347 2187 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7693 0.0026 0 1.89 4.251 0.261 2031 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7685 0.0018 0 1.31 4.079 0.275 1985 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7654 -0.0013 0 -0.95 3.513 0.375 2085 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7854 0.0187 0 13.61 3.503 0.391 1893 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7654 -0.0013 0 -0.95 4.191 0.29 2045 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7694 0.0027 0 1.97 4.092 0.271 2266 1 18 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7659 -0.0008 0 -0.58 3.622 0.364 2117 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7672 0.0005 0 0.36 4.176 0.255 1982 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7682 0.0015 0 1.09 3.58 0.353 2062 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYR E 2 1373.7667 1373.7659 -0.0008 0 -0.58 4.083 0.281 2005 1 17 20 2 0 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9771 K NILQELVNLYRESESAVK G 3 2104.1164 2104.1201 0.0037 0 1.76 2.052 0.19 298.3 17 23 68 2 1 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYRESESAVKGEDIAEK V 3 2846.4661 2846.4744 0.0083 0 2.92 5.869 0.549 1943 1 37 96 2 2 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYRESESAVKGEDIAEK V 3 2846.4661 2846.4705 0.0044 0 1.55 6.227 0.545 1754 1 37 96 2 2 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 1 K NILQELVNLYRESESAVKGEDIAEKVDR N 4 3216.6626 3216.6616 -0.001 0 -0.31 3.537 0.449 799.4 1 49 162 2 3 1
Q5V4S0_HALMA 1 Hypothetical protein  rrnAC0451 rrnAC0451 177 85.3 13 53 0.9997 K NILQELVNLYRESESAVKGEDIAEKVDR N 4 3216.6626 3218.6509 1.9883 -2.0067 -5.72 3.524 0.391 763.3 1 49 162 2 3 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R SDLEDADYQTQLDK R 2 1639.7213 1639.7224 0.0011 0 0.67 3.564 0.325 918 1 18 26 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R AETLYPDTEVVSR T 2 1478.7253 1478.7272 0.0019 0 1.28 3.229 0.33 675.6 1 19 24 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R AETLYPDTEVVSR T 2 1478.7253 1478.7284 0.0031 0 2.10 3.342 0.321 582.3 1 18 24 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R DVELVHAWGMTETAPVGAVASLR S 2 2408.2158 2408.2163 0.0005 0 0.21 5.878 0.656 2417 1 29 44 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R DVELVHAWGMTETAPVGAVASLR S 3 2408.2158 2408.2166 0.0008 0 0.33 4.341 0.407 1156 1 33 88 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R DVELVHAWGMTETAPVGAVASLR S 3 2408.2158 2408.2215 0.0057 0 2.37 4.241 0.368 1077 1 34 88 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R FFDDRDVELVHAWGMTETAPVGAVASLR S 3 3088.5076 3088.5213 0.0137 0 4.44 5.298 0.558 2154 1 40 108 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9794 R FFDDRDVELVHAWGMTETAPVGAVASLR S 4 3088.5076 3088.5178 0.0102 0 3.30 3.122 0.077 686.8 7 35 162 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9999 R GPWVTTEYFK R 2 1226.5971 1226.5982 0.0011 0 0.90 2.424 0.271 675.4 1 13 18 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R GPWVTTEYFKRPEANEQEFEDGYLK T 3 3032.4192 3032.408 -0.0112 0 -3.69 3.841 0.339 1188 1 33 96 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K HVYPGPQPEPADLAK L 2 1617.8151 1617.8184 0.0033 0 2.04 3.204 0.448 648.4 1 19 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9944 K HVYPGPQPEPADLAK L 3 1617.8151 1617.8157 0.0006 0 0.37 2.581 0.155 362 44 19 56 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9882 K HVYPGPQPEPADLAK L 3 1617.8151 1617.8183 0.0032 0 1.98 2.369 0.132 429.2 34 19 56 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9977 M PGGSPQTLRPFLWR A 3 1610.8681 1610.8687 0.0006 0 0.37 2.156 0.429 481.3 1 25 52 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.996 M PGGSPQTLRPFLWR A 3 1610.8681 1610.8715 0.0034 0 2.11 2.375 0.407 343.6 5 22 52 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K RPEANEQEFEDGYLK T 2 1823.8326 1823.8357 0.0031 0 1.70 3.586 0.449 833.7 1 17 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K RPEANEQEFEDGYLK T 3 1823.8326 1823.8283 -0.0043 0 -2.36 3.648 0.34 1479 1 27 56 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9999 K RPEANEQEFEDGYLK T 3 1823.8326 1823.8283 -0.0043 0 -2.36 3.034 0.304 657.7 48 20 56 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9738 K RPEANEQEFEDGYLK T 2 1823.8326 1823.8253 -0.0073 0 -4.00 2.549 0.052 386.3 46 12 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9734 K RPEANEQEFEDGYLK T 3 1823.8326 1823.8283 -0.0043 0 -2.36 2.683 0.072 503.4 84 21 56 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R SDLEDADYQTQLDKR S 2 1795.8224 1795.8275 0.0051 0 2.84 3.466 0.328 690.4 1 17 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9999 R SDLEDADYQTQLDKR S 2 1795.8224 1795.8264 0.004 0 2.23 2.817 0.282 669 1 15 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SGGEWISSLELENELIAHDDVNEAAVIGVPHER W 4 3584.7383 3585.771 1.0327 -1.0034 8.19 4.422 0.527 924 1 48 192 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SGGEWISSLELENELIAHDDVNEAAVIGVPHER W 4 3584.7383 3584.7471 0.0088 0 2.45 4.189 0.438 1175 1 53 192 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SGGEWISSLELENELIAHDDVNEAAVIGVPHER W 4 3584.7383 3584.7539 0.0156 0 4.35 3.89 0.402 730 1 42 192 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SGGEWISSLELENELIAHDDVNEAAVIGVPHER W 4 3584.7383 3584.7425 0.0042 0 1.17 4.614 0.564 1116 1 50 192 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SLRDEYADESLVEGR V 2 1737.8169 1737.815 -0.0019 0 -1.09 3.874 0.507 1402 1 21 28 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SLRDEYADESLVEGR V 3 1737.8169 1737.8151 -0.0018 0 -1.04 3.304 0.42 1046 3 26 56 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K SLRDEYADESLVEGR V 3 1737.8169 1737.8183 0.0014 0 0.81 3.539 0.35 1250 2 28 56 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9999 K SLRDEYADESLVEGR V 3 1737.8169 1737.818 0.0011 0 0.63 2.844 0.31 1066 2 26 56 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9996 K SLRDEYADESLVEGR V 3 1737.8169 1737.8153 -0.0016 0 -0.92 2.86 0.254 908.8 2 25 56 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9942 K SLRDEYADESLVEGRVPDDAAPE - 3 2532.1616 2532.1697 0.0081 0 3.20 2.407 0.212 252.7 5 27 88 2 2 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9937 K SLRDEYADESLVEGRVPDDAAPE - 3 2532.1616 2532.1675 0.0059 0 2.33 2.34 0.214 265.1 5 26 88 2 2 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R TAQLANAIEEAGYGDGER L 2 1863.8599 1863.8634 0.0035 0 1.88 5.675 0.585 3351 1 27 34 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R TAQLANAIEEAGYGDGER L 2 1863.8599 1863.8646 0.0047 0 2.52 5.363 0.572 3300 1 27 34 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K TGDVVSVDEDGYIK I 2 1495.7042 1495.7057 0.0015 0 1.00 3.843 0.368 1238 1 21 26 2 0 1



Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K TGDVVSVDEDGYIK I 2 1495.7042 1495.7053 0.0011 0 0.74 3.181 0.4 1157 1 21 26 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R THEGIVRHDYAEYAER T 3 1944.9078 1944.9105 0.0027 0 1.39 3.189 0.472 1230 1 32 60 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9998 R THEGIVRHDYAEYAER T 4 1944.9078 1944.9086 0.0008 0 0.41 3.323 0.226 1614 1 35 90 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9992 R THEGIVRHDYAEYAER T 4 1944.9078 1944.9081 0.0003 0 0.15 2.76 0.157 1651 1 35 90 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R VIDDNGDEVPHNGEDFGELHIR G 4 2476.1255 2476.1255 0 0 0.00 3.413 0.401 679.3 1 44 126 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R VIDDNGDEVPHNGEDFGELHIR G 3 2476.1255 2476.1211 -0.0044 0 -1.78 4.158 0.399 686.7 1 32 84 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9961 R VIDDNGDEVPHNGEDFGELHIR G 4 2476.1255 2476.1306 0.0051 0 2.06 2.061 0.059 624.1 1 45 126 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R WQERPLAMIVPTADADEETLGDELR E 3 2854.3807 2854.3943 0.0136 0 4.76 4.812 0.525 2763 1 40 96 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 R WQERPLAMIVPTADADEETLGDELR E 3 2854.3807 2854.3897 0.009 0 3.15 4.049 0.423 1658 1 34 96 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9978 R WQERPLAMIVPTADADEETLGDELREYILESYPK W 4 3976.9404 3978.971 2.0306 -2.0067 6.01 2.984 0.172 542.2 1 41 198 2 1 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K WWVPDNFVTIDEVPK T 2 1843.9145 1843.9154 0.0009 0 0.49 3.823 0.29 1217 1 23 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 1 K WWVPDNFVTIDEVPK T 2 1843.9145 1843.9143 -0.0002 0 -0.11 3.782 0.295 1082 1 22 28 2 0 1
Q5V2Q1_HALMA 1 Medium-chain-fatty-acid-CoA ligase  alkK2 rrnAC1259 550 53.8 22 52 0.9999 K WWVPDNFVTIDEVPK T 2 1843.9145 1844.9253 1.0108 -1.0034 4.04 3.497 0.306 1087 1 22 28 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R AKFESLTEDLIER T 2 1549.7988 1549.8026 0.0038 0 2.45 3.336 0.403 1369 1 18 24 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R AKFESLTEDLIER T 2 1549.7988 1549.8029 0.0041 0 2.65 3.274 0.41 1257 1 18 24 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R AKFESLTEDLIER T 2 1549.7988 1549.8018 0.003 0 1.94 3.548 0.413 1343 1 18 24 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R AKFESLTEDLIER T 3 1549.7988 1549.8001 0.0013 0 0.84 4.141 0.285 1941 1 30 48 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9999 R AKFESLTEDLIER T 3 1549.7988 1549.8012 0.0024 0 1.55 4.059 0.193 1797 1 29 48 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9999 R AKFESLTEDLIER T 3 1549.7988 1549.7987 -0.0001 0 -0.06 3.167 0.278 1443 1 27 48 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9996 R AKFESLTEDLIER T 3 1549.7988 1549.7992 0.0004 0 0.26 3.273 0.216 1165 2 25 48 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9999 K AVITVPAYFNDR Q 2 1364.7088 1364.7099 0.0011 0 0.81 2.942 0.283 313.3 3 14 22 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 K FESLTEDLIER T 2 1350.6667 1350.6675 0.0008 0 0.59 2.528 0.36 764.7 1 15 20 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 K GSGNKEDITIEGGAGLSDDQIEEMQQEAEQHAEEDEQRR E 4 4327.9007 4327.8965 -0.0042 0 -0.97 6.224 0.356 1628 1 57 228 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9025 K GSGNKEDITIEGGAGLSDDQIEEMQQEAEQHAEEDEQRR E 5 4327.9007 4329.9136 2.0129 -2.0067 1.43 2.953 0.01 848.9 4 53 304 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R HMGEDDYSVELDGEEYTPEQVSAMILQK I 3 3212.4165 3212.4151 -0.0014 0 -0.44 5.248 0.443 2672 1 43 108 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9998 R HMGEDDYSVELDGEEYTPEQVSAMILQK I 3 3212.4165 3212.4297 0.0132 0 4.11 3.062 0.229 494 1 30 108 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9927 R HMGEDDYSVELDGEEYTPEQVSAMILQK I 3 3212.4165 3212.4273 0.0108 0 3.36 2.825 0.154 189.8 57 23 108 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9306 R HMGEDDYSVELDGEEYTPEQVSAMILQK I 3 3228.4159 3229.4156 0.9997 -1.0034 -1.13 2.823 0.112 384.4 81 23 108 2 0 1 HM[147]GEDDYSVELDGEEYTPEQVSAMILQK

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.795 3897.8181 1.0231 -1.0034 5.07 4.498 0.425 939.3 1 36 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.795 3897.7881 0.9931 -1.0034 -2.63 5.037 0.514 1272 1 40 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.795 3896.792 -0.003 0 -0.77 4.715 0.41 1232 1 40 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.795 3898.8081 2.0131 -2.0067 1.64 5.102 0.436 927.8 1 37 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.995 K IEDVEEVLEDEDATKEDYEAVTETLSEELQEIGK Q 3 3896.795 3896.8059 0.0109 0 2.80 3.71 0.111 342.1 2 29 132 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9999 K IFTTAQDNQTQVQIR V 2 1761.9009 1762.8454 0.9445 -1.0034 -33.40 4.415 0.222 1904 1 20 28 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9997 K IKHDAEEYLGDEIEK A 3 1787.8577 1787.8571 -0.0006 0 -0.34 3.187 0.241 1295 2 27 56 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9997 K IKHDAEEYLGDEIEK A 3 1787.8577 1787.8595 0.0018 0 1.01 3.119 0.274 997.9 8 24 56 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9946 K IKHDAEEYLGDEIEK A 3 1787.8577 1787.8571 -0.0006 0 -0.34 3.077 0.164 717.9 28 23 56 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R INLPFIATTDDGPLDLEQK I 2 2099.0786 2099.0852 0.0066 0 3.14 5.577 0.571 2532 1 26 36 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R INLPFIATTDDGPLDLEQK I 2 2099.0786 2099.0828 0.0042 0 2.00 5.547 0.548 2661 1 27 36 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R INLPFIATTDDGPLDLEQK I 2 2099.0786 2099.0855 0.0069 0 3.29 5.364 0.584 2857 1 27 36 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R INLPFIATTDDGPLDLEQK I 2 2099.0786 2099.0855 0.0069 0 3.29 5.563 0.557 2670 1 27 36 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9999 R LIDKNTTIPTEESK I 2 1587.8355 1587.835 -0.0005 0 -0.31 2.948 0.387 956.7 1 17 26 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R LIDKNTTIPTEESKIFTTAQDNQTQVQIR V 3 3331.7259 3332.7268 1.0009 -1.0034 -0.74 5.773 0.456 1316 1 37 112 2 2 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9998 R LIDKNTTIPTEESKIFTTAQDNQTQVQIR V 4 3331.7259 3331.7351 0.0092 0 2.76 3.838 0.214 1124 1 40 168 2 2 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.999 R LIDKNTTIPTEESKIFTTAQDNQTQVQIR V 4 3331.7259 3331.7329 0.007 0 2.10 3.289 0.142 902.5 1 37 168 2 2 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R MPQVQDQVEEMTGQEPK K 2 1972.887 1972.8854 -0.0016 0 -0.81 5.219 0.51 2548 1 23 32 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R MPQVQDQVEEMTGQEPK K 2 1988.8864 1988.8799 -0.0065 0 -3.27 3.733 0.478 1389 1 23 32 2 0 1 M[147]PQVQDQVEEMTGQEPK

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R MPQVQDQVEEMTGQEPK K 2 1988.8864 1988.8898 0.0034 0 1.71 4.495 0.44 1332 1 24 32 2 0 1 M[147]PQVQDQVEEMTGQEPK

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R MPQVQDQVEEMTGQEPK K 2 1972.887 1972.8854 -0.0016 0 -0.81 4.957 0.51 2521 1 24 32 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9927 R MPQVQDQVEEMTGQEPK K 2 2004.8858 2004.8882 0.0024 0 1.20 2.06 0.108 392.7 1 14 32 2 0 1 M[147]PQVQDQVEEM[147]TGQEPK

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9125 R MPQVQDQVEEMTGQEPK K 2 2004.8858 2005.8854 0.9996 -1.0034 -1.87 1.652 0.147 234.7 1 13 32 2 0 1 M[147]PQVQDQVEEM[147]TGQEPK

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9993 K NPDETIQSIKR H 2 1299.6783 1299.6814 0.0031 0 2.39 2.364 0.196 313.7 3 13 20 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9984 D PEIIVNGEGER T 2 1211.6146 1211.6054 -0.0092 0 -7.59 3.123 0.319 1330 1 17 20 1 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R RAETLLDENEEEIDEDLQSDIEAK I 3 2803.2883 2803.2915 0.0032 0 1.14 4.729 0.408 2047 1 35 92 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R RAETLLDENEEEIDEDLQSDIEAK I 3 2803.2883 2803.2915 0.0032 0 1.14 5.032 0.417 1724 1 35 92 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R RAETLLDENEEEIDEDLQSDIEAK I 3 2803.2883 2803.2918 0.0035 0 1.25 4.202 0.385 1486 1 34 92 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R RAETLLDENEEEIDEDLQSDIEAK I 2 2803.2883 2803.2925 0.0042 0 1.50 4.9 0.502 1408 1 24 46 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R RAETLLDENEEEIDEDLQSDIEAK I 3 2803.2883 2803.2881 -0.0002 0 -0.07 4.787 0.373 2126 1 36 92 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 0.9998 K SDIDEVILVGGSTR M 2 1459.7518 1460.7654 1.0136 -1.0034 7.02 2.756 0.342 1189 1 18 26 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R TVGPTEQALADADYTK S 2 1678.805 1678.8053 0.0003 0 0.18 4.182 0.292 1238 1 21 30 2 0 1



DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R TVGPTEQALADADYTK S 2 1678.805 1678.8072 0.0022 0 1.31 4.088 0.479 1348 1 21 30 2 0 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R TVGPTEQALADADYTKSDIDEVILVGGSTR M 3 3120.5462 3120.5542 0.008 0 2.56 3.604 0.383 887.7 1 29 116 2 1 1

DNAK_HALMAReview 1 Chaperone protein dnaK (Heat shock protein 70) (Heat shock 70 kDaprotein)
(HSP70)  dnaK rrnAC3339 635 44.4 18 51 1 R TVGPTEQALADADYTKSDIDEVILVGGSTR M 3 3120.5462 3121.5518 1.0056 -1.0034 0.72 4.136 0.444 1347 1 37 116 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R YQGGDNAGHTVVHEGEEYKLSLVPSGAIR G 3 3082.5108 3082.5132 0.0024 0 0.78 4.098 0.358 1276 1 33 112 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K AYVEYIESELDTPAYAIGVGPGR G 2 2469.2063 2469.21 0.0037 0 1.50 4.41 0.582 1699 1 24 44 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K AYVEYIESELDTPAYAIGVGPGR G 3 2469.2063 2469.2115 0.0052 0 2.11 3.686 0.352 719 1 29 88 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K AYVEYIESELDTPAYAIGVGPGR G 2 2469.2063 2469.211 0.0047 0 1.90 4.739 0.576 1941 1 27 44 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K AYVEYIESELDTPAYAIGVGPGR G 2 2469.2063 2469.2112 0.0049 0 1.98 4.585 0.581 1916 1 26 44 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K AYVEYIESELDTPAYAIGVGPGR G 2 2469.2063 2469.2158 0.0095 0 3.85 4.067 0.531 1474 1 24 44 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K GGIVDLYGDDVDVVAR Y 2 1661.826 1661.8284 0.0024 0 1.44 3.901 0.557 2211 1 24 30 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K GGIVDLYGDDVDVVAR Y 2 1661.826 1661.8295 0.0035 0 2.11 3.882 0.558 2247 1 24 30 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K GGIVDLYGDDVDVVAR Y 2 1661.826 1661.8295 0.0035 0 2.11 4.201 0.503 2500 1 24 30 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K GGIVDLYGDDVDVVAR Y 2 1661.826 1661.8294 0.0034 0 2.05 4.423 0.508 2380 1 24 30 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R SFDGWPEVDWADAAEEGYDALPENAK A 2 2881.2355 2881.2417 0.0062 0 2.15 4.909 0.547 1858 1 25 50 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R SFDGWPEVDWADAAEEGYDALPENAK A 2 2881.2355 2881.229 -0.0065 0 -2.26 4.738 0.536 1958 1 26 50 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R SFDGWPEVDWADAAEEGYDALPENAK A 2 2881.2355 2881.2371 0.0016 0 0.56 4.734 0.545 1960 1 26 50 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R TLFDEIDTLQER G 2 1478.7253 1478.727 0.0017 0 1.15 3.18 0.45 1195 1 16 22 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R TLFDEIDTLQER G 2 1478.7253 1478.7301 0.0048 0 3.25 3.26 0.46 1833 1 19 22 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9989 R VGDLLDPDVLR E 2 1210.6557 1211.6654 1.0097 -1.0034 5.25 2.645 0.23 947.4 2 15 20 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9984 R VGDLLDPDVLR E 2 1210.6557 1210.6654 0.0097 0 8.01 2.213 0.181 534.2 4 14 20 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9638 R VGDLLDPDVLR E 2 1210.6557 1210.6654 0.0097 0 8.01 2.086 0.079 376.5 47 11 20 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9496 R VGDLLDPDVLRER L 3 1495.7994 1495.7996 0.0002 0 0.13 2.219 0.116 573.4 22 20 48 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K VGHTYTLDGEELASMPATTEQWAK C 3 2650.2266 2650.2219 -0.0047 0 -1.77 3.997 0.289 859.1 1 32 92 2 0 1 VGHTYTLDGEELASM[147]PATTEQWAK

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K VGHTYTLDGEELASMPATTEQWAK C 2 2634.2272 2634.2383 0.0111 0 4.21 4.894 0.492 947.7 1 23 46 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K VGHTYTLDGEELASMPATTEQWAK C 3 2634.2272 2634.2315 0.0043 0 1.63 3.575 0.333 432 3 27 92 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 K VGHTYTLDGEELASMPATTEQWAK C 3 2634.2272 2634.2324 0.0052 0 1.97 3.307 0.308 724.5 1 34 92 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9999 K VGHTYTLDGEELASMPATTEQWAK C 3 2634.2272 2634.2366 0.0094 0 3.57 3.586 0.226 604.6 1 32 92 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9998 K VGHTYTLDGEELASMPATTEQWAK C 3 2634.2272 2634.2339 0.0067 0 2.54 3.257 0.241 476.2 2 28 92 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9987 K VGHTYTLDGEELASMPATTEQWAK C 3 2650.2266 2650.2217 -0.0049 0 -1.85 2.839 0.184 555.1 3 25 92 2 0 1 VGHTYTLDGEELASM[147]PATTEQWAK

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGSGPLPTELGGVVGDTPGYDEQGEGENEELANYIREEGGEYG R 4 5206.4239 5208.4507 2.0268 -2.0067 3.86 3.774 0.439 667.8 1 53 294 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGSGPLPTELGGVVGDTPGYDEQGEGENEELANYIREEGGEYG R 4 5206.4239 5208.4507 2.0268 -2.0067 3.86 3.785 0.406 482.1 1 50 294 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGSGPLPTELGGVVGDTPGYDEQGEGENEELANYIREEGGEYG R 4 5206.4239 5208.4507 2.0268 -2.0067 3.86 4.269 0.473 694.6 1 57 294 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGSGPLPTELGGVVGDTPGYDEQGEGENEELANYIREEGGEYG R 4 5206.4239 5206.4341 0.0102 0 1.96 4.568 0.429 864 1 55 294 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGWLDLPMLR H 2 1198.6532 1198.6546 0.0014 0 1.17 2.712 0.349 1099 1 16 18 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGWLDLPMLR H 2 1198.6532 1198.6583 0.0051 0 4.25 2.901 0.307 871.8 2 15 18 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VGWLDLPMLR H 2 1198.6532 1198.6562 0.003 0 2.50 2.886 0.31 1090 1 16 18 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VLDGIEEELKSETDDEVGTTGR G 3 2391.1289 2391.1331 0.0042 0 1.76 4.208 0.424 2137 1 37 84 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VLDGIEEELKSETDDEVGTTGR G 2 2391.1289 2391.1353 0.0064 0 2.68 4.963 0.513 1683 1 25 42 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VLDGIEEELKSETDDEVGTTGR G 2 2391.1289 2391.1265 -0.0024 0 -1.00 5.099 0.522 1592 1 25 42 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VSGFTGIAINHLDVLAGLDEVK V 3 2267.2161 2267.198 -0.0181 0 -7.98 4.776 0.438 3597 1 40 84 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VSGFTGIAINHLDVLAGLDEVK V 3 2267.2161 2269.2381 2.022 -2.0067 6.75 5.805 0.5 3098 1 43 84 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VSGFTGIAINHLDVLAGLDEVK V 3 2267.2161 2268.218 1.0019 -1.0034 -0.64 5.146 0.486 3534 1 43 84 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R VSGFTGIAINHLDVLAGLDEVK V 3 2267.2161 2268.218 1.0019 -1.0034 -0.64 4.64 0.468 2713 1 39 84 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R YQGGDNAGHTVVHEGEEYK L 3 2088.9137 2088.9199 0.0062 0 2.97 3.274 0.359 513.1 1 29 72 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9999 R YQGGDNAGHTVVHEGEEYK L 3 2088.9137 2088.9136 -0.0001 0 -0.05 2.553 0.34 427.4 2 25 72 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.9146 R YQGGDNAGHTVVHEGEEYK L 3 2088.9137 2088.917 0.0033 0 1.58 1.91 0.062 226.7 18 19 72 2 0 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R YQGGDNAGHTVVHEGEEYKLSLVPSGAIR G 4 3082.5108 3083.531 1.0202 -1.0034 5.47 3.455 0.434 1260 1 51 168 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R YQGGDNAGHTVVHEGEEYKLSLVPSGAIR G 4 3082.5108 3082.5137 0.0029 0 0.94 3.856 0.421 1151 1 51 168 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R YQGGDNAGHTVVHEGEEYKLSLVPSGAIR G 3 3082.5108 3083.4981 0.9873 -1.0034 -5.21 6.756 0.533 3025 1 45 112 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 1 R YQGGDNAGHTVVHEGEEYKLSLVPSGAIR G 4 3082.5108 3082.5122 0.0014 0 0.45 3.744 0.509 1416 1 53 168 2 1 1

PURA_HALMAReview 1 Adenylosuccinate synthetase (EC 6.3.4.4) (IMP--aspartate ligase)(AdSS)
(AMPSase)  purA rrnAC1283 458 55.9 15 51 0.916 R YQGGDNAGHTVVHEGEEYKLSLVPSGAIR G 5 3082.5108 3082.5149 0.0041 0 1.33 2.139 0.151 441.2 55 41 224 2 1 1

Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIR W 3 2266.1441 2266.1511 0.007 0 3.09 3.455 0.388 576.8 1 30 80 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R ADETFFSPR H 2 1068.4876 1068.4866 -0.001 0 -0.94 2.923 0.341 1150 1 15 16 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R ADETFFSPR H 2 1068.4876 1068.485 -0.0026 0 -2.43 2.974 0.365 1142 1 15 16 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9999 R ADETFFSPR H 2 1068.4876 1068.4862 -0.0014 0 -1.31 2.506 0.284 803.4 1 14 16 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K DSTLTLYFVK E 2 1185.6281 1185.6308 0.0027 0 2.28 2.466 0.381 643.1 1 15 18 2 0 1



Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9997 K DSTLTLYFVK E 2 1185.6281 1185.6254 -0.0027 0 -2.28 2.348 0.264 505.9 7 12 18 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NEDVGNYVDENGLEPGDDIPVDELSEHNQHHIR N 3 3754.6731 3755.6756 1.0025 -1.0034 -0.23 4.879 0.43 761.5 1 35 128 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NEDVGNYVDENGLEPGDDIPVDELSEHNQHHIR N 3 3754.6731 3756.6607 1.9876 -2.0067 -5.09 4.846 0.365 628.6 1 31 128 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9998 R NEDVGNYVDENGLEPGDDIPVDELSEHNQHHIR N 5 3754.6731 3756.6638 1.9907 -2.0067 -4.26 3.687 0.276 805.1 4 50 256 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9874 R NEDVGNYVDENGLEPGDDIPVDELSEHNQHHIR N 4 3754.6731 3755.6624 0.9893 -1.0034 -3.74 3.592 0.08 555.8 2 38 192 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 2 2882.4378 2882.4507 0.0129 0 4.48 4.439 0.498 957.4 1 23 46 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4405 0.0027 0 0.94 4.935 0.512 1175 1 36 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 2 2882.4378 2882.4409 0.0031 0 1.08 4.109 0.462 768.6 1 21 46 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 2 2882.4378 2882.4466 0.0088 0 3.05 4.351 0.436 910.6 1 22 46 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4458 0.008 0 2.78 4.555 0.492 1255 1 37 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4444 0.0066 0 2.29 4.333 0.388 1087 1 34 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4427 0.0049 0 1.70 4.185 0.387 884 1 31 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 2 2882.4378 2882.4448 0.007 0 2.43 4.476 0.476 1054 1 24 46 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R NILEYEEDTFPFLLDTYVGNHLLK T 3 2882.4378 2882.4422 0.0044 0 1.53 4.493 0.513 1222 1 34 92 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9664 D PAEYPTVNHKIEK A 3 1524.7936 1524.7938 0.0002 0 0.13 3.095 0.258 893.5 1 24 48 1 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K SAEEPAWLQDMENTTER A 2 2005.8687 2005.8732 0.0045 0 2.24 4.715 0.504 1958 1 24 32 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K SAEEPAWLQDMENTTER A 2 2021.8681 2021.8675 -0.0006 0 -0.30 3.469 0.43 1069 1 21 32 2 0 1 SAEEPAWLQDM[147]ENTTER
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K SAEEPAWLQDMENTTER A 2 2005.8687 2005.8671 -0.0016 0 -0.80 5.037 0.522 1769 1 23 32 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K SAEEPAWLQDMENTTER A 2 2005.8687 2005.8727 0.004 0 1.99 4.379 0.501 1823 1 23 32 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K SAEEPAWLQDMENTTER A 2 2021.8681 2022.8527 0.9846 -1.0034 -9.27 4.058 0.461 1040 1 20 32 2 0 1 SAEEPAWLQDM[147]ENTTER
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 M SESAEFPDYLDVDYTDGEGEDPAEYPTVNHK I 3 3488.4692 3488.4632 -0.006 0 -1.72 4.409 0.526 693.1 1 38 120 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 M SESAEFPDYLDVDYTDGEGEDPAEYPTVNHK I 3 3488.4692 3489.4883 1.0191 -1.0034 4.51 4.646 0.518 605.3 1 35 120 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 M SESAEFPDYLDVDYTDGEGEDPAEYPTVNHKIEK A 4 3858.6908 3858.7141 0.0233 0 6.04 4.707 0.441 1253 1 50 198 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 M SESAEFPDYLDVDYTDGEGEDPAEYPTVNHKIEK A 3 3858.6908 3859.6929 1.0021 -1.0034 -0.32 5.254 0.542 1174 1 42 132 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 M SESAEFPDYLDVDYTDGEGEDPAEYPTVNHKIEK A 4 3858.6908 3860.6909 2.0001 -2.0067 -1.71 4.011 0.42 839 1 46 198 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9978 M SESAEFPDYLDVDYTDGEGEDPAEYPTVNHKIEK A 4 3858.6908 3860.6909 2.0001 -2.0067 -1.71 4.625 0.381 1150 1 48 198 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R SLGSEVSTDKSAEEPAWLQDMENTTER A 3 3025.3503 3026.3479 0.9976 -1.0034 -1.90 5.916 0.482 1745 1 37 104 2 1 1 SLGSEVSTDKSAEEPAWLQDM[147]ENTTER
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 R SLGSEVSTDKSAEEPAWLQDMENTTER A 3 3009.3509 3009.3594 0.0085 0 2.82 6.03 0.521 2056 1 40 104 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TGLEEYENPVVMWTGGK D 2 1908.8927 1908.8854 -0.0073 0 -3.82 3.482 0.502 1413 1 19 32 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TGLEEYENPVVMWTGGK D 2 1908.8927 1908.8963 0.0036 0 1.89 4.931 0.572 2474 1 24 32 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIR W 3 2266.1441 2266.148 0.0039 0 1.72 3.02 0.422 1126 1 37 80 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIR W 2 2266.1441 2266.1504 0.0063 0 2.78 5.389 0.381 2259 1 26 40 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIR W 2 2266.1441 2267.1551 1.011 -1.0034 3.38 4.309 0.401 1803 1 23 40 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIR W 2 2266.1441 2266.1509 0.0068 0 3.00 5.455 0.41 2426 1 27 40 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIR W 3 2266.1441 2266.1507 0.0066 0 2.91 2.687 0.387 1031 1 39 80 2 0 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIRWDEQESR A 3 3196.5272 3196.5301 0.0029 0 0.91 4.752 0.455 991.5 1 33 108 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIRWDEQESR A 3 3196.5272 3196.5271 -0.0001 0 -0.03 5.288 0.479 855.5 1 32 108 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 1 K TVALNDTIEEHDVDGILSGIRWDEQESR A 3 3196.5272 3196.5357 0.0085 0 2.66 5.179 0.472 1281 1 34 108 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9999 K TVALNDTIEEHDVDGILSGIRWDEQESR A 4 3196.5272 3196.5308 0.0036 0 1.13 1.468 0.287 249.8 1 41 162 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9955 K TVALNDTIEEHDVDGILSGIRWDEQESR A 4 3196.5272 3196.533 0.0058 0 1.81 2.126 0.158 246.6 6 37 162 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9918 K TVALNDTIEEHDVDGILSGIRWDEQESR A 4 3196.5272 3196.5342 0.007 0 2.19 1.634 0.097 256.2 2 37 162 2 1 1
Q5V495_HALMA 1 Phospho-adenylyl-sulfate Reductase (EC 1.8.4.8)  cysH rrnAC0653 325 56 13 50 0.9828 K TVALNDTIEEHDVDGILSGIRWDEQESR A 4 3196.5272 3196.5303 0.0031 0 0.97 1.309 0.043 255 1 38 162 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R AADATESGRFDDEIVPIETEDGQLDADGGIRPDTTLEK L 4 4045.8876 4045.8933 0.0057 0 1.41 4.316 0.305 1196 1 58 222 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R AADATESGRFDDEIVPIETEDGQLDADGGIRPDTTLEK L 4 4045.8876 4047.8909 2.0033 -2.0067 -0.84 4.449 0.37 1009 1 56 222 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R AADATESGRFDDEIVPIETEDGQLDADGGIRPDTTLEK L 3 4045.8876 4046.9063 1.0187 -1.0034 3.79 5.118 0.448 1152 1 42 148 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9833 R AADATESGRFDDEIVPIETEDGQLDADGGIRPDTTLEK L 4 4045.8876 4045.8914 0.0038 0 0.94 3.346 0.04 445.7 2 41 222 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R DVLIAGGVESMSR V 2 1332.6707 1332.6718 0.0011 0 0.83 3.223 0.404 1973 1 20 24 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R DVLIAGGVESMSR V 2 1332.6707 1332.6741 0.0034 0 2.55 3.128 0.352 1519 1 19 24 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R DVLIAGGVESMSR V 2 1332.6707 1332.6726 0.0019 0 1.43 3.635 0.479 1859 1 20 24 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R ELGFDDDIYNVNGGAIAIGHPLGASGAR L 3 2798.3623 2798.3662 0.0039 0 1.39 5.022 0.446 1867 1 42 108 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R ELGFDDDIYNVNGGAIAIGHPLGASGAR L 3 2798.3623 2798.3665 0.0042 0 1.50 4.953 0.492 1840 1 40 108 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R ELGFDDDIYNVNGGAIAIGHPLGASGAR L 3 2798.3623 2798.3699 0.0076 0 2.72 5.22 0.444 2117 1 41 108 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R ELGFDDDIYNVNGGAIAIGHPLGASGAR L 3 2798.3623 2798.3667 0.0044 0 1.57 5.08 0.495 1714 1 39 108 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9582 R ELGFDDDIYNVNGGAIAIGHPLGASGAR L 3 2798.3623 2800.3445 1.9822 -2.0067 -8.76 2.563 0.103 490.4 2 27 108 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R FDDEIVPIETEDGQLDADGGIRPDTTLEK L 3 3187.5044 3187.511 0.0066 0 2.07 3.463 0.361 392.2 1 35 112 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9589 R GLDVLAEIGSHEVAGVDPTVMGIGPVPAVR K 3 2954.5535 2954.5425 -0.011 0 -3.72 2.92 0.028 480.7 18 25 116 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2056.9535 2056.9475 -0.006 0 -2.92 4.358 0.468 1005 1 22 34 2 0 1 LAEQYNIGELQM[147]GM[147]TAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2056.9535 2056.9475 -0.006 0 -2.92 4.193 0.337 949.4 1 21 34 2 0 1 LAEQYNIGELQM[147]GM[147]TAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2024.9547 2024.9574 0.0027 0 1.33 3.685 0.531 1237 1 21 34 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2056.9535 2056.9453 -0.0082 0 -3.99 3.537 0.23 847 1 20 34 2 0 1 LAEQYNIGELQM[147]GM[147]TAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2024.9547 2024.9528 -0.0019 0 -0.94 5.221 0.476 1420 1 24 34 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2024.9547 2024.9538 -0.0009 0 -0.44 5.176 0.48 1261 1 23 34 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2024.9547 2024.9574 0.0027 0 1.33 4.67 0.406 1351 1 24 34 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LAEQYNIGELQMGMTAEK V 2 2024.9547 2024.9571 0.0024 0 1.19 5.206 0.487 1338 1 23 34 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9998 R LAEQYNIGELQMGMTAEK V 2 2040.9541 2040.9472 -0.0069 0 -3.38 4.947 0.494 1084 1 21 34 2 0 1 LAEQYNIGELQMGM[147]TAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9997 R LAEQYNIGELQMGMTAEK V 2 2040.9541 2040.9452 -0.0089 0 -4.36 4.742 0.513 1143 1 22 34 2 0 1 LAEQYNIGELQMGM[147]TAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9994 R LAEQYNIGELQMGMTAEK V 2 2040.9541 2040.948 -0.0061 0 -2.99 4.117 0.186 794.4 1 19 34 2 0 1 LAEQYNIGELQM[147]GMTAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9986 R LAEQYNIGELQMGMTAEK V 2 2024.9547 2024.958 0.0033 0 1.63 2.79 0.098 630.2 1 17 34 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9745 R LAEQYNIGELQMGMTAEK V 2 2040.9541 2042.9712 2.0171 -2.0067 5.10 3.594 0.226 723.4 1 18 34 2 0 1 LAEQYNIGELQM[147]GMTAEK
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R LPVTLVHEMNR R 2 1307.702 1307.7028 0.0008 0 0.61 3.391 0.442 1530 1 18 20 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9999 R LPVTLVHEMNR R 3 1307.702 1307.7038 0.0018 0 1.38 2.744 0.271 793.9 1 25 40 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9996 R LPVTLVHEMNR R 3 1307.702 1307.704 0.002 0 1.53 2.034 0.265 542.5 1 21 40 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9533 R LPVTLVHEMNRR D 3 1463.8031 1463.8025 -0.0006 0 -0.41 1.572 0.145 291.9 30 17 44 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9358 R LPVTLVHEMNRR D 3 1463.8031 1463.8059 0.0028 0 1.91 1.524 0.11 372.2 9 20 44 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9258 R LPVTLVHEMNRR D 3 1463.8031 1463.8034 0.0003 0 0.20 1.737 0.133 203.8 359 14 44 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9999 K LSQLPTVFK S 2 1031.6015 1031.6024 0.0009 0 0.87 2.173 0.326 960.7 1 14 16 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9998 K LSQLPTVFK S 2 1031.6015 1031.6017 0.0002 0 0.19 2.196 0.264 819.9 2 13 16 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9995 K LSQLPTVFK S 2 1031.6015 1031.6026 0.0011 0 1.07 2.333 0.27 506 36 11 16 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9992 K LSQLPTVFK S 2 1031.6015 1031.6056 0.0041 0 3.97 2.162 0.23 678.1 7 12 16 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9961 K LSQLPTVFK S 2 1031.6015 1031.6054 0.0039 0 3.78 2.161 0.19 444.9 63 10 16 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9963 M PTPVIVDAVR T 2 1065.6182 1065.6254 0.0072 0 6.76 2.311 0.376 738.9 1 16 18 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 K SDGTVTPGNASQVSDGAAGLMVTSR E 2 2377.1179 2377.0855 -0.0324 0 -13.63 2.816 0.554 401.5 1 16 48 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 K SDGTVTPGNASQVSDGAAGLMVTSR E 2 2393.1173 2395.1253 2.008 -2.0067 0.54 4.004 0.486 1153 1 24 48 2 0 1 SDGTVTPGNASQVSDGAAGLM[147]VTSR
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 K SDGTVTPGNASQVSDGAAGLMVTSR E 2 2393.1173 2394.1253 1.008 -1.0034 1.94 5.326 0.591 1751 1 29 48 2 0 1 SDGTVTPGNASQVSDGAAGLM[147]VTSR
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 K SDGTVTPGNASQVSDGAAGLMVTSR E 2 2377.1179 2377.1187 0.0008 0 0.34 5.429 0.526 1765 1 28 48 2 0 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9998 R TDRETDDYDLVELNEAFASQCLYCQR E 3 3096.344 3094.3296 -2.0144 2 -4.65 4.853 0.375 1323 1 35 100 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9922 R TDRETDDYDLVELNEAFASQCLYCQR E 3 3096.344 3094.3223 -2.0217 2 -7.01 4.276 0.214 1473 1 36 100 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9803 R TDRETDDYDLVELNEAFASQCLYCQR E 3 3096.344 3094.3281 -2.0159 2 -5.14 3.549 0.21 1051 1 32 100 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 0.9935 K VASEMEVARQEQDEYALR S 2 2122.9953 2123.0054 0.0101 0 4.76 2.588 0.227 432 3 14 34 2 1 1
Q5UYT2_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca2 rrnAC2815 377 65.3 14 49 1 R VIALLSDLGESVPASTINR W 2 1954.0735 1954.0756 0.0021 0 1.07 4.523 0.523 1434 1 29 36 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K MEQLDMDEK F 2 1137.4682 1137.4666 -0.0016 0 -1.41 2.985 0.271 1215 1 14 16 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 M AKLEINNLHAEVAEEDGETILR G 3 2463.2605 2463.2661 0.0056 0 2.27 5.878 0.465 2770 1 44 84 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 M AKLEINNLHAEVAEEDGETILR G 2 2463.2605 2463.2573 -0.0032 0 -1.30 5.158 0.551 1581 1 24 42 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 M AKLEINNLHAEVAEEDGETILR G 3 2463.2605 2463.2642 0.0037 0 1.50 6.128 0.499 2843 1 43 84 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 M AKLEINNLHAEVAEEDGETILR G 3 2463.2605 2463.2674 0.0069 0 2.80 6.014 0.455 2618 1 44 84 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9998 M AKLEINNLHAEVAEEDGETILR G 3 2463.2605 2463.263 0.0025 0 1.01 5.849 0.409 2149 1 40 84 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9993 M AKLEINNLHAEVAEEDGETILR G 4 2463.2605 2463.2622 0.0017 0 0.69 3.598 0.379 897.2 1 39 126 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9845 M AKLEINNLHAEVAEEDGETILR G 4 2463.2605 2463.2647 0.0042 0 1.71 3.31 0.222 914.4 1 39 126 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9721 M AKLEINNLHAEVAEEDGETILR G 4 2463.2605 2463.2608 0.0003 0 0.12 3.087 0.196 1080 1 40 126 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R DEQGAGILQITHYQR I 2 1727.8591 1727.8611 0.002 0 1.16 4.215 0.41 1967 1 22 28 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9999 R DEQGAGILQITHYQR I 3 1727.8591 1727.86 0.0009 0 0.52 3.034 0.237 870.3 1 26 56 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R GVDLEVESGEIHALMGPNGSGK S 3 2195.0528 2196.0366 0.9838 -1.0034 -8.91 3.296 0.349 940.3 1 29 84 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R GVDLEVESGEIHALMGPNGSGK S 3 2195.0528 2195.0532 0.0004 0 0.18 4.179 0.396 1183 1 34 84 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R GVDLEVESGEIHALMGPNGSGK S 2 2195.0528 2196.0352 0.9824 -1.0034 -9.54 3.471 0.404 2140 1 26 42 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R GVDLEVESGEIHALMGPNGSGK S 2 2195.0528 2195.0445 -0.0083 0 -3.78 5.177 0.611 1934 1 25 42 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R GVDLEVESGEIHALMGPNGSGK S 2 2211.0522 2212.0254 0.9732 -1.0034 -13.64 3.845 0.506 436.2 1 16 42 2 0 1 GVDLEVESGEIHALM[147]GPNGSGK
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9999 R GVDLEVESGEIHALMGPNGSGK S 2 2195.0528 2196.0401 0.9873 -1.0034 -7.31 3.358 0.36 1584 1 23 42 2 0 1



Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9996 R GVDLEVESGEIHALMGPNGSGK S 3 2195.0528 2196.0396 0.9868 -1.0034 -7.54 2.99 0.269 1444 1 32 84 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9964 R GVDLEVESGEIHALMGPNGSGK S 3 2211.0522 2212.0581 1.0059 -1.0034 1.15 3.123 0.176 859.5 3 26 84 2 0 1 GVDLEVESGEIHALM[147]GPNGSGK
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9857 R GVDLEVESGEIHALMGPNGSGK S 3 2195.0528 2196.0391 0.9863 -1.0034 -7.77 2.585 0.13 828 1 27 84 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9283 R GVDLEVESGEIHALMGPNGSGK S 3 2195.0528 2196.041 0.9882 -1.0034 -6.90 2.477 0.052 1033 1 31 84 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K IIAGHPAYEVTDGEVLIHLEEDEFGDEEIPEDLR T 3 3848.8268 3848.8355 0.0087 0 2.26 6.707 0.577 1416 1 41 132 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K IIAGHPAYEVTDGEVLIHLEEDEFGDEEIPEDLRTWNLLDLEPNE A 4 5329.5579 5331.5708 2.0129 -2.0067 1.16 6.357 0.509 1614 1 58 270 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R ILDYVEPDHVHVMLDGQIATSGGAELAEK L 3 3106.5281 3106.5271 -0.001 0 -0.32 6.099 0.472 3365 1 44 112 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R ILDYVEPDHVHVMLDGQIATSGGAELAEKLEDEGYDWVR E 4 4369.0848 4370.0679 0.9831 -1.0034 -4.63 6.526 0.53 1957 1 57 228 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.968 R ILDYVEPDHVHVMLDGQIATSGGAELAEKLEDEGYDWVR E 5 4369.0848 4369.1055 0.0207 0 4.74 3.733 0.032 1161 5 52 304 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9886 R ILDYVEPDHVHVMLDGQIATSGGAELAEKLEDEGYDWVREEA - 4 5132.3873 5133.4097 1.0224 -1.0034 3.71 3.016 0.103 754.1 1 48 270 2 2 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K KQNEVLQAAILEPSVAVLDEIDSGLDIDR L 3 3149.6456 3151.6582 2.0126 -2.0067 1.87 5.247 0.443 1409 1 32 112 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K KQNEVLQAAILEPSVAVLDEIDSGLDIDR L 3 3149.6456 3150.668 1.0224 -1.0034 6.05 4.647 0.392 1554 1 34 112 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K KQNEVLQAAILEPSVAVLDEIDSGLDIDR L 3 3149.6456 3150.638 0.9924 -1.0034 -3.48 6.121 0.504 2132 1 38 112 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K KQNEVLQAAILEPSVAVLDEIDSGLDIDR L 3 3149.6456 3150.668 1.0224 -1.0034 6.05 5.712 0.443 2436 1 37 112 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9998 K KQNEVLQAAILEPSVAVLDEIDSGLDIDRLQDVSNGINALRDEQ I 5 6140.1778 6141.1812 1.0034 -1.0034 0.01 4.489 0.25 1012 1 62 440 2 2 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K LEINNLHAEVAEEDGETILR G 3 2264.1284 2265.128 0.9996 -1.0034 -1.66 4.415 0.294 3215 1 36 76 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K LEINNLHAEVAEEDGETILR G 3 2264.1284 2264.1338 0.0054 0 2.39 5.412 0.321 2787 1 36 76 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K LEINNLHAEVAEEDGETILR G 2 2264.1284 2264.1275 -0.0009 0 -0.40 5.18 0.597 1690 1 24 38 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R LQDVSNGINALR D 2 1298.6942 1298.6957 0.0015 0 1.16 2.815 0.356 1471 1 18 22 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R LQDVSNGINALRDEQGAGILQITHYQR I 3 3008.5428 3008.5423 -0.0005 0 -0.17 6.77 0.538 2872 1 46 104 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R LQDVSNGINALRDEQGAGILQITHYQR I 3 3008.5428 3008.5447 0.0019 0 0.63 6.979 0.534 2068 1 43 104 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9812 R LQDVSNGINALRDEQGAGILQITHYQR I 4 3008.5428 3010.531 1.9882 -2.0067 -6.15 1.869 0.086 466.2 1 43 156 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9048 R LQDVSNGINALRDEQGAGILQITHYQR I 4 3008.5428 3010.531 1.9882 -2.0067 -6.15 1.986 0.064 350.3 5 39 156 2 1 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K MEQLDMDEK F 2 1137.4682 1137.4678 -0.0004 0 -0.35 2.942 0.256 1200 1 14 16 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K MEQLDMDEK F 2 1137.4682 1137.4684 0.0002 0 0.18 3.024 0.25 1194 1 14 16 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K QNEVLQAAILEPSVAVLDEIDSGLDIDR L 2 3021.5506 3021.5708 0.0202 0 6.69 3.45 0.397 333.2 1 19 54 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9997 K QNEVLQAAILEPSVAVLDEIDSGLDIDR L 2 3021.5506 3022.5655 1.0149 -1.0034 3.82 2.689 0.332 278.6 1 18 54 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 K QNEVLQAAILEPSVAVLDEIDSGLDIDRLQDVSNGINALRDEQG I 5 6012.0828 6012.1323 0.0495 0 8.23 5.556 0.276 1387 1 63 432 2 2 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R TWNLLDLEPNER A 2 1498.7416 1498.7466 0.005 0 3.34 2.886 0.345 1401 1 18 22 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 1 R TWNLLDLEPNER A 2 1498.7416 1498.7454 0.0038 0 2.54 2.813 0.316 1402 1 18 22 2 0 1
Q5V185_HALMA 1 ABC transporter ATP-binding protein  yurF rrnAC1830 309 68.6 18 49 0.9995 R YLNAGFSGGEK K 2 1141.5404 1141.5454 0.005 0 4.38 2.553 0.159 1463 1 18 20 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K NTDETEFVPLDER - 2 1563.7053 1563.7053 0 0 0.00 2.913 0.41 918.4 1 19 24 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K GLEGVIVAESELSVIDGDAGK L 3 2057.0528 2057.0572 0.0044 0 2.14 3.147 0.444 485.6 1 25 80 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K GLEGVIVAESELSVIDGDAGK L 2 2057.0528 2057.0655 0.0127 0 6.17 3.025 0.417 731.5 1 20 40 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K GLEGVIVAESELSVIDGDAGK L 2 2057.0528 2057.0598 0.007 0 3.40 4.818 0.535 2173 1 24 40 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9998 K GLEGVIVAESELSVIDGDAGK L 2 2057.0528 2057.0564 0.0036 0 1.75 2.89 0.286 203 19 13 40 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9611 K GLEGVIVAESELSVIDGDAGK L 2 2057.0528 2059.0618 2.009 -2.0067 1.12 2.595 0.095 751.7 1 16 40 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9998 K GPLHGGANQDVMEMLK E 3 1695.8072 1695.807 -0.0002 0 -0.12 3.335 0.199 1363 1 27 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9962 K GPLHGGANQDVMEMLK E 3 1695.8072 1695.8058 -0.0014 0 -0.83 2.611 0.106 1630 1 28 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K GPLHGGANQDVMEMLKEVDDAESDPLDWVK N 3 3294.5173 3294.5135 -0.0038 0 -1.15 6.099 0.481 1812 1 44 116 2 1 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R GVDDDVISTVR Q 2 1174.583 1174.5844 0.0014 0 1.19 2.929 0.326 1724 1 18 20 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R GVDDDVISTVR Q 2 1174.583 1174.586 0.003 0 2.55 2.824 0.319 1467 1 17 20 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R GVDDDVISTVR Q 2 1174.583 1174.5843 0.0013 0 1.11 2.948 0.315 1488 1 17 20 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R GVDDDVISTVR Q 2 1174.583 1174.585 0.002 0 1.70 2.877 0.292 1520 1 17 20 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9986 R GYTIEDLAK G 2 1008.5127 1008.5147 0.002 0 1.98 1.698 0.246 201.8 1 12 16 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K IPTIIAAFTR I 2 1101.6546 1101.6551 0.0005 0 0.45 2.779 0.305 1331 1 17 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K IPTIIAAFTR I 2 1101.6546 1101.6654 0.0108 0 9.80 2.756 0.302 1349 1 16 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K IPTIIAAFTR I 2 1101.6546 1101.6552 0.0006 0 0.54 3.092 0.293 1382 1 17 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K IPTIIAAFTR I 2 1101.6546 1101.6654 0.0108 0 9.80 2.842 0.268 1518 1 16 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K IPTIIAAFTR I 2 1101.6546 1101.6571 0.0025 0 2.27 2.555 0.297 1207 1 17 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9999 K IPTIIAAFTR I 2 1101.6546 1101.6568 0.0022 0 2.00 2.703 0.264 1367 1 17 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9999 K IPTIIAAFTR I 2 1101.6546 1101.6552 0.0006 0 0.54 2.599 0.241 1406 1 16 18 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K NTDETEFVPLDER - 2 1563.7053 1563.7055 0.0002 0 0.13 3.226 0.48 963.7 1 20 24 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K NTDETEFVPLDER - 2 1563.7053 1563.7066 0.0013 0 0.83 3.185 0.421 965.6 1 20 24 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9972 D PAPEDAEPTDEMVNLETGR R 2 2085.9205 2086.9453 1.0248 -1.0034 10.28 3.349 0.425 824.5 1 22 36 1 0 1 PAPEDAEPTDEM[147]VNLETGR
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R QLAEADENPMAALR T 2 1527.7351 1527.7389 0.0038 0 2.49 3.13 0.466 1274 1 22 26 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R QLAEADENPMAALR T 2 1527.7351 1527.7377 0.0026 0 1.70 3.017 0.463 1170 1 21 26 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R QLAEADENPMAALR T 2 1527.7351 1527.7367 0.0016 0 1.05 2.55 0.42 798.9 1 18 26 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R QLAEADENPMAALR T 2 1543.7345 1543.7305 -0.004 0 -2.59 3.192 0.488 1202 1 20 26 2 0 1 QLAEADENPM[147]AALR
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9997 R QLAEADENPMAALR T 2 1543.7345 1542.9253 -0.8092 1 123.60 2.878 0.451 645.2 1 17 26 2 0 1 QLAEADENPM[147]AALR
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9228 R QLAEADENPMAALR T 3 1527.7351 1527.6981 -0.037 0 -24.22 1.558 0.159 211.8 277 16 52 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9999 R SKELGEAAGTLKWYEMSTTIEDYLMEEK G 4 3251.5254 3251.5283 0.0029 0 0.89 3.884 0.26 1790 1 42 162 2 2 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R TAVSMLSAFDPAPEDAEPTDEMVNLETGRR I 3 3248.4965 3248.5025 0.006 0 1.85 4.065 0.286 776.6 1 33 116 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R TAVSMLSAFDPAPEDAEPTDEMVNLETGRR I 3 3264.4959 3264.4917 -0.0042 0 -1.29 4.634 0.481 1185 1 40 116 2 0 1 TAVSM[147]LSAFDPAPEDAEPTDEMVNLETGRR
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R TAVSMLSAFDPAPEDAEPTDEMVNLETGRR I 3 3248.4965 3248.5069 0.0104 0 3.20 4.262 0.378 815.4 1 34 116 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R TAVSMLSAFDPAPEDAEPTDEMVNLETGRR I 3 3248.4965 3249.5054 1.0089 -1.0034 1.71 4.266 0.385 770.6 1 34 116 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9996 R TAVSMLSAFDPAPEDAEPTDEMVNLETGRR I 3 3248.4965 3248.5005 0.004 0 1.23 3.649 0.17 713.4 1 31 116 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R VGGWVAHVFEYIEDNR L 2 1889.906 1889.9054 -0.0006 0 -0.32 4.073 0.544 1591 1 20 30 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R VGGWVAHVFEYIEDNR L 3 1889.906 1889.9113 0.0053 0 2.80 4.288 0.396 2315 1 34 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R VGGWVAHVFEYIEDNR L 3 1889.906 1889.9046 -0.0014 0 -0.74 4.143 0.359 1891 1 30 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R VGGWVAHVFEYIEDNR L 2 1889.906 1889.9054 -0.0006 0 -0.32 4.621 0.593 2272 1 23 30 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R VGGWVAHVFEYIEDNR L 3 1889.906 1889.9091 0.0031 0 1.64 4.177 0.383 2307 1 33 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 R VGGWVAHVFEYIEDNR L 3 1889.906 1889.902 -0.004 0 -2.12 4.438 0.239 1769 1 30 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 0.9975 R VGGWVAHVFEYIEDNR L 3 1889.906 1888.9282 -0.9778 1 11.75 2.895 0.288 511 1 27 60 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K WYEMSTTIEDYLMEEK G 2 2066.8853 2066.8819 -0.0034 0 -1.64 4.91 0.487 2670 1 25 30 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K WYEMSTTIEDYLMEEK G 2 2066.8853 2066.8833 -0.002 0 -0.97 5.201 0.524 2910 1 26 30 2 0 1
Q5UZI9_HALMA 1 Citrate synthase II (EC 2.3.3.1)  citZ rrnAC2511 381 47.8 14 48 1 K WYEMSTTIEDYLMEEK G 2 2066.8853 2066.8877 0.0024 0 1.16 4.496 0.572 2583 1 25 30 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VAVLDPNTHYQLEAAYGTMQLGAVHTPLNYR L 4 3441.7139 3442.731 1.0171 -1.0034 4.00 4.287 0.412 1199 1 41 180 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K AFVVPNSGDPDNPGVTAEDLR T 2 2169.0338 2169.0393 0.0055 0 2.54 3.522 0.582 1381 1 28 40 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K AFVVPNSGDPDNPGVTAEDLR T 2 2169.0338 2169.0374 0.0036 0 1.66 4.174 0.564 1616 1 29 40 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K AFVVPNSGDPDNPGVTAEDLR T 2 2169.0338 2169.0408 0.007 0 3.23 4.177 0.563 1543 1 28 40 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9971 R EQLATYKVVR R 3 1205.6768 1205.6774 0.0006 0 0.50 1.846 0.255 604 2 19 36 2 1 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R EYYGDKEAIVATTGER F 2 1800.853 1801.8654 1.0124 -1.0034 5.03 3.698 0.525 1228 1 21 30 2 1 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R GVDAEGIFDAVR T 2 1247.6146 1247.6159 0.0013 0 1.04 3.739 0.369 1353 1 18 22 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K HVYGATETGPLVTTSDAR R 3 1873.917 1873.9196 0.0026 0 1.39 3.618 0.329 956.9 1 31 68 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K HVYGATETGPLVTTSDAR R 2 1873.917 1873.9208 0.0038 0 2.03 4.452 0.499 1643 1 24 34 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K HVYGATETGPLVTTSDAR R 3 1873.917 1873.9191 0.0021 0 1.12 3.948 0.409 906.1 1 30 68 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K HVYGATETGPLVTTSDAR R 3 1873.917 1873.9202 0.0032 0 1.71 3.889 0.422 684.4 1 26 68 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 K HVYGATETGPLVTTSDAR R 2 1873.917 1873.9193 0.0023 0 1.23 4.546 0.522 1707 1 25 34 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9991 K HVYGATETGPLVTTSDARR F 3 2030.0181 2030.0191 0.001 0 0.49 2.297 0.218 456.7 1 31 72 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9697 K HVYGATETGPLVTTSDARR F 3 2030.0181 2031.0382 1.0201 -1.0034 8.25 1.893 0.156 397.4 1 30 72 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R IATAGSAPPEAVIR T 2 1351.7459 1351.7482 0.0023 0 1.70 2.914 0.4 734.6 1 20 26 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R IATAGSAPPEAVIR T 2 1351.7459 1351.747 0.0011 0 0.81 2.97 0.387 790.6 1 20 26 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R IATAGSAPPEAVIR T 2 1351.7459 1351.7462 0.0003 0 0.22 2.724 0.351 741.8 1 20 26 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R IATAGSAPPEAVIR T 2 1351.7459 1351.7451 -0.0008 0 -0.59 2.667 0.338 587.6 1 18 26 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 - MHKPLLTTDFLDR A 3 1585.8286 1585.8307 0.0021 0 1.32 4.491 0.467 1415 1 28 48 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 - MHKPLLTTDFLDR A 3 1585.8286 1585.8288 0.0002 0 0.13 4.198 0.483 1354 1 29 48 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 - MHKPLLTTDFLDR A 3 1585.8286 1585.8286 0 0 0.00 4.213 0.483 1160 1 26 48 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 - MHKPLLTTDFLDR A 3 1585.8286 1585.8307 0.0021 0 1.32 4.782 0.43 1397 1 28 48 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9999 - MHKPLLTTDFLDR A 3 1601.828 1602.7882 0.9602 -1.0034 -26.94 2.52 0.336 582.4 1 23 48 2 0 1 M[147]HKPLLTTDFLDR
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9994 R RVEFVEELPTTATGK V 3 1675.8781 1675.8784 0.0003 0 0.18 2.951 0.202 849.2 7 27 56 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9721 R RVEFVEELPTTATGK V 3 1675.8781 1675.8795 0.0014 0 0.84 2.189 0.127 469 123 23 56 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R TFTREQLATYKVVR R 3 1710.9417 1710.943 0.0013 0 0.76 4.016 0.319 1581 1 28 52 2 2 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R TFTREQLATYKVVR R 3 1710.9417 1710.9431 0.0014 0 0.82 4.051 0.341 1461 1 27 52 2 2 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R TVEDDFGWYLK H 2 1371.6347 1371.6377 0.003 0 2.19 3.352 0.468 645.1 1 15 20 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R TVEDDFGWYLK H 2 1371.6347 1371.637 0.0023 0 1.68 2.853 0.44 947.9 1 18 20 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R TVEDDFGWYLK H 2 1371.6347 1371.6369 0.0022 0 1.60 2.86 0.424 773.3 1 16 20 2 0 1



Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R TVEDDFGWYLK H 2 1371.6347 1371.6372 0.0025 0 1.82 2.636 0.329 762.1 1 16 20 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VAVLDPNTHYQLEAAYGTMQLGAVHTPLNYR L 3 3441.7139 3441.7139 0 0 0.00 6.852 0.565 1343 1 40 120 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VAVLDPNTHYQLEAAYGTMQLGAVHTPLNYR L 4 3441.7139 3441.7259 0.012 0 3.49 4.326 0.481 1790 1 50 180 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VAVLDPNTHYQLEAAYGTMQLGAVHTPLNYR L 4 3441.7139 3441.7302 0.0163 0 4.74 5.007 0.397 1711 1 46 180 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9999 R VAVLDPNTHYQLEAAYGTMQLGAVHTPLNYR L 4 3441.7139 3442.731 1.0171 -1.0034 4.00 4.077 0.282 1930 1 43 180 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VVDEDGNDVPHDDETLGEVVVR G 2 2407.1139 2408.1262 1.0123 -1.0034 3.72 4.026 0.453 437.3 1 20 42 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VVDEDGNDVPHDDETLGEVVVR G 2 2407.1139 2407.1172 0.0033 0 1.37 4.147 0.507 568.2 1 21 42 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VVDEDGNDVPHDDETLGEVVVR G 3 2407.1139 2407.1177 0.0038 0 1.58 4.532 0.42 1076 1 38 84 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VVDEDGNDVPHDDETLGEVVVR G 3 2407.1139 2407.117 0.0031 0 1.29 4.676 0.415 1255 1 39 84 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VVDEDGNDVPHDDETLGEVVVR G 3 2407.1139 2407.1167 0.0028 0 1.16 5.36 0.486 1351 1 42 84 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R VVDEDGNDVPHDDETLGEVVVR G 3 2407.1139 2407.1179 0.004 0 1.66 5.266 0.439 1043 1 37 84 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 1 R YAAHDGEIETTGANDVR I 3 1817.818 1817.8192 0.0012 0 0.66 3.487 0.261 1490 1 30 64 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9999 R YAAHDGEIETTGANDVR I 3 1817.818 1817.8212 0.0032 0 1.76 3.306 0.257 1000 1 30 64 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9999 R YAAHDGEIETTGANDVR I 3 1817.818 1817.819 0.001 0 0.55 2.883 0.268 843 1 29 64 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9998 R YAAHDGEIETTGANDVR I 3 1817.818 1817.8209 0.0029 0 1.60 2.914 0.221 887 1 28 64 2 0 1
Q5V3S4_HALMA 1 Medium-chain acyl-CoA ligase  alkK3 rrnAC0847 539 43.8 17 48 0.9999 K YELREQEWEDEDEMVGQG - 2 2240.9168 2240.9248 0.008 0 3.57 3.367 0.412 888.4 1 19 34 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9819 R MADPSKLEEIIEEVSIPVMGK A 2 2314.18 2312.166 -2.014 2 -6.05 3.514 0.279 933 1 22 40 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 K GGVIMDVVNR E 2 1058.5542 1058.5546 0.0004 0 0.38 3.173 0.26 1125 1 15 18 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9999 K GGVIMDVVNR E 2 1058.5542 1058.5543 0.0001 0 0.09 2.388 0.264 673.4 1 14 18 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9999 K GGVIMDVVNREQAR I 3 1542.7936 1542.7926 -0.001 0 -0.65 2.995 0.319 715.4 1 24 52 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9998 K GGVIMDVVNREQAR I 3 1558.793 1558.7891 -0.0039 0 -2.50 2.391 0.366 395.4 11 18 52 2 1 1 GGVIM[147]DVVNREQAR
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9994 K GGVIMDVVNREQAR I 3 1542.7936 1542.7937 0.0001 0 0.06 2.912 0.251 619.5 7 25 52 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9973 K GGVIMDVVNREQAR I 3 1542.7936 1542.7938 0.0002 0 0.13 2.606 0.193 694.7 3 25 52 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9869 K GGVIMDVVNREQAR I 3 1558.793 1558.7907 -0.0023 0 -1.48 2.477 0.187 402.7 75 18 52 2 1 1 GGVIM[147]DVVNREQAR
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 K GQANADLDEEEQLQGR G 2 1771.7973 1771.798 0.0007 0 0.40 4.826 0.529 2434 1 23 30 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 K GQANADLDEEEQLQGR G 2 1771.7973 1771.7967 -0.0006 0 -0.34 4.511 0.488 1954 1 21 30 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 K GQANADLDEEEQLQGR G 2 1771.7973 1771.7998 0.0025 0 1.41 4.463 0.551 2361 1 23 30 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 K GQANADLDEEEQLQGR G 2 1771.7973 1771.8007 0.0034 0 1.92 4.521 0.554 2217 1 22 30 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIR K 3 2163.0994 2163.1028 0.0034 0 1.57 3.911 0.24 1696 1 34 80 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIR K 3 2163.0994 2163.1031 0.0037 0 1.71 3.812 0.31 1514 1 33 80 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIR K 2 2163.0994 2163.1043 0.0049 0 2.27 3.682 0.432 699.8 1 23 40 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIR K 2 2163.0994 2163.0994 0 0 0.00 4.664 0.506 1428 1 25 40 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIRK R 4 2291.1943 2291.1941 -0.0002 0 -0.09 4.007 0.408 1900 1 51 126 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIRK R 4 2291.1943 2291.1983 0.004 0 1.75 4.164 0.367 1851 1 48 126 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIRK R 4 2291.1943 2291.1961 0.0018 0 0.79 4.008 0.354 2207 1 56 126 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R IAEDAGAVAVMHLESVPADIRK R 4 2291.1943 2291.1968 0.0025 0 1.09 4.083 0.433 1959 1 52 126 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9997 R IDEGAAMIR T 2 974.4855 974.4854 -0.0001 0 -0.10 2.161 0.246 761.7 1 13 16 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9898 R IDEGAAMIR T 2 974.4855 974.4854 -0.0001 0 -0.10 1.678 0.178 741.7 6 13 16 2 0 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9947 R IGHTAEAQILEAAGADMVDESEVLTQADDRYHIDKR E 5 3966.9017 3966.9065 0.0048 0 1.21 2.336 0.087 911.4 1 52 280 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R MADPSKLEEIIEEVSIPVMGK A 2 2314.18 2312.1634 -2.0166 2 -7.17 5.128 0.517 1275 1 23 40 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9989 R MADPSKLEEIIEEVSIPVMGK A 3 2330.1794 2330.1787 -0.0007 0 -0.30 2.877 0.239 430.3 3 23 80 2 1 1 MADPSKLEEIIEEVSIPVM[147]GK
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9988 R MADPSKLEEIIEEVSIPVMGK A 3 2330.1794 2330.1739 -0.0055 0 -2.36 2.591 0.239 621.3 1 24 80 2 1 1 M[147]ADPSKLEEIIEEVSIPVMGK
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.996 R MADPSKLEEIIEEVSIPVMGK A 3 2330.1794 2330.1797 0.0003 0 0.13 2.469 0.191 877 1 26 80 2 1 1 M[147]ADPSKLEEIIEEVSIPVMGK
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9891 R MADPSKLEEIIEEVSIPVMGK A 3 2314.18 2314.1831 0.0031 0 1.34 3.761 0.057 1022 2 28 80 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9998 D PSKLEEIIEEVSIPVMGK A 3 1997.0755 1997.0783 0.0028 0 1.40 4.161 0.463 1248 1 29 68 1 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9999 R SIGKLEGMAYEER D 3 1481.7184 1481.7189 0.0005 0 0.34 3.034 0.294 718.8 2 24 48 2 1 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9998 R SIGKLEGMAYEERDEWAR E 4 2139.0055 2139.0071 0.0016 0 0.75 2.367 0.218 539.2 1 34 102 2 2 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9996 R SIGKLEGMAYEERDEWAR E 3 2139.0055 2139.0115 0.006 0 2.81 2.853 0.267 475 2 25 68 2 2 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9995 R SIGKLEGMAYEERDEWAR E 3 2139.0055 2139.0098 0.0043 0 2.01 3.197 0.221 762 1 29 68 2 2 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9965 R SIGKLEGMAYEERDEWAR E 4 2139.0055 2139.0098 0.0043 0 2.01 1.935 0.128 501.2 2 35 102 2 2 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.978 R SIGKLEGMAYEERDEWAR E 3 2155.0049 2155.0044 -0.0005 0 -0.23 2.205 0.207 303.6 96 18 68 2 2 1 SIGKLEGM[147]AYEERDEWAR
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9969 R SIGKLEGMAYEERDEWAREHGAPR R 5 2786.3194 2786.3167 -0.0027 0 -0.97 2.091 0.316 490.7 7 46 184 2 3 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 0.9968 R SIGKLEGMAYEERDEWAREHGAPR R 5 2786.3194 2786.3216 0.0022 0 0.79 2.087 0.25 493.4 2 45 184 2 3 1
PDXS_HALMAReview 1 Pyridoxal biosynthesis lyase pdxS (EC 4.-.-.-)  pdxS rrnAC1732 302 57.3 16 47 1 R TKGEAGTGDVNQAVTHQR N 3 1867.9136 1867.9158 0.0022 0 1.18 3.67 0.488 678.1 1 27 68 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9998 K AAYPDELRDNLQDSDYRIDVNAK L 3 2680.2729 2680.2754 0.0025 0 0.93 3.288 0.269 626.8 1 25 88 2 2 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 K AAYPDELRDNLQDSDYRIDVNAK L 3 2680.2729 2680.2896 0.0167 0 6.23 3.905 0.291 892.4 1 31 88 2 2 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R DGENQDAFFEFYK Q 2 1608.6732 1608.6667 -0.0065 0 -4.04 3.663 0.398 2205 1 19 24 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R DGENQDAFFEFYK Q 2 1608.6732 1608.6709 -0.0023 0 -1.43 3.371 0.462 2595 1 20 24 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R DGENQDAFFEFYK Q 2 1608.6732 1608.6768 0.0036 0 2.24 3.188 0.458 1624 1 17 24 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R DGENQDAFFEFYKQVDAYLGDLR D 3 2739.2452 2739.2415 -0.0037 0 -1.35 4.325 0.44 2274 1 37 88 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2908.3672 0.0045 0 1.55 3.739 0.366 1079 1 41 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2908.3687 0.006 0 2.06 4.023 0.353 1520 1 44 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2908.3679 0.0052 0 1.79 3.467 0.306 1223 1 43 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K EDAYRGDHDDIAPDLTVVPNHGFDLK A 4 2908.3627 2908.3653 0.0026 0 0.89 3.875 0.349 1475 1 46 150 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K EKLEALEGPDGKPVADR V 3 1822.9425 1822.9442 0.0017 0 0.93 2.961 0.383 1055 1 28 64 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 K EKLEALEGPDGKPVADR V 3 1822.9425 1822.9469 0.0044 0 2.41 2.679 0.343 1215 1 30 64 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9998 K EKLEALEGPDGKPVADR V 3 1822.9425 1822.9462 0.0037 0 2.03 2.893 0.278 942.4 1 28 64 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9997 R EPNGGVPEDEYESVR A 2 1675.7325 1675.7287 -0.0038 0 -2.27 2.251 0.265 385.3 1 17 28 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9945 R EPNGGVPEDEYESVR A 2 1675.7325 1675.7331 0.0006 0 0.36 2.175 0.105 447.2 1 18 28 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R EVGSYDTYVPMGR D 2 1472.6606 1472.6626 0.002 0 1.36 2.701 0.535 912 1 20 24 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R EVGSYDTYVPMGR D 2 1472.6606 1472.6635 0.0029 0 1.97 2.726 0.479 833.6 1 19 24 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9998 R EVGSYDTYVPMGR D 2 1472.6606 1472.6593 -0.0013 0 -0.88 2.34 0.272 653.4 1 17 24 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9102 R EVGSYDTYVPMGR D 2 1488.66 1488.6557 -0.0043 0 -2.89 2.011 0.016 378.5 15 12 24 2 0 1 EVGSYDTYVPM[147]GR
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9984 R FYINLEGR E 2 1010.5185 1010.5183 -0.0002 0 -0.20 2.29 0.092 808 1 13 14 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 R FYINLEGREPNGGVPEDEYESVR A 3 2668.2405 2668.2456 0.0051 0 1.91 3.638 0.315 1370 1 40 88 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R GDHDDIAPDLTVVPNHGFDLK A 3 2274.0916 2274.0948 0.0032 0 1.41 4.602 0.4 1042 1 32 80 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R GDHDDIAPDLTVVPNHGFDLK A 3 2274.0916 2274.0957 0.0041 0 1.80 4.761 0.434 905.4 1 31 80 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R GDHDDIAPDLTVVPNHGFDLK A 2 2274.0916 2275.1148 1.0232 -1.0034 8.73 3.859 0.381 1038 1 19 40 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 R GDHDDIAPDLTVVPNHGFDLK A 4 2274.0916 2274.0943 0.0027 0 1.19 2.79 0.273 1211 2 40 120 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9995 R GDHDDIAPDLTVVPNHGFDLK A 3 2274.0916 2274.1001 0.0085 0 3.74 2.793 0.208 567.1 1 24 80 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K GSEDVFGVGPR N 2 1118.5356 1118.536 0.0004 0 0.36 2.687 0.287 1764 1 18 20 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K GSEDVFGVGPR N 2 1118.5356 1118.5454 0.0098 0 8.76 3.004 0.416 1662 1 18 20 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9997 K GSEDVFGVGPR N 2 1118.5356 1118.5349 -0.0007 0 -0.63 2.582 0.176 1560 1 17 20 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R IDDADLYDIAPTILDLLDHDFDR A 3 2673.281 2673.2837 0.0027 0 1.01 4.568 0.429 1113 1 34 88 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R IDDADLYDIAPTILDLLDHDFDR A 2 2673.281 2673.2886 0.0076 0 2.84 4.211 0.453 1530 1 25 44 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R IDDADLYDIAPTILDLLDHDFDR A 3 2673.281 2673.2827 0.0017 0 0.64 3.983 0.426 868.3 1 32 88 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R IDDADLYDIAPTILDLLDHDFDR A 3 2673.281 2673.273 -0.008 0 -2.99 3.76 0.409 1150 1 31 88 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R IDDADLYDIAPTILDLLDHDFDR A 3 2673.281 2673.2862 0.0052 0 1.95 3.599 0.411 1041 1 34 88 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 K LEALEGPDGKPVADR V 3 1565.8049 1565.8056 0.0007 0 0.45 3.253 0.254 518.4 11 24 56 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9997 K LEALEGPDGKPVADR V 3 1565.8049 1565.8061 0.0012 0 0.77 2.959 0.196 830.4 1 28 56 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K LGHDDDKSDFVEDAHK T 4 1826.8071 1826.8075 0.0004 0 0.22 2.651 0.325 971.2 1 32 90 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K LGHDDDKSDFVEDAHK T 3 1826.8071 1826.8087 0.0016 0 0.88 2.951 0.358 1060 1 27 60 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 K LGHDDDKSDFVEDAHK T 3 1826.8071 1826.8101 0.003 0 1.64 3.184 0.355 1479 1 29 60 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 K LGHDDDKSDFVEDAHK T 4 1826.8071 1826.8092 0.0021 0 1.15 2.777 0.282 1154 1 39 90 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9989 K LGHDDDKSDFVEDAHK T 3 1826.8071 1827.8183 1.0112 -1.0034 4.30 2.757 0.277 749.8 1 26 60 2 1 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 1 R MVSGFLSPGVDK A 2 1235.622 1235.6234 0.0014 0 1.13 3.182 0.268 966.5 1 17 22 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 R MVSGFLSPGVDK A 2 1235.622 1235.6254 0.0034 0 2.75 2.787 0.277 1076 1 17 22 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9998 R MVSGFLSPGVDK A 2 1235.622 1236.5854 0.9634 -1.0034 -32.33 2.614 0.336 759.3 1 17 22 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 R NGMHSFDNATLMVDDPDVR I 3 2132.9255 2132.9314 0.0059 0 2.77 3.34 0.253 719.9 7 25 72 2 0 1
Q5UXI8_HALMA 1 Sulfatase arylsulfatase A-like (EC 3.1.6.-)  rrnAC3325 rrnAC3325 447 47.7 18 47 0.9999 R VNHFLFK D 2 903.4966 903.4972 0.0006 0 0.66 2.287 0.242 452.3 1 11 12 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9935 R EIDATAANATAEFEDFRFNHALQAVR E 3 2906.3947 2904.3433 -2.0514 2 -17.69 3.003 0.3 687.8 1 28 100 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9949 R AQSLDEQLPPER E 2 1381.6837 1381.7586 0.0749 0 54.21 2.583 0.021 817.2 1 15 22 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9994 R AQSLDEQLPPEREQAALER A 3 2179.0869 2179.0904 0.0035 0 1.61 2.675 0.259 440.7 1 24 72 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9988 R ASDWMPVDQYVGGIEHAVMHLLYAR F 4 2857.368 2857.3726 0.0046 0 1.61 2.992 0.17 443.8 6 36 144 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9982 R ASDWMPVDQYVGGIEHAVMHLLYAR F 4 2857.368 2857.3738 0.0058 0 2.03 2.529 0.089 616.8 1 40 144 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9591 R ASDWMPVDQYVGGIEHAVMHLLYAR F 4 2857.368 2857.3689 0.0009 0 0.31 2.812 0.059 474.4 30 34 144 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R DRFVEEFDGEHR T 3 1534.68 1534.682 0.002 0 1.30 3.475 0.289 1860 1 28 44 2 1 1



Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9996 R DRFVEEFDGEHR T 3 1534.68 1534.6808 0.0008 0 0.52 3.061 0.212 1774 1 27 44 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R EDIRDIVETVGIEDPQTITLAIAPGWK H 3 2978.56 2979.5781 1.0181 -1.0034 4.95 5.115 0.453 1173 1 37 104 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R EDIRDIVETVGIEDPQTITLAIAPGWK H 3 2978.56 2978.5718 0.0118 0 3.96 4.546 0.439 2723 1 42 104 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9988 R EDIRDIVETVGIEDPQTITLAIAPGWK H 3 2978.56 2978.5662 0.0062 0 2.08 3.32 0.232 568.7 8 24 104 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9987 R EDIRDIVETVGIEDPQTITLAIAPGWK H 3 2978.56 2979.5781 1.0181 -1.0034 4.95 3.237 0.317 373.8 19 23 104 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 K EFAWSPEGVQSAHSFLQNVYTLVSAYAEGEAGTATDTENGAD E 3 5207.3908 5208.3701 0.9793 -1.0034 -4.62 5.356 0.468 740.2 1 34 192 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9999 K EFAWSPEGVQSAHSFLQNVYTLVSAYAEGEAGTATDTENGAD E 3 5207.3908 5209.3765 1.9857 -2.0067 -4.03 4.201 0.268 673.2 1 32 192 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R EFGADVVVQGPEEADPDLVGK S 2 2170.043 2170.0371 -0.0059 0 -2.72 4.247 0.48 1670 1 25 40 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R ETDTMDTFVDSSWYFLR Y 2 2111.9146 2112.9053 0.9907 -1.0034 -5.99 4.252 0.517 1014 1 21 32 2 0 2 Q5UZ73_HALMA ; 
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9998 R GESVLHPMGWDSFGLPAENAAEER D 3 2598.1809 2598.1819 0.001 0 0.38 3.8 0.202 1053 1 34 92 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R IIEEYGADTAR L 2 1236.5986 1236.6002 0.0016 0 1.29 3.236 0.289 1305 1 18 20 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R IIEEYGADTAR L 2 1236.5986 1236.5985 -0.0001 0 -0.08 3.638 0.387 1489 1 19 20 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R IIEEYGADTAR L 2 1236.5986 1236.6006 0.002 0 1.62 3.607 0.391 1382 1 19 20 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R IIEEYGADTAR L 2 1236.5986 1236.5978 -0.0008 0 -0.65 3.675 0.315 1486 1 19 20 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R MRGESVLHPMGWDSFGLPAENAAEER D 3 2885.3225 2886.3345 1.012 -1.0034 3.00 6.253 0.495 1203 1 39 100 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R MRGESVLHPMGWDSFGLPAENAAEER D 3 2885.3225 2885.3316 0.0091 0 3.15 5.616 0.404 1512 1 42 100 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R MRGESVLHPMGWDSFGLPAENAAEER D 3 2885.3225 2885.323 0.0005 0 0.17 5.897 0.521 1904 1 44 100 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R NADGNVVGTVMQDEDLREQGEAAADFAK E 3 2949.341 2949.3484 0.0074 0 2.51 4.305 0.482 575.8 1 32 108 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R NADGNVVGTVMQDEDLREQGEAAADFAK E 3 2949.341 2949.336 -0.005 0 -1.70 4.753 0.392 769.3 1 35 108 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R NADGNVVGTVMQDEDLREQGEAAADFAK E 3 2949.341 2949.3448 0.0038 0 1.29 4.72 0.44 593.6 1 32 108 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R NADGNVVGTVMQDEDLREQGEAAADFAK E 3 2949.341 2949.3472 0.0062 0 2.10 4.337 0.526 754.3 1 35 108 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.999 R NADGNVVGTVMQDEDLREQGEAAADFAK E 3 2965.3404 2967.3379 1.9975 -2.0067 -3.10 3.374 0.274 524.3 1 30 108 2 1 1 NADGNVVGTVM[147]QDEDLREQGEAAADFAK
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9979 R NYTITDAYAR F 2 1186.5618 1187.5653 1.0035 -1.0034 0.13 2.481 0.184 785.7 1 15 18 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9972 R NYTITDAYAR F 2 1186.5618 1186.563 0.0012 0 1.01 2.004 0.142 718.1 1 15 18 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9946 R NYTITDAYAR F 2 1186.5618 1186.5622 0.0004 0 0.34 1.828 0.141 662.4 1 15 18 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R RYQEATTPDADTFER G 2 1798.8122 1798.817 0.0048 0 2.67 3.348 0.38 585.9 1 15 28 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9999 R RYQEATTPDADTFER G 2 1798.8122 1798.8159 0.0037 0 2.06 2.915 0.264 558.2 3 15 28 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9998 R RYQEATTPDADTFER G 3 1798.8122 1798.8124 0.0002 0 0.11 2.31 0.292 636.3 3 27 56 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9991 R RYQEATTPDADTFER G 3 1798.8122 1798.8111 -0.0011 0 -0.61 2.353 0.238 457.7 9 23 56 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9466 R RYQEATTPDADTFER G 3 1798.8122 1798.8136 0.0014 0 0.78 1.69 0.083 530.6 3 22 56 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9908 R TWDEADVFR I 2 1137.5091 1137.5098 0.0007 0 0.62 1.823 0.148 511.3 6 12 16 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 0.9877 R TWDEADVFR I 2 1137.5091 1137.5054 -0.0037 0 -3.25 1.803 0.146 394.2 9 12 16 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 K VLDDLDMVDGVREPFTNLTNQGMVLGEDGNK M 3 3390.6071 3390.6365 0.0294 0 8.67 7.232 0.514 3064 1 48 120 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 K VLDDLDMVDGVREPFTNLTNQGMVLGEDGNK M 3 3406.6065 3408.6079 2.0014 -2.0067 -1.56 6.522 0.424 1538 1 40 120 2 1 1 VLDDLDMVDGVREPFTNLTNQGM[147]VLGEDGNK
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 K VLDDLDMVDGVREPFTNLTNQGMVLGEDGNK M 3 3390.6071 3390.6197 0.0126 0 3.72 6.695 0.537 2132 1 43 120 2 1 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R YQEATTPDADTFER G 2 1642.7111 1642.7154 0.0043 0 2.62 3.172 0.425 775.5 1 18 26 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R YQEATTPDADTFER G 2 1642.7111 1642.7124 0.0013 0 0.79 3.027 0.518 981.3 1 20 26 2 0 1
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R YTSPEMDEAPFDAER A 2 1772.7244 1772.7158 -0.0086 0 -4.85 3.531 0.435 495.3 1 15 28 2 0 1 YTSPEM[147]DEAPFDAER
Q5UYH2_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS2 rrnAC2947 895 38.1 19 46 1 R YTSPEMDEAPFDAER A 2 1756.725 1756.7227 -0.0023 0 -1.31 4.087 0.491 1536 1 23 28 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9924 K GANVPETTEEDKDAGPVETHSAVKPMTGTEVK V 3 3323.5827 3324.5479 0.9652 -1.0034 -11.48 1.994 0.283 772.9 1 31 124 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K AASLGELTGAGLPVPSAFVVTADTYR S 2 2562.3329 2562.3379 0.005 0 1.95 5.229 0.572 1176 1 28 50 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K AASLGELTGAGLPVPSAFVVTADTYR S 2 2562.3329 2564.1409 1.808 -1.0034 314.03 4.085 0.424 932.2 1 26 50 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9984 K AASLGELTGAGLPVPSAFVVTADTYR S 3 2562.3329 2562.3386 0.0057 0 2.22 2.702 0.218 308.1 17 22 100 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9509 K ALMQEVGIDPEKR D 3 1484.7657 1484.7682 0.0025 0 1.68 2.027 0.104 187.9 120 17 48 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R AQELILETDTPPSVREDLLAAYDEMGDEDVAVR S 3 3659.7512 3660.7642 1.013 -1.0034 2.64 6.501 0.594 2562 1 44 128 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R AQELILETDTPPSVREDLLAAYDEMGDEDVAVR S 3 3659.7512 3659.75 -0.0012 0 -0.33 4.7 0.49 1336 1 34 128 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R AYVDEIVEGVR S 2 1248.635 1248.6381 0.0031 0 2.48 3.014 0.46 1637 1 17 20 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R AYVDEIVEGVR S 2 1248.635 1248.6387 0.0037 0 2.96 2.897 0.332 975 1 14 20 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9965 R AYVDEIVEGVR S 2 1248.635 1248.6354 0.0004 0 0.32 2.131 0.2 406.8 25 11 20 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9999 R DGETITLDGDKGTVEK G 2 1676.8104 1676.8095 -0.0009 0 -0.54 3.156 0.409 624.6 1 16 30 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9631 R DGETITLDGDKGTVEK G 3 1676.8104 1676.8114 0.001 0 0.60 2.373 0.117 434.6 12 21 60 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R ELGVPAVVGAEDATQK L 2 1582.8202 1582.8228 0.0026 0 1.64 3.486 0.482 930.2 1 23 30 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R ELGVPAVVGAEDATQK L 2 1582.8202 1582.8252 0.005 0 3.16 3.5 0.577 585.5 1 20 30 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9998 K GANVPETTEEDKDAGPVETHSAVKPMTGTEVK V 4 3323.5827 3323.5825 -0.0002 0 -0.06 1.796 0.233 443.7 1 50 186 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9995 K GANVPETTEEDKDAGPVETHSAVKPMTGTEVK V 4 3323.5827 3325.5862 2.0035 -2.0067 -0.96 2.647 0.286 234.8 3 44 186 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R IVDKLDNLDKVEDGDIIVAEMTTPDMVPAMK R 3 3414.6972 3414.6924 -0.0048 0 -1.41 3.829 0.35 461.9 1 31 120 2 2 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9993 K LRDGETITLDGDKGTVEK G 3 1945.9956 1945.9949 -0.0007 0 -0.36 3.381 0.191 1045 1 27 68 2 2 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R LYDLGYDNVELMLPLVTDAEDILR A 2 2779.399 2779.3894 -0.0096 0 -3.45 5.023 0.616 1103 1 25 46 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R LYDLGYDNVELMLPLVTDAEDILR A 2 2779.399 2779.4148 0.0158 0 5.68 4.615 0.601 954.7 1 23 46 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R LYDLGYDNVELMLPLVTDAEDILR A 2 2779.399 2779.4014 0.0024 0 0.86 4.67 0.333 870 1 23 46 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R LYDLGYDNVELMLPLVTDAEDILR A 2 2779.399 2779.4102 0.0112 0 4.03 5.072 0.593 1244 1 26 46 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R LYDLGYDNVELMLPLVTDAEDILR A 2 2779.399 2779.4114 0.0124 0 4.46 4.801 0.577 924.1 1 23 46 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9996 R LYDLGYDNVELMLPLVTDAEDILR A 2 2795.3984 2797.2681 1.8697 -1.0034 309.92 2.82 0.364 200.6 1 18 46 2 0 1 LYDLGYDNVELM[147]LPLVTDAEDILR
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9987 R LYDLGYDNVELMLPLVTDAEDILR A 3 2779.399 2779.4165 0.0175 0 6.30 3.399 0.153 653.3 5 24 92 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R NENDFAHDAVDIAVVVQQMVDAEK S 3 2656.2439 2656.2412 -0.0027 0 -1.02 4.313 0.33 1006 1 35 92 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R NENDFAHDAVDIAVVVQQMVDAEK S 3 2656.2439 2656.2566 0.0127 0 4.78 4.241 0.348 1313 1 39 92 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R NENDFAHDAVDIAVVVQQMVDAEK S 3 2656.2439 2656.253 0.0091 0 3.43 4.228 0.358 1265 1 39 92 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9428 R NNGNVADRFDELHPAVLELMR Q 4 2409.1859 2409.1782 -0.0077 0 -3.20 2.276 0.091 657.6 32 31 120 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9129 R NNGNVADRFDELHPAVLELMR Q 4 2409.1859 2410.1709 0.985 -1.0034 -7.62 2.445 0.158 536.5 56 31 120 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 M PTLWLDEIGADDLAR V 2 1683.8468 1683.8518 0.005 0 2.97 4.909 0.485 2449 1 25 28 1 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 M PTLWLDEIGADDLAR V 2 1683.8468 1683.8465 -0.0003 0 -0.18 3.989 0.525 2512 1 25 28 1 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K SGVADGGAMESQSEAVR L 2 1649.7315 1649.7338 0.0023 0 1.39 4.378 0.485 2465 1 24 32 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K SGVADGGAMESQSEAVR L 2 1649.7315 1649.7335 0.002 0 1.21 4.834 0.557 2771 1 26 32 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K SGVADGGAMESQSEAVR L 2 1649.7315 1649.7338 0.0023 0 1.39 3.182 0.264 1589 1 21 32 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K SGVMFTSHPSTGGPTAIIEAAWGLGEAVVSGAVSPDNYIIDR E 3 4229.0739 4230.1065 1.0326 -1.0034 6.92 4.525 0.49 963.9 1 39 164 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9998 R SLDRPGEFKLELR A 3 1558.8467 1558.7841 -0.0626 0 -40.16 3.466 0.251 879.2 3 22 48 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9043 R SLDRPGEFKLELR A 3 1558.8467 1558.7802 -0.0665 0 -42.66 2.529 0.087 585.2 235 19 48 2 1 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 R SSATAEDLPDASFAGQQDTYLNVSR T 2 2642.2096 2643.2151 1.0055 -1.0034 0.81 4.693 0.601 876.2 1 24 48 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.994 R SVAEAFYPRPVR V 2 1390.7357 1390.737 0.0013 0 0.93 2.145 0.085 792.4 1 15 22 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 1 K VNVSIPEAAER A 2 1183.6197 1183.6208 0.0011 0 0.93 2.713 0.415 698.7 1 17 20 2 0 1
Q5V1B6_HALMA 1 Phosphoenolpyruvate synthase (EC 2.7.9.2)  ppsA rrnAC1795 786 53.1 21 46 0.9999 K VNVSIPEAAER A 2 1183.6197 1183.6254 0.0057 0 4.82 2.315 0.291 665.9 1 16 20 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9999 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.182 2497.178 -0.004 0 -1.60 3.83 0.207 508.2 1 25 88 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 K EAHDDVEVVTVTVGPSETDETIR Q 2 2497.182 2497.1875 0.0055 0 2.20 4.704 0.538 1113 1 24 44 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.182 2497.1844 0.0024 0 0.96 3.991 0.286 991.9 1 32 88 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 K EAHDDVEVVTVTVGPSETDETIR Q 2 2497.182 2497.18 -0.002 0 -0.80 5.167 0.608 1803 1 29 44 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.182 2497.1834 0.0014 0 0.56 3.667 0.261 1065 1 34 88 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9999 K EAHDDVEVVTVTVGPSETDETIR Q 2 2497.182 2497.1851 0.0031 0 1.24 4.24 0.147 1110 1 23 44 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9996 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.182 2497.1822 0.0002 0 0.08 3.439 0.193 559 3 26 88 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9988 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.182 2497.1795 -0.0025 0 -1.00 3.245 0.133 722.9 1 29 88 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9951 K EAHDDVEVVTVTVGPSETDETIR Q 3 2497.182 2497.1839 0.0019 0 0.76 3.88 0.024 605.3 1 28 88 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9931 K EAHDDVEVVTVTVGPSETDETIR Q 2 2497.182 2499.1892 2.0072 -2.0067 0.20 2.719 0.239 418.3 7 15 44 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9991 K ELAEHGLADIGLDASEIESPLEQTSLYEPETEGEATVFEGSPEETA G 3 5986.827 5987.8355 1.0085 -1.0034 0.86 2.176 0.312 195.8 1 21 220 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3020.5615 0.0062 0 2.05 4.348 0.35 648.2 1 30 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3022.5608 2.0055 -2.0067 -0.40 3.824 0.354 495 2 27 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3020.5645 0.0092 0 3.05 3.714 0.274 517.8 1 28 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 2 3020.5553 3020.5657 0.0104 0 3.44 4.302 0.436 555.5 1 22 54 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 2 3020.5553 3020.5615 0.0062 0 2.05 4.316 0.517 573.4 1 22 54 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9998 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3020.5501 -0.0052 0 -1.72 3.895 0.178 616.3 1 30 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9998 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3020.5862 0.0309 0 10.23 3.261 0.216 622.8 1 27 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9998 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5554 1.0001 -1.0034 -1.08 4.113 0.238 742.7 1 29 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9997 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3022.5601 2.0048 -2.0067 -0.63 3.285 0.273 552.4 1 26 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9996 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3022.5696 2.0143 -2.0067 2.52 3.065 0.284 514.8 1 23 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9996 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5557 1.0004 -1.0034 -0.98 3.001 0.274 722.2 1 27 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9995 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5484 0.9931 -1.0034 -3.39 3.124 0.263 690.2 1 26 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9989 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3020.5523 -0.003 0 -0.99 3.637 0.21 374.4 138 22 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9973 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5594 1.0041 -1.0034 0.25 3.17 0.212 390.4 8 23 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9966 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3022.5681 2.0128 -2.0067 2.02 2.731 0.217 477.7 2 25 108 2 0 1



Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9925 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3020.542 -0.0133 0 -4.40 2.378 0.149 374.3 6 23 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.992 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3022.5625 2.0072 -2.0067 0.17 3.425 0.112 546.1 1 27 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9914 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5655 1.0102 -1.0034 2.27 2.782 0.166 652.8 3 26 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9655 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3022.5681 2.0128 -2.0067 2.02 2.766 0.191 280 340 19 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9495 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5598 1.0045 -1.0034 0.38 3.044 0.103 473.4 45 22 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9244 R ELEGGVEELTDIEIPAVLTIQTGINDPR Y 3 3020.5553 3021.5725 1.0172 -1.0034 4.59 2.513 0.136 251.3 98 21 108 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9968 K EVAAVDDEFEIDGLAIDDR Y 2 2090.9644 2090.9571 -0.0073 0 -3.49 2.26 0.124 205.9 1 15 36 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 1 K LDMEWGAVVNDLDLDLEAGVASVHR E 3 2723.3224 2723.3316 0.0092 0 3.38 4.472 0.469 948.6 1 31 96 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9999 R YVTADLNEWDEYAVEAAVQIK E 2 2426.1641 2427.3831 1.219 -1.0034 88.89 2.979 0.403 535.6 1 15 40 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9884 R YVTADLNEWDEYAVEAAVQIK E 2 2426.1641 2427.7454 1.5813 -1.0034 238.22 2.422 0.197 439.9 1 15 40 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.976 R YVTADLNEWDEYAVEAAVQIK E 2 2426.1641 2427.3853 1.2212 -1.0034 89.79 2.013 0.157 277.5 1 11 40 2 0 1
Q5UXZ8_HALMA 1 Electron transfer flavoprotein beta subunit  etfB1 rrnAC3148 263 65.4 6 45 0.9068 R YVTADLNEWDEYAVEAAVQIK E 3 2426.1641 2428.0879 1.9238 -1.0034 379.38 2.929 0.077 544.2 51 21 80 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R RNPYVDPLNLLQVR L 3 1695.942 1695.9453 0.0033 0 1.95 4.295 0.291 2226 1 30 52 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R AFTTYFELINLAEER E 2 1815.9043 1815.9063 0.002 0 1.10 3.581 0.344 1549 1 20 28 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9999 R AFTTYFELINLAEER E 2 1815.9043 1815.909 0.0047 0 2.59 2.841 0.288 1137 1 18 28 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9997 R AFTTYFELINLAEER E 2 1815.9043 1815.9104 0.0061 0 3.36 2.545 0.251 369.2 2 13 28 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R AIPWVFSWTQAR C 2 1460.7564 1460.7597 0.0033 0 2.26 2.941 0.417 502.9 1 18 22 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R AIPWVFSWTQAR C 2 1460.7564 1460.7604 0.004 0 2.74 3.108 0.442 468 1 17 22 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R DEYQDLLETDGFVEFFEQATPITVIENLNMGSRPASR S 3 4231.0055 4231.0054 -0.0001 0 -0.02 6.836 0.589 1725 1 42 144 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9968 R EGSQGDVLADSVEEAVR D 2 1759.8224 1760.4453 0.6229 -1.0034 -216.19 2.139 0.259 362.4 1 20 32 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 K ELSGVLSQDASNIATDALFNER L 2 2349.1448 2349.1514 0.0066 0 2.81 5.518 0.528 2352 1 27 42 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 K ELSGVLSQDASNIATDALFNER L 2 2349.1448 2349.1482 0.0034 0 1.45 5.383 0.529 2514 1 27 42 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 4 3138.5145 3138.5095 -0.005 0 -1.59 3.976 0.273 961 1 41 162 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 3 3138.5145 3138.5193 0.0048 0 1.53 6.107 0.591 2175 1 45 108 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 3 3138.5145 3138.5205 0.006 0 1.91 6.326 0.574 1888 1 42 108 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 3 3138.5145 3138.5264 0.0119 0 3.79 5.877 0.599 1845 1 43 108 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 3 3138.5145 3138.5205 0.006 0 1.91 6.035 0.564 1944 1 42 108 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9804 R GADPEEFEQVLEDVLIQPTFTAHPTEAR R 4 3138.5145 3138.5164 0.0019 0 0.61 2.978 0.069 514.4 14 34 162 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GGGPMNDAMLALPNETVTGQIK F 2 2245.0808 2246.0845 1.0037 -1.0034 0.16 3.768 0.426 527.8 1 19 42 2 0 1 GGGPM[147]NDAM[147]LALPNETVTGQIK
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R GGGPMNDAMLALPNETVTGQIK F 2 2213.082 2214.0904 1.0084 -1.0034 2.28 5.193 0.53 890 1 24 42 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R IVEEYENTVAK V 2 1293.6452 1293.646 0.0008 0 0.62 3.49 0.3 1170 1 17 20 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9983 R IVEEYENTVAK V 2 1293.6452 1293.647 0.0018 0 1.39 2.224 0.14 630 1 14 20 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R KMHTDAIAEAVDR Q 3 1455.714 1455.7136 -0.0004 0 -0.27 3.536 0.281 1958 1 28 48 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9155 R KMHTDAIAEAVDR Q 3 1455.714 1454.3482 -1.3658 1 -251.29 2.536 0.133 1235 1 22 48 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9984 R LADITDDYDVEMR L 2 1554.6872 1554.2654 -0.4218 0 -271.31 2.009 0.31 164.9 61 14 24 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 K LKELSGVLSQDASNIATDALFNER L 3 2590.3238 2590.3306 0.0068 0 2.63 4.517 0.396 1020 1 31 92 2 1 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R LNPETQDIVAR A 2 1254.6568 1254.6582 0.0014 0 1.12 2.414 0.354 459 1 16 20 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9999 R LNPETQDIVAR A 2 1254.6568 1254.6583 0.0015 0 1.20 2.476 0.289 426.8 1 16 20 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R LTVQGIAAGMK N 2 1087.6059 1087.6054 -0.0005 0 -0.46 2.454 0.382 1672 1 18 20 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9993 R LTVQGIAAGMK N 2 1087.6059 1087.6054 -0.0005 0 -0.46 2.266 0.216 779.5 3 14 20 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R NLDAEVTSLWQTPQVR D 2 1855.9428 1857.0254 1.0826 -1.0034 42.70 3.717 0.369 660.9 1 15 30 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9997 R NLDAEVTSLWQTPQVR D 2 1855.9428 1855.9483 0.0055 0 2.96 3.184 0.138 1421 1 20 30 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9879 R NLDAEVTSLWQTPQVR D 2 1855.9428 1855.9505 0.0077 0 4.15 2.518 0.02 546.8 2 13 30 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R QGGYESEEELLTDLR V 2 1737.8057 1737.8101 0.0044 0 2.53 3.225 0.295 1108 1 19 28 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 R RNPYVDPLNLLQVR L 3 1695.942 1695.9401 -0.0019 0 -1.12 5.178 0.373 2523 1 33 52 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9999 R TDLGIAEEYADLADPELR E 2 1989.9531 1989.9606 0.0075 0 3.77 2.92 0.282 998.8 1 18 34 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9999 R TDLGIAEEYADLADPELRER I 3 2275.0968 2275.105 0.0082 0 3.60 3.155 0.32 707.4 1 31 76 2 1 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9997 R TDLGIAEEYADLADPELRER I 3 2275.0968 2275.0996 0.0028 0 1.23 2.706 0.295 697.5 1 31 76 2 1 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.999 R TDLGIAEEYADLADPELRER I 2 2275.0968 2275.0979 0.0011 0 0.48 2.849 0.278 345.9 1 18 38 2 1 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9991 R VIADSLRENDAEVIAEAHVDPLIR K 4 2644.382 2644.3814 -0.0006 0 -0.23 2.789 0.155 457.7 1 39 138 2 1 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9747 R VIADSLRENDAEVIAEAHVDPLIR K 4 2644.382 2644.3848 0.0028 0 1.06 2.563 0.158 230.8 66 32 138 2 1 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 1 K VLEITGQDGLLSR D 2 1399.7671 1399.7691 0.002 0 1.43 4.167 0.437 2048 1 21 24 2 0 1
Q5V4H5_HALMA 1 Phosphoenolpyruvate carboxylase (EC 4.1.1.31)  pepC rrnAC0562 898 38.6 25 45 0.9652 K VLEITGQDGLLSRDWLKENLER R 3 2583.3656 2583.3657 0.0001 0 0.04 2.415 0.107 516.1 3 24 84 2 2 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9384 R VMNALNEAR V 2 1016.5073 1016.5095 0.0022 0 2.16 1.903 0.028 717.5 13 13 16 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R ADDFDPEETTVEDLRDDLELVDEWVLSR L 3 3320.5208 3320.5291 0.0083 0 2.50 4.545 0.323 1150 1 40 108 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R ADDFDPEETTVEDLRDDLELVDEWVLSR L 3 3320.5208 3320.5249 0.0041 0 1.23 4.745 0.402 1191 1 39 108 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R ADDFDPEETTVEDLRDDLELVDEWVLSR L 3 3320.5208 3321.5181 0.9973 -1.0034 -1.82 4.982 0.525 1039 1 37 108 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R ADDFDPEETTVEDLRDDLELVDEWVLSR L 3 3320.5208 3320.5235 0.0027 0 0.81 4.487 0.41 1096 1 37 108 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9875 R ADDFDPEETTVEDLRDDLELVDEWVLSR L 4 3320.5208 3322.5156 1.9948 -2.0067 -3.58 3.425 0.084 815.4 1 40 162 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 K AVDELLEFVVEDVSR F 2 1718.8727 1718.8794 0.0067 0 3.90 2.863 0.357 1185 1 17 28 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 K AVDELLEFVVEDVSR F 2 1718.8727 1718.877 0.0043 0 2.50 4.034 0.448 2055 1 21 28 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 K AVDELLEFVVEDVSR F 2 1718.8727 1718.8809 0.0082 0 4.77 3.351 0.424 1181 1 16 28 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9999 K AVDELLEFVVEDVSR F 3 1718.8727 1719.8781 1.0054 -1.0034 1.19 4.24 0.228 1611 2 29 56 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R DANDEVIDDLDENGVLLSSEPGHTVR E 3 2808.3049 2808.3111 0.0062 0 2.21 5.013 0.368 1066 1 37 100 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R DANDEVIDDLDENGVLLSSEPGHTVR E 3 2808.3049 2808.3106 0.0057 0 2.03 4.798 0.246 1002 1 36 100 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R DANDEVIDDLDENGVLLSSEPGHTVR E 3 2808.3049 2808.314 0.0091 0 3.24 4.609 0.38 994.5 1 36 100 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9176 R EHEALIKEEVR A 3 1351.7096 1351.7106 0.001 0 0.74 2.028 0.07 453.4 4 17 40 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9944 R FPLPYMR A 2 922.4735 922.4768 0.0033 0 3.58 1.984 0.124 464.9 9 10 12 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9207 R FPLPYMR A 2 922.4735 922.2854 -0.1881 0 -203.91 1.674 0.057 398.3 20 10 12 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9992 R FRDFVEDAPDWNVSR Q 3 1851.854 1851.8633 0.0093 0 5.02 3.091 0.192 843.5 1 24 56 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9983 R FRDFVEDAPDWNVSR Q 3 1851.854 1851.8556 0.0016 0 0.86 2.538 0.241 659 6 22 56 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9996 R FYIQVVR E 2 923.5229 923.5244 0.0015 0 1.62 2.606 0.091 643.6 1 11 12 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R IAVDLTIDDERVDSLVR E 3 1928.0214 1928.0253 0.0039 0 2.02 3.181 0.406 425 4 24 64 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9996 R LNILWNVAR F 2 1097.6345 1097.6352 0.0007 0 0.64 2.505 0.153 1123 1 15 16 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R LQSVTEAMTDSMDDFENDK A 2 2206.8972 2206.9053 0.0081 0 3.67 3.429 0.527 723.3 1 19 36 2 0 1 LQSVTEAM[147]TDSM[147]DDFENDK
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9992 R LQSVTEAMTDSMDDFENDK A 2 2206.8972 2207.9075 1.0103 -1.0034 3.15 2.451 0.297 506.1 1 16 36 2 0 1 LQSVTEAM[147]TDSM[147]DDFENDK
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R LQSVTEAMTDSMDDFENDKAVDELLEFVVEDVSR F 3 3875.7605 3877.7779 2.0174 -2.0067 2.76 4.799 0.363 1175 1 34 132 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R LQSVTEAMTDSMDDFENDKAVDELLEFVVEDVSR F 3 3875.7605 3876.75 0.9895 -1.0034 -3.57 4.875 0.442 1773 1 38 132 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9987 R LQSVTEAMTDSMDDFENDKAVDELLEFVVEDVSR F 3 3875.7605 3876.7581 0.9976 -1.0034 -1.48 3.566 0.24 761.7 1 33 132 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9623 R LQSVTEAMTDSMDDFENDKAVDELLEFVVEDVSR F 3 3875.7605 3877.7779 2.0174 -2.0067 2.76 3.162 0.11 662.6 1 30 132 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R MQGYNVTDRPGYDMHGLPIETK V 3 2521.173 2521.1829 0.0099 0 3.93 4.825 0.49 1239 1 35 84 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9999 R RLNILWNVAR F 2 1253.7356 1253.74 0.0044 0 3.51 2.485 0.249 413.7 1 12 18 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9659 R RLNILWNVAR F 3 1253.7356 1254.7375 1.0019 -1.0034 -1.16 2.192 0.141 507.2 27 17 36 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9904 R SINQCPRCETGIANNEVEYHDVGKPSIYVK F 3 3362.6023 3361.6011 -1.0012 1 -0.36 3.618 0.257 632.1 1 26 116 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9754 R SINQCPRCETGIANNEVEYHDVGKPSIYVK F 5 3362.6023 3360.5882 -2.0141 2 -4.19 1.864 0.204 643.7 2 57 232 2 1 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R TGLVHSAPGHGEEDFER G 4 1836.8391 1836.8407 0.0016 0 0.87 3.532 0.355 961.1 1 37 96 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9985 R TGLVHSAPGHGEEDFER G 4 1836.8391 1836.8396 0.0005 0 0.27 2.592 0.224 573.2 32 30 96 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9999 K TVNPEYMEAAWWGFQQAHER D 3 2449.0909 2449.0945 0.0036 0 1.47 2.17 0.333 325.7 1 26 76 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R VTEQSLDTLEGTVR E 2 1546.7838 1547.7854 1.0016 -1.0034 -1.13 3.718 0.362 1512 1 19 26 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R VTEQSLDTLEGTVR E 2 1546.7838 1546.7854 0.0016 0 1.03 3.305 0.372 1537 1 19 26 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R VVVDVDSDDVADAVR A 2 1572.7631 1572.7646 0.0015 0 0.95 4.104 0.583 2489 1 24 28 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R VVVDVDSDDVADAVR A 2 1572.7631 1572.7667 0.0036 0 2.29 3.671 0.586 2677 1 24 28 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 1 R VVVDVDSDDVADAVR A 2 1572.7631 1572.7646 0.0015 0 0.95 4.567 0.61 2566 1 24 28 2 0 1
SYI_HALMAReview 1 Isoleucyl-tRNA synthetase (EC 6.1.1.5) (Isoleucine--tRNA ligase)(IleRS)  ileS rrnAC2634 1074 27.3 21 45 0.9994 Y WDDVDAYEQTK A 2 1368.5833 1368.5854 0.0021 0 1.53 3.382 0.354 1245 1 17 20 1 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9885 K EPPEQATDEDESPIATAR R 2 1954.8756 1952.9146 -1.961 2 19.95 2.789 0.239 298.4 2 16 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R AAEHLDLSEGMLEQLR H 2 1810.8883 1810.8854 -0.0029 0 -1.60 3.703 0.464 1583 1 20 30 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 R AAEHLDLSEGMLEQLR H 3 1810.8883 1810.8916 0.0033 0 1.82 3.306 0.246 1638 1 30 60 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R AAEHLDLSEGMLEQLRHPSK T 5 2260.127 2260.128 0.001 0 0.44 4.461 0.33 1064 1 44 152 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R AAEHLDLSEGMLEQLRHPSK T 4 2276.1264 2276.1321 0.0057 0 2.50 3.401 0.285 1452 1 40 114 2 1 1 AAEHLDLSEGM[147]LEQLRHPSK
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9983 R AAEHLDLSEGMLEQLRHPSK T 4 2260.127 2260.1272 0.0002 0 0.09 3.806 0.178 728.1 6 36 114 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9918 R AAEHLDLSEGMLEQLRHPSK T 4 2260.127 2260.1287 0.0017 0 0.75 3.747 0.121 641.4 9 33 114 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 K DIPAPDMGTDEQTVAWFMDAYSMQEGETVPGIVTGKPTAVGG E 4 4819.2204 4821.2505 2.0301 -2.0067 4.86 2.569 0.3 325.9 1 44 270 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 K DIPAPDMGTDEQTVAWFMDAYSMQEGETVPGIVTGKPTAVGG E 4 4819.2204 4820.231 1.0106 -1.0034 1.50 2.294 0.327 362.1 1 50 270 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9995 K DIPAPDMGTDEQTVAWFMDAYSMQEGETVPGIVTGKPTAVGG S 5 5458.518 5459.5337 1.0157 -1.0034 2.26 4.476 0.203 1401 1 67 408 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EALDYYDGSVEGATVAVQGFGAVGANAAR L 3 2857.3518 2857.3662 0.0144 0 5.04 4.581 0.392 1427 1 34 112 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDR D 2 2932.292 2932.2969 0.0049 0 1.67 5.218 0.497 2799 1 27 48 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDR D 3 2932.292 2932.2925 0.0005 0 0.17 4.576 0.361 1697 1 32 96 2 0 1



Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDR D 2 2932.292 2932.2993 0.0073 0 2.49 5.286 0.508 2559 1 26 48 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDR D 3 2932.292 2932.2979 0.0059 0 2.01 4.415 0.349 1852 1 32 96 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDR D 3 2932.292 2932.3013 0.0093 0 3.17 4.303 0.375 1706 1 35 96 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDRDVTWR T 3 3589.6155 3589.6162 0.0007 0 0.20 4.66 0.333 1633 1 39 116 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDRDVTWR T 3 3589.6155 3591.638 2.0225 -2.0067 4.40 5.526 0.442 1764 1 41 116 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDRDVTWR T 3 3589.6155 3590.6182 1.0027 -1.0034 -0.18 4.509 0.442 1838 1 42 116 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R EEVNDELEAEMLDAWEALQAEVEDRDVTWR T 3 3589.6155 3591.638 2.0225 -2.0067 4.40 5.319 0.448 1478 1 38 116 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 K EPPEQATDEDESPIATAR R 2 1954.8756 1954.8764 0.0008 0 0.41 2.54 0.435 382.7 1 14 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 K EPPEQATDEDESPIATAR R 2 1954.8756 1954.8806 0.005 0 2.56 2.33 0.359 326.2 1 13 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9998 K EPPEQATDEDESPIATAR R 2 1954.8756 1956.8854 2.0098 -2.0067 1.59 3.343 0.356 671.3 1 16 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9985 K EPPEQATDEDESPIATAR R 2 1954.8756 1954.8817 0.0061 0 3.12 2.222 0.176 693.9 1 16 34 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9994 R FAEELREVVGPTK D 2 1473.7827 1473.7882 0.0055 0 3.73 2.983 0.279 1162 1 17 24 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 K GGIVVDPSTLDAQETEQLTR R 2 2128.0648 2128.0698 0.005 0 2.35 5.999 0.455 1694 1 29 38 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 K GGIVVDPSTLDAQETEQLTR R 2 2128.0648 2128.0706 0.0058 0 2.73 3.948 0.599 964.6 1 23 38 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 K GGIVVDPSTLDAQETEQLTR R 2 2128.0648 2128.0723 0.0075 0 3.52 4.486 0.62 1407 1 27 38 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 K GGIVVDPSTLDAQETEQLTR R 2 2128.0648 2128.064 -0.0008 0 -0.38 5.76 0.623 1677 1 29 38 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 K GGIVVDPSTLDAQETEQLTR R 2 2128.0648 2128.0677 0.0029 0 1.36 4.352 0.596 1182 1 25 38 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 K GGIVVDPSTLDAQETEQLTR R 2 2128.0648 2128.065 0.0002 0 0.09 3.808 0.157 705.5 1 21 38 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 D PSTLDAQETEQLTR R 2 1587.774 1587.7716 -0.0024 0 -1.51 4.529 0.524 2112 1 22 26 1 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 R RFAEELREVVGPTK D 3 1629.8838 1629.8839 0.0001 0 0.06 2.707 0.313 1068 1 27 52 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9891 R RFAEELREVVGPTK D 3 1629.8838 1629.8834 -0.0004 0 -0.25 2.076 0.162 658.5 1 21 52 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TAAYIVALSR I 2 1063.6026 1063.6029 0.0003 0 0.28 3.583 0.432 2138 1 17 18 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TAAYIVALSR I 2 1063.6026 1063.6023 -0.0003 0 -0.28 3.735 0.442 2146 1 17 18 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TAAYIVALSR I 2 1063.6026 1063.6039 0.0013 0 1.22 4.003 0.451 2103 1 17 18 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TAAYIVALSR I 2 1063.6026 1063.6038 0.0012 0 1.13 3.604 0.409 1916 1 16 18 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TDGSVEVFNGYR V 2 1342.6153 1342.6176 0.0023 0 1.71 3.187 0.469 1346 1 20 22 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TDGSVEVFNGYR V 2 1342.6153 1342.6165 0.0012 0 0.89 3.241 0.582 1359 1 19 22 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 1 R TDGSVEVFNGYR V 2 1342.6153 1343.6254 1.0101 -1.0034 5.03 3.701 0.468 1339 1 20 22 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9999 R TDGSVEVFNGYR V 2 1342.6153 1342.615 -0.0003 0 -0.22 2.358 0.301 1033 1 18 22 2 0 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9915 R VQHFEVRGPYK G 3 1358.7095 1358.7102 0.0007 0 0.52 2.363 0.208 338.6 83 17 40 2 1 1
Q5V4X6_HALMA 1 NADP-specific glutamate dehydrogenase (EC 1.4.1.3)  gdhA1 rrnAC0384 427 50.6 15 44 0.9013 R VQHFEVRGPYK G 3 1358.7095 1358.7104 0.0009 0 0.66 2.13 0.115 325.4 178 17 40 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R DKVIEDINAELDAPYTIR N 2 2074.0582 2075.0655 1.0073 -1.0034 1.90 6.033 0.514 2924 1 28 34 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R DKVIEDINAELDAPYTIR N 2 2074.0582 2075.0655 1.0073 -1.0034 1.90 6.136 0.546 2944 1 28 34 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R EFLYDFLHASQEQTIKPK N 3 2193.1106 2193.1162 0.0056 0 2.55 3.588 0.27 702.6 2 25 68 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9998 R EFLYDFLHASQEQTIKPK N 3 2193.1106 2193.1118 0.0012 0 0.55 3.146 0.238 800.7 2 26 68 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9983 R EFLYDFLHASQEQTIKPK N 3 2193.1106 2193.1138 0.0032 0 1.46 3.237 0.102 638.9 1 24 68 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R FIGDEIAEAIMDSMHR S 2 1833.8389 1834.8454 1.0065 -1.0034 1.72 5.302 0.459 2379 1 24 30 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R FIGDEIAEAIMDSMHR S 2 1833.8389 1833.8476 0.0087 0 4.74 4.517 0.201 2006 1 23 30 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9994 R FIGDEIAEAIMDSMHR S 3 1833.8389 1833.8437 0.0048 0 2.62 2.612 0.201 537.4 1 30 60 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9986 R FIGDEIAEAIMDSMHR S 3 1833.8389 1833.84 0.0011 0 0.60 2.542 0.163 554.5 1 30 60 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9988 R FLELVREEYKER A 3 1609.8464 1609.8469 0.0005 0 0.31 2.908 0.174 498.6 1 22 44 2 2 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9997 R GIFSGEELLK L 2 1091.5862 1091.5874 0.0012 0 1.10 2.198 0.249 1011 1 15 18 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R HALAYDMDEIQR Q 2 1460.6718 1460.672 0.0002 0 0.14 3.727 0.378 1641 1 19 22 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R IDIDQVIVGR T 2 1126.6346 1127.6454 1.0108 -1.0034 6.61 3.578 0.325 2222 1 17 18 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R IEEPDNESIDLVQK A 2 1627.7941 1627.7954 0.0013 0 0.80 3.882 0.425 1360 1 21 26 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R IEEPDNESIDLVQK A 2 1627.7941 1627.8053 0.0112 0 6.88 3.688 0.379 1281 1 20 26 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R KDDFRQEVSNWVSR R 3 1764.8543 1764.8561 0.0018 0 1.02 3.102 0.324 819.6 1 26 52 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9986 R KDDFRQEVSNWVSR R 3 1764.8543 1764.8596 0.0053 0 3.00 2.795 0.187 858.7 1 26 52 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R NADLPDIQVEPHTLEMAGLFGVLTR I 3 2735.3952 2735.3965 0.0013 0 0.48 4.98 0.522 1155 1 39 96 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R NADLPDIQVEPHTLEMAGLFGVLTR I 3 2735.3952 2735.4021 0.0069 0 2.52 4.741 0.538 1470 1 40 96 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R NADLPDIQVEPHTLEMAGLFGVLTR I 3 2735.3952 2735.4031 0.0079 0 2.89 4.792 0.573 874 1 36 96 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9973 R NEQSLDPASEFYMDRLLAEYDDDLQAVLENHVEIVR F 4 4235.9957 4237.0113 1.0156 -1.0034 2.89 3.16 0.25 378 9 34 210 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9553 R NEQSLDPASEFYMDRLLAEYDDDLQAVLENHVEIVR F 4 4235.9957 4238.0108 2.0151 -2.0067 1.98 3.419 0.137 339.6 19 35 210 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 K NQDETELTGDVNYSK I 2 1711.7537 1711.7549 0.0012 0 0.70 4.989 0.593 2811 1 24 28 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 K NQDETELTGDVNYSK I 2 1711.7537 1711.757 0.0033 0 1.93 4.391 0.553 2385 1 23 28 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9998 R RYFEDYTSRDEGR M 3 1692.7492 1692.7582 0.009 0 5.32 2.702 0.288 776 1 22 48 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9865 M SKNNETLEALSKEYRDTIPADLRK T 5 2790.4512 2790.4529 0.0017 0 0.61 4.204 0.301 2053 1 53 184 2 3 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R SRDFLSPLTTFNHLEGNLENHGSIDEESFSK Y 4 3519.6542 3519.6629 0.0087 0 2.47 5.691 0.406 826.3 1 40 180 2 1 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9999 K SYDEEAGVVEYELASEDPLHDGENTFYGR V 3 3290.4163 3291.4282 1.0119 -1.0034 2.60 3.771 0.297 941.3 1 32 112 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 K TNTFDWYLQQLYDEPK I 2 2059.9527 2059.9517 -0.001 0 -0.49 4.14 0.443 1918 1 20 30 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 K TNTFDWYLQQLYDEPK I 2 2059.9527 2059.9544 0.0017 0 0.83 4.922 0.488 2311 1 23 30 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 K TNTFDWYLQQLYDEPK I 2 2059.9527 2059.9529 0.0002 0 0.10 4.577 0.46 2112 1 22 30 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 1 R VIHEAMHEFVNK V 2 1452.7183 1452.7182 -0.0001 0 -0.07 3.49 0.403 900.5 1 17 22 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9819 R VIHEAMHEFVNK V 2 1452.7183 1452.7227 0.0044 0 3.03 1.968 0.094 296.4 5 12 22 2 0 1
Q5V373_HALMA 1 Protein kinase  prk1 rrnAC1067 690 50 23 43 0.9999 R VIHEAMHEFVNKVK S 3 1679.8817 1679.8804 -0.0013 0 -0.77 3.199 0.289 1047 1 28 52 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.993 R EFGNVEENELR L 2 1334.6102 1334.6054 -0.0048 0 -3.60 1.711 0.19 451.5 3 12 20 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGK A 2 1185.6353 1185.6363 0.001 0 0.84 3.154 0.462 1573 1 20 24 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGK A 2 1185.6353 1185.6353 0 0 0.00 3.158 0.436 1468 1 19 24 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGK A 2 1185.6353 1185.6371 0.0018 0 1.52 2.924 0.345 1407 1 19 24 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGK A 2 1185.6353 1185.6359 0.0006 0 0.51 3.104 0.436 1366 1 19 24 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9996 R AQALGGTPISSGK A 2 1185.6353 1185.635 -0.0003 0 -0.25 2.975 0.126 1281 1 18 24 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGKAQEEHASVEPEGQDVYDIR T 3 3338.6015 3339.6079 1.0064 -1.0034 0.91 4.199 0.407 1445 1 37 124 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGKAQEEHASVEPEGQDVYDIR T 3 3338.6015 3339.6079 1.0064 -1.0034 0.91 4.464 0.47 1261 1 36 124 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R AQALGGTPISSGKAQEEHASVEPEGQDVYDIR T 4 3338.6015 3339.6109 1.0094 -1.0034 1.81 3.929 0.43 1213 1 50 186 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K AQEEHASVEPEGQDVYDIR T 3 2170.9767 2170.9773 0.0006 0 0.28 4.026 0.29 1972 1 37 72 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K AQEEHASVEPEGQDVYDIR T 3 2170.9767 2170.9749 -0.0018 0 -0.83 3.98 0.264 1478 1 33 72 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K AQEEHASVEPEGQDVYDIR T 3 2170.9767 2170.9795 0.0028 0 1.29 3.926 0.243 1892 1 36 72 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K AQEEHASVEPEGQDVYDIR T 3 2170.9767 2170.9781 0.0014 0 0.64 4.008 0.335 1780 1 35 72 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K AQEEHASVEPEGQDVYDIR T 2 2170.9767 2171.9861 1.0094 -1.0034 2.79 4.367 0.45 1413 1 23 36 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K AQEEHASVEPEGQDVYDIR T 2 2170.9767 2170.9798 0.0031 0 1.43 4.822 0.46 2030 1 25 36 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9995 K AQEEHASVEPEGQDVYDIR T 2 2170.9767 2170.9812 0.0045 0 2.07 3.407 0.088 1348 1 20 36 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DHIDLAENLGDHATAQILR E 3 2101.0552 2101.0664 0.0112 0 5.33 2.977 0.299 1046 1 29 72 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DLHLFLGEAAENAEEAADELAER A 3 2512.1717 2512.1753 0.0036 0 1.43 4.526 0.291 954.4 1 27 88 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DLHLFLGEAAENAEEAADELAER A 2 2512.1717 2512.1778 0.0061 0 2.43 6.797 0.641 3338 1 30 44 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DLHLFLGEAAENAEEAADELAER A 3 2512.1717 2512.1753 0.0036 0 1.43 4.004 0.365 1623 1 33 88 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DLHLFLGEAAENAEEAADELAER A 3 2512.1717 2512.1743 0.0026 0 1.03 4.789 0.45 1868 1 35 88 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DLHLFLGEAAENAEEAADELAER A 2 2512.1717 2512.1758 0.0041 0 1.63 7.212 0.646 4091 1 32 44 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R DLHLFLGEAAENAEEAADELAER A 3 2512.1717 2512.1717 0 0 0.00 4.343 0.449 1421 1 32 88 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9989 R EFGNVEENELR L 2 1334.6102 1334.6133 0.0031 0 2.32 1.782 0.257 583.6 1 14 20 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9988 R EFGNVEENELR L 2 1334.6102 1334.6116 0.0014 0 1.05 1.87 0.23 680 1 15 20 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9959 R EFGNVEENELRLDKEK S 3 1947.9538 1947.9571 0.0033 0 1.69 2.16 0.207 490.4 1 23 60 2 2 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9 R EFGNVEENELRLDKEK S 3 1947.9538 1947.9589 0.0051 0 2.62 2.163 0.035 533.6 1 23 60 2 2 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9915 R EFGNVEENELRLDKEKSEQVINALNQDLADTYTLYHQVK K 5 4592.267 4592.2769 0.0099 0 2.16 4.353 0.183 792.6 5 52 304 2 3 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9909 R EFGNVEENELRLDKEKSEQVINALNQDLADTYTLYHQVK K 5 4592.267 4592.2637 -0.0033 0 -0.72 4.272 0.134 1050 2 55 304 2 3 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9814 R EFGNVEENELRLDKEKSEQVINALNQDLADTYTLYHQVK K 5 4592.267 4594.2632 1.9962 -2.0067 -2.29 4.681 0.081 1053 1 55 304 2 3 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9819 R EIIVQTEEDAHHIEHYLEDDTLVLD - 3 2975.4036 2975.4116 0.008 0 2.69 1.984 0.141 301.5 6 24 96 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9999 K HHWNVEGAEFR D 3 1380.6323 1380.6356 0.0033 0 2.39 3.28 0.2 1308 1 23 40 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9998 K HHWNVEGAEFR D 3 1380.6323 1380.6327 0.0004 0 0.29 2.934 0.19 1352 1 24 40 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 R REFGNVEENELRLDK E 3 1846.9173 1846.9187 0.0014 0 0.76 3.845 0.308 946.4 1 26 56 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9856 R REFGNVEENELRLDKEK S 4 2104.0549 2104.0574 0.0025 0 1.19 3.022 0.145 695.4 29 28 96 2 2 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K SEQVINALNQDLADTYTLYHQVK K 3 2662.3238 2662.3255 0.0017 0 0.64 4.295 0.334 755.1 1 30 88 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9999 K SEQVINALNQDLADTYTLYHQVK K 3 2662.3238 2662.3291 0.0053 0 1.99 3.335 0.275 770.6 1 28 88 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 1 K SEQVINALNQDLADTYTLYHQVKK H 4 2790.4188 2790.4278 0.009 0 3.23 4.213 0.326 1496 2 42 138 2 0 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9999 R TSLENDLEMYGDIIESLRDHIDLAENLGDHATAQILR E 5 4180.0382 4181.063 1.0248 -1.0034 5.13 3.827 0.301 1298 1 62 288 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9893 R TSLENDLEMYGDIIESLRDHIDLAENLGDHATAQILR E 5 4180.0382 4182.0635 2.0253 -2.0067 4.45 3.316 0.045 1191 1 62 288 2 1 1
Q5V3N4_HALMA 1 Ferritin  frt rrnAC0890 179 94.4 16 43 0.9638 R TSLENDLEMYGDIIESLRDHIDLAENLGDHATAQILR E 5 4196.0376 4196.0469 0.0093 0 2.22 3.541 0.101 928.7 20 48 288 2 1 1 TSLENDLEM[147]YGDIIESLRDHIDLAENLGDHATAQILR
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDRLTGR R 3 3812.9466 3813.9678 1.0212 -1.0034 4.68 4.861 0.366 542.2 1 29 132 2 2 1



KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K DMDISDMDTEYDTPR E 2 1802.6975 1802.7011 0.0036 0 2.00 3.821 0.542 2023 1 22 28 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K DMDISDMDTEYDTPR E 2 1834.6963 1834.695 -0.0013 0 -0.71 4.518 0.437 2261 1 24 28 2 0 1 DM[147]DISDM[147]DTEYDTPR
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K DMDISDMDTEYDTPR E 2 1802.6975 1802.7012 0.0037 0 2.05 4.073 0.587 2527 1 23 28 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9996 K DMDISDMDTEYDTPR E 2 1834.6963 1835.6905 0.9942 -1.0034 -4.99 2.44 0.342 677.2 1 16 28 2 0 1 DM[147]DISDM[147]DTEYDTPR
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.911 R EELVDRLTGRR V 3 1342.7317 1342.7323 0.0006 0 0.45 1.581 0.12 446.8 2 23 40 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 2 3737.777 3737.7935 0.0165 0 4.41 3.202 0.503 680.3 1 20 68 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 2 3737.777 3737.7989 0.0219 0 5.86 3.735 0.57 476.4 1 20 68 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 3 3737.777 3737.7898 0.0128 0 3.42 4.457 0.435 774.5 1 36 136 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 2 3737.777 3737.7842 0.0072 0 1.93 4.367 0.436 757.1 1 22 68 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 3 3737.777 3737.7832 0.0062 0 1.66 3.923 0.423 677.4 1 35 136 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 2 3737.777 3737.7996 0.0226 0 6.05 4.13 0.438 644.8 1 20 68 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 2 3737.777 3738.7737 0.9967 -1.0034 -1.78 3.484 0.491 532.8 1 18 68 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9999 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 3 3753.7764 3755.7681 1.9917 -2.0067 -4.00 3.119 0.341 392.9 1 27 136 2 0 1 EYM[147]EAGDLVPDAVVNAIVDEALSQADGFVLDGYPR
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9998 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 3 3753.7764 3753.7896 0.0132 0 3.52 3.828 0.193 558.6 1 28 136 2 0 1 EYM[147]EAGDLVPDAVVNAIVDEALSQADGFVLDGYPR
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9987 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 4 3737.777 3739.7835 2.0065 -2.0067 -0.05 3.12 0.16 719.4 1 36 204 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9838 R EYMEAGDLVPDAVVNAIVDEALSQADGFVLDGYPR N 2 3753.7764 3755.7949 2.0185 -2.0067 3.14 1.592 0.333 233.6 1 14 68 2 0 1 EYM[147]EAGDLVPDAVVNAIVDEALSQADGFVLDGYPR
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K GTQSANLAEAYGVEHITTGDALR A 3 2373.156 2373.1585 0.0025 0 1.05 4.308 0.339 1356 1 34 88 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K GTQSANLAEAYGVEHITTGDALR A 2 2373.156 2374.1653 1.0093 -1.0034 2.51 4.743 0.483 1194 1 21 44 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K GTQSANLAEAYGVEHITTGDALR A 3 2373.156 2373.1577 0.0017 0 0.72 5.2 0.495 1654 1 37 88 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 K GTQSANLAEAYGVEHITTGDALR A 3 2373.156 2373.1607 0.0047 0 1.98 5.397 0.453 1362 1 35 88 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9956 R ILIVGPPGAGK G 2 1020.6331 1020.635 0.0019 0 1.86 2.917 0.065 657 34 13 20 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R LDVFDDNTAPVIDHYGDHDGFVAIDGEQTPDEVWSEIQDAVDA - 4 5038.2329 5040.2505 2.0176 -2.0067 2.16 4.426 0.328 1195 1 49 270 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSR E 2 2644.3265 2644.3306 0.0041 0 1.55 5.177 0.535 3044 1 27 46 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSR E 2 2644.3265 2644.3296 0.0031 0 1.17 5.372 0.535 3096 1 27 46 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSR E 3 2644.3265 2645.3404 1.0139 -1.0034 3.99 4.063 0.44 665.3 5 24 92 2 0 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDR L 3 3385.6922 3385.7036 0.0114 0 3.37 5.806 0.511 1675 1 38 116 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDR L 3 3385.6922 3386.708 1.0158 -1.0034 3.68 4.673 0.479 1400 1 40 116 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDR L 3 3385.6922 3385.709 0.0168 0 4.96 5.412 0.459 1892 1 42 116 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDR L 3 3385.6922 3386.708 1.0158 -1.0034 3.68 4.772 0.385 1003 1 33 116 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDRLTGR R 3 3812.9466 3813.9453 0.9987 -1.0034 -1.22 5.067 0.327 716.9 1 34 132 2 2 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.969 R NLEQAEELEGMTALDVILSLDVSREELVDRLTGR R 4 3812.9466 3814.9478 2.0012 -2.0067 -1.44 2.907 0.048 1114 1 47 198 2 2 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NLEQAEELEGMTALDVILSLDVSREELVDRLTGRR V 5 3969.0477 3971.0635 2.0158 -2.0067 2.29 4.387 0.345 2247 1 70 272 2 2 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9935 R NLEQAEELEGMTALDVILSLDVSREELVDRLTGRR V 5 3969.0477 3971.0635 2.0158 -2.0067 2.29 3.489 0.064 2156 1 68 272 2 2 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NRLDVFDDNTAPVIDHYGDHDGFVAIDGEQTPDEVWSEIQDAV - 4 5308.3769 5309.3906 1.0137 -1.0034 1.95 7.432 0.481 2644 1 64 282 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 1 R NRLDVFDDNTAPVIDHYGDHDGFVAIDGEQTPDEVWSEIQDAV - 4 5308.3769 5310.3706 1.9937 -2.0067 -2.45 6.896 0.489 2649 1 65 282 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9989 R RVCDDCGTNYHVEFNQPEEDGVCDECGGDLIQRDDDNEESVR N 4 4773.9184 4771.8906 -2.0278 2 -5.82 5.095 0.279 1585 1 56 246 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9997 R VCDDCGTNYHVEFNQPEEDGVCDECGGDLIQRDDDNEESVR N 3 4617.8173 4616.7681 -1.0492 1 -10.65 4.649 0.372 1043 1 40 160 2 1 1
KAD_HALMAReview 1 Adenylate kinase (EC 2.7.4.3) (ATP-AMP transphosphorylase)  adk rrnAC3346 216 96.3 13 42 0.9906 R VCDDCGTNYHVEFNQPEEDGVCDECGGDLIQRDDDNEESVR N 4 4617.8173 4615.7705 -2.0468 2 -10.13 3.62 0.187 1033 1 50 240 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R DVNPWALDSITDTLLEAIDR G 2 2256.1274 2256.1319 0.0045 0 1.99 5.456 0.615 3406 1 28 38 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R AAGEVDADLVVR S 2 1213.6302 1213.6304 0.0002 0 0.16 2.773 0.32 1231 1 18 22 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R DAFPAAAGVVHDAVDAVVDLDEPHEMNYVK K 3 3193.5026 3193.5147 0.0121 0 3.79 5.807 0.421 1912 1 42 116 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R DAFPAAAGVVHDAVDAVVDLDEPHEMNYVK K 3 3193.5026 3194.4981 0.9955 -1.0034 -2.46 6.155 0.406 2189 1 42 116 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R DVNPWALDSITDTLLEAIDR G 2 2256.1274 2256.1319 0.0045 0 1.99 5.661 0.611 3649 1 29 38 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R DVNPWALDSITDTLLEAIDR G 2 2256.1274 2256.138 0.0106 0 4.70 5.874 0.622 3575 1 29 38 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R DVNPWALDSITDTLLEAIDR G 2 2256.1274 2256.135 0.0076 0 3.37 5.731 0.605 3315 1 28 38 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9999 R GFGMDPSKVYHDSDLQPPHDYVAFYR W 4 3040.3814 3042.4761 2.0947 -2.0067 28.94 3.928 0.296 895.8 1 38 150 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9515 K GLHTMGEPPADDRLVDYLVALTR L 4 2554.2894 2555.283 0.9936 -1.0034 -3.82 2.849 0.03 1525 1 40 132 2 1 1 GLHTM[147]GEPPADDRLVDYLVALTR
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R GYDLGDTMPESGQSLVER L 2 1952.8785 1952.8766 -0.0019 0 -0.97 4.264 0.452 1057 1 25 34 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9998 R GYDLGDTMPESGQSLVER L 2 1952.8785 1952.8744 -0.0041 0 -2.10 2.934 0.205 642.9 1 20 34 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 K HVEEETDDLVADGMDEGDAESAAK H 2 2532.0446 2533.0594 1.0148 -1.0034 4.52 4.874 0.481 1368 1 25 46 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 K HVEEETDDLVADGMDEGDAESAAK H 2 2532.0446 2533.0454 1.0008 -1.0034 -1.01 5.191 0.482 1536 1 25 46 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9999 R LAVNWAELR H 2 1070.5873 1070.5869 -0.0004 0 -0.37 2.678 0.236 1527 1 15 16 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9999 R LVDYLVALTR L 2 1161.6757 1162.6891 1.0134 -1.0034 8.65 3.752 0.25 1804 1 17 18 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9944 D PDNVDVYTNEEK V 2 1421.631 1421.6311 0.0001 0 0.07 3.576 0.195 1145 1 17 22 1 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 M PQLGLYTATENELGAVQR A 2 1959.0061 1960.0054 0.9993 -1.0034 -2.07 5.167 0.608 3081 1 28 34 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 M PQLGLYTATENELGAVQR A 2 1959.0061 1960.0054 0.9993 -1.0034 -2.07 5.343 0.537 2884 1 28 34 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SADDEGQSAEDVFLDKLGVPVIQTVTTMR S 3 3120.5285 3120.5342 0.0057 0 1.83 4.559 0.344 1308 1 40 112 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SADDEGQSAEDVFLDKLGVPVIQTVTTMR S 3 3120.5285 3120.5332 0.0047 0 1.51 5.382 0.381 1370 1 41 112 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SADDEGQSAEDVFLDKLGVPVIQTVTTMR S 3 3120.5285 3121.5381 1.0096 -1.0034 2.00 6.403 0.471 1920 1 47 112 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SESDLDDEPAVEAFVDELTDADAVVLWLHGAEDSMPGYEMAV L 3 4822.1426 4822.1343 -0.0083 0 -1.72 5.587 0.411 1162 1 43 172 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SESDLDDEPAVEAFVDELTDADAVVLWLHGAEDSMPGYEMAV L 3 4822.1426 4823.147 1.0044 -1.0034 0.22 5.813 0.552 1530 1 42 172 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SESDLDDEPAVEAFVDELTDADAVVLWLHGAEDSMPGYEMAV L 3 4822.1426 4823.1709 1.0283 -1.0034 5.17 4.897 0.51 581.5 1 33 172 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R SYAAIVDYLTPVMANAGTYDDLADLEELADRYR E 3 3693.7508 3693.7549 0.0041 0 1.11 3.949 0.397 504.1 1 31 128 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9993 R SYAAIVDYLTPVMANAGTYDDLADLEELADRYR E 3 3693.7508 3695.7383 1.9875 -2.0067 -5.20 3.573 0.287 385 2 26 128 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9539 R SYAAIVDYLTPVMANAGTYDDLADLEELADRYR E 3 3693.7508 3694.7481 0.9973 -1.0034 -1.64 2.875 0.145 332.3 6 23 128 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9999 K TAWDVGSEVADGVLER H 2 1702.8162 1702.8195 0.0033 0 1.94 2.642 0.326 1326 1 20 30 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R TRGETIAQVLALMGVEPVWSDAGR V 3 2555.3166 2555.3235 0.0069 0 2.70 4.561 0.313 764.4 1 32 92 2 1 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R TRGETIAQVLALMGVEPVWSDAGRVEDVEPIPLEELGRPR I 4 4384.2849 4384.2969 0.012 0 2.74 7.243 0.587 2338 1 62 234 2 2 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.985 K VYHDSDLQPPHDYVAFYR W 4 2221.0228 2221.0203 -0.0025 0 -1.13 2.946 0.113 529.6 34 35 102 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 0.9461 K VYHDSDLQPPHDYVAFYR W 4 2221.0228 2221.0242 0.0014 0 0.63 2.628 0.132 421.2 319 30 102 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R YLVAQYGDADPSYDEPVTLPTEGVYHPDHPGASIDELR A 4 4185.9443 4185.9556 0.0113 0 2.70 6.183 0.442 1771 1 55 222 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R YLVAQYGDADPSYDEPVTLPTEGVYHPDHPGASIDELR A 4 4185.9443 4187.9707 2.0264 -2.0067 4.71 5.703 0.459 1778 1 53 222 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R YLVAQYGDADPSYDEPVTLPTEGVYHPDHPGASIDELR A 3 4185.9443 4185.9351 -0.0092 0 -2.20 6.596 0.615 1131 1 46 148 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R YLVAQYGDADPSYDEPVTLPTEGVYHPDHPGASIDELR A 4 4185.9443 4185.9707 0.0264 0 6.31 5.62 0.4 1467 1 52 222 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R YLVAQYGDADPSYDEPVTLPTEGVYHPDHPGASIDELR A 3 4185.9443 4187.9478 2.0035 -2.0067 -0.76 6.024 0.586 1527 1 49 148 2 0 1
Q5UYA9_HALMA 1 Cobalamin biosynthesis protein  cobN rrnAC3019 1312 30.7 21 41 1 R YLVAQYGDADPSYDEPVTLPTEGVYHPDHPGASIDELR A 4 4185.9443 4187.9707 2.0264 -2.0067 4.71 5.829 0.466 1620 1 52 222 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R VMSFTGSTAVGR S 2 1211.5968 1211.5982 0.0014 0 1.16 2.95 0.441 1417 1 20 22 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R ALGPALALGNTVVIKPATDTPITGGLLLADIAEEAGLPDGVVNV M 4 5329.8409 5329.8887 0.0478 0 8.97 5.416 0.392 766.3 1 45 324 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R ALGPALALGNTVVIKPATDTPITGGLLLADIAEEAGLPDGVVNV M 4 5329.8409 5329.856 0.0151 0 2.83 7.181 0.495 3177 1 70 324 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R ALGPALALGNTVVIKPATDTPITGGLLLADIAEEAGLPDGVVNV M 4 5329.8409 5331.8906 2.0497 -2.0067 8.07 6.013 0.49 1550 1 51 324 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R EPAGVVGIISPWNFPLHLTTR A 3 2303.2426 2303.2459 0.0033 0 1.43 2.367 0.379 695.2 1 32 80 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R EPAGVVGIISPWNFPLHLTTR A 3 2303.2426 2303.2415 -0.0011 0 -0.48 2.852 0.43 841.9 1 35 80 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R EPAGVVGIISPWNFPLHLTTR A 2 2303.2426 2303.2461 0.0035 0 1.52 3.419 0.455 1318 1 24 40 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R EPAGVVGIISPWNFPLHLTTR A 2 2303.2426 2303.2456 0.003 0 1.30 4.279 0.531 1535 1 26 40 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R EPAGVVGIISPWNFPLHLTTR A 2 2303.2426 2303.2571 0.0145 0 6.30 3.374 0.476 919.7 1 20 40 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9999 R EPAGVVGIISPWNFPLHLTTR A 3 2303.2426 2303.2427 0.0001 0 0.04 2.777 0.283 722.5 1 33 80 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9903 R EPAGVVGIISPWNFPLHLTTR A 3 2303.2426 2303.2478 0.0052 0 2.26 2.381 0.094 638 1 32 80 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9995 R LDEIVELLATESGSVQAK A 3 1900.9993 1901.0066 0.0073 0 3.84 2.812 0.199 750.6 1 25 68 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9996 R LYIDGEWR D 2 1050.5134 1050.5054 -0.008 0 -7.62 2.379 0.221 460.4 11 11 14 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R NEYVQAMIGVMQER L 2 1666.7807 1666.7813 0.0006 0 0.36 3.166 0.423 1384 1 19 26 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9991 R NEYVQAMIGVMQERLDEIVELLATESGSVQAK A 3 3549.7695 3550.791 1.0215 -1.0034 5.11 3.596 0.255 731.9 1 25 124 2 1 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3202.4812 3202.4832 0.002 0 0.62 6.28 0.508 1698 1 39 116 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3202.4812 3202.4878 0.0066 0 2.06 3.187 0.38 429 1 42 174 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3202.4812 3202.489 0.0078 0 2.44 6.734 0.573 1766 1 42 116 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3218.4806 3219.4871 1.0065 -1.0034 0.98 4.78 0.334 971.1 1 34 116 2 0 1 SIADQIDAGM[147]VHVNDHPIQDEPNAPFGGMK
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3202.4812 3202.4883 0.0071 0 2.22 6.567 0.537 1709 1 40 116 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3202.4812 3202.4915 0.0103 0 3.22 2.976 0.286 497 1 44 174 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3234.48 3236.4673 1.9873 -2.0067 -6.00 4.813 0.403 1298 1 38 116 2 0 1 SIADQIDAGM[147]VHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3234.48 3235.491 1.011 -1.0034 2.37 3.496 0.365 592.5 1 45 174 2 0 1 SIADQIDAGM[147]VHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3218.4806 3218.4719 -0.0087 0 -2.70 6.433 0.561 1670 1 39 116 2 0 1 SIADQIDAGMVHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3218.4806 3218.4727 -0.0079 0 -2.45 5.773 0.467 1125 1 37 116 2 0 1 SIADQIDAGMVHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3202.4812 3202.4864 0.0052 0 1.62 2.794 0.363 414.5 1 43 174 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3218.4806 3218.4734 -0.0072 0 -2.24 2.929 0.279 502.3 1 45 174 2 0 1 SIADQIDAGMVHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 3 3234.48 3235.4781 0.9981 -1.0034 -1.62 4.576 0.363 782.7 1 33 116 2 0 1 SIADQIDAGM[147]VHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9999 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3218.4806 3218.48 -0.0006 0 -0.19 3.371 0.266 323.7 3 39 174 2 0 1 SIADQIDAGMVHVNDHPIQDEPNAPFGGM[147]K
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9997 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3202.4812 3202.4866 0.0054 0 1.69 2.553 0.18 539.5 1 48 174 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 0.9995 R SIADQIDAGMVHVNDHPIQDEPNAPFGGMK N 4 3218.4806 3218.479 -0.0016 0 -0.50 2.024 0.195 280 3 35 174 2 0 1 SIADQIDAGM[147]VHVNDHPIQDEPNAPFGGMK



Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R VMSFTGSTAVGR S 2 1211.5968 1211.5973 0.0005 0 0.41 2.947 0.467 1408 1 20 22 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R VMSFTGSTAVGR S 2 1227.5962 1227.5913 -0.0049 0 -3.99 2.574 0.432 1100 1 18 22 2 0 1 VM[147]SFTGSTAVGR
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R VMSFTGSTAVGR S 2 1211.5968 1211.5974 0.0006 0 0.50 3.083 0.486 1293 1 19 22 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R VMSFTGSTAVGR S 2 1227.5962 1227.5933 -0.0029 0 -2.36 2.83 0.491 930.5 1 18 22 2 0 1 VM[147]SFTGSTAVGR
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R VMSFTGSTAVGR S 2 1211.5968 1211.5979 0.0011 0 0.91 3.004 0.443 1430 1 20 22 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R YNGEWIMDELTETK W 2 1727.7712 1727.775 0.0038 0 2.20 4.205 0.535 2174 1 23 26 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R YNGEWIMDELTETK W 2 1727.7712 1727.7732 0.002 0 1.16 3.905 0.442 2014 1 22 26 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R YNGEWIMDELTETK W 2 1727.7712 1727.7741 0.0029 0 1.68 4.302 0.315 1874 1 22 26 2 0 1
Q5V0W3_HALMA 1 Aldehyde dehydrogenase (EC 1.2.1.3)  aldY4 rrnAC1973 489 35.2 9 41 1 R YNGEWIMDELTETK W 2 1727.7712 1727.772 0.0008 0 0.46 4.256 0.474 2364 1 24 26 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9998 R RIYCPNCEEETDIHEVEMSYAFK L 3 2805.2084 2803.2007 -2.0077 2 -2.74 4.791 0.294 3493 1 42 88 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R DVLIGHGAAMALK E 2 1294.7067 1294.7084 0.0017 0 1.31 2.91 0.4 1514 1 20 24 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9999 K EGELEFEELVER G 2 1477.6936 1477.6963 0.0027 0 1.83 2.557 0.256 1029 1 16 22 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9998 R FLEEPDDMGGLSPQK R 2 1661.7607 1661.7692 0.0085 0 5.12 3.747 0.104 1060 1 20 28 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9991 R FLEEPDDMGGLSPQK R 2 1661.7607 1661.7654 0.0047 0 2.83 3.426 0.045 1327 1 22 28 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R GEEAYTHLDDDGLVNPETK V 2 2101.944 2101.9453 0.0013 0 0.62 4.25 0.374 1525 1 21 36 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R GEEAYTHLDDDGLVNPETK V 2 2101.944 2101.9453 0.0013 0 0.62 3.605 0.418 1023 1 18 36 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 K GVVGHIAPQEDMPFTEEGVVPDLIINPHALPSR M 3 3533.7977 3535.7779 1.9802 -2.0067 -7.50 6.675 0.54 1087 1 39 128 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9999 R IYCPNCEEETDIHEVEMSYAFK L 3 2649.1073 2647.0977 -2.0096 2 -3.62 3.498 0.418 610.3 1 34 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9995 R IYCPNCEEETDIHEVEMSYAFK L 3 2649.1073 2647.094 -2.0133 2 -5.02 3.168 0.348 344.7 1 27 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9991 R LLDESDREWINVCGQCGMTAVENVEQR R 3 3093.3954 3091.3965 -1.9989 2 0.36 4.069 0.328 1306 1 31 104 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9977 R LLDESDREWINVCGQCGMTAVENVEQR R 3 3093.3954 3091.3823 -2.0131 2 -4.23 3.958 0.289 2103 1 39 104 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9811 K LLLDEMK A 2 860.4677 861.4717 1.004 -1.0034 0.76 1.947 0.169 344.8 8 10 12 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9999 R MTVGHILEMIGGK V 2 1384.7207 1385.7254 1.0047 -1.0034 0.97 3.693 0.288 1007 1 20 24 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9955 R MTVGHILEMIGGK V 3 1384.7207 1384.7195 -0.0012 0 -0.87 2.627 0.082 801.8 1 26 48 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9688 R MTVGHILEMIGGK V 3 1400.7201 1400.7082 -0.0119 0 -8.50 1.877 0.124 269 26 17 48 2 0 1 M[147]TVGHILEMIGGK
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9269 K NRTGEVIINADAGR A 3 1484.7695 1484.7682 -0.0013 0 -0.88 2.739 0.04 943.2 17 22 52 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9167 K NRTGEVIINADAGR A 3 1484.7695 1484.7718 0.0023 0 1.55 2.729 0.028 1197 13 24 52 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R RGDVSQMVNVSVK N 2 1417.7347 1417.7322 -0.0025 0 -1.76 3.287 0.257 1115 2 17 24 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R RPLLVVEDGEPLMTDEEVEQVK E 3 2524.273 2524.2888 0.0158 0 6.26 4.69 0.412 1896 1 37 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R RPLLVVEDGEPLMTDEEVEQVK E 3 2524.273 2524.2764 0.0034 0 1.35 4.865 0.457 1663 1 38 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9999 R RRGDVSQMVNVSVK N 3 1573.8358 1573.8358 0 0 0.00 3.307 0.33 646.8 5 20 52 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9979 R RVDGTAFTGEDEDELR G 3 1808.8177 1808.8283 0.0106 0 5.86 2.763 0.121 697.3 1 23 60 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9295 R RVDGTAFTGEDEDELR G 3 1808.8177 1808.8283 0.0106 0 5.86 2.156 0.032 477.7 12 21 60 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R SGESGVVDTVTLMEGEDGSK L 2 2011.8937 2012.8854 0.9917 -1.0034 -5.79 5.71 0.478 1379 1 23 38 2 0 1 SGESGVVDTVTLM[147]EGEDGSK
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 R SGESGVVDTVTLMEGEDGSK L 2 2011.8937 2011.8854 -0.0083 0 -4.13 4.124 0.518 1025 1 21 38 2 0 1 SGESGVVDTVTLM[147]EGEDGSK
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9996 R SRGPVQVLTR Q 2 1111.6462 1111.6466 0.0004 0 0.36 2.752 0.303 758.7 1 14 18 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9995 R SRGPVQVLTR Q 2 1111.6462 1111.6471 0.0009 0 0.81 2.764 0.284 931.7 1 15 18 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 K TQTTEQIGYDDRPAAQNFVVAVMSYEGFNIEDALVMNQGSVD A 3 4778.2228 4780.2466 2.0238 -2.0067 3.58 4.951 0.307 1002 1 33 168 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9988 R VDGTAFTGEDEDELRGSLEEHGFDSSGK E 3 2983.2955 2985.2979 2.0024 -2.0067 -1.44 3.486 0.256 621.1 1 29 108 2 1 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.998 K VGENAVLLGK T 2 998.576 998.5854 0.0094 0 9.41 2.16 0.251 334 83 11 18 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 K VYVNGSLVGTHPDPEQLAEQVR Q 3 2407.2132 2408.197 0.9838 -1.0034 -8.12 3.362 0.371 877.4 1 31 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 1 K VYVNGSLVGTHPDPEQLAEQVR Q 3 2407.2132 2407.2176 0.0044 0 1.83 3.514 0.448 922.1 1 29 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9999 K VYVNGSLVGTHPDPEQLAEQVR Q 3 2407.2132 2409.218 2.0048 -2.0067 -0.79 2.94 0.337 562.2 1 28 84 2 0 1
Q5UZR3_HALMA 1 DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)  rpoB rrnAC2429 608 59.9 22 40 0.9978 K VYVNGSLVGTHPDPEQLAEQVR Q 3 2407.2132 2408.198 0.9848 -1.0034 -7.71 2.962 0.192 651.4 1 27 84 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 3 2552.2111 2552.2173 0.0062 0 2.43 3.482 0.289 766.1 1 25 84 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.999 K ALAEWMEHGVPR L 3 1394.6765 1394.6781 0.0016 0 1.15 1.899 0.252 353.3 2 22 44 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K AWGIEDPQLLSPEEVTEHLPLVDADQIK G 3 3141.587 3141.5926 0.0056 0 1.78 4.851 0.485 1197 1 39 108 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K AWGIEDPQLLSPEEVTEHLPLVDADQIK G 3 3141.587 3142.5982 1.0112 -1.0034 2.50 4.366 0.573 1327 1 39 108 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K AWGIEDPQLLSPEEVTEHLPLVDADQIK G 3 3141.587 3141.5911 0.0041 0 1.31 4.577 0.383 1150 1 39 108 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K AWGIEDPQLLSPEEVTEHLPLVDADQIK G 3 3141.587 3141.5865 -0.0005 0 -0.16 4.91 0.48 1304 1 39 108 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K DLHTEHNPYEAGLGWAVDLETDFIGK E 4 2926.3773 2926.3711 -0.0062 0 -2.12 3.311 0.268 1136 1 44 150 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 R FDEHEGSWDFAR D 3 1494.6164 1494.6082 -0.0082 0 -5.49 2.963 0.299 1351 1 23 44 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 R LYSDLEGADGHQAYNETGGIEVAR S 3 2564.1779 2564.179 0.0011 0 0.43 5.317 0.415 3175 1 44 92 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 R NHGDSYGIGSYNHD P 2 1534.6073 1534.6084 0.0011 0 0.72 3.899 0.54 733.8 1 20 26 1 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9999 R NHGDSYGIGSYNHD P 2 1534.6073 1534.6115 0.0042 0 2.74 3.546 0.505 802.4 1 20 26 1 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 R NHGDSYGIGSYNHDPIVPDPQDLGGNDPDGEQGSVHEFTDYHM A 5 5927.5439 5929.5635 2.0196 -2.0067 2.18 6.013 0.457 1075 1 65 424 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9999 R NHGDSYGIGSYNHDPIVPDPQDLGGNDPDGEQGSVHEFTDYHM A 5 5927.5439 5928.5728 1.0289 -1.0034 4.31 4.423 0.305 1155 2 65 424 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9976 D PQDLGGNDPDGEQGSVHEFTDYHMNNATHPDRPDK A 5 3889.6622 3889.656 -0.0062 0 -1.59 4.303 0.355 1332 6 56 272 1 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9972 D PQDLGGNDPDGEQGSVHEFTDYHMNNATHPDRPDK A 5 3889.6622 3889.6677 0.0055 0 1.41 4.226 0.255 1247 1 58 272 1 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9917 K RLLVGPDRPILR D 3 1403.8725 1403.8745 0.002 0 1.42 2.679 0.06 816 3 22 44 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9991 R RLYSDLEGADGHQAYNETGGIEVAR S 4 2720.279 2720.2813 0.0023 0 0.85 2.922 0.157 926.8 3 36 144 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.998 R RLYSDLEGADGHQAYNETGGIEVAR S 4 2720.279 2720.2847 0.0057 0 2.10 3.044 0.131 923.2 4 38 144 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9746 R SEERMDFLQR R 3 1325.6079 1325.6051 -0.0028 0 -2.11 2.431 0.123 580 39 17 36 2 1 1 SEERM[147]DFLQR

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9088 R SEERMDFLQR R 3 1309.6085 1309.6106 0.0021 0 1.60 2.481 0.002 482.8 4 19 36 2 1 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VLSQFADYSR R 2 1184.5826 1184.579 -0.0036 0 -3.04 2.841 0.378 1275 1 17 18 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VLSQFADYSR R 2 1184.5826 1184.5828 0.0002 0 0.17 3.033 0.391 1306 1 17 18 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VLSQFADYSR R 2 1184.5826 1184.5854 0.0028 0 2.36 2.522 0.318 1029 1 16 18 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9998 K VLSQFADYSR R 2 1184.5826 1185.5854 1.0028 -1.0034 -0.46 2.833 0.294 1067 1 16 18 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 2 2552.2111 2552.2151 0.004 0 1.57 5.127 0.604 893.1 1 25 42 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 2 2552.2111 2552.2136 0.0025 0 0.98 5.169 0.625 762.5 1 23 42 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 2 2552.2111 2552.2151 0.004 0 1.57 4.021 0.336 576.5 1 21 42 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 2 2552.2111 2552.2178 0.0067 0 2.63 4.577 0.475 809.8 1 24 42 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 2 2552.2111 2552.2195 0.0084 0 3.29 5.096 0.62 825.5 1 24 42 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K VTDVDLSDDAFPFFTSQQFFVK N 2 2552.2111 2552.2146 0.0035 0 1.37 5.332 0.613 927.1 1 25 42 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9808 K VTDVDLSDDAFPFFTSQQFFVK N 3 2552.2111 2552.2288 0.0177 0 6.94 2.619 0.073 457.2 7 23 84 2 0 1



Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9999 K WVWTETQR D 2 1104.5352 1104.5343 -0.0009 0 -0.81 2.242 0.301 838.2 1 14 14 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 0.9871 K WVWTETQR D 2 1104.5352 1104.534 -0.0012 0 -1.09 1.672 0.107 710 1 13 14 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K YWSPIEGAEALNVR N 2 1603.7994 1603.8025 0.0031 0 1.93 3.602 0.546 1656 1 22 26 2 0 1

Q5V5Z4_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT3 pNG7366 857 30.1 18 40 1 K YWSPIEGAEALNVR N 2 1603.7994 1603.8018 0.0024 0 1.50 3.694 0.541 1624 1 22 26 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 K NAGVNLVEGTAEFVDDGTVR V 2 2061.9967 2062.0054 0.0087 0 4.22 5.745 0.609 2509 1 27 38 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R AAAGEPAAFDHQAIPAAVFTDPEIATVGMTESEAEAAGFEPVIG A 3 4966.3793 4966.3843 0.005 0 1.01 4.635 0.505 792 1 39 192 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R AAAGEPAAFDHQAIPAAVFTDPEIATVGMTESEAEAAGFEPVIG A 3 4966.3793 4966.3804 0.0011 0 0.22 5.267 0.575 1317 1 42 192 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R AAAGEPAAFDHQAIPAAVFTDPEIATVGMTESEAEAAGFEPVIG A 3 4966.3793 4966.3745 -0.0048 0 -0.97 5.196 0.487 988.4 1 40 192 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9998 K ALISASDVAHDAR Q 3 1324.6735 1324.6747 0.0012 0 0.91 2.48 0.244 538.6 1 24 48 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.999 K ALISASDVAHDAR Q 3 1324.6735 1324.674 0.0005 0 0.38 2.238 0.213 389.2 2 19 48 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9915 K ALISASDVAHDAR Q 3 1324.6735 1324.6754 0.0019 0 1.43 2.064 0.112 533.9 1 23 48 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9987 K DALALESVPEKLLVVGAGYIGMELSTVFAK L 3 3119.6828 3120.6573 0.9745 -1.0034 -9.25 3.104 0.269 968.2 1 29 116 2 1 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R GAQLGLDTTLVER D 2 1371.7358 1371.7379 0.0021 0 1.53 3.021 0.303 1408 1 18 24 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R GAQLGLDTTLVER D 2 1371.7358 1371.7367 0.0009 0 0.66 2.951 0.319 1449 1 19 24 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R GAQLGLDTTLVER D 2 1371.7358 1371.7388 0.003 0 2.19 3.175 0.406 1851 1 19 24 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R GAQLGLDTTLVER D 2 1371.7358 1371.7379 0.0021 0 1.53 3.042 0.341 1792 1 19 24 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R LEDIAGTIHTHPTLSEAVHEAAAAAR G 3 2680.3569 2680.3618 0.0049 0 1.83 6.126 0.545 2544 1 42 100 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R LEDIAGTIHTHPTLSEAVHEAAAAAR G 4 2680.3569 2680.3687 0.0118 0 4.40 3.968 0.362 900.5 1 42 150 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R LEDIAGTIHTHPTLSEAVHEAAAAAR G 3 2680.3569 2680.3633 0.0064 0 2.39 6.983 0.562 3829 1 49 100 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R LEDIAGTIHTHPTLSEAVHEAAAAAR G 4 2680.3569 2680.3626 0.0057 0 2.13 3.459 0.271 890.5 1 41 150 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9998 R LEDIAGTIHTHPTLSEAVHEAAAAAR G 4 2680.3569 2680.3662 0.0093 0 3.47 2.951 0.205 804 2 39 150 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 K LGAEVTVVEMLDDVLPGYEDDIATVVR D 2 2917.463 2917.4737 0.0107 0 3.67 3.587 0.566 503.5 1 22 52 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.996 K LGAEVTVVEMLDDVLPGYEDDIATVVR D 2 2917.463 2918.4707 1.0077 -1.0034 1.49 2.67 0.163 280.6 1 15 52 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9998 K LGAEVTVVEMLDDVLPGYEDDIATVVRDR A 3 3188.5911 3188.5904 -0.0007 0 -0.22 3.554 0.284 435.4 3 24 112 2 1 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9997 K LGAEVTVVEMLDDVLPGYEDDIATVVRDR A 3 3188.5911 3189.6087 1.0176 -1.0034 4.47 3.759 0.327 478.5 3 24 112 2 1 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 K NAGVNLVEGTAEFVDDGTVR V 2 2061.9967 2062.001 0.0043 0 2.09 4.596 0.596 2596 1 27 38 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 K NAGVNLVEGTAEFVDDGTVR V 2 2061.9967 2062.0034 0.0067 0 3.25 3.62 0.321 1092 1 21 38 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 K NAGVNLVEGTAEFVDDGTVR V 2 2061.9967 2062.0025 0.0058 0 2.81 4.293 0.559 1859 1 25 38 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 K NAGVNLVEGTAEFVDDGTVR V 2 2061.9967 2061.9973 0.0006 0 0.29 5.608 0.606 2203 1 26 38 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9986 K NAGVNLVEGTAEFVDDGTVR V 3 2061.9967 2061.9988 0.0021 0 1.02 2.781 0.181 553.9 4 23 76 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9996 R PMAVPGFEFDGEHILSSK D 3 1959.94 1959.9445 0.0045 0 2.30 4.037 0.375 1677 1 36 68 1 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9943 R PMAVPGFEFDGEHILSSK D 3 1959.94 1959.9445 0.0045 0 2.30 3.176 0.305 869.8 1 33 68 1 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R QAESMGVFADPAVDMAGMTEWK D 2 2370.033 2370.0318 -0.0012 0 -0.51 4.848 0.573 1452 1 26 42 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R TAFESVFAVGDVAGEPMLAHK A 3 2175.067 2175.0698 0.0028 0 1.29 3.726 0.463 980.5 1 37 80 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R TAFESVFAVGDVAGEPMLAHK A 3 2175.067 2175.074 0.007 0 3.22 3.615 0.453 712.1 1 33 80 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R VAHGGEGQGSESLSFEHAIVATGSRPMAVPGFEFDGEHILSSK D 5 4424.1131 4426.1133 2.0002 -2.0067 -1.47 5.143 0.404 1516 1 70 336 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R VAHGGEGQGSESLSFEHAIVATGSRPMAVPGFEFDGEHILSSK D 5 4424.1131 4426.1133 2.0002 -2.0067 -1.47 4.825 0.365 1693 1 69 336 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R VAHGGEGQGSESLSFEHAIVATGSRPMAVPGFEFDGEHILSSK D 5 4424.1131 4424.1143 0.0012 0 0.27 4.873 0.419 964.9 1 62 336 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R VAHGGEGQGSESLSFEHAIVATGSRPMAVPGFEFDGEHILSSK D 5 4424.1131 4426.1133 2.0002 -2.0067 -1.47 5.014 0.425 1249 1 66 336 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 1 R VQTVDEDEVVTEYNAEK C 2 1966.9007 1966.9064 0.0057 0 2.90 5.589 0.57 2403 1 26 32 2 0 1

DLDH2_HALMAReview 1 Dihydrolipoyl dehydrogenase 2 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
2)  lpdA2 rrnAC2953 472 60 14 39 0.9998 R VQTVDEDEVVTEYNAEK C 2 1966.9007 1966.9013 0.0006 0 0.31 3.419 0.135 885.3 1 18 32 2 0 1

Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 0.9886 K TTGLYVNSMLAGEEAR R 2 1710.8247 1711.652 0.8273 -1.0034 -102.90 1.905 0.224 555.5 1 14 30 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R DGEIYTPGLAESILEGITR N 2 2033.0317 2033.0355 0.0038 0 1.87 5.334 0.609 1564 1 28 36 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R DGEIYTPGLAESILEGITR N 2 2033.0317 2033.0313 -0.0004 0 -0.20 5.121 0.575 1269 1 26 36 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R DGEIYTPGLAESILEGITR N 2 2033.0317 2034.0454 1.0137 -1.0034 5.09 4.823 0.56 1365 1 26 36 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R DGEIYTPGLAESILEGITR N 2 2033.0317 2033.0435 0.0118 0 5.80 5.108 0.615 1303 1 26 36 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K EGNVAEGPGENIFMVR D 2 1717.8093 1717.8131 0.0038 0 2.21 3.304 0.529 1357 1 22 30 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K EGNVAEGPGENIFMVR D 2 1717.8093 1717.812 0.0027 0 1.57 3.424 0.561 1248 1 22 30 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R GELYTADELFFTGTAAEVTPIR S 2 2400.1849 2400.1948 0.0099 0 4.12 5.217 0.545 2671 1 28 42 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R GELYTADELFFTGTAAEVTPIR S 2 2400.1849 2401.1853 1.0004 -1.0034 -1.23 5.432 0.524 2296 1 27 42 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R GELYTADELFFTGTAAEVTPIR S 2 2400.1849 2400.1927 0.0078 0 3.25 5.465 0.555 2375 1 26 42 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K GPVTDELQSAFFDVIESGDREEWFHYV - 3 3171.4461 3173.4678 2.0217 -2.0067 4.73 5.176 0.448 1073 1 37 104 2 1 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K GPVTDELQSAFFDVIESGDREEWFHYV - 3 3171.4461 3171.4622 0.0161 0 5.08 4.859 0.385 1324 1 36 104 2 1 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K GPVTDELQSAFFDVIESGDREEWFHYV - 3 3171.4461 3172.4478 1.0017 -1.0034 -0.52 4.501 0.438 1661 1 38 104 2 1 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K GPVTDELQSAFFDVIESGDREEWFHYV - 3 3171.4461 3171.4497 0.0036 0 1.14 4.501 0.462 930.8 1 31 104 2 1 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R IWMDGEFVDFEDAQTHVLTHALHYGTGVFEGVR C 5 3775.7729 3777.7808 2.0079 -2.0067 0.32 4.789 0.41 1048 1 62 256 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R IWMDGEFVDFEDAQTHVLTHALHYGTGVFEGVR C 5 3775.7729 3775.7761 0.0032 0 0.85 5.628 0.549 1398 1 68 256 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R NGYTEAIVLNK E 2 1220.6401 1220.6254 -0.0147 0 -12.04 2.704 0.4 964.7 1 16 20 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 0.9998 R NGYTEAIVLNK E 2 1220.6401 1221.0653 0.4252 0 348.34 2.57 0.229 851.4 1 15 20 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R NTAITLAEEMGYTVHEEATISR G 3 2435.1638 2435.1677 0.0039 0 1.60 4.082 0.471 1620 1 37 84 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R NTAITLAEEMGYTVHEEATISR G 3 2435.1638 2435.1658 0.002 0 0.82 3.385 0.298 1426 1 32 84 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K SAKPYDLDIEFSKDELTEATTELIETEGFESCYIRPIVYYGFDSLG T 5 6208.9588 6210.9634 2.0046 -2.0067 -0.34 5.171 0.383 861.2 1 60 432 2 2 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K SAKPYDLDIEFSKDELTEATTELIETEGFESCYIRPIVYYGFDSLG T 5 6208.9588 6207.9732 -0.9856 1 2.32 5.241 0.383 637.9 1 59 432 2 2 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 R SVDDNEIGEGTKGPVTDELQSAFFDVIESGDREEWFHYV - 4 4415.9982 4415.9878 -0.0104 0 -2.36 5.232 0.337 1661 1 55 228 2 2 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 0.9999 R SVDDNEIGEGTKGPVTDELQSAFFDVIESGDREEWFHYV - 4 4415.9982 4416.0127 0.0145 0 3.28 4.467 0.265 1188 1 48 228 2 2 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 0.9998 R SVDDNEIGEGTKGPVTDELQSAFFDVIESGDREEWFHYV - 4 4415.9982 4418.0108 2.0126 -2.0067 1.34 4.532 0.285 947.9 1 50 228 2 2 1



Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTGLYVNSMLAGEEAR R 2 1710.8247 1710.8271 0.0024 0 1.40 3.742 0.474 3328 1 25 30 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 3 3222.5332 3222.5391 0.0059 0 1.83 4.186 0.387 753.7 1 27 112 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 3 3222.5332 3223.5462 1.013 -1.0034 2.99 3.796 0.398 664.6 1 26 112 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 2 3222.5332 3222.5337 0.0005 0 0.16 3.722 0.579 1344 1 25 56 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 2 3222.5332 3223.5454 1.0122 -1.0034 2.75 3.865 0.578 1075 1 23 56 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 2 3222.5332 3223.5491 1.0159 -1.0034 3.89 4.073 0.536 854.8 1 20 56 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 2 3222.5332 3222.5264 -0.0068 0 -2.11 4.295 0.593 1076 1 23 56 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 1 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 3 3222.5332 3223.544 1.0108 -1.0034 2.31 5.668 0.543 995 1 35 112 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 0.9993 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 3 3222.5332 3222.5264 -0.0068 0 -2.11 3.062 0.205 439.7 5 23 112 2 0 1
Q5UY65_HALMA 1 Branched-chain amino acid aminotransferase  ilvE1 rrnAC3071 382 71.7 12 39 0.9991 K TTIAAWPWGAYLGEEALEEGVDVMVSSWR K 4 3222.5332 3222.5269 -0.0063 0 -1.95 3.634 0.107 1555 1 45 168 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9996 K SVSGDGQEAASRDQTLATPATR K 3 2217.0621 2218.0581 0.996 -1.0034 -3.32 3.311 0.302 1281 1 32 84 2 1 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K ASDDGDSPTAAVSQVDAGDTDDGTAVK S 2 2564.0998 2565.1055 1.0057 -1.0034 0.92 5.559 0.585 1509 1 26 52 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K ASDDGDSPTAAVSQVDAGDTDDGTAVK S 2 2564.0998 2564.1253 0.0255 0 9.95 3.299 0.503 734.3 1 21 52 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R DAHNIGVAAATDHGLVVPVVNDVDGK G 3 2582.3088 2582.3194 0.0106 0 4.10 5.308 0.37 1726 1 39 100 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R DAHNIGVAAATDHGLVVPVVNDVDGK G 3 2582.3088 2582.3213 0.0125 0 4.84 4.902 0.395 1138 1 35 100 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9993 R DAHNIGVAAATDHGLVVPVVNDVDGK G 4 2582.3088 2582.315 0.0062 0 2.40 2.277 0.135 972 1 45 150 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9806 R DAHNIGVAAATDHGLVVPVVNDVDGK G 4 2582.3088 2582.3145 0.0057 0 2.21 2.483 0.017 670.5 3 43 150 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9196 R DAHNIGVAAATDHGLVVPVVNDVDGK G 4 2582.3088 2582.3128 0.004 0 1.55 2.431 0.046 516.2 58 36 150 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9472 R DGQPYVDEAAVR T 2 1318.6153 1318.6254 0.0101 0 7.66 1.704 0.117 266.7 18 12 22 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9987 R DVTLTYTPFVVK C 2 1381.7493 1381.7522 0.0029 0 2.10 2.273 0.252 264.9 36 12 22 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R ELDVNIDAVPTDQTR D 2 1684.8268 1684.829 0.0022 0 1.31 3.515 0.414 838.8 1 21 28 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9999 R ELDVNIDAVPTDQTR D 2 1684.8268 1685.8454 1.0186 -1.0034 9.05 3.06 0.384 588.7 1 18 28 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K ERPVAEDGEVVAKPTLPLSLAIDHR V 4 2711.4606 2711.4649 0.0043 0 1.59 5.068 0.46 2095 1 49 144 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K ERPVAEDGEVVAKPTLPLSLAIDHR V 4 2711.4606 2711.4644 0.0038 0 1.40 5.144 0.505 2409 1 52 144 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K ERPVAEDGEVVAKPTLPLSLAIDHR V 4 2711.4606 2711.468 0.0074 0 2.73 5.254 0.444 1623 1 45 144 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R EVPHATHHDQVVVSGLVEAR E 3 2179.1134 2179.1182 0.0048 0 2.20 3.462 0.425 880 1 28 76 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9919 R EVPHATHHDQVVVSGLVEAR E 4 2179.1134 2179.1118 -0.0016 0 -0.73 3 0.104 1085 12 37 114 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9895 R EVPHATHHDQVVVSGLVEAR E 4 2179.1134 2179.1167 0.0033 0 1.51 2.78 0.079 979.5 8 35 114 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R FVNTLKEYLSDPTR L 3 1681.8675 1681.8688 0.0013 0 0.77 3.819 0.36 1465 1 29 52 2 1 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K GLVELAGEVNDLVGR A 2 1539.8256 1539.828 0.0024 0 1.56 3.222 0.503 1358 1 20 28 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K GLVELAGEVNDLVGR A 2 1539.8256 1539.8274 0.0018 0 1.17 3.312 0.5 1682 1 21 28 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K GLVELAGEVNDLVGR A 2 1539.8256 1539.8295 0.0039 0 2.53 3.208 0.422 1554 1 21 28 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 K GLVELAGEVNDLVGR A 2 1539.8256 1539.8291 0.0035 0 2.27 3.552 0.512 1671 1 21 28 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9999 K HPVLNTALDTENEEIVYR D 3 2112.0487 2112.0474 -0.0013 0 -0.62 2.393 0.316 348.5 3 19 68 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9999 R LAPLAEERDVTLTYTPFVVK C 3 2261.2307 2261.2376 0.0069 0 3.05 3.237 0.289 887.9 1 25 76 2 1 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 - MFEFNLPDLGEGVAEGEVLTWR V 2 2508.1995 2508.2088 0.0093 0 3.71 5.84 0.614 1768 1 30 42 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 - MFEFNLPDLGEGVAEGEVLTWR V 2 2508.1995 2508.2046 0.0051 0 2.03 5.776 0.611 1513 1 28 42 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 - MFEFNLPDLGEGVAEGEVLTWR V 2 2508.1995 2508.211 0.0115 0 4.58 5.238 0.624 1181 1 25 42 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9998 - MFEFNLPDLGEGVAEGEVLTWR V 3 2508.1995 2508.1966 -0.0029 0 -1.16 3.122 0.22 529.1 1 23 84 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9995 K PTLPLSLAIDHR V 3 1331.7561 1331.7682 0.0121 0 9.09 3.931 0.335 1142 1 26 44 1 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 D SAASEAAAADEQSGASTSTADGR V 2 2109.9046 2109.9007 -0.0039 0 -1.85 5.352 0.573 2076 1 27 44 1 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9407 R TYAEAQQAAQAADAEAVSAEGGAAGTAAEAGGAGAETTAVE R 3 4308.9126 4309.9243 1.0117 -1.0034 1.94 2.666 0.053 528.6 1 33 184 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R TYAEAQQAAQAADAEAVSAEGGAAGTAAEAGGAGAETTAVE E 3 4465.0137 4467.0293 2.0156 -2.0067 1.99 5.636 0.467 1956 1 51 188 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R TYAEAQQAAQAADAEAVSAEGGAAGTAAEAGGAGAETTAVE E 3 4465.0137 4466.0357 1.022 -1.0034 4.18 3.985 0.42 1029 1 40 188 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 0.9999 R TYAEAQQAAQAADAEAVSAEGGAAGTAAEAGGAGAETTAVE G 4 5010.2735 5012.2788 2.0053 -2.0067 -0.28 4.911 0.332 787.3 1 49 306 2 1 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R VTEGDVEAATASADEATASDDSPTSVVSK A 2 2809.2625 2809.2847 0.0222 0 7.90 5.393 0.623 1714 1 27 56 2 0 1

Q5UYG4_HALMA 1 Dihydrolipoamide acetyltransferase component of pyruvate
dehydrogenasecomplex (EC 2.3.1.12)  pdhC2 rrnAC2955 545 62.4 19 39 1 R VTEGDVEAATASADEATASDDSPTSVVSK A 2 2809.2625 2809.2625 0 0 0.00 5.146 0.595 1335 1 25 56 2 0 1

Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9993 M SDDQDHGFETDALHVGQEEPDAEAR S 4 2767.1593 2767.1607 0.0014 0 0.51 3.417 0.339 918.7 1 43 144 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9998 K AAAGVTDDMVR L 2 1104.5233 1104.5229 -0.0004 0 -0.36 2.407 0.252 901 1 17 20 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9998 K AAAGVTDDMVR L 2 1104.5233 1104.5236 0.0003 0 0.27 2.439 0.281 575 3 14 20 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R APPLYQTTSYVFEDAEDAAK Q 3 2215.0321 2215.0379 0.0058 0 2.62 4.412 0.441 1362 1 31 76 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R APPLYQTTSYVFEDAEDAAK Q 2 2215.0321 2215.0376 0.0055 0 2.48 5.875 0.622 3626 1 29 38 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R APPLYQTTSYVFEDAEDAAK Q 2 2215.0321 2215.033 0.0009 0 0.41 5.676 0.618 3484 1 28 38 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R APPLYQTTSYVFEDAEDAAK Q 2 2215.0321 2215.0364 0.0043 0 1.94 4.244 0.587 2264 1 26 38 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R APPLYQTTSYVFEDAEDAAK Q 2 2215.0321 2215.0313 -0.0008 0 -0.36 4.707 0.489 1648 1 22 38 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9998 R APPLYQTTSYVFEDAEDAAK Q 2 2215.0321 2215.0376 0.0055 0 2.48 3.161 0.181 886.2 1 19 38 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9998 R APPLYQTTSYVFEDAEDAAK Q 3 2215.0321 2215.0349 0.0028 0 1.26 2.988 0.277 433.7 12 24 76 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R APPLYQTTSYVFEDAEDAAKQFALEKPGHIYSR L 5 3741.8315 3741.845 0.0135 0 3.61 4.465 0.388 1721 1 62 256 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R ERFEDAAFTYAAIAR G 3 1729.8424 1729.8434 0.001 0 0.58 3.653 0.306 1389 1 24 56 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R FEDAAFTYAAIAR G 2 1444.6987 1445.7254 1.0267 -1.0034 16.16 4.029 0.438 1434 1 21 24 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R LMNPTVGMLQER L 2 1387.6952 1387.7053 0.0101 0 7.28 2.553 0.4 1042 1 17 22 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9999 R LMNPTVGMLQER L 2 1387.6952 1387.7053 0.0101 0 7.28 2.697 0.278 1073 1 17 22 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9987 R LMNPTVGMLQER L 2 1419.694 1420.7053 1.0113 -1.0034 5.60 2.667 0.21 1283 1 18 22 2 0 1 LM[147]NPTVGM[147]LQER
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9839 R LMNPTVGMLQER L 2 1419.694 1420.684 0.99 -1.0034 -9.40 2.499 0.096 658.3 2 15 22 2 0 1 LM[147]NPTVGM[147]LQER
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9999 R LSVGTESVEDIK A 2 1275.6558 1275.6654 0.0096 0 7.53 2.363 0.35 612.4 3 15 22 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9994 R LSVGTESVEDIK A 2 1275.6558 1275.6654 0.0096 0 7.53 2.118 0.249 706.2 2 16 22 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R LSVGTESVEDIKADLDQAIGQATN - 2 2473.2184 2473.2249 0.0065 0 2.63 4.864 0.454 1885 1 27 46 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R LSVGTESVEDIKADLDQAIGQATN - 2 2473.2184 2473.2241 0.0057 0 2.30 4.667 0.452 1714 1 27 46 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9993 R LSVGTESVEDIKADLDQAIGQATN - 2 2473.2184 2473.2093 -0.0091 0 -3.68 3.365 0.238 1232 1 23 46 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9998 M SDDQDHGFETDALHVGQEEPDAEAR S 3 2767.1593 2767.1612 0.0019 0 0.69 4.423 0.427 2173 1 39 96 2 0 1



Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9988 M SDDQDHGFETDALHVGQEEPDAEAR S 3 2767.1593 2768.168 1.0087 -1.0034 1.93 4.529 0.393 1573 1 34 96 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9986 M SDDQDHGFETDALHVGQEEPDAEAR S 4 2767.1593 2767.1638 0.0045 0 1.63 3.765 0.301 983 1 45 144 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9985 M SDDQDHGFETDALHVGQEEPDAEAR S 4 2767.1593 2767.1609 0.0016 0 0.58 3.108 0.303 1168 1 47 144 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9961 M SDDQDHGFETDALHVGQEEPDAEAR S 4 2767.1593 2767.1619 0.0026 0 0.94 3.922 0.326 604.7 8 37 144 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEK A 3 2161.1015 2161.1055 0.004 0 1.85 4.366 0.436 1188 1 33 72 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEK A 3 2161.1015 2161.1011 -0.0004 0 -0.19 4.169 0.413 1196 1 32 72 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEK A 2 2161.1015 2162.1055 1.004 -1.0034 0.30 3.748 0.474 785 1 20 36 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEK A 2 2161.1015 2161.1055 0.004 0 1.85 2.885 0.426 512.8 1 20 36 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEKAAAGVTDDMVR L 3 3247.6143 3248.6216 1.0073 -1.0034 1.22 7.063 0.484 1650 1 47 116 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEKAAAGVTDDMVR L 4 3247.6143 3249.6109 1.9966 -2.0067 -3.11 4.296 0.428 1789 1 53 174 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 K TLIIHPASTTHQQLTDEEKAAAGVTDDMVR L 4 3247.6143 3247.6204 0.0061 0 1.88 4.885 0.442 1854 1 55 174 2 1 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R TTVESTEIASLLANVGDAK T 3 1917.9895 1917.9938 0.0043 0 2.24 4.221 0.289 1185 2 30 72 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R TTVESTEIASLLANVGDAK T 2 1917.9895 1917.9918 0.0023 0 1.20 4.625 0.338 2832 1 25 36 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 1 R TTVESTEIASLLANVGDAK T 2 1917.9895 1917.9959 0.0064 0 3.34 4.28 0.317 2031 1 22 36 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9993 R TTVESTEIASLLANVGDAK T 3 1917.9895 1917.9923 0.0028 0 1.46 2.558 0.284 532.6 74 22 72 2 0 1
Q5UZ20_HALMA 1 O-acetylhomoserine (Thiol)-lyase (EC 2.5.1.49)  cysD rrnAC2716 432 36.6 12 39 0.9963 R TTVESTEIASLLANVGDAK T 2 1917.9895 1917.9925 0.003 0 1.56 2.155 0.213 237.4 19 12 36 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R SVYEGVQDVGR E 2 1207.5833 1207.5821 -0.0012 0 -0.99 3.162 0.411 1185 1 17 20 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 K DALAALEELDMPDVIR T 2 1785.8863 1785.8861 -0.0002 0 -0.11 3.206 0.385 970.5 1 19 30 2 0 1 DALAALEELDM[147]PDVIR
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.999 R ENTLMLSDDSEADASPK L 2 1837.7932 1838.8053 1.0121 -1.0034 4.76 2.37 0.292 868.8 1 18 32 2 0 1 ENTLM[147]LSDDSEADASPK
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R KDALAALEELDMPDVIR T 2 1897.9819 1897.9876 0.0057 0 3.00 5.84 0.546 3050 1 27 32 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R KDALAALEELDMPDVIR T 3 1913.9813 1914.9982 1.0169 -1.0034 7.08 4.483 0.31 2054 1 32 64 2 0 1 KDALAALEELDM[147]PDVIR
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R KDALAALEELDMPDVIR T 3 1897.9819 1897.9949 0.013 0 6.85 4.517 0.235 1489 1 33 64 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R KDALAALEELDMPDVIR T 2 1897.9819 1897.9654 -0.0165 0 -8.69 3.529 0.49 251.7 1 18 32 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R KDALAALEELDMPDVIR T 3 1897.9819 1897.9896 0.0077 0 4.06 4.387 0.345 1072 1 28 64 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9965 R KDALAALEELDMPDVIR T 2 1897.9819 1895.9308 -2.0511 2 -26.92 3.17 0.248 565.6 1 21 32 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 K LIINNHDTEASHSATVGQVDAEDMFYMTSR G 4 3383.5124 3383.5098 -0.0026 0 -0.77 4.127 0.296 1664 1 46 174 2 0 1 LIINNHDTEASHSATVGQVDAEDM[147]FYM[147]TSR
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 K LIINNHDTEASHSATVGQVDAEDMFYMTSR G 4 3351.5136 3351.521 0.0074 0 2.21 4.052 0.429 1902 1 43 174 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 K LIINNHDTEASHSATVGQVDAEDMFYMTSR G 3 3351.5136 3351.5132 -0.0004 0 -0.12 5.447 0.4 1141 1 38 116 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9999 K LIINNHDTEASHSATVGQVDAEDMFYMTSR G 4 3351.5136 3351.5178 0.0042 0 1.25 3.17 0.219 1493 1 42 174 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.99 K LIINNHDTEASHSATVGQVDAEDMFYMTSR G 4 3367.513 3367.5039 -0.0091 0 -2.70 3.274 0.352 2199 1 48 174 2 0 1 LIINNHDTEASHSATVGQVDAEDMFYM[147]TSR
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R LLGDSSESQILGAFFGHEDQHFDIASR V 4 2975.4049 2975.4038 -0.0011 0 -0.37 2.334 0.264 1083 1 52 156 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R LLGDSSESQILGAFFGHEDQHFDIASR V 4 2975.4049 2975.4246 0.0197 0 6.62 3.381 0.352 901.6 1 48 156 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R LLGDSSESQILGAFFGHEDQHFDIASR V 4 2975.4049 2975.4102 0.0053 0 1.78 2.864 0.376 1128 1 52 156 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3752.854 3752.8762 0.0222 0 5.92 4.029 0.311 787.1 1 32 120 2 1 1 NM[147]LVEGFFVPVLEEVEVDELREDLDQLIYER
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3752.854 3753.8782 1.0242 -1.0034 5.56 4.293 0.449 828.8 1 34 120 2 1 1 NM[147]LVEGFFVPVLEEVEVDELREDLDQLIYER
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9999 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3736.8546 3736.8743 0.0197 0 5.27 3.713 0.269 829.6 1 33 120 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9999 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3736.8546 3737.8579 1.0033 -1.0034 -0.01 3.614 0.343 613.9 1 28 120 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9999 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3752.854 3754.8379 1.9839 -2.0067 -6.08 3.948 0.333 729.8 1 30 120 2 1 1 NM[147]LVEGFFVPVLEEVEVDELREDLDQLIYER
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9998 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3736.8546 3738.8782 2.0236 -2.0067 4.52 3.789 0.326 796.7 1 33 120 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9997 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3752.854 3754.8379 1.9839 -2.0067 -6.08 3.699 0.303 475.5 1 26 120 2 1 1 NM[147]LVEGFFVPVLEEVEVDELREDLDQLIYER
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9959 K NMLVEGFFVPVLEEVEVDELREDLDQLIYER L 3 3736.8546 3737.8579 1.0033 -1.0034 -0.01 3.126 0.214 661.4 1 28 120 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9997 K RGHADTYATVNWIDGNIGSR L 4 2202.0566 2202.0586 0.002 0 0.91 2.716 0.168 1313 1 38 114 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R SVYEGVQDVGR E 2 1207.5833 1207.5846 0.0013 0 1.08 3.338 0.34 1289 1 17 20 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R SVYEGVQDVGR E 2 1207.5833 1207.5845 0.0012 0 0.99 3.195 0.411 1416 1 18 20 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R SVYEGVQDVGR E 2 1207.5833 1207.5835 0.0002 0 0.17 3.116 0.395 1355 1 17 20 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R TWTNLDALEYESLVDPLDYAQDK D 2 2698.265 2698.2671 0.0021 0 0.78 4.347 0.546 1037 1 22 44 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R TWTNLDALEYESLVDPLDYAQDKDR V 3 2969.393 2969.4014 0.0084 0 2.83 4.429 0.354 1465 1 42 96 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9999 R TWTNLDALEYESLVDPLDYAQDKDR V 3 2969.393 2969.3914 -0.0016 0 -0.54 4.315 0.276 1550 1 42 96 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 0.9908 R TWTNLDALEYESLVDPLDYAQDKDR V 3 2969.393 2969.3999 0.0069 0 2.32 2.435 0.19 360.5 5 23 96 2 1 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R VWHEAEHTIADLVTR G 3 1775.8955 1775.8991 0.0036 0 2.03 3.766 0.325 1776 1 33 56 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R VWHEAEHTIADLVTR G 3 1775.8955 1775.8987 0.0032 0 1.80 4.172 0.369 1865 1 32 56 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R VWHEAEHTIADLVTR G 2 1775.8955 1775.8975 0.002 0 1.13 4.827 0.505 1820 1 22 28 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R VWHEAEHTIADLVTR G 3 1775.8955 1775.8966 0.0011 0 0.62 3.73 0.315 2049 1 34 56 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R VWHEAEHTIADLVTR G 2 1775.8955 1775.8987 0.0032 0 1.80 4.351 0.51 1831 1 22 28 2 0 1
Q5V187_HALMA 1 Hypothetical protein  rrnAC1828 rrnAC1828 403 47.9 11 39 1 R VWHEAEHTIADLVTR G 3 1775.8955 1775.8996 0.0041 0 2.31 3.506 0.406 1974 1 34 56 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9402 R YVSNGPEAHPGANYVK R 3 1701.8111 1701.8151 0.004 0 2.35 1.951 0.035 353.9 2 25 60 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 K ALSVDLTEEDMNKLMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 4632.2073 4633.2217 1.0144 -1.0034 2.39 6.918 0.51 2094 1 55 234 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R DSAGDIAEDHFGEDNPAVIMAESGAR G 3 2673.1613 2673.1646 0.0033 0 1.23 4.983 0.386 2024 1 39 100 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R DSAGDIAEDHFGEDNPAVIMAESGAR G 3 2673.1613 2673.1677 0.0064 0 2.39 4.517 0.362 1722 1 34 100 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9994 R DWFEDIPDEDIEVLGMKPAR S 3 2374.1151 2374.1172 0.0021 0 0.88 2.632 0.208 671.7 1 23 76 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9999 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4023.895 0.0129 0 3.21 3.192 0.287 674.6 1 48 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9999 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4024.9002 1.0181 -1.0034 3.67 3.198 0.326 781.5 1 49 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9996 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4023.8906 0.0085 0 2.11 3.051 0.196 677.8 1 46 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9027 R EAEEQINDAIDSAYDRVEELIETYDRGELESLPGR T 4 4023.8821 4025.9309 2.0488 -2.0067 10.46 2.1 0.001 527.7 1 41 204 2 2 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4027 2738.406 0.0033 0 1.21 2.867 0.258 1115 1 43 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4027 2738.4036 0.0009 0 0.33 4.766 0.304 738.2 1 42 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9992 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4027 2739.4109 1.0082 -1.0034 1.77 3.095 0.186 745.9 1 40 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9823 R FGENIIGAIQDHISGTYLLTHTNPK F 4 2738.4027 2738.3933 -0.0094 0 -3.43 3.244 0.103 550.6 33 37 144 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 K FNETQALDLLR A 2 1318.6881 1318.69 0.0019 0 1.44 3.513 0.348 1655 1 17 20 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9943 K FNETQALDLLR A 2 1318.6881 1318.6951 0.007 0 5.31 2.223 0.108 562.4 5 13 20 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 K HEKPTTYYEVQDVLASDYPER I 3 2539.1867 2539.2017 0.015 0 5.91 4.03 0.385 982.3 1 26 80 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R IAAAMEESEDPISPIELSEETGIDSSR V 2 2875.328 2876.3255 0.9975 -1.0034 -2.03 4.644 0.647 1022 1 24 52 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.984 R IAAAMEESEDPISPIELSEETGIDSSRVQEILSGEFRPR Q 4 4287.0852 4287.085 -0.0002 0 -0.05 3.594 0.177 373.2 74 32 228 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R IDELPEADGVDEGGEEYWTGR S 2 2336.008 2336.0054 -0.0026 0 -1.11 4.409 0.368 1643 1 24 40 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9998 R ILVNEVSALAMR S 2 1314.7329 1314.7254 -0.0075 0 -5.70 2.32 0.272 690.4 1 16 22 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9796 R ILVNEVSALAMR S 2 1330.7323 1328.6946 -2.0377 2 -28.33 2.202 0.251 589.8 1 15 22 2 0 1 ILVNEVSALAM[147]R
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9998 K LMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 3186.5365 3186.5479 0.0114 0 3.58 2.013 0.25 762.3 1 46 156 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9976 K LMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 3186.5365 3186.5474 0.0109 0 3.42 2.067 0.12 773.7 1 48 156 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9968 K LMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 3186.5365 3186.5459 0.0094 0 2.95 2.185 0.104 614.6 1 43 156 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9933 K LMPSDIRDWFEDIPDEDIEVLGMKPAR S 4 3202.5359 3203.5425 1.0066 -1.0034 1.01 2.257 0.134 365.1 1 40 156 2 1 1 LM[147]PSDIRDWFEDIPDEDIEVLGMKPAR
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9983 R RLINALSELETQYDGTVR D 3 2077.0804 2078.0781 0.9977 -1.0034 -2.72 2.813 0.204 653.5 1 26 68 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9992 R RYVSNGPEAHPGANYVK R 3 1857.9122 1857.9131 0.0009 0 0.48 2.938 0.156 1029 1 28 64 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9756 M SSQQTPQEIGQLSFGLMDPEEYREMSATK V 3 3286.5122 3286.5156 0.0034 0 1.03 3.664 0.281 301.9 1 26 112 2 1 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R TVISPDPTLSLNEVGVPDR V 2 2008.0477 2008.0489 0.0012 0 0.60 3.712 0.543 1264 1 24 36 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9999 R VQEQMLSPR F 2 1086.5492 1086.5474 -0.0018 0 -1.66 2.597 0.254 1398 1 15 16 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9999 R VQEQMLSPR F 2 1086.5492 1086.55 0.0008 0 0.74 2.788 0.206 1173 1 14 16 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9994 R VQEQMLSPR F 2 1086.5492 1086.5507 0.0015 0 1.38 2.465 0.133 1364 1 15 16 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 1 R YVSNGPEAHPGANYVK R 2 1701.8111 1701.8189 0.0078 0 4.58 2.6 0.367 719.2 1 16 30 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9987 R YVSNGPEAHPGANYVK R 2 1701.8111 1701.8172 0.0061 0 3.58 2.082 0.21 545.4 1 13 30 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9939 R YVSNGPEAHPGANYVK R 3 1701.8111 1701.8112 0.0001 0 0.06 1.929 0.156 537.6 1 28 60 2 0 1
Q5UZR4_HALMA 1 DNA-directed RNA polymerase (EC 2.7.7.6)  rpoA rrnAC2428 969 35.2 20 38 0.9892 R YVSNGPEAHPGANYVK R 3 1701.8111 1701.8163 0.0052 0 3.06 1.935 0.125 577.4 1 30 60 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K QMIVAGFIEPITEELPIEYAVELNR L 2 2873.4885 2873.4947 0.0062 0 2.16 4.061 0.52 885.3 1 22 48 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 3 4463.109 4463.1245 0.0155 0 3.47 5.852 0.581 965.7 1 40 152 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4463.109 4463.1299 0.0209 0 4.68 4.144 0.434 726.9 1 49 228 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.999 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4463.109 4462.3081 -0.8009 1 44.61 3.865 0.277 591.6 1 49 228 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9989 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4463.109 4463.125 0.016 0 3.58 3.322 0.105 634.9 1 49 228 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9897 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4479.1084 4479.1021 -0.0063 0 -1.41 3.314 0.173 556.7 1 48 228 2 0 1 ALEQFHEMPM[147]PDGWPGAPDLSEVDVDEIVPYIRPDIETR
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9831 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4463.109 4465.1309 2.0219 -2.0067 3.41 3.437 0.191 265.2 59 36 228 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9722 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4479.1084 4479.1079 -0.0005 0 -0.11 3.502 0.238 338.6 4 41 228 2 0 1 ALEQFHEM[147]PMPDGWPGAPDLSEVDVDEIVPYIRPDIETR
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9634 R ALEQFHEMPMPDGWPGAPDLSEVDVDEIVPYIRPDIETR G 4 4479.1084 4481.1309 2.0225 -2.0067 3.53 3.251 0.222 736.6 1 46 228 2 0 1 ALEQFHEM[147]PMPDGWPGAPDLSEVDVDEIVPYIRPDIETR
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K AVQEHEDILKEYFMTK A 3 1995.9656 1995.9628 -0.0028 0 -1.40 3.765 0.329 1411 1 30 60 2 1 1 AVQEHEDILKEYFM[147]TK
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9578 K AVQEHEDILKEYFMTK A 3 1979.9662 1979.9691 0.0029 0 1.46 1.982 0.108 450.9 1 22 60 2 1 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9997 K FAALHGAIWSGGSFVYVPEDTTVDMPVQAYFR M 3 3530.6969 3531.6138 0.9169 -1.0034 -24.49 4.485 0.209 936.8 1 31 124 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDK L 2 2191.9545 2191.9602 0.0057 0 2.60 5.752 0.504 1234 1 26 36 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDK L 2 2191.9545 2191.9556 0.0011 0 0.50 3.054 0.387 573.4 1 18 36 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDK L 2 2191.9545 2191.9585 0.004 0 1.82 5.544 0.546 1215 1 26 36 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDKLGIPEAEK N 3 3029.4142 3031.418 2.0038 -2.0067 -0.96 5.681 0.363 1352 1 36 104 2 1 1



Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDKLGIPEAEK N 3 3029.4142 3029.4226 0.0084 0 2.77 5.027 0.418 1003 1 33 104 2 1 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDKLGIPEAEK N 3 3029.4142 3029.4212 0.007 0 2.31 6.147 0.371 1214 1 36 104 2 1 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 R GGVDDWNDLPEEIQDTFDKLGIPEAEK N 3 3029.4142 3029.4126 -0.0016 0 -0.53 5.422 0.452 1432 1 37 104 2 1 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K GPGATDNHITIAFAGEGQDIDTGAK V 2 2455.1615 2455.1658 0.0043 0 1.75 5.511 0.589 2792 1 29 48 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K GPGATDNHITIAFAGEGQDIDTGAK V 3 2455.1615 2455.1658 0.0043 0 1.75 5.451 0.478 1829 1 36 96 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K GPGATDNHITIAFAGEGQDIDTGAK V 3 2455.1615 2455.1663 0.0048 0 1.96 5.174 0.485 2159 1 39 96 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K GPGATDNHITIAFAGEGQDIDTGAK V 3 2455.1615 2455.1643 0.0028 0 1.14 5.045 0.389 1781 1 36 96 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K IGDEDVFYLQSR G 2 1440.6885 1440.6901 0.0016 0 1.11 3.689 0.509 1569 1 19 22 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K IGDEDVFYLQSR G 2 1440.6885 1440.6905 0.002 0 1.39 3.479 0.534 1525 1 19 22 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K IGDEDVFYLQSR G 2 1440.6885 1440.6892 0.0007 0 0.49 3.444 0.524 1569 1 19 22 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K NALSGVGAQYESEIVYQNMQER W 2 2501.1537 2502.1616 1.0079 -1.0034 1.82 4.875 0.555 1199 1 22 42 2 0 1 NALSGVGAQYESEIVYQNM[147]QER
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K NALSGVGAQYESEIVYQNMQER W 2 2485.1543 2485.1553 0.001 0 0.40 4.43 0.546 1238 1 22 42 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K NALSGVGAQYESEIVYQNMQER W 2 2485.1543 2485.1538 -0.0005 0 -0.20 4.979 0.588 1692 1 26 42 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K QMIVAGFIEPITEELPIEYAVELNR L 2 2873.4885 2874.5054 1.0169 -1.0034 4.72 4.075 0.516 640.1 1 20 48 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K QMIVAGFIEPITEELPIEYAVELNR L 3 2873.4885 2873.4993 0.0108 0 3.76 5.549 0.401 2189 1 37 96 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9999 K QMIVAGFIEPITEELPIEYAVELNR L 3 2873.4885 2873.4959 0.0074 0 2.58 3.929 0.219 516.9 3 25 96 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9711 K QMIVAGFIEPITEELPIEYAVELNR L 3 2873.4885 2873.4881 -0.0004 0 -0.14 2.578 0.049 532.4 4 22 96 2 0 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 1 K SAFEAEKGLTEETIR V 3 1679.8366 1679.8397 0.0031 0 1.85 3.352 0.326 1262 1 26 56 2 1 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9872 R VISEDKDEPEWMLER R 3 1874.872 1874.8754 0.0034 0 1.81 2.472 0.134 446.3 3 25 56 2 1 1
Q5V186_HALMA 1 Hypothetical protein  rrnAC1829 rrnAC1829 476 51.5 12 38 0.9821 R VISEDKDEPEWMLER R 3 1874.872 1874.8753 0.0033 0 1.76 2.413 0.115 525.6 2 25 56 2 1 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9716 R EGAPGDAVVLAAPSHVHIPYQYGTNVVDAILK D 4 3300.7142 3301.731 1.0168 -1.0034 4.07 2.551 0.026 663.1 1 39 186 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9999 R AVRDADEETLLSNLLAHLDTMLAHGTTTVEVK S 4 3462.7664 3462.7166 -0.0498 0 -14.38 5.392 0.267 1365 1 47 186 2 1 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 3 3136.5598 3136.565 0.0052 0 1.66 6.771 0.589 2201 1 46 112 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 3 3152.5592 3153.5662 1.007 -1.0034 1.16 4.978 0.487 1720 1 37 112 2 0 1 DADEETLLSNLLAHLDTM[147]LAHGTTTVEVK
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 4 3136.5598 3136.5657 0.0059 0 1.88 4.201 0.443 1043 1 46 168 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 3 3136.5598 3136.5664 0.0066 0 2.10 6.798 0.572 2582 1 47 112 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 3 3136.5598 3136.563 0.0032 0 1.02 7.054 0.569 2592 1 47 112 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 3 3136.5598 3137.5581 0.9983 -1.0034 -1.61 6.926 0.51 2106 1 43 112 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9999 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 4 3136.5598 3136.5686 0.0088 0 2.81 3.919 0.239 1005 1 44 168 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9999 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 4 3136.5598 3136.5703 0.0105 0 3.35 3.442 0.24 766.3 1 43 168 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9927 R DADEETLLSNLLAHLDTMLAHGTTTVEVK S 4 3136.5598 3137.5711 1.0113 -1.0034 2.53 3.194 0.082 764.6 1 40 168 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K DGSVVSTPTHESYDR E 2 1648.7329 1648.729 -0.0039 0 -2.37 3.388 0.38 873.7 1 18 28 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K DGSVVSTPTHESYDR E 2 1648.7329 1648.7356 0.0027 0 1.64 3.025 0.513 1003 1 18 28 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9954 K DGSVVSTPTHESYDR E 3 1648.7329 1648.7299 -0.003 0 -1.82 2.457 0.133 594.3 4 25 56 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.997 K DGSVVSTPTHESYDREVQP - 2 2101.9552 2101.9453 -0.0099 0 -4.71 2.57 0.268 183.8 2 14 36 2 1 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R EGAPGDAVVLAAPSHVHIPYQYGTNVVDAILK D 3 3300.7142 3302.7212 2.007 -2.0067 0.09 5.091 0.454 1428 1 38 124 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R EGAPGDAVVLAAPSHVHIPYQYGTNVVDAILK D 3 3300.7142 3302.708 1.9938 -2.0067 -3.91 4.386 0.325 837.7 1 33 124 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R EGAPGDAVVLAAPSHVHIPYQYGTNVVDAILK D 3 3300.7142 3300.7212 0.007 0 2.12 4.926 0.418 1034 1 33 124 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9992 R GAPVAVATDFNPNCHSHSMGFALSLACVEMGLTPAEALIAGTK H 4 4298.0632 4296.0572 -2.006 2 -1.40 4.16 0.33 539.5 6 39 252 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.992 R GAPVAVATDFNPNCHSHSMGFALSLACVEMGLTPAEALIAGTK H 4 4298.0632 4296.0586 -2.0046 2 -1.07 4.409 0.231 466.6 8 37 252 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9915 R GAPVAVATDFNPNCHSHSMGFALSLACVEMGLTPAEALIAGTK H 4 4298.0632 4296.0459 -2.0173 2 -4.03 3.806 0.154 746.5 1 40 252 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K HAALALDRTDGLGTLR E 3 1678.9114 1678.9135 0.0021 0 1.25 2.973 0.373 593.7 1 25 60 2 1 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9999 K HAALALDRTDGLGTLR E 3 1678.9114 1678.9123 0.0009 0 0.54 2.552 0.366 632.2 1 25 60 2 1 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SGYGLDTETELQMLR V 2 1711.8087 1711.809 0.0003 0 0.18 3.635 0.493 988.8 1 19 28 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SGYGLDTETELQMLR V 2 1711.8087 1711.8095 0.0008 0 0.47 4.845 0.562 2132 1 21 28 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SGYGLDTETELQMLR V 2 1711.8087 1712.8253 1.0166 -1.0034 7.74 4.661 0.569 2120 1 21 28 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SGYGLDTETELQMLR V 2 1711.8087 1711.8114 0.0027 0 1.58 3.613 0.505 1461 1 21 28 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SYQDILAEGGGILR T 2 1490.7729 1490.7741 0.0012 0 0.80 4.219 0.449 2288 1 23 26 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SYQDILAEGGGILR T 2 1490.7729 1490.7752 0.0023 0 1.54 4.549 0.434 2520 1 23 26 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 K SYQDILAEGGGILR T 2 1490.7729 1490.7752 0.0023 0 1.54 4.016 0.462 2484 1 23 26 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9718 R VIDSADAVHPVDVVPTFMGAHAVPEGWDTDDYTAAVVDEQV R 4 7222.311 7221.3076 -1.0034 1 -0.47 2.714 0.24 264.9 18 39 402 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R VLEAGAAAGLTPK V 2 1196.6765 1196.6764 -0.0001 0 -0.08 3.026 0.391 1342 1 19 24 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 1 R VLEAGAAAGLTPK V 2 1196.6765 1196.6774 0.0009 0 0.75 2.765 0.422 968.8 1 17 24 2 0 1
Q5V1C1_HALMA 1 Imidazolonepropionase (EC 3.5.2.7)  hutI rrnAC1790 420 69.8 13 38 0.9999 R VLEAGAAAGLTPK V 2 1196.6765 1196.6853 0.0088 0 7.35 2.353 0.338 464.9 1 14 24 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 D MDNDADVDAGAIAFGTDGWR A 2 2095.8905 2095.8882 -0.0023 0 -1.10 5.19 0.577 2098 1 25 38 1 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R ANGFDVLLPDRDTPTPILAWTVK D 3 2538.3482 2538.3614 0.0132 0 5.20 4.861 0.397 2321 1 40 88 2 1 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R ANGFDVLLPDRDTPTPILAWTVK D 3 2538.3482 2538.3533 0.0051 0 2.01 4.987 0.441 2346 1 39 88 2 1 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R ANGFDVLLPDRDTPTPILAWTVK D 3 2538.3482 2538.3584 0.0102 0 4.02 4.349 0.323 2097 1 38 88 2 1 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9999 R ATLDVFTKPR V 2 1146.6397 1146.6454 0.0057 0 4.97 2.723 0.252 1411 1 16 18 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9998 R ATLDVFTKPR V 2 1146.6397 1146.6454 0.0057 0 4.97 2.676 0.198 1636 1 17 18 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 K DGVLVALAAAAAER E 2 1325.7303 1325.7299 -0.0004 0 -0.30 2.858 0.338 1707 1 20 26 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R ETSPGFADELAHVLR A 2 1640.8158 1640.8053 -0.0105 0 -6.40 2.797 0.407 630.4 1 18 28 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R ETSPGFADELAHVLR A 2 1640.8158 1640.8097 -0.0061 0 -3.72 3.076 0.314 479.1 1 17 28 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R ETSPGFADELAHVLR A 2 1640.8158 1640.8181 0.0023 0 1.40 2.889 0.471 368.1 1 15 28 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9921 R ETSPGFADELAHVLR A 3 1640.8158 1640.8202 0.0044 0 2.68 1.736 0.179 406.8 2 23 56 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9991 R GASGTVAIGYDAR E 2 1236.6098 1237.55 0.9402 -1.0034 -51.07 2.841 0.214 889.5 1 18 24 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9854 R GASGTVAIGYDAR E 2 1236.6098 1237.5431 0.9333 -1.0034 -56.65 2.572 0.081 625.9 1 16 24 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R GVTDALLEAAGADVTR L 2 1557.7998 1557.8053 0.0055 0 3.53 3.25 0.346 1680 1 20 30 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R GVTDALLEAAGADVTR L 2 1557.7998 1557.8037 0.0039 0 2.50 3.43 0.5 1939 1 21 30 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R GVTDALLEAAGADVTR L 3 1557.7998 1557.8002 0.0004 0 0.26 4.739 0.484 2804 1 37 60 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9993 R GVTDALLEAAGADVTR L 2 1557.7998 1557.8035 0.0037 0 2.38 2.707 0.148 1013 1 17 30 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R GYLDPNLFFAAMYDFLLEDGTGDVVR T 2 2937.3895 2939.3899 2.0004 -2.0067 -2.14 4.162 0.49 1512 1 23 50 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R GYLDPNLFFAAMYDFLLEDGTGDVVR T 2 2937.3895 2938.3799 0.9904 -1.0034 -4.41 4.07 0.462 982.4 1 19 50 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R KEPVLEDLETALPETLAGVAVDGINTVDGFK I 3 3239.6813 3239.689 0.0077 0 2.38 4.843 0.391 1676 1 39 120 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R KEPVLEDLETALPETLAGVAVDGINTVDGFK I 3 3239.6813 3239.6934 0.0121 0 3.73 4.756 0.455 1660 1 37 120 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R MVGQAVATTLAER G 2 1345.7024 1346.7053 1.0029 -1.0034 -0.33 4.067 0.394 2577 1 22 24 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R MVGQAVATTLAER G 2 1345.7024 1346.7053 1.0029 -1.0034 -0.33 4.029 0.371 2074 1 20 24 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9997 R MVGQAVATTLAER G 2 1361.7018 1361.7053 0.0035 0 2.57 2.772 0.182 1184 1 19 24 2 0 1 M[147]VGQAVATTLAER
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9989 R NKDGVLVALAAAAAER E 3 1567.8682 1567.8697 0.0015 0 0.96 3.044 0.187 1271 1 25 60 2 1 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9874 R NKDGVLVALAAAAAER E 3 1567.8682 1567.8697 0.0015 0 0.96 2.464 0.119 1195 1 25 60 2 1 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9447 R NKDGVLVALAAAAAER E 3 1567.8682 1567.8664 -0.0018 0 -1.15 2.444 0.077 796.8 7 21 60 2 1 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9994 R TVSTSSIVDR V 2 1063.5509 1063.5454 -0.0055 0 -5.17 2.214 0.228 628.9 3 14 18 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.999 R TVSTSSIVDR V 2 1063.5509 1063.5454 -0.0055 0 -5.17 1.972 0.21 756.3 1 16 18 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R VAEAHGQNVHEVAVGFK W 3 1790.9064 1790.9096 0.0032 0 1.79 4.809 0.41 2167 1 32 64 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R VAEAHGQNVHEVAVGFK W 3 1790.9064 1790.9091 0.0027 0 1.51 5.085 0.535 3326 1 39 64 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 R VAEAHGQNVHEVAVGFK W 3 1790.9064 1790.9112 0.0048 0 2.68 4.357 0.407 2087 1 33 64 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 K WVAEAMAEHDALFGGEESGGFGLPDHLR N 3 2997.3715 2997.3848 0.0133 0 4.44 6.072 0.547 2398 1 44 108 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 1 K WVAEAMAEHDALFGGEESGGFGLPDHLR N 3 2997.3715 2997.3767 0.0052 0 1.73 5.169 0.498 2445 1 42 108 2 0 1
Q5UZE1_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  pmm rrnAC2568 479 59.3 16 37 0.9999 K WVAEAMAEHDALFGGEESGGFGLPDHLR N 4 2997.3715 2999.3709 1.9994 -2.0067 -2.44 4.043 0.273 1159 1 56 162 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K HIQNNLGDQYELNTEQQDK L 3 2286.0512 2286.0518 0.0006 0 0.26 4.825 0.267 1592 1 30 72 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9992 K AYTHLYFPTGDGLAHR N 4 1817.8849 1817.885 0.0001 0 0.06 2.421 0.151 959 2 33 90 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.999 R FVGAHNDDYTGTNGILR L 2 1848.8754 1850.4054 1.53 -1.0034 284.85 3.106 0.262 548.9 1 15 32 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R GLVSETISEFNSISDRVEGSITPTEDNEIAAVLR H 3 3647.8166 3648.8482 1.0316 -1.0034 7.74 6.049 0.464 2614 1 47 132 2 1 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9996 R HAIANTEVELAHYDDALNNLLGEGR R 4 2734.331 2734.3406 0.0096 0 3.51 2.74 0.16 995.1 1 41 144 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R HAIANTEVELAHYDDALNNLLGEGRR S 4 2890.4322 2890.4453 0.0131 0 4.53 4.801 0.375 2416 1 52 150 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R HAIANTEVELAHYDDALNNLLGEGRR S 4 2890.4322 2890.4407 0.0085 0 2.94 5.636 0.472 2302 1 52 150 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R HAIANTEVELAHYDDALNNLLGEGRR S 4 2890.4322 2890.4405 0.0083 0 2.87 4.808 0.341 2630 1 54 150 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R HAIANTEVELAHYDDALNNLLGEGRR S 4 2890.4322 2890.4368 0.0046 0 1.59 4.466 0.369 2919 1 56 150 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K HIQNNLGDQYELNTEQQDK L 3 2286.0512 2286.0552 0.004 0 1.75 5.288 0.364 1758 1 33 72 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9989 K HIQNNLGDQYELNTEQQDK L 2 2286.0512 2288.0454 1.9942 -2.0067 -5.47 2.634 0.314 671.8 1 17 36 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9995 R LEDSYPIHPTVIDTLTEELDSLPSFQR T 3 3114.5397 3114.5354 -0.0043 0 -1.38 3.141 0.271 243.3 92 20 104 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9998 R LFENVVEDGR D 2 1176.5775 1176.5854 0.0079 0 6.71 2.279 0.265 981.1 1 16 18 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K LIDSVVEQLQDGLAR R 2 1654.889 1654.8954 0.0064 0 3.87 3.991 0.491 2841 1 23 28 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K LIDSVVEQLQDGLAR R 2 1654.889 1654.8925 0.0035 0 2.11 3.825 0.416 2692 1 23 28 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K LIDSVVEQLQDGLAR R 2 1654.889 1654.8899 0.0009 0 0.54 3.649 0.365 2427 1 23 28 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K LIDSVVEQLQDGLAR R 2 1654.889 1654.8937 0.0047 0 2.84 3.981 0.477 2503 1 23 28 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R LWQHQSDYQER H 3 1488.6746 1488.6757 0.0011 0 0.74 3.207 0.285 1055 1 23 40 2 0 1



Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R LWQHQSDYQER H 2 1488.6746 1488.6753 0.0007 0 0.47 3.083 0.307 1301 1 16 20 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9998 R LWQHQSDYQER H 3 1488.6746 1488.676 0.0014 0 0.94 2.707 0.226 694.7 1 22 40 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R NDNPSLILIDEIAAYLEQAAAVEIGDSTLAK Q 3 3256.6714 3256.6763 0.0049 0 1.50 4.444 0.358 586.1 2 27 120 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9973 R NDNPSLILIDEIAAYLEQAAAVEIGDSTLAK Q 3 3256.6714 3257.6844 1.013 -1.0034 2.96 3.582 0.205 412.1 24 22 120 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R QDVLTGELAEDQFAASLADVAHSDDAPNVYADPR L 3 3599.6652 3599.6756 0.0104 0 2.89 4.67 0.456 649.8 1 34 132 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R QDVLTGELAEDQFAASLADVAHSDDAPNVYADPR L 3 3599.6652 3599.6612 -0.004 0 -1.11 5.223 0.456 949.1 1 34 132 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.9966 K RQDAEILLSPIPLR K 3 1619.9359 1619.9361 0.0002 0 0.12 2.551 0.109 720.5 1 23 52 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K RQDAEILLSPIPLRK T 3 1748.0308 1748.0319 0.0011 0 0.63 4.196 0.218 2227 1 32 56 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K RQDAEILLSPIPLRK T 3 1748.0308 1748.0341 0.0033 0 1.89 4.393 0.213 2389 1 34 56 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K RQDAEILLSPIPLRK T 3 1748.0308 1748.033 0.0022 0 1.26 4.087 0.228 2292 1 33 56 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K SEFEVDFNGRPEVFASHLR F 3 2235.0709 2235.0752 0.0043 0 1.92 3.948 0.44 1111 1 31 72 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 0.993 K SEFEVDFNGRPEVFASHLR F 4 2235.0709 2235.0725 0.0016 0 0.72 2.531 0.17 237.2 48 25 108 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K TMWGEMAYQLFGR E 2 1588.7166 1588.7224 0.0058 0 3.65 3.311 0.444 1772 1 20 24 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K TMWGEMAYQLFGR E 2 1588.7166 1588.7194 0.0028 0 1.76 3.053 0.439 1922 1 20 24 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K TMWGEMAYQLFGR E 2 1588.7166 1588.7176 0.001 0 0.63 4.079 0.404 2014 1 21 24 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 K TMWGEMAYQLFGR E 2 1588.7166 1588.7201 0.0035 0 2.20 3.028 0.448 1616 1 19 24 2 0 1
Q5V7C3_HALMA 1 Hypothetical protein  pNG6189 pNG6189 1097 28.7 19 37 1 R VAAIKHIQNNLGDQYELNTEQQDK L 3 2768.3729 2768.3711 -0.0018 0 -0.65 5.074 0.419 2238 1 35 92 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K IHKADDHIGIASAGHVADAR Q 4 2053.0453 2053.0442 -0.0011 0 -0.54 3.175 0.351 1300 1 41 114 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K ADDHIGIASAGHVADAR Q 3 1674.8074 1674.8069 -0.0005 0 -0.30 3.716 0.401 1172 1 34 64 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K ADDHIGIASAGHVADAR Q 3 1674.8074 1674.8062 -0.0012 0 -0.72 2.77 0.361 772.1 1 29 64 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K ADDHIGIASAGHVADAR Q 3 1674.8074 1674.8054 -0.002 0 -1.19 3.002 0.358 1072 1 34 64 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K ADDHIGIASAGHVADAR Q 2 1674.8074 1674.8104 0.003 0 1.79 3.947 0.527 1827 1 22 32 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K EAHLAEADLLDTGEDADDEAEDEDATEE - 2 3017.1905 3017.1907 0.0002 0 0.07 2.851 0.42 720.3 1 18 54 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9998 K EITDYIQQYTQVGGAR P 2 1840.8955 1840.9048 0.0093 0 5.05 3.624 0.464 1233 1 20 30 1 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K EITDYIQQYTQVGGARPFGVALIIGGIVNGEPR L 3 3530.8521 3530.8687 0.0166 0 4.70 6.459 0.575 3786 1 48 128 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9999 R GITIFSPDGR L 2 1061.5505 1061.5509 0.0004 0 0.38 2.189 0.308 685.9 2 14 18 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9998 R GITIFSPDGR L 2 1061.5505 1061.5512 0.0007 0 0.66 2.275 0.291 612.1 4 13 18 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9997 R GITIFSPDGR L 2 1061.5505 1061.551 0.0005 0 0.47 2.25 0.259 589.2 3 13 18 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9995 R GITIFSPDGR L 2 1061.5505 1061.553 0.0025 0 2.36 2.164 0.264 569.1 6 13 18 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K IHKADDHIGIASAGHVADAR Q 4 2053.0453 2053.0501 0.0048 0 2.34 3.147 0.378 931.2 2 38 114 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K IHKADDHIGIASAGHVADAR Q 3 2053.0453 2053.0535 0.0082 0 3.99 3.062 0.362 468.3 1 26 76 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K IHKADDHIGIASAGHVADAR Q 3 2053.0453 2054.0503 1.005 -1.0034 0.80 3.836 0.371 716.5 1 32 76 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 K IHKADDHIGIASAGHVADAR Q 4 2053.0453 2053.0481 0.0028 0 1.36 2.676 0.307 943.3 1 38 114 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9999 K IHKADDHIGIASAGHVADAR Q 4 2053.0453 2053.0467 0.0014 0 0.68 2.871 0.269 822.9 1 34 114 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9999 K IHKADDHIGIASAGHVADAR Q 3 2053.0453 2053.0469 0.0016 0 0.78 3.397 0.301 636.3 1 27 76 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9386 K IHKADDHIGIASAGHVADAR Q 3 2053.0453 2054.0481 1.0028 -1.0034 -0.27 2.288 0.137 519.1 1 27 76 2 1 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9991 R LFETDPSGTPYEWK A 2 1668.7671 1668.7775 0.0104 0 6.23 3.781 0.413 1187 1 21 26 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9977 R LFETDPSGTPYEWK A 2 1668.7671 1668.7854 0.0183 0 10.97 3.236 0.415 1119 1 20 26 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R LYQVEYAR E 2 1040.5291 1040.5294 0.0003 0 0.29 2.769 0.273 1024 1 13 14 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R LYQVEYAR E 2 1040.5291 1040.5299 0.0008 0 0.77 2.859 0.226 1034 1 13 14 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9999 R LYQVEYAR E 2 1040.5291 1040.5281 -0.001 0 -0.96 2.707 0.181 1048 1 13 14 2 0 2 PSMA2_HALMAReview ; 

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9896 R SSVEKIHKADDHIGIASAGHVADAR Q 5 2583.3153 2583.3179 0.0026 0 1.01 3.162 0.014 1364 1 52 192 2 2 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R TSDGVVLAVDK R 2 1102.587 1102.5883 0.0013 0 1.18 2.993 0.311 1291 1 17 20 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9996 R TSDGVVLAVDK R 2 1102.587 1102.5871 0.0001 0 0.09 2.551 0.175 1314 1 17 20 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R TSDGVVLAVDKR I 2 1258.6881 1258.6894 0.0013 0 1.03 3.633 0.326 1924 1 19 22 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R TSDGVVLAVDKR I 2 1258.6881 1258.6902 0.0021 0 1.67 2.957 0.335 1929 1 19 22 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.9994 R TSDGVVLAVDKR I 3 1258.6881 1258.6884 0.0003 0 0.24 2.613 0.177 739.1 1 24 44 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.999 R TSDGVVLAVDKR I 3 1258.6881 1258.6889 0.0008 0 0.64 2.415 0.174 662 1 23 44 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.999 R TSDGVVLAVDKR I 3 1258.6881 1258.6879 -0.0002 0 -0.16 2.395 0.196 512.8 3 21 44 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 0.997 R TSDGVVLAVDKR I 3 1258.6881 1258.6905 0.0024 0 1.91 2.408 0.121 702.5 1 24 44 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R YGEPVGVETLTK E 2 1291.666 1291.6657 -0.0003 0 -0.23 4.263 0.452 1087 1 20 22 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R YGEPVGVETLTK E 2 1291.666 1293.6853 2.0193 -2.0067 9.75 4.074 0.462 1082 1 20 22 2 0 1

PSMA1_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA1 rrnAC1174 260 54.6 12 36 1 R YGEPVGVETLTK E 2 1291.666 1291.6664 0.0004 0 0.31 4.002 0.455 970.4 1 19 22 2 0 1

Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 K GKLPEAPISIHEPEWYDER D 4 2265.1066 2265.1087 0.0021 0 0.93 3.662 0.367 1365 1 42 108 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R DIDLQLNTHVTDIDPDAHEIQTHEGDTYEYDK L 4 3739.6761 3740.6909 1.0148 -1.0034 3.06 5.255 0.431 1967 1 55 186 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R EADPDASVTVLTDEGEALYNR I 2 2264.0444 2264.0484 0.004 0 1.77 5.662 0.558 2383 1 29 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R EADPDASVTVLTDEGEALYNR I 2 2264.0444 2264.0491 0.0047 0 2.08 5.643 0.564 2220 1 28 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R EADPDASVTVLTDEGEALYNR I 2 2264.0444 2264.0493 0.0049 0 2.16 4.466 0.527 2327 1 29 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R EADPDASVTVLTDEGEALYNR I 2 2264.0444 2264.0523 0.0079 0 3.49 5.495 0.547 2249 1 28 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 K EQGSVAGTNMVADAEEK E 2 1734.773 1734.7748 0.0018 0 1.04 3.655 0.568 1428 1 22 32 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9998 K EQGSVAGTNMVADAEEK E 2 1750.7724 1752.7654 1.993 -2.0067 -7.83 2.75 0.403 465 1 16 32 2 0 1 EQGSVAGTNM[147]VADAEEK
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9994 K EVDLEEVKAQTPAPAE - 2 1724.8468 1724.8516 0.0048 0 2.78 2.634 0.345 1241 1 18 30 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 K GKLPEAPISIHEPEWYDER D 3 2265.1066 2265.106 -0.0006 0 -0.26 3.47 0.417 531.1 1 28 72 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9999 K GKLPEAPISIHEPEWYDER D 3 2265.1066 2265.1062 -0.0004 0 -0.18 3.071 0.334 525.5 1 29 72 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9958 K GKLPEAPISIHEPEWYDER D 2 2265.1066 2266.1214 1.0148 -1.0034 5.05 2.973 0.292 467.2 1 15 36 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9921 K GKLPEAPISIHEPEWYDER D 3 2265.1066 2264.166 -0.9406 1 26.22 2.652 0.32 420.2 1 25 72 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9781 K GKLPEAPISIHEPEWYDER D 3 2265.1066 2266.1182 1.0116 -1.0034 3.64 2.692 0.15 399.1 1 26 72 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9996 R ILIKEFAK G 2 960.6008 960.6012 0.0004 0 0.42 2.624 0.281 707.7 1 13 14 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9972 R ILIKEFAK G 2 960.6008 960.6012 0.0004 0 0.42 2.337 0.216 784.9 1 13 14 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R LAFEDGQLVGGVLIGDLSQQSAFK Q 3 2491.2958 2491.3098 0.014 0 5.62 6.49 0.507 3110 1 40 92 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R LAFEDGQLVGGVLIGDLSQQSAFK Q 2 2491.2958 2491.3084 0.0126 0 5.06 5.513 0.569 2051 1 29 46 2 0 1



Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R LAFEDGQLVGGVLIGDLSQQSAFK Q 3 2491.2958 2491.3101 0.0143 0 5.74 5.332 0.498 1642 1 35 92 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R LAFEDGQLVGGVLIGDLSQQSAFK Q 2 2491.2958 2491.3118 0.016 0 6.42 5.507 0.586 2175 1 29 46 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R LAFEDGQLVGGVLIGDLSQQSAFK Q 2 2491.2958 2491.3062 0.0104 0 4.17 5.463 0.594 2267 1 30 46 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R LAFEDGQLVGGVLIGDLSQQSAFK Q 3 2491.2958 2491.3208 0.025 0 10.03 5.758 0.532 2668 1 38 92 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9998 R LAFEDGQLVGGVLIGDLSQQSAFK Q 3 2491.2958 2491.3098 0.014 0 5.62 3.822 0.201 793.4 1 31 92 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9999 K LLVATGGTPAQVPVENSDADGIHHFWTFQDAR G 4 3448.68 3448.6917 0.0117 0 3.39 3.745 0.261 850.6 2 40 186 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9996 K LLVATGGTPAQVPVENSDADGIHHFWTFQDAR G 4 3448.68 3448.6814 0.0014 0 0.41 3.741 0.226 654.8 7 37 186 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9617 R QVADKKELLLEK E 3 1412.8239 1412.8253 0.0014 0 0.99 1.903 0.131 366.4 3 18 44 2 1 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 R RLAFEDGQLVGGVLIGDLSQQSAFK Q 3 2647.3969 2647.4102 0.0133 0 5.02 3.958 0.38 1291 1 31 96 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 M STSHVIIGDGIAGASAAETIR E 2 2025.0491 2025.0454 -0.0037 0 -1.83 5.09 0.554 3028 1 29 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 1 M STSHVIIGDGIAGASAAETIR E 2 2025.0491 2025.0519 0.0028 0 1.38 5.991 0.594 2927 1 30 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9998 M STSHVIIGDGIAGASAAETIR E 3 2025.0491 2025.0503 0.0012 0 0.59 4.29 0.405 2066 1 33 80 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9997 M STSHVIIGDGIAGASAAETIR E 2 2025.0491 2025.0532 0.0041 0 2.02 4.201 0.373 1009 1 20 40 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9996 M STSHVIIGDGIAGASAAETIR E 3 2025.0491 2025.0546 0.0055 0 2.72 3.991 0.398 1720 1 30 80 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9994 M STSHVIIGDGIAGASAAETIR E 3 2025.0491 2025.051 0.0019 0 0.94 3.869 0.38 1818 1 31 80 2 0 1
Q5UXG1_HALMA 1 NADH oxidase  noxA2 rrnAC3353 416 48.8 11 35 0.9992 M STSHVIIGDGIAGASAAETIR E 3 2025.0491 2025.0514 0.0023 0 1.14 3.822 0.371 1422 1 29 80 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K DAIVHAQELYDEEFN - 2 1791.7951 1791.7989 0.0038 0 2.12 3.829 0.425 1710 1 22 28 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K DAIVHAQELYDEEFN - 2 1791.7951 1791.7956 0.0005 0 0.28 3.046 0.391 1427 1 21 28 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K DAIVHAQELYDEEFN - 2 1791.7951 1791.8003 0.0052 0 2.90 3.122 0.384 1771 1 22 28 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K DAIVHAQELYDEEFN - 2 1791.7951 1791.798 0.0029 0 1.62 3.169 0.351 1374 1 20 28 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K DAIVHAQELYDEEFN - 2 1791.7951 1791.798 0.0029 0 1.62 3.686 0.327 1668 1 22 28 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9967 K DIPGVVLDR V 2 982.5447 982.5463 0.0016 0 1.63 2.077 0.106 543 1 13 16 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9828 K MDDDGEQDDKVIAVPTED P 2 1990.8313 1990.8329 0.0016 0 0.80 3.202 0.375 539.1 1 21 34 1 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9999 K MDDDGEQDDKVIAVPTEDPR Y 3 2243.9852 2243.9849 -0.0003 0 -0.13 3.763 0.262 953.9 2 30 76 2 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9997 K MDDDGEQDDKVIAVPTEDPR Y 3 2243.9852 2243.9876 0.0024 0 1.07 3.948 0.197 1009 1 31 76 2 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K MDDDGEQDDKVIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFS N 4 5432.366 5434.3706 2.0046 -2.0067 -0.39 5.824 0.506 2389 1 61 270 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K MDDDGEQDDKVIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFS N 4 5448.3654 5450.3706 2.0052 -2.0067 -0.28 4.834 0.392 1395 1 50 270 2 2 1 M[147]DDDGEQDDKVIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFST
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9918 K MDDDGEQDDKVIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFS N 5 5432.366 5434.3633 1.9973 -2.0067 -1.73 4.014 0.045 1243 1 56 360 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9999 R NKYEYEKDIPGVVLDR V 3 1936.9894 1936.9894 0 0 0.00 3.455 0.26 1147 1 28 60 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9996 R NKYEYEKDIPGVVLDR V 3 1936.9894 1936.9909 0.0015 0 0.77 3.139 0.232 1114 1 27 60 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K NLEEGKEVETLGWEDKEAAK D 3 2274.1015 2274.1026 0.0011 0 0.48 5.948 0.474 2135 1 38 76 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K NLEEGKEVETLGWEDKEAAK D 3 2274.1015 2274.106 0.0045 0 1.98 5.738 0.511 2282 1 38 76 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K NLEEGKEVETLGWEDKEAAK D 3 2274.1015 2274.1028 0.0013 0 0.57 5.763 0.39 1708 1 35 76 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K NLEEGKEVETLGWEDKEAAK D 3 2274.1015 2274.1033 0.0018 0 0.79 5.69 0.44 2145 1 37 76 2 2 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 0.9966 K NLEEGKEVETLGWEDKEAAKDAIVHAQELYDEEFN - 4 4047.8861 4048.8772 0.9911 -1.0034 -3.03 3.768 0.275 405.1 1 39 204 2 3 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 D PRYDHIEDLDDMPQQTLDEIDEFFSTYK N 4 3459.5453 3460.5564 1.0111 -1.0034 2.24 3.874 0.426 1612 1 44 162 1 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K VIAVPTEDPR Y 2 1095.5924 1095.5932 0.0008 0 0.73 2.42 0.387 619.3 1 13 18 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K VIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFSTYK N 3 4283.9732 4283.9326 -0.0406 0 -9.48 4.967 0.515 1170 1 43 140 2 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K VIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFSTYK N 3 4283.9732 4285.9883 2.0151 -2.0067 1.96 4.97 0.496 1186 1 42 140 2 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K VIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFSTYK N 4 4283.9732 4283.9839 0.0107 0 2.50 5.631 0.553 914.6 1 43 210 2 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 K VIAVPTEDPRYDHIEDLDDMPQQTLDEIDEFFSTYK N 3 4283.9732 4284.9634 0.9902 -1.0034 -3.07 4.969 0.464 946.5 1 40 140 2 1 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 R YDHIEDLDDMPQQTLDEIDEFFSTYK N 3 3206.3914 3206.4082 0.0168 0 5.24 6.16 0.555 2347 1 41 100 2 0 1
Q5UXJ0_HALMA 1 Inorganic pyrophosphatase (EC 3.6.1.1)  ipp rrnAC3323 177 54.8 13 35 1 R YDHIEDLDDMPQQTLDEIDEFFSTYK N 3 3206.3914 3206.3994 0.008 0 2.50 6.514 0.514 2845 1 43 100 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 - MSVELPFAPVDAVIR R 2 1642.8752 1642.8767 0.0015 0 0.91 3.439 0.415 671.3 1 21 28 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R IQDHGASLAVTAATEATTDGR K 3 2084.0134 2084.012 -0.0014 0 -0.67 3.116 0.352 1177 1 32 80 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R IQDHGASLAVTAATEATTDGR K 2 2084.0134 2085.0193 1.0059 -1.0034 1.22 4.575 0.437 1792 1 25 40 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R IQDHGASLAVTAATEATTDGRK T 3 2212.1084 2212.1138 0.0054 0 2.44 4.167 0.401 1111 1 31 84 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R IQDHGASLAVTAATEATTDGRK T 3 2212.1084 2213.1082 0.9998 -1.0034 -1.60 4.803 0.452 1677 1 33 84 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9993 R LDIDDDYR V 2 1023.4509 1023.4525 0.0016 0 1.56 2.014 0.22 828.1 2 11 14 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9988 R LDIDDDYRVAMDAR V 3 1666.7621 1666.7616 -0.0005 0 -0.30 2.252 0.248 1098 1 26 52 2 1 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 - MSVELPFAPVDAVIR R 2 1642.8752 1642.8815 0.0063 0 3.83 2.758 0.352 586 1 19 28 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9814 - MSVELPFAPVDAVIR R 2 1642.8752 1642.8771 0.0019 0 1.16 1.968 0.104 331.4 4 13 28 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9173 - MSVELPFAPVDAVIRR N 3 1798.9763 1798.9806 0.0043 0 2.39 1.855 0.054 349.6 10 21 60 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R RIQDHGASLAVTAATEATTDGRK T 4 2368.2095 2368.2136 0.0041 0 1.73 3.843 0.25 2391 1 46 132 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R RIQDHGASLAVTAATEATTDGRK T 3 2368.2095 2368.21 0.0005 0 0.21 6.378 0.458 4215 1 44 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R RIQDHGASLAVTAATEATTDGRK T 3 2368.2095 2369.198 0.9885 -1.0034 -6.27 5.035 0.362 4078 1 43 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9994 R RIQDHGASLAVTAATEATTDGRK T 4 2368.2095 2368.2122 0.0027 0 1.14 3.75 0.122 1834 1 44 132 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9993 M SVELPFAPVDAVIR R 2 1511.8348 1511.8368 0.002 0 1.32 3.108 0.414 755 1 20 26 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9969 M SVELPFAPVDAVIR R 2 1511.8348 1511.8379 0.0031 0 2.05 2.929 0.335 848 1 21 26 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9885 M SVELPFAPVDAVIR R 2 1511.8348 1511.8361 0.0013 0 0.86 2.619 0.291 608.3 1 18 26 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9746 M SVELPFAPVDAVIR R 2 1511.8348 1511.8367 0.0019 0 1.26 2.344 0.282 633.7 1 19 26 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 K TLMPADFGIEQVPEKDGLELPVAPVDR I 3 2935.5001 2935.5261 0.026 0 8.86 3.577 0.451 625.3 1 31 104 2 1 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 K TLMPADFGIEQVPEKDGLELPVAPVDR I 3 2935.5001 2935.5044 0.0043 0 1.46 3.919 0.455 838 1 36 104 2 1 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 K TLMPADFGIEQVPEKDGLELPVAPVDR I 3 2951.4995 2951.51 0.0105 0 3.56 3.5 0.395 338.9 2 25 104 2 1 1 TLM[147]PADFGIEQVPEKDGLELPVAPVDR
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 K TLMPADFGIEQVPEKDGLELPVAPVDR I 3 2935.5001 2935.5095 0.0094 0 3.20 3.649 0.381 838.1 1 35 104 2 1 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 K TLMPADFGIEQVPEKDGLELPVAPVDR I 3 2935.5001 2935.5078 0.0077 0 2.62 3.382 0.382 696.7 1 34 104 2 1 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1914 0.0011 0 0.49 3.232 0.345 1105 1 29 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 2 2261.1903 2261.1936 0.0033 0 1.46 5.216 0.56 2832 1 28 44 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1922 0.0019 0 0.84 5.777 0.555 3043 1 40 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1919 0.0016 0 0.71 5.702 0.561 2770 1 39 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 2 2261.1903 2261.1944 0.0041 0 1.81 5.085 0.522 2562 1 28 44 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1931 0.0028 0 1.24 6.36 0.567 3167 1 41 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 1 R VALASLLETYADETAAAAAALAR H 2 2261.1903 2261.1936 0.0033 0 1.46 5.013 0.56 2331 1 28 44 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9999 R VALASLLETYADETAAAAAALAR H 2 2261.1903 2261.1951 0.0048 0 2.12 3.561 0.195 771.5 1 18 44 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9999 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1912 0.0009 0 0.40 3.545 0.261 1119 1 28 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9996 R VALASLLETYADETAAAAAALAR H 3 2261.1903 2261.1941 0.0038 0 1.68 2.901 0.213 1159 1 29 88 2 0 1
Q5V028_HALMA 1 Archaeal histone A1  hpyA rrnAC2301 145 78.6 11 35 0.9999 R VSADAAEELAR R 2 1130.5567 1130.5454 -0.0113 0 -10.00 2.589 0.241 830.6 1 16 20 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R LGYFAAPEELVSQAGK V 2 1678.8566 1678.8634 0.0068 0 4.05 4.652 0.486 1058 1 23 30 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 K AAELEAEGKDVVDLSVGEPDFDTPENIKDAAK D 3 3371.6256 3371.6284 0.0028 0 0.83 5.864 0.448 1718 1 42 124 2 2 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 K DALDAGHTGYTSSNGIPELK E 2 2044.9701 2044.9854 0.0153 0 7.48 3.872 0.46 1242 1 24 38 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 K DALDAGHTGYTSSNGIPELK E 2 2044.9701 2044.9831 0.013 0 6.36 3.589 0.342 1010 1 23 38 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9999 K DALDAGHTGYTSSNGIPELK E 3 2044.9701 2044.974 0.0039 0 1.91 3.372 0.33 363.2 41 22 76 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.998 K DALDAGHTGYTSSNGIPELK E 2 2044.9701 2045.9654 0.9953 -1.0034 -3.94 2.615 0.213 987.8 1 20 38 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9938 K DALDAGHTGYTSSNGIPELK E 3 2044.9701 2046.9981 2.028 -2.0067 10.42 3.102 0.158 567.6 4 27 76 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R DLAVEHDITVISDEIYKEITYDGVEAVSLGTLEGMEDR T 3 4224.0307 4226.0479 2.0172 -2.0067 2.49 6.86 0.551 2173 1 46 148 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R DLAVEHDITVISDEIYKEITYDGVEAVSLGTLEGMEDR T 3 4224.0307 4225.0396 1.0089 -1.0034 1.31 6.066 0.529 1487 1 42 148 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R DLAVEHDITVISDEIYKEITYDGVEAVSLGTLEGMEDR T 3 4224.0307 4225.0576 1.0269 -1.0034 5.58 6.24 0.524 1689 1 43 148 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9997 R DLAVEHDITVISDEIYKEITYDGVEAVSLGTLEGMEDR T 4 4224.0307 4224.0391 0.0084 0 1.99 3.908 0.2 879.2 1 41 222 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9992 R DLAVEHDITVISDEIYKEITYDGVEAVSLGTLEGMEDR T 4 4224.0307 4224.042 0.0113 0 2.68 2.794 0.16 995.1 1 43 222 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 K DVVDLSVGEPDFDTPENIK D 2 2087.9899 2087.9929 0.003 0 1.44 3.779 0.392 1231 1 23 36 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9958 K DVVDLSVGEPDFDTPENIKDAAK D 3 2473.186 2473.1983 0.0123 0 4.97 2.386 0.2 695.1 1 32 88 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.993 K DVVDLSVGEPDFDTPENIKDAAK D 3 2473.186 2473.1934 0.0074 0 2.99 2.406 0.173 569.2 1 28 88 2 1 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 K EAIANSLHDDGLTQYGPDNLIVTPGGK Q 2 2794.3773 2794.3816 0.0043 0 1.54 4.581 0.565 1029 1 24 52 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 K EAIANSLHDDGLTQYGPDNLIVTPGGK Q 3 2794.3773 2794.3821 0.0048 0 1.72 4.479 0.31 836.5 1 36 104 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9973 K EAIANSLHDDGLTQYGPDNLIVTPGGK Q 3 2794.3773 2794.3799 0.0026 0 0.93 3.234 0.114 537.2 2 27 104 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9932 K EAIANSLHDDGLTQYGPDNLIVTPGGK Q 3 2794.3773 2794.387 0.0097 0 3.47 2.475 0.112 463.6 1 26 104 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R LGYFAAPEELVSQAGK V 2 1678.8566 1678.8599 0.0033 0 1.97 4.492 0.519 1075 1 23 30 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R LGYFAAPEELVSQAGK V 2 1678.8566 1678.8639 0.0073 0 4.35 4.45 0.548 980.1 1 22 30 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9856 R TITLNGFSK A 2 979.5338 979.5331 -0.0007 0 -0.71 1.73 0.185 244.1 28 10 16 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 3 4506.1575 4507.1768 1.0193 -1.0034 3.54 7.172 0.544 2548 1 48 168 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 3 4506.1575 4508.1978 2.0403 -2.0067 7.46 7.219 0.465 1878 1 44 168 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 3 4506.1575 4508.168 2.0105 -2.0067 0.84 6.182 0.427 2195 1 48 168 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 4 4506.1575 4506.1797 0.0222 0 4.93 5.304 0.34 1472 1 49 252 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 3 4506.1575 4508.168 2.0105 -2.0067 0.84 7.203 0.519 2975 1 52 168 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 1 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 4 4506.1575 4506.1763 0.0188 0 4.17 5.317 0.252 909.7 1 43 252 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9999 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 4 4506.1575 4508.1709 2.0134 -2.0067 1.49 5.096 0.287 920.4 1 44 252 2 0 1
Q5V291_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC3 rrnAC1434 386 53.6 11 35 0.9972 R VNTAAHDFQLEGALDDLADAVSDETELLVVNSPGNPHGAVYS D 4 4506.1575 4506.166 0.0085 0 1.89 4.46 0.053 1061 1 44 252 2 0 1



Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R ALKDVMDDFLVASTAADLIDEGRLTMR L 3 2965.4889 2965.501 0.0121 0 4.08 4.844 0.44 1693 1 42 104 2 2 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R ALKDVMDDFLVASTAADLIDEGR L 3 2464.2155 2464.2198 0.0043 0 1.74 3.869 0.318 1502 1 33 88 2 1 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R ALKDVMDDFLVASTAADLIDEGR L 2 2464.2155 2464.2232 0.0077 0 3.12 6.028 0.526 3516 1 32 44 2 1 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9999 R ALKDVMDDFLVASTAADLIDEGR L 3 2464.2155 2464.2241 0.0086 0 3.49 3.63 0.302 1467 1 33 88 2 1 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R ALKDVMDDFLVASTAADLIDEGRLTMR L 3 2965.4889 2965.5039 0.015 0 5.06 4.653 0.498 2008 1 43 104 2 2 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9836 R ALKDVMDDFLVASTAADLIDEGRLTMR L 4 2965.4889 2966.4876 0.9987 -1.0034 -1.57 3.162 0.08 1091 1 38 156 2 2 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9406 R ALKDVMDDFLVASTAADLIDEGRLTMR L 4 2965.4889 2965.4929 0.004 0 1.35 2.898 0.071 714.4 24 33 156 2 2 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R GDGDGLDEVTISLLVAAR N 2 1799.9265 1799.9308 0.0043 0 2.39 4.623 0.467 1935 1 25 34 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9972 R LKDADPDELASVAQSILAA - 2 1925.9946 1926.0106 0.016 0 8.31 2.28 0.336 312.1 4 14 36 2 1 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9789 R LKDADPDELASVAQSILAA - 2 1925.9946 1926.0054 0.0108 0 5.61 2.136 0.195 550.7 1 16 36 2 1 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R NGELLYDISKWGEDVGLASK A 3 2193.0953 2193.0977 0.0024 0 1.09 5.514 0.358 2631 1 38 76 2 1 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R QTISELVSTLDADSGAPEVR L 2 2087.0382 2087.0388 0.0006 0 0.29 5.172 0.561 1887 1 26 38 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R QTISELVSTLDADSGAPEVR L 2 2087.0382 2087.0471 0.0089 0 4.26 3.363 0.509 840.8 1 20 38 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R QTISELVSTLDADSGAPEVR L 2 2087.0382 2087.0474 0.0092 0 4.41 4.528 0.532 1720 1 25 38 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R QTISELVSTLDADSGAPEVR L 2 2087.0382 2087.0508 0.0126 0 6.04 4.324 0.513 1867 1 26 38 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 2 3380.6446 3380.6568 0.0122 0 3.61 3.681 0.607 698.4 1 23 60 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 2 3380.6446 3380.6411 -0.0035 0 -1.04 5.063 0.609 1160 1 26 60 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 2 3380.6446 3380.6463 0.0017 0 0.50 4.929 0.595 1222 1 27 60 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 2 3380.6446 3381.6453 1.0007 -1.0034 -0.78 4.012 0.646 806.3 1 23 60 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9999 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 2 3380.6446 3380.656 0.0114 0 3.37 4.002 0.46 882.7 1 23 60 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9978 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 3 3380.6446 3380.6563 0.0117 0 3.46 4.502 0.296 1248 1 33 120 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9977 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 3 3380.6446 3380.6594 0.0148 0 4.38 4.858 0.276 997 1 29 120 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.99 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 3 3380.6446 3382.6582 2.0136 -2.0067 2.04 4.501 0.298 1089 1 32 120 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9831 M TENLLQDDIGSMLTTVFGATDEPVYVVNPSR Q 3 3380.6446 3380.6455 0.0009 0 0.27 4.17 0.214 949.6 1 35 120 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 K TKLEDMNLIDTEKVPIDVGRPR L 4 2554.3469 2554.3452 -0.0017 0 -0.67 4.664 0.441 1699 1 41 126 2 2 1 TKLEDM[147]NLIDTEKVPIDVGRPR
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 K TKLEDMNLIDTEKVPIDVGRPR L 4 2554.3469 2554.3448 -0.0021 0 -0.82 4.34 0.36 1449 1 43 126 2 2 1 TKLEDM[147]NLIDTEKVPIDVGRPR
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9989 R TKTKLEDMNLIDTEKVPIDVGRPR L 5 2767.4902 2767.4951 0.0049 0 1.77 4.073 0.198 2614 1 57 184 2 3 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9946 R TKTKLEDMNLIDTEKVPIDVGRPR L 5 2767.4902 2768.5137 1.0235 -1.0034 7.28 3.686 0.175 2026 1 52 184 2 3 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R VQSTLESDIGPETASDFNDVLSSLSTAR G 2 2938.4043 2938.4087 0.0044 0 1.50 5.514 0.632 1132 1 27 54 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R VQSTLESDIGPETASDFNDVLSSLSTAR G 2 2938.4043 2939.4053 1.001 -1.0034 -0.80 5.432 0.657 1233 1 28 54 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 1 R VQSTLESDIGPETASDFNDVLSSLSTAR G 2 2938.4043 2939.4053 1.001 -1.0034 -0.80 5.533 0.675 1138 1 28 54 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9998 R VQSTLESDIGPETASDFNDVLSSLSTAR G 3 2938.4043 2939.408 1.0037 -1.0034 0.12 3.42 0.322 332 6 26 108 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9896 R VQSTLESDIGPETASDFNDVLSSLSTAR G 3 2938.4043 2938.4068 0.0025 0 0.85 2.818 0.074 476.2 2 26 108 2 0 1
Q5V3D5_HALMA 1 Hypothetical protein  rrnAC1001 rrnAC1001 272 68.8 10 35 0.9828 R VQSTLESDIGPETASDFNDVLSSLSTAR G 3 2938.4043 2939.408 1.0037 -1.0034 0.12 3.365 0.148 258.9 74 21 108 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.9988 K LRVPEALTFDDVLLRPK E 4 1981.136 1981.1415 0.0055 0 2.78 3.295 0.23 897.4 14 31 96 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K AEVDADVVVGNIGTR E 2 1513.7736 1513.7754 0.0018 0 1.19 3.749 0.532 2542 1 24 28 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K AEVDADVVVGNIGTR E 2 1513.7736 1513.7738 0.0002 0 0.13 4.501 0.462 2432 1 23 28 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K AIAAGADAVMLGSYFAGTDEAPGR V 2 2310.095 2310.0987 0.0037 0 1.60 3.464 0.465 834 1 23 46 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K AIAAGADAVMLGSYFAGTDEAPGR V 2 2310.095 2310.0967 0.0017 0 0.74 3.588 0.434 542.2 1 17 46 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R EAAEAVVDFADGVK V 2 1419.6881 1419.6896 0.0015 0 1.06 3.375 0.489 1564 1 20 26 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R EAAEAVVDFADGVK V 2 1419.6881 1419.6895 0.0014 0 0.99 3.389 0.484 1690 1 20 26 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R EAAEAVVDFADGVK V 2 1419.6881 1419.6889 0.0008 0 0.56 2.798 0.44 1276 1 17 26 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.9118 R EALELMYDHKIER V 3 1645.8134 1645.8136 0.0002 0 0.12 2.181 0.095 356.1 34 18 48 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R GMGSVGAMNEGGGER Y 2 1407.5871 1407.5926 0.0055 0 3.91 3.104 0.394 798.7 1 17 28 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.9999 R GMGSVGAMNEGGGER Y 2 1407.5871 1408.5878 1.0007 -1.0034 -1.88 3.33 0.344 968.5 1 19 28 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.9987 K GSLASELHQLVGGMQSGMGYVGAETIPEFK Q 3 3092.4947 3092.4961 0.0014 0 0.45 3.176 0.155 278.7 2 28 116 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K LRVPEALTFDDVLLRPK E 3 1981.136 1981.1293 -0.0067 0 -3.38 5.287 0.416 2494 1 38 64 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K LRVPEALTFDDVLLRPK E 3 1981.136 1981.1371 0.0011 0 0.56 5.245 0.4 2484 1 38 64 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K LRVPEALTFDDVLLRPK E 3 1981.136 1981.1398 0.0038 0 1.92 5.652 0.439 2275 1 37 64 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K LRVPEALTFDDVLLRPK E 3 1981.136 1981.1371 0.0011 0 0.56 6.314 0.482 2345 1 38 64 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.9999 K LRVPEALTFDDVLLRPK E 4 1981.136 1981.1385 0.0025 0 1.26 3.376 0.286 1107 4 35 96 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.9992 K LRVPEALTFDDVLLRPK E 4 1981.136 1981.1361 0.0001 0 0.05 3.069 0.264 781 19 30 96 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R NMNADQMATEIER V 2 1521.6552 1521.6558 0.0006 0 0.39 3.37 0.446 2406 1 21 24 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R NMNADQMATEIER V 2 1537.6546 1537.6531 -0.0015 0 -0.98 3.363 0.378 1527 1 17 24 2 0 1 NMNADQM[147]ATEIER
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R NMNADQMATEIER V 2 1521.6552 1521.6563 0.0011 0 0.72 3.743 0.478 2931 1 21 24 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K SVELTVPVVSAAMDTVTESDMAIAMAR Q 2 2793.3598 2793.3706 0.0108 0 3.87 3.68 0.428 732.9 1 19 52 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 K SVELTVPVVSAAMDTVTESDMAIAMAR Q 2 2793.3598 2794.3653 1.0055 -1.0034 0.77 3.755 0.55 1130 1 22 52 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VPEALTFDDVLLRPK E 3 1711.9508 1711.955 0.0042 0 2.45 3.608 0.416 1093 1 30 56 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VSAAGQQESHPHDVMITDEAPNYSPDN - 3 2908.2569 2908.2639 0.007 0 2.41 3.868 0.48 840.2 1 34 104 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VSAAGQQESHPHDVMITDEAPNYSPDN - 3 2908.2569 2908.2627 0.0058 0 1.99 3.663 0.372 722.6 1 33 104 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 0.981 R VSAAGQQESHPHDVMITDEAPNYSPDN - 3 2924.2563 2925.2647 1.0084 -1.0034 1.73 2.528 0.175 286 14 22 104 2 0 1 VSAAGQQESHPHDVM[147]ITDEAPNYSPDN
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VVTGSGMPQITAVAQVADVASQHDVPVIADGGIR Y 3 3357.7351 3357.7481 0.013 0 3.87 2.749 0.405 230.4 5 26 132 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VVTGSGMPQITAVAQVADVASQHDVPVIADGGIR Y 3 3357.7351 3357.7368 0.0017 0 0.51 3.725 0.528 426.1 1 37 132 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VVTGSGMPQITAVAQVADVASQHDVPVIADGGIR Y 3 3357.7351 3357.7373 0.0022 0 0.66 3.919 0.494 751.7 1 41 132 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R VVTGSGMPQITAVAQVADVASQHDVPVIADGGIR Y 3 3357.7351 3357.7364 0.0013 0 0.39 3.26 0.464 376.6 1 35 132 2 0 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R YLKDDEEGEEFVPEGVEAATPYK G 3 2614.1962 2614.2041 0.0079 0 3.02 3.91 0.335 1025 1 33 88 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R YLKDDEEGEEFVPEGVEAATPYK G 3 2614.1962 2614.1968 0.0006 0 0.23 3.995 0.411 817.4 1 32 88 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R YLKDDEEGEEFVPEGVEAATPYK G 3 2614.1962 2614.2012 0.005 0 1.91 4.39 0.443 984.9 1 33 88 2 1 1
Q5V413_HALMA 1 Inosine-5'-monophosphate dehydrogenase (EC 1.1.1.205)  guaB3 rrnAC0748 494 51 14 35 1 R YLKDDEEGEEFVPEGVEAATPYK G 2 2614.1962 2615.1812 0.985 -1.0034 -7.02 5.748 0.569 1190 1 27 44 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EKQTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 3 3532.742 3534.7581 2.0161 -2.0067 2.66 5.217 0.519 1041 1 39 128 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K AEVETEMEELEQQAQQMQQQQMQQMMQQQEQEDE - 3 4197.7177 4197.7261 0.0084 0 2.00 7.735 0.396 3291 1 45 132 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K AEVETEMEELEQQAQQMQQQQMQQMMQQQEQEDE - 3 4197.7177 4197.7241 0.0064 0 1.52 7.582 0.416 3108 1 44 132 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R ATIEDIDEVVVSLGGGYSAER E 2 2179.0644 2179.065 0.0006 0 0.28 4.301 0.462 1689 1 26 40 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R ATIEDIDEVVVSLGGGYSAER E 3 2179.0644 2179.0645 0.0001 0 0.05 4.603 0.436 1702 1 35 80 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R ATIEDIDEVVVSLGGGYSAER E 2 2179.0644 2179.0672 0.0028 0 1.28 3.154 0.336 619.4 1 15 40 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R ATIEDIDEVVVSLGGGYSAER E 3 2179.0644 2179.0659 0.0015 0 0.69 3.934 0.513 1143 1 31 80 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R ATIEDIDEVVVSLGGGYSAER E 2 2179.0644 2179.0655 0.0011 0 0.50 3.017 0.479 666 1 16 40 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R ATIEDIDEVVVSLGGGYSAER E 2 2179.0644 2179.0655 0.0011 0 0.50 3.388 0.468 701.5 1 17 40 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9999 R ATIEDIDEVVVSLGGGYSAER E 2 2179.0644 2180.4654 1.401 -1.0034 182.49 3.082 0.394 364.9 2 14 40 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9998 R ATIEDIDEVVVSLGGGYSAEREQDGAVSTLETKK E 4 3565.7635 3565.7825 0.019 0 5.33 3.389 0.218 517.4 1 40 198 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9983 R ATIEDIDEVVVSLGGGYSAEREQDGAVSTLETKK E 4 3565.7635 3565.8001 0.0366 0 10.26 3.287 0.174 403.2 4 36 198 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EKQTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 3 3532.742 3532.7549 0.0129 0 3.65 5.28 0.533 867 1 37 128 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EKQTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 3 3532.742 3532.76 0.018 0 5.10 4.257 0.425 471.7 1 30 128 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EKQTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 3 3532.742 3534.7581 2.0161 -2.0067 2.66 5.514 0.507 1366 1 44 128 2 1 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EQDGAVSTLETK K 2 1276.6146 1276.6165 0.0019 0 1.49 2.266 0.468 670.4 1 16 22 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EQDGAVSTLETK K 2 1276.6146 1276.6146 0 0 0.00 2.118 0.417 637.6 1 15 22 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 R EQDGAVSTLETK K 2 1276.6146 1276.615 0.0004 0 0.31 2.117 0.39 776.4 1 17 22 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K ETLDDHISDLQEEK A 2 1670.7635 1670.7659 0.0024 0 1.44 3.176 0.43 941.2 1 19 26 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9995 K ETLDDHISDLQEEK A 3 1670.7635 1670.7625 -0.001 0 -0.60 2.375 0.221 675.9 1 21 52 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9959 K ETLDDHISDLQEEK A 3 1670.7635 1670.7648 0.0013 0 0.78 2.331 0.158 635.4 7 20 52 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9448 K ETLDDHISDLQEEK A 3 1670.7635 1670.7641 0.0006 0 0.36 2.25 0.011 680.6 4 21 52 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9998 M GGGGGGGGGGQMQQVAQEIEQMEQEVEAIDEEIER L 3 3601.5897 3601.5816 -0.0081 0 -2.25 4.828 0.394 821.7 1 32 136 1 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9898 M GGGGGGGGGGQMQQVAQEIEQMEQEVEAIDEEIER L 3 3601.5897 3601.5945 0.0048 0 1.33 4 0.26 572.2 2 26 136 1 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9066 M GGGGGGGGGGQMQQVAQEIEQMEQEVEAIDEEIER L 3 3601.5897 3602.6182 1.0285 -1.0034 6.98 3.748 0.321 289.1 254 21 136 1 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K KETLDDHISDLQEEK A 3 1798.8585 1798.8593 0.0008 0 0.44 3.922 0.314 946.4 1 25 56 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K KETLDDHISDLQEEK A 3 1798.8585 1798.8605 0.002 0 1.11 3.973 0.305 1522 1 29 56 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K KETLDDHISDLQEEK A 3 1798.8585 1798.8601 0.0016 0 0.89 4.381 0.332 1660 1 29 56 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9991 K KETLDDHISDLQEEK A 3 1798.8585 1798.8578 -0.0007 0 -0.39 2.891 0.175 753.5 4 21 56 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K QTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 2 3275.6045 3276.6172 1.0127 -1.0034 2.85 4.102 0.601 515.4 1 22 60 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 1 K QTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 2 3275.6045 3275.6211 0.0166 0 5.07 3.232 0.551 498.2 1 20 60 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9984 K QTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 3 3275.6045 3277.6282 2.0237 -2.0067 5.19 3.446 0.246 321.6 21 25 120 2 0 1
PFDA_HALMAReview 1 Prefoldin alpha subunit (GimC alpha subunit)  pfdA rrnAC3116 154 97.4 9 34 0.9909 K QTDIDEAIEAIETLDSGSTVQVPLGGDAYIR A 3 3275.6045 3275.6126 0.0081 0 2.47 2.721 0.182 185.3 324 22 120 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9994 K QTSAISTLHHELLTDDALADWLDELDDAELDPEQEAVVR E 4 4373.0823 4375.0908 2.0085 -2.0067 0.41 3.834 0.192 887.7 1 41 228 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K AEDDFDAFADTLEELVELRR E 3 2353.1074 2353.1092 0.0018 0 0.76 2.733 0.355 496.5 1 24 76 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K AEDDFDAFADTLEELVELRR E 3 2353.1074 2353.1104 0.003 0 1.27 2.944 0.434 514.3 1 25 76 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K AEDDFDAFADTLEELVELRR E 2 2353.1074 2353.107 -0.0004 0 -0.17 2.637 0.38 301.6 1 17 38 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K AEDDFDAFADTLEELVELRR E 2 2353.1074 2353.1104 0.003 0 1.27 2.639 0.343 387.4 1 18 38 2 0 1



Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K AEDDFDAFADTLEELVELRR E 2 2353.1074 2353.1084 0.001 0 0.42 3.132 0.472 335.8 1 18 38 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9999 K AEDDFDAFADTLEELVELRR E 3 2353.1074 2353.1106 0.0032 0 1.36 2.472 0.331 599.7 1 27 76 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9999 K AEDDFDAFADTLEELVELRR E 3 2353.1074 2353.1121 0.0047 0 2.00 3.025 0.286 618.2 1 27 76 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9988 K AEDDFDAFADTLEELVELRR E 2 2353.1074 2353.1048 -0.0026 0 -1.10 2.101 0.21 285.8 1 15 38 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R AGEFGPIHDWLTEHVHQHGAR Y 4 2393.1413 2394.1453 1.004 -1.0034 0.27 3.83 0.4 952.2 1 42 120 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R AGEFGPIHDWLTEHVHQHGAR Y 4 2393.1413 2393.1482 0.0069 0 2.88 3.455 0.409 953.3 1 41 120 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R EYAAAIDPDRDPYEVLFEEYEPYLGIDTAEDVLTDLR D 3 4305.0165 4305.9912 0.9747 -1.0034 -6.66 5.971 0.52 2974 1 55 144 2 1 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R EYAAAIDPDRDPYEVLFEEYEPYLGIDTAEDVLTDLR D 3 4305.0165 4307.0181 2.0016 -2.0067 -1.18 5.879 0.571 2362 1 50 144 2 1 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9999 R FTPEDPLDALGSTIHEFGHATYTLGLPQEDYGTPLGDNR D 4 4243.9974 4243.9986 0.0012 0 0.28 3.462 0.237 712 1 45 228 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R ISEASSNALPVWK E 2 1400.73 1400.7337 0.0037 0 2.64 3.439 0.399 956.7 1 19 24 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9999 R LDTAPHPFSMGTQFDAR V 3 1889.873 1889.8778 0.0048 0 2.54 3.094 0.306 418.3 5 25 64 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R LHYVGDAGGVLNWDQQVMMPDAGTPAR A 3 2897.3589 2898.3682 1.0093 -1.0034 2.05 3.974 0.417 631.8 1 29 104 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R LHYVGDAGGVLNWDQQVMMPDAGTPAR A 3 2897.3589 2897.3587 -0.0002 0 -0.07 5.02 0.493 1184 1 36 104 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R LHYVGDAGGVLNWDQQVMMPDAGTPAR A 3 2897.3589 2898.3682 1.0093 -1.0034 2.05 4.423 0.401 602.1 1 28 104 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9889 R LHYVGDAGGVLNWDQQVMMPDAGTPAR A 3 2913.3583 2914.3582 0.9999 -1.0034 -1.18 5.4 0.49 1400 2 37 104 2 0 1 LHYVGDAGGVLNWDQQVMM[147]PDAGTPAR
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9973 R QDIDGFDDHVR A 3 1315.5793 1315.5817 0.0024 0 1.82 2.145 0.152 1145 1 26 40 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K QTSAISTLHHELLTDDALADWLDELDDAELDPEQEAVVR E 3 4373.0823 4373.0982 0.0159 0 3.64 4.065 0.255 489 1 31 152 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K QTSAISTLHHELLTDDALADWLDELDDAELDPEQEAVVR E 3 4373.0823 4375.1182 2.0359 -2.0067 6.68 4.423 0.316 550.5 1 33 152 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 K QTSAISTLHHELLTDDALADWLDELDDAELDPEQEAVVR E 4 4373.0823 4373.1035 0.0212 0 4.85 4.176 0.303 953 1 43 228 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9995 K QTSAISTLHHELLTDDALADWLDELDDAELDPEQEAVVR E 4 4373.0823 4375.0908 2.0085 -2.0067 0.41 4.392 0.192 869.8 1 42 228 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9982 K QTSAISTLHHELLTDDALADWLDELDDAELDPEQEAVVR E 3 4373.0823 4374.0767 0.9944 -1.0034 -2.05 3.919 0.146 530.7 1 33 152 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R SRPFWDFFTETANDHLGTDATAQQFYEASNEVYDDNLIR V 4 4583.0578 4584.064 1.0062 -1.0034 0.62 3.878 0.327 820.4 1 42 228 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9929 R TDDLVEEATGESFTAEHFLDYADEK Y 3 2831.2297 2831.2324 0.0027 0 0.95 2.756 0.086 409.7 1 25 96 2 0 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R YRTDDLVEEATGESFTAEHFLDYADEK Y 3 3150.3942 3150.3892 -0.005 0 -1.59 5.981 0.576 2359 1 47 104 2 1 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9987 R YRTDDLVEEATGESFTAEHFLDYADEK Y 4 3150.3942 3150.3914 -0.0028 0 -0.89 2.986 0.133 1155 1 37 156 2 1 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R YRTDDLVEEATGESFTAEHFLDYADEKYR A 4 3469.5586 3469.563 0.0044 0 1.27 5.652 0.489 1391 1 44 168 2 2 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 1 R YRTDDLVEEATGESFTAEHFLDYADEKYR A 4 3469.5586 3469.5601 0.0015 0 0.43 5.514 0.431 1055 1 41 168 2 2 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9998 R YRTDDLVEEATGESFTAEHFLDYADEKYR A 4 3469.5586 3469.5525 -0.0061 0 -1.76 4.585 0.206 927 1 42 168 2 2 1
Q5V0K8_HALMA 1 Probable carboxypeptidase  cxp rrnAC2092 500 58.4 13 34 0.9953 R YRTDDLVEEATGESFTAEHFLDYADEKYR A 5 3469.5586 3470.5637 1.0051 -1.0034 0.50 3.188 0.162 862.3 3 46 224 2 2 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9998 K LTGNHITDVSNASR T 3 1483.7379 1483.74 0.0021 0 1.42 2.861 0.229 1199 3 24 52 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 M ADTYVGAIDQGTTGTR F 2 1624.7693 1624.7738 0.0045 0 2.77 4.554 0.534 2029 1 24 30 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 M ADTYVGAIDQGTTGTR F 2 1624.7693 1624.7685 -0.0008 0 -0.49 4.301 0.57 2033 1 23 30 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 M ADTYVGAIDQGTTGTR F 2 1624.7693 1624.7718 0.0025 0 1.54 4.543 0.577 2017 1 24 30 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R AEDGELLMGTIDAWLIYK L 2 2037.0129 2037.0285 0.0156 0 7.66 4.366 0.43 1459 1 22 34 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R AEDGELLMGTIDAWLIYK L 2 2037.0129 2037.0054 -0.0075 0 -3.68 3.137 0.346 1253 1 20 34 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R ATLESIAYQTR D 2 1251.6459 1251.6475 0.0016 0 1.28 2.78 0.448 1402 1 17 20 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R DLAEAMEEDSGVEMTTLR V 2 2027.8753 2028.8654 0.9901 -1.0034 -6.53 3.714 0.481 1296 1 20 34 2 0 1 DLAEAM[147]EEDSGVEM[147]TTLR

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R DLAEAMEEDSGVEMTTLR V 2 1995.8765 1995.8764 -0.0001 0 -0.05 3.844 0.469 1429 1 21 34 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R DLAEAMEEDSGVEMTTLR V 2 2027.8753 2027.8598 -0.0155 0 -7.64 4.895 0.457 1687 1 23 34 2 0 1 DLAEAM[147]EEDSGVEM[147]TTLR

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R ETTIVWDKETGKPVHNALVWQDR R 4 2721.3874 2721.3931 0.0057 0 2.09 4.822 0.305 1074 2 37 132 2 1 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9999 R ETTIVWDKETGKPVHNALVWQDR R 4 2721.3874 2721.3919 0.0045 0 1.65 4.765 0.284 1052 3 39 132 2 1 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R FMVFDHSGQVVANAYEK H 2 1940.9091 1938.8882 -2.0209 2 -10.77 4.435 0.506 1776 1 22 32 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9954 R FMVFDHSGQVVANAYEK H 3 1940.9091 1941.0382 0.1291 0 66.52 2.309 0.129 798.4 1 28 64 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 K GLADAGVGAEQLEALGITNQR E 2 2082.0705 2082.0672 -0.0033 0 -1.58 5.68 0.47 2252 1 27 40 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 K LTGNHITDVSNASR T 3 1483.7379 1483.7395 0.0016 0 1.08 3.566 0.264 1979 2 30 52 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 K LTGNHITDVSNASR T 3 1483.7379 1483.7482 0.0103 0 6.94 3.446 0.286 1631 2 27 52 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 K LTGNHITDVSNASR T 2 1483.7379 1483.7415 0.0036 0 2.43 3.04 0.375 762.1 1 17 26 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 K LTGNHITDVSNASR T 3 1483.7379 1483.7366 -0.0013 0 -0.88 3.206 0.311 1939 2 28 52 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9999 K LTGNHITDVSNASR T 3 1483.7379 1483.7401 0.0022 0 1.48 2.835 0.279 949.1 2 23 52 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9996 K LTGNHITDVSNASR T 3 1483.7379 1483.7382 0.0003 0 0.20 3.037 0.185 1328 2 25 52 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9991 K LTGNHITDVSNASR T 2 1483.7379 1483.7392 0.0013 0 0.88 2.551 0.229 378.7 18 12 26 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9914 K LTGNHITDVSNASR T 2 1483.7379 1483.7454 0.0075 0 5.05 1.723 0.234 377.5 15 11 26 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9636 K LTGNHITDVSNASR T 2 1483.7379 1483.7454 0.0075 0 5.05 1.646 0.201 196.4 68 10 26 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9578 K LTGNHITDVSNASR T 2 1483.7379 1483.7454 0.0075 0 5.05 1.718 0.159 290.4 38 10 26 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 1 R SVESTDGVYMVPAFTGLGAPHWDGR A 3 2648.2329 2648.2522 0.0193 0 7.29 3.435 0.335 1234 1 35 96 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9999 R SVESTDGVYMVPAFTGLGAPHWDGR A 3 2648.2329 2649.2481 1.0152 -1.0034 4.47 3.656 0.297 1064 1 34 96 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9953 R SVESTDGVYMVPAFTGLGAPHWDGR A 3 2648.2329 2648.2344 0.0015 0 0.57 2.385 0.139 318 1 26 96 2 0 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9999 R TTDRVEEIQEEDKVEWIR G 4 2274.1128 2274.1128 0 0 0.00 3.974 0.244 3665 1 52 102 2 2 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9998 R TTDRVEEIQEEDKVEWIR G 4 2274.1128 2274.1135 0.0007 0 0.31 3.951 0.198 3749 1 53 102 2 2 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9996 R TTDRVEEIQEEDKVEWIR G 4 2274.1128 2275.1309 1.0181 -1.0034 6.49 4.401 0.242 3867 1 55 102 2 2 1

GLPK_HALMAReview 1 Glycerol kinase (EC 2.7.1.30) (ATP:glycerol 3-
phosphotransferase)(Glycerokinase) (GK)  glpK rrnAC0550 510 35.5 10 33 0.9977 R TTDRVEEIQEEDKVEWIR G 3 2274.1128 2276.1082 1.9954 -2.0067 -4.97 4.731 0.13 2577 1 31 68 2 2 1

ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R ILSGNLAPDGAVIK I 2 1366.782 1366.7829 0.0009 0 0.66 4.025 0.239 1475 1 21 26 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R AGELAVEVVQER R 2 1298.683 1298.6846 0.0016 0 1.23 3.222 0.427 1896 1 18 22 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R AGELAVEVVQER R 2 1298.683 1298.6854 0.0024 0 1.85 3.18 0.425 1788 1 17 22 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R ALNDAGLLHGDALTVTGNTIAEELEQIDPPTVEDLDVDYLNTV G 4 5439.6481 5439.647 -0.0011 0 -0.20 5.176 0.421 504.8 1 50 294 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9997 R ALNDAGLLHGDALTVTGNTIAEELEQIDPPTVEDLDVDYLNTV G 4 5439.6481 5440.6197 0.9716 -1.0034 -5.84 4.44 0.254 347.9 2 42 294 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R EIIADSVELVTFGER M 2 1676.8621 1676.8679 0.0058 0 3.46 3.638 0.441 1574 1 21 28 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R EMLGVTSAVAGQGHAEDVALFTDGR F 3 2530.2122 2530.2163 0.0041 0 1.62 3.995 0.534 1588 1 39 96 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R EMLGVTSAVAGQGHAEDVALFTDGR F 3 2530.2122 2530.2154 0.0032 0 1.26 4.544 0.548 1509 1 39 96 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R EMLGVTSAVAGQGHAEDVALFTDGR F 3 2530.2122 2530.2158 0.0036 0 1.42 3.796 0.456 1893 1 42 96 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R EMLGVTSAVAGQGHAEDVALFTDGR F 3 2530.2122 2530.2198 0.0076 0 3.00 3.828 0.467 1300 1 38 96 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R EVTIQNVFEGVGAVADGEMSEGELDEMER H 2 3139.3961 3139.4038 0.0077 0 2.45 4.083 0.541 1059 1 24 56 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R ILSGNLAPDGAVIK I 2 1366.782 1366.7841 0.0021 0 1.54 3.906 0.441 1328 1 20 26 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R ILSGNLAPDGAVIK I 2 1366.782 1366.7814 -0.0006 0 -0.44 3.853 0.448 1414 1 21 26 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R LEGHDPEPTYDSGVLAK Y 3 1826.8686 1826.8681 -0.0005 0 -0.27 3.65 0.364 1435 1 34 64 2 0 1



ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9996 R LEGHDPEPTYDSGVLAK Y 2 1826.8686 1826.8673 -0.0013 0 -0.71 2.904 0.189 326.4 3 15 32 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9993 R LEGHDPEPTYDSGVLAK Y 3 1826.8686 1826.8745 0.0059 0 3.23 2.748 0.197 850.9 2 28 64 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9987 R LEGHDPEPTYDSGVLAK Y 3 1826.8686 1826.8716 0.003 0 1.64 2.926 0.135 970.1 1 29 64 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9974 D PEPTYDSGVLAK Y 2 1275.6347 1275.6359 0.0012 0 0.94 2.92 0.358 490.5 3 17 22 1 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9989 R RAGELAVEVVQER R 3 1454.7841 1454.7874 0.0033 0 2.27 2.84 0.134 862.5 1 24 48 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R TDLPSVFLYGGSIMPGEHDGR E 3 2247.063 2247.0635 0.0005 0 0.22 3.263 0.321 408.9 1 29 80 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R TDLPSVFLYGGSIMPGEHDGR E 3 2247.063 2247.0691 0.0061 0 2.71 3.282 0.479 1164 1 43 80 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R TDLPSVFLYGGSIMPGEHDGR E 2 2247.063 2247.0711 0.0081 0 3.60 4.249 0.585 1681 1 27 40 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R VMNDLHEVGGVPVVLR A 3 1748.9288 1748.9258 -0.003 0 -1.72 3.433 0.421 935 1 28 60 2 0 1 VM[147]NDLHEVGGVPVVLR
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R VMNDLHEVGGVPVVLR A 3 1748.9288 1748.9273 -0.0015 0 -0.86 3.167 0.361 765.7 3 26 60 2 0 1 VM[147]NDLHEVGGVPVVLR
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R VMNDLHEVGGVPVVLR A 3 1732.9294 1732.932 0.0026 0 1.50 2.899 0.38 783.1 2 25 60 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R VMNDLHEVGGVPVVLR A 2 1732.9294 1732.9276 -0.0018 0 -1.04 4.277 0.505 2101 1 23 30 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 1 R VMNDLHEVGGVPVVLR A 3 1748.9288 1748.9251 -0.0037 0 -2.12 3.707 0.299 1087 1 28 60 2 0 1 VM[147]NDLHEVGGVPVVLR
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9999 R VMNDLHEVGGVPVVLR A 3 1732.9294 1732.9308 0.0014 0 0.81 2.327 0.309 1241 1 29 60 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9992 R VMNDLHEVGGVPVVLR A 3 1732.9294 1732.9308 0.0014 0 0.81 2.106 0.299 358.5 31 21 60 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9999 K YHNDFGSAANGAVTNPGAK W 3 1889.8656 1889.8676 0.002 0 1.06 3.588 0.228 773.4 4 27 72 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9994 K YHNDFGSAANGAVTNPGAK W 3 1889.8656 1889.869 0.0034 0 1.80 3.708 0.154 724.2 5 27 72 2 0 1
ILVD_HALMAReview 1 Dihydroxy-acid dehydratase (EC 4.2.1.9) (DAD)  ilvD rrnAC0302 575 38.1 12 33 0.9946 K YHNDFGSAANGAVTNPGAK W 3 1889.8656 1890.8366 0.971 -1.0034 -17.12 3.226 0.148 714 5 26 72 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R RDDLAWDHADKALQSFVSDLSATR H 4 2716.3205 2716.3286 0.0081 0 2.98 4.216 0.45 1840 1 45 138 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R ATDEDAAVVVLNFGSEPTTVR L 2 2190.0804 2190.0926 0.0122 0 5.57 3.251 0.271 507.6 1 15 40 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DAAEAAAGALFTLPGAPLLYAGQEFGQR G 3 2804.4133 2804.4182 0.0049 0 1.75 4.011 0.378 1239 1 35 108 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DAAEAAAGALFTLPGAPLLYAGQEFGQR G 3 2804.4133 2806.4383 2.025 -2.0067 6.53 4.088 0.414 962.7 1 31 108 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DAAEAAAGALFTLPGAPLLYAGQEFGQR G 3 2804.4133 2804.4344 0.0211 0 7.52 3.698 0.332 961.2 1 29 108 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DAAEAAAGALFTLPGAPLLYAGQEFGQR G 2 2804.4133 2804.4153 0.002 0 0.71 4.693 0.453 506.3 1 22 54 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DAAEAAAGALFTLPGAPLLYAGQEFGQR G 3 2804.4133 2804.4207 0.0074 0 2.64 3.47 0.351 993.4 1 35 108 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DDLAWDHADKALQSFVSDLSATR H 3 2560.2194 2560.2051 -0.0143 0 -5.59 4.44 0.404 1853 1 33 88 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DGGGIETVTSGDGVAASRPYDAPAWAEDAVIYEIYVR T 3 3869.8384 3870.8511 1.0127 -1.0034 2.42 7.138 0.598 3060 1 50 144 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R DGGGIETVTSGDGVAASRPYDAPAWAEDAVIYEIYVR T 3 3869.8384 3869.8389 0.0005 0 0.13 7.546 0.623 3984 1 53 144 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9997 R DGPSDRVVAYAR A 3 1304.6473 1304.6481 0.0008 0 0.61 2.803 0.244 1162 1 24 44 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9984 R DGPSDRVVAYAR A 3 1304.6473 1304.6481 0.0008 0 0.61 2.582 0.204 909.9 2 22 44 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9632 K ESTVSLGDDPVEHLVPDAPGR Y 3 2189.06 2190.0681 1.0081 -1.0034 2.17 2.057 0.13 625.4 1 25 80 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R FVATGDEVELAPRDPDPSATYTWR L 3 2692.2769 2692.2835 0.0066 0 2.45 3.153 0.434 1178 1 35 92 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9951 R HLLDAVAQWAELVDGFR C 3 1938.9952 1939.9905 0.9953 -1.0034 -4.15 2.897 0.155 719.9 2 22 64 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R IHAVAIGDHGYSVPDAVEFSR D 2 2239.1022 2239.0979 -0.0043 0 -1.92 4.569 0.577 1309 1 21 40 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R IHAVAIGDHGYSVPDAVEFSR D 3 2239.1022 2239.1018 -0.0004 0 -0.18 3.634 0.344 888.5 1 30 80 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R IHAVAIGDHGYSVPDAVEFSR D 3 2239.1022 2239.1084 0.0062 0 2.77 4.292 0.401 1781 1 40 80 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R IHAVAIGDHGYSVPDAVEFSR D 3 2239.1022 2239.1065 0.0043 0 1.92 3.115 0.316 993.3 1 31 80 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9997 R IHAVAIGDHGYSVPDAVEFSR D 4 2239.1022 2239.1021 -0.0001 0 -0.04 2.702 0.209 1036 3 35 120 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9995 R IHAVAIGDHGYSVPDAVEFSR D 4 2239.1022 2239.1072 0.005 0 2.23 2.262 0.152 691.8 1 41 120 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9981 R IHAVAIGDHGYSVPDAVEFSR D 4 2239.1022 2239.1038 0.0016 0 0.71 2.805 0.081 1013 1 38 120 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9953 R IHAVAIGDHGYSVPDAVEFSR D 4 2239.1022 2239.1057 0.0035 0 1.56 2.305 0.046 1326 1 38 120 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9998 R IPLDALPDR A 2 1008.5604 1009.0454 0.485 0 480.88 2.259 0.234 922 1 14 16 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R LPAGTDDTDLVSGEHR G 3 1681.7907 1681.7781 -0.0126 0 -7.49 3.741 0.341 1202 1 29 60 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R LTLRPEIEGDEAVVR A 3 1695.9155 1695.9175 0.002 0 1.18 4.346 0.343 2490 1 35 56 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 1 R LTLRPEIEGDEAVVR A 3 1695.9155 1695.9169 0.0014 0 0.83 4.333 0.386 2190 1 34 56 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9997 R RDDLAWDHADK A 3 1340.6109 1340.6182 0.0073 0 5.45 2.92 0.2 1112 3 22 40 2 0 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9997 R THPYFESAVEGPDADYREWYEWR S 3 2902.2623 2904.2779 2.0156 -2.0067 3.07 3.335 0.333 370.3 1 31 88 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9992 R THPYFESAVEGPDADYREWYEWR S 4 2902.2623 2902.2671 0.0048 0 1.65 2.996 0.154 914.5 1 40 132 2 1 1
Q5V0X3_HALMA 1 Putative alpha-D-14-glucosidase  malA rrnAC1962 663 40.4 16 33 0.9699 R THPYFESAVEGPDADYREWYEWR S 4 2902.2623 2902.2661 0.0038 0 1.31 3.013 0.01 822.7 2 34 132 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9999 K VTELADEAQKHHNEMIEAYR E 4 2383.1226 2383.1272 0.0046 0 1.93 2.913 0.264 1138 1 42 114 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9865 M ADSIDESKNVTVTEEDLENKSKGELIK L 4 2990.4931 2990.4973 0.0042 0 1.40 4.523 0.353 1148 1 47 156 2 3 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9583 M ADSIDESKNVTVTEEDLENKSKGELIK L 4 2990.4931 2990.4949 0.0018 0 0.60 4.405 0.293 1292 1 49 156 2 3 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9924 R DRRNELNQMASER A 3 1617.7641 1617.7582 -0.0059 0 -3.65 2.164 0.166 435 1 22 48 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 R EADEIRDEADEKHEEFVDAQEAADQHHEDFVR V 4 3808.6473 3808.646 -0.0013 0 -0.34 4.562 0.418 1307 1 42 186 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 R EADEIRDEADEKHEEFVDAQEAADQHHEDFVR V 4 3808.6473 3809.6509 1.0036 -1.0034 0.07 4.308 0.364 1184 1 41 186 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 R EADEIRDEADEKHEEFVDAQEAADQHHEDFVR V 5 3808.6473 3808.6548 0.0075 0 1.97 4.328 0.333 1782 1 59 248 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9999 R EADEIRDEADEKHEEFVDAQEAADQHHEDFVR V 5 3808.6473 3808.6468 -0.0005 0 -0.13 3.938 0.268 1474 1 55 248 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9989 R EADEIRDEADEKHEEFVDAQEAADQHHEDFVR V 5 3808.6473 3808.6507 0.0034 0 0.89 3.397 0.125 2025 1 60 248 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9932 K FKEGETLDTEDLMK L 3 1654.776 1654.7772 0.0012 0 0.73 2.857 0.105 944.1 1 25 52 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K HEEFVDAQEAADQHHEDFVR V 4 2408.0417 2408.0464 0.0047 0 1.95 4.491 0.262 1724 1 42 114 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9999 K HEEFVDAQEAADQHHEDFVR V 4 2408.0417 2408.042 0.0003 0 0.12 3.266 0.238 1695 1 42 114 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K LDQGGDLEELKEEAEEVR S 3 2057.9753 2058.9981 1.0228 -1.0034 9.45 4.647 0.429 1289 1 32 68 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K LDQGGDLEELKEEAEEVR S 3 2057.9753 2057.98 0.0047 0 2.28 3.519 0.33 1597 1 37 68 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K LDQGGDLEELKEEAEEVR S 3 2057.9753 2057.9802 0.0049 0 2.38 3.439 0.373 1684 1 34 68 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K LDQGGDLEELKEEAEEVR S 2 2057.9753 2057.9766 0.0013 0 0.63 5.649 0.417 1423 1 26 34 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 R NELNAEANELFDKVDNLK N 3 2075.0171 2075.0186 0.0015 0 0.72 3.099 0.404 1147 1 35 68 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9987 R NELNAEANELFDKVDNLK N 2 2075.0171 2075.0232 0.0061 0 2.94 3.278 0.211 405.6 1 15 34 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K NVTVTEEDLENK S 2 1389.6623 1389.6613 -0.001 0 -0.72 2.989 0.482 1376 1 18 22 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K NVTVTEEDLENK S 2 1389.6623 1389.6636 0.0013 0 0.94 3.673 0.51 1383 1 19 22 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K NVTVTEEDLENK S 2 1389.6623 1389.6626 0.0003 0 0.22 3.584 0.488 1427 1 19 22 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9974 K NVTVTEEDLENKSK G 2 1604.7893 1604.7874 -0.0019 0 -1.18 2.504 0.259 641.7 1 15 26 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9988 K NVTVTEEDLENKSKGELIK L 3 2145.1165 2145.1167 0.0002 0 0.09 1.953 0.299 753 1 37 72 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9933 K NVTVTEEDLENKSKGELIK L 3 2145.1165 2145.1167 0.0002 0 0.09 2.01 0.208 575.5 1 33 72 2 2 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 R RNELNQMASER A 2 1346.6361 1346.6361 0 0 0.00 3.188 0.415 576.1 1 15 20 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 R RNELNQMASER A 3 1346.6361 1346.6375 0.0014 0 1.04 3.543 0.26 951.1 1 22 40 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9999 R RNELNQMASER A 3 1346.6361 1346.6363 0.0002 0 0.15 2.807 0.293 547.5 4 20 40 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 0.9997 R RNELNQMASER A 3 1346.6361 1346.6385 0.0024 0 1.78 2.936 0.168 985.8 1 24 40 2 0 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K VTELADEAQKHHNEMIEAYR E 3 2383.1226 2383.1292 0.0066 0 2.77 3.81 0.356 1867 1 33 76 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K VTELADEAQKHHNEMIEAYR E 3 2383.1226 2383.1226 0 0 0.00 4.252 0.4 1334 1 29 76 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K VTELADEAQKHHNEMIEAYR E 4 2383.1226 2383.124 0.0014 0 0.59 3.422 0.396 1238 1 47 114 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K VTELADEAQKHHNEMIEAYR E 4 2383.1226 2383.126 0.0034 0 1.43 3.321 0.32 992.9 1 42 114 2 1 1
Q5V195_HALMA 1 Hypothetical protein  rrnAC1820 rrnAC1820 296 48 12 33 1 K VTELADEAQKHHNEMIEAYR E 4 2383.1226 2383.1216 -0.001 0 -0.42 3.397 0.388 853.4 1 41 114 2 1 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9996 R SPVNPTSIYATSK L 2 1363.6983 1363.6992 0.0009 0 0.66 2.696 0.168 591.1 1 16 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 5 4001.9911 4004.0137 2.0226 -2.0067 3.97 5.038 0.395 1651 1 57 288 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 4 4001.9911 4003.011 1.0199 -1.0034 4.14 6.776 0.37 3247 1 60 216 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 4 4001.9911 4002.0088 0.0177 0 4.42 6.734 0.486 3074 1 57 216 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 4 4001.9911 4003.0022 1.0111 -1.0034 1.94 7.498 0.468 4255 1 66 216 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 4 4001.9911 4002.0064 0.0153 0 3.82 7.093 0.454 3037 1 56 216 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9999 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 5 4001.9911 4004.0137 2.0226 -2.0067 3.97 3.719 0.249 1959 1 58 288 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9981 K AELDDRPVFVTGADGFVGSHLVDTLVEYGANVHTFVR A 5 4001.9911 4004.0137 2.0226 -2.0067 3.97 3.839 0.083 1860 1 59 288 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9987 R DIVELGNLQPK R 2 1224.6714 1222.6647 -2.0067 2 -5.47 2.731 0.332 1207 1 16 20 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9956 R DIVELGNLQPK R 2 1224.6714 1222.6627 -2.0087 2 -7.10 2.146 0.35 599.7 1 14 20 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9597 K EEMAEKHEFEEDGR V 3 1734.7155 1734.715 -0.0005 0 -0.29 2.024 0.112 606.7 2 22 52 2 1 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R GHLHVALGGNPGEQYVYGYGENTSMR E 3 2805.2929 2806.2981 1.0052 -1.0034 0.66 4.404 0.419 2028 1 40 100 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K LAADFLTMNYNDAYGLPTVTTR M 2 2446.1838 2446.1905 0.0067 0 2.74 4.928 0.524 1599 1 27 42 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K LAADFLTMNYNDAYGLPTVTTR M 2 2446.1838 2446.1868 0.003 0 1.23 5.032 0.497 1610 1 27 42 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K LAADFLTMNYNDAYGLPTVTTR M 2 2446.1838 2446.1868 0.003 0 1.23 4.915 0.494 1535 1 27 42 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 K LAADFLTMNYNDAYGLPTVTTR M 2 2446.1838 2446.1878 0.004 0 1.64 4.883 0.496 1573 1 27 42 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9946 R QGIRQTIDWYANNKR S 4 1861.9547 1861.9558 0.0011 0 0.59 2.511 0.07 794.8 1 32 84 2 1 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R QTIDWYANNKR S 3 1407.6895 1407.6876 -0.0019 0 -1.35 2.631 0.337 894.1 1 22 40 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9998 R QTIDWYANNKR S 3 1407.6895 1407.6913 0.0018 0 1.28 2.451 0.24 899.4 1 21 40 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9981 R QTIDWYANNKR S 2 1407.6895 1407.6907 0.0012 0 0.85 1.883 0.285 124.4 21 11 20 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9422 R QTIDWYANNKR S 3 1407.6895 1407.6981 0.0086 0 6.11 2 0.013 859.4 2 20 40 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9996 R SPVNPTSIYATSK L 2 1363.6983 1363.7006 0.0023 0 1.69 2.715 0.193 474 2 15 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9983 R SPVNPTSIYATSK L 2 1363.6983 1363.7053 0.007 0 5.13 2.279 0.148 494.5 1 15 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9981 R SPVNPTSIYATSK L 2 1363.6983 1363.7053 0.007 0 5.13 2.287 0.138 436.2 1 14 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9998 K TGWEPQVTWR Q 2 1258.6094 1258.6106 0.0012 0 0.95 2.177 0.282 569.6 1 13 18 2 0 1



Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9998 K TGWEPQVTWR Q 2 1258.6094 1258.6132 0.0038 0 3.02 2.302 0.262 678.2 1 14 18 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9996 K TGWEPQVTWR Q 2 1258.6094 1258.6098 0.0004 0 0.32 2.186 0.22 669.6 1 14 18 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 0.9985 K TGWEPQVTWR Q 2 1258.6094 1258.6164 0.007 0 5.56 2.467 0.094 708.1 1 14 18 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R YITGTIITQALER D 2 1477.814 1477.8177 0.0037 0 2.50 3.327 0.511 1834 1 20 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R YITGTIITQALER D 2 1477.814 1477.8053 -0.0087 0 -5.89 3.086 0.466 1632 1 20 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R YITGTIITQALER D 2 1477.814 1477.8168 0.0028 0 1.89 3.607 0.526 1765 1 20 24 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R YRPGDSDVEELLVGHEK L 3 1941.9432 1942.9582 1.015 -1.0034 6.00 4.941 0.414 1478 1 30 64 2 0 1
Q5V3C7_HALMA 1 DTDP-glucose 4-6-dehydratase (EC 4.2.1.46)  rfbB1 rrnAC1010 353 50.4 11 33 1 R YRPGDSDVEELLVGHEK L 3 1941.9432 1942.9582 1.015 -1.0034 6.00 4.821 0.377 1541 1 28 64 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R APGGAEFAVVLTNDADAPVLEAAAER G 2 2553.2711 2553.2857 0.0146 0 5.72 5.979 0.428 2141 1 28 50 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 K ALSTDPMSAFGGIVALNR E 2 1818.9298 1818.9348 0.005 0 2.75 4.685 0.546 2385 1 27 34 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9936 K ALSTDPMSAFGGIVALNR E 3 1818.9298 1818.9367 0.0069 0 3.79 2.954 0.115 711.4 24 23 68 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 K ALSYNNYNDADGALNLIKEFEEPAAAVIK H 3 3152.5666 3153.5779 1.0113 -1.0034 2.52 4.93 0.428 2240 1 38 112 2 1 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 K ALSYNNYNDADGALNLIKEFEEPAAAVIK H 3 3152.5666 3152.5674 0.0008 0 0.25 4.789 0.47 1763 1 38 112 2 1 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9999 K ALSYNNYNDADGALNLIKEFEEPAAAVIK H 3 3152.5666 3152.5716 0.005 0 1.59 4.097 0.292 1860 1 37 112 2 1 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R APGGAEFAVVLTNDADAPVLEAAAER G 3 2553.2711 2553.2752 0.0041 0 1.61 5.719 0.526 2089 1 39 100 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R APGGAEFAVVLTNDADAPVLEAAAER G 2 2553.2711 2553.2713 0.0002 0 0.08 4.851 0.574 2331 1 28 50 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R APGGAEFAVVLTNDADAPVLEAAAER G 3 2553.2711 2553.2735 0.0024 0 0.94 5.19 0.481 1978 1 38 100 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R APGGAEFAVVLTNDADAPVLEAAAER G 3 2553.2711 2553.2803 0.0092 0 3.60 3.802 0.416 1212 1 33 100 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9993 R EPTDEQIESMLFAWHTLK H 3 2174.0354 2174.0418 0.0064 0 2.94 2.085 0.248 524.4 1 25 68 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9611 R EPTDEQIESMLFAWHTLK H 3 2174.0354 2174.0381 0.0027 0 1.24 1.613 0.1 469.8 1 24 68 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 K NDESVIEAADEHDIAMVFTGQR S 3 2446.107 2446.1138 0.0068 0 2.78 4.47 0.491 2293 1 37 84 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 K NDESVIEAADEHDIAMVFTGQR S 3 2446.107 2446.1099 0.0029 0 1.19 5.04 0.513 2282 1 37 84 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 K NDESVIEAADEHDIAMVFTGQR S 3 2446.107 2446.1111 0.0041 0 1.68 4.421 0.46 2214 1 37 84 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDALSEYDFDLVTLDGYMR V 2 2334.1089 2334.1111 0.0022 0 0.94 3.966 0.457 1577 1 23 38 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDALSEYDFDLVTLDGYMR V 2 2334.1089 2334.1118 0.0029 0 1.24 4.088 0.409 1177 1 20 38 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDALSEYDFDLVTLDGYMR V 2 2334.1089 2334.1099 0.001 0 0.43 3.251 0.387 1133 1 21 38 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDALSEYDFDLVTLDGYMR V 2 2334.1089 2334.1109 0.002 0 0.86 3.383 0.466 1295 1 21 38 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDVNENFEVTDNLTEKPLVGGR L 3 2557.3024 2557.3074 0.005 0 1.96 5.471 0.514 1179 1 38 88 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDVNENFEVTDNLTEKPLVGGR L 3 2557.3024 2557.3201 0.0177 0 6.92 5.796 0.5 955.7 1 36 88 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDVNENFEVTDNLTEKPLVGGR L 3 2557.3024 2557.3106 0.0082 0 3.21 5.465 0.508 1206 1 39 88 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLDVNENFEVTDNLTEKPLVGGR L 3 2557.3024 2557.3067 0.0043 0 1.68 5.306 0.515 798.1 1 33 88 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VLSETFLEGTPTALNVHPSLLPNFTGANAHEQVLDAGVK V 4 4086.1062 4086.1272 0.021 0 5.14 3.722 0.273 521.1 1 45 228 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9993 R VLSETFLEGTPTALNVHPSLLPNFTGANAHEQVLDAGVK V 4 4086.1062 4087.1172 1.011 -1.0034 1.87 3.306 0.218 401.5 2 38 228 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9989 R VLSETFLEGTPTALNVHPSLLPNFTGANAHEQVLDAGVK V 4 4086.1062 4088.1309 2.0247 -2.0067 4.41 3.509 0.293 337.7 31 34 228 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R VTIDWDEGTVSVEGDEGGDFPAR R 2 2450.0873 2450.0952 0.0079 0 3.22 3.901 0.647 1503 1 26 44 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R YGENPHQNAALYTDTTVSEASVVHADQLNEGAK A 3 3528.6393 3529.6441 1.0048 -1.0034 0.41 6.313 0.603 2189 1 41 128 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R YGENPHQNAALYTDTTVSEASVVHADQLNEGAK A 4 3528.6393 3528.6468 0.0075 0 2.13 4.286 0.357 1541 1 46 192 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R YGENPHQNAALYTDTTVSEASVVHADQLNEGAK A 4 3528.6393 3529.6509 1.0116 -1.0034 2.34 4.356 0.377 1619 1 45 192 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R YGENPHQNAALYTDTTVSEASVVHADQLNEGAK A 3 3528.6393 3530.6548 2.0155 -2.0067 2.49 6.736 0.517 2022 1 40 128 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 1 R YGENPHQNAALYTDTTVSEASVVHADQLNEGAK A 4 3528.6393 3528.6441 0.0048 0 1.36 4.601 0.342 1872 1 51 192 2 0 1

Q5V5F0_HALMA 1 Bifunctional purine biosynthesis protein PurH (EC 3.5.4.10)(EC 2.1.2.3) (EC
2.1.2.2)  purH rrnAC0189 526 47.7 10 33 0.9998 R YGENPHQNAALYTDTTVSEASVVHADQLNEGAK A 4 3528.6393 3529.6509 1.0116 -1.0034 2.34 3.689 0.258 1748 1 48 192 2 0 1

Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9469 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6216.6582 1.0087 -1.0034 0.86 4.138 0.229 798.4 1 44 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.993 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.6485 -0.001 0 -0.16 3.573 0.266 767.5 1 40 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9921 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.6895 0.04 0 6.44 3.776 0.258 1024 1 46 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9902 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.6807 0.0312 0 5.02 3.814 0.247 819.3 1 44 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9896 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6216.6963 1.0468 -1.0034 6.99 4.068 0.313 920.6 1 46 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.984 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.6685 0.019 0 3.06 3.414 0.253 762.4 2 40 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9822 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.7071 0.0576 0 9.27 4.583 0.212 1047 1 46 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9739 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.6714 0.0219 0 3.52 4.076 0.197 820.3 1 44 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9703 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6217.6651 2.0156 -2.0067 1.43 3.41 0.258 599.8 1 40 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9687 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6216.6939 1.0444 -1.0034 6.60 3.872 0.258 893.3 1 44 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9673 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6216.689 1.0395 -1.0034 5.82 3.966 0.255 795.1 1 41 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9583 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6215.7061 0.0566 0 9.11 3.603 0.178 828.3 1 43 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV
Q5UZZ2_HALMA 0.9855 Cold shock protein  cspD3 rrnAC2339 64 87.5 1 33 0.9446 M AEGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6215.6495 6217.6861 2.0366 -2.0067 4.81 4.039 0.221 920.3 1 44 330 2 1 1 AEGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R VTYMLAPR I 2 949.5055 949.5062 0.0007 0 0.74 2.952 0.255 1048 1 13 14 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R AVDPANVGMVDLR L 2 1371.6861 1372.7053 1.0192 -1.0034 11.56 3.013 0.46 1557 1 20 24 2 0 1 AVDPANVGM[147]VDLR

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 K DAEVEMELGEEFPVK M 2 1720.7865 1720.7907 0.0042 0 2.44 4.112 0.478 2115 1 23 28 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 K DAEVEMELGEEFPVK M 2 1720.7865 1720.7886 0.0021 0 1.22 3.876 0.416 2197 1 23 28 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 K DAEVEMELGEEFPVK M 2 1720.7865 1720.7901 0.0036 0 2.09 3.364 0.435 2046 1 22 28 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 K DAEVEMELGEEFPVK M 2 1720.7865 1720.7898 0.0033 0 1.92 3.314 0.455 1781 1 21 28 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R DDLIDLTPGDAHSLFSLDYLK N 3 2347.1583 2347.1636 0.0053 0 2.26 3.301 0.368 543.7 2 27 80 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R DDLIDLTPGDAHSLFSLDYLK N 2 2347.1583 2347.1663 0.008 0 3.41 4.496 0.516 805.8 1 23 40 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R DDLIDLTPGDAHSLFSLDYLK N 3 2347.1583 2347.1651 0.0068 0 2.90 3.284 0.385 626.7 2 29 80 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R DDLIDLTPGDAHSLFSLDYLK N 2 2347.1583 2348.1626 1.0043 -1.0034 0.40 4.684 0.487 957 1 25 40 2 0 1



PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R DDLIDLTPGDAHSLFSLDYLK N 2 2347.1583 2347.1631 0.0048 0 2.05 5.028 0.541 1211 1 27 40 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9999 R DDLIDLTPGDAHSLFSLDYLK N 3 2347.1583 2347.1748 0.0165 0 7.03 3.073 0.321 363.1 29 22 80 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9951 R DDLIDLTPGDAHSLFSLDYLK N 3 2347.1583 2347.1646 0.0063 0 2.68 2.582 0.19 291.5 75 20 80 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 K IHLEEDGLEIR A 2 1322.683 1322.6853 0.0023 0 1.74 2.99 0.37 991.8 1 17 20 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R LDAAAFESYETDGGLIGVNLSR L 2 2297.1175 2297.1204 0.0029 0 1.26 4.387 0.493 2480 1 28 42 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R LDAAAFESYETDGGLIGVNLSR L 2 2297.1175 2297.1118 -0.0057 0 -2.48 4.508 0.446 2252 1 28 42 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R LDAAAFESYETDGGLIGVNLSR L 2 2297.1175 2297.1328 0.0153 0 6.66 4.559 0.413 1639 1 27 42 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9932 R LDAAAFESYETDGGLIGVNLSR L 2 2297.1175 2298.3255 1.208 -1.0034 89.09 2.365 0.258 222.9 21 13 42 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R LEDIAGMADAGQLVHLDLDEETR K 2 2510.1959 2511.2053 1.0094 -1.0034 2.41 4.876 0.511 2309 1 27 44 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R LEDIAGMADAGQLVHLDLDEETR K 3 2510.1959 2510.1978 0.0019 0 0.76 4.437 0.368 1968 1 39 88 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 1 R LEDIAGMADAGQLVHLDLDEETR K 3 2510.1959 2510.2031 0.0072 0 2.87 4.827 0.428 1737 1 40 88 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9997 K MHFSFAEGQGR V 3 1265.5611 1265.5634 0.0023 0 1.82 3.007 0.173 1562 1 23 40 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9996 K MHFSFAEGQGR V 3 1265.5611 1265.5624 0.0013 0 1.03 2.813 0.181 1131 2 21 40 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9994 K MHFSFAEGQGR V 2 1265.5611 1265.6054 0.0443 0 35.00 2.254 0.2 762.5 1 14 20 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.999 K MHFSFAEGQGR V 3 1265.5611 1265.5631 0.002 0 1.58 3.076 0.102 1222 1 22 40 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9999 R VTYMLAPR I 2 949.5055 949.5073 0.0018 0 1.90 2.621 0.185 987.2 1 13 14 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9998 R VTYMLAPR I 2 965.5049 965.5017 -0.0032 0 -3.31 2.129 0.264 991.2 2 12 14 2 0 1 VTYM[147]LAPR

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9998 R VTYMLAPR I 2 949.5055 949.5055 0 0 0.00 2.308 0.209 966.7 1 12 14 2 0 1

PCNA_HALMAReview 1 DNA polymerase sliding clamp (Proliferating cell nuclear antigenhomolog)
(PCNA)  pcn rrnAC2851 247 50.6 9 32 0.9998 R VTYMLAPR I 2 949.5055 949.5055 0 0 0.00 2.401 0.207 1020 1 13 14 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9909 R PFGVALLVAGIEDGEPR L 3 1738.9254 1739.9325 1.0071 -1.0034 2.16 3.789 0.304 1856 1 31 64 1 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 R ALASVNEDGLDATGVDIATIDVESEQFEK L 2 3035.4459 3036.4556 1.0097 -1.0034 2.09 3.826 0.521 1094 1 23 56 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K EITDYIQQYTQTGGARPFGVALLVAGIEDGEPR L 3 3563.7896 3563.7959 0.0063 0 1.77 6.249 0.551 3896 1 50 128 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K EITDYIQQYTQTGGARPFGVALLVAGIEDGEPR L 3 3563.7896 3563.7959 0.0063 0 1.77 6.856 0.518 3866 1 50 128 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K EITDYIQQYTQTGGARPFGVALLVAGIEDGEPR L 3 3563.7896 3563.7989 0.0093 0 2.61 6.545 0.478 3255 1 48 128 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K EITDYIQQYTQTGGARPFGVALLVAGIEDGEPR L 3 3563.7896 3563.7886 -0.001 0 -0.28 6.402 0.448 3956 1 50 128 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K IHEIDSHVGVASAGHVADAR Q 4 2040.0137 2040.016 0.0023 0 1.13 3.468 0.326 1049 1 44 114 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K IHEIDSHVGVASAGHVADAR Q 3 2040.0137 2040.015 0.0013 0 0.64 4.489 0.471 1143 1 39 76 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K IHEIDSHVGVASAGHVADAR Q 3 2040.0137 2040.0165 0.0028 0 1.37 4.945 0.526 972.9 1 37 76 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K IHEIDSHVGVASAGHVADAR Q 3 2040.0137 2040.015 0.0013 0 0.64 4.705 0.495 1336 1 42 76 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9999 K IHEIDSHVGVASAGHVADAR Q 4 2040.0137 2040.0153 0.0016 0 0.78 2.82 0.216 883.1 1 39 114 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K LAEDDIAERLEEFELGGEE - 2 2162.9855 2162.9871 0.0016 0 0.74 4.543 0.451 2208 1 26 36 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K LAEDDIAERLEEFELGGEE - 2 2162.9855 2162.9898 0.0043 0 1.99 4.138 0.35 2116 1 26 36 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K LAEDDIAERLEEFELGGEE - 2 2162.9855 2162.9888 0.0033 0 1.53 4.686 0.438 2108 1 25 36 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 1 K LAEDDIAERLEEFELGGEE - 2 2162.9855 2162.9907 0.0052 0 2.40 4.657 0.46 1977 1 25 36 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9489 R LFETDPSGTPYEWQ A 2 1668.7307 1668.7747 0.044 0 26.37 4.358 0.417 955.9 1 20 26 1 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9919 R LRYDEPASVESLTK E 3 1606.8202 1606.8227 0.0025 0 1.56 2.809 0.1 1044 1 25 52 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9986 R TEDGVVIAADR H 2 1144.5724 1146.5854 2.013 -2.0067 5.50 2.723 0.249 1301 1 17 20 2 0 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9965 R TEDGVVIAADRHAR S 3 1508.7695 1508.7699 0.0004 0 0.27 2.326 0.219 291.8 5 23 52 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9953 R TEDGVVIAADRHAR S 3 1508.7695 1508.7715 0.002 0 1.33 2.154 0.233 259.8 8 20 52 2 1 1

PSMA2_HALMAReview 1 Proteasome alpha subunit (EC 3.4.25.1) (Multicatalytic endopeptidasecomplex
alpha subunit)  psmA2 rrnAC1773 244 68.9 12 32 0.9421 R TEDGVVIAADRHAR S 3 1508.7695 1508.7685 -0.001 0 -0.66 1.957 0.196 176.8 373 18 52 2 1 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 5 3075.4434 3075.4485 0.0051 0 1.66 2.411 0.233 999.6 1 59 208 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9865 R EHTELDDILPELDVLYVTR I 3 2269.1478 2269.1494 0.0016 0 0.71 3.157 0.005 1210 1 28 72 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9627 R EHTELDDILPELDVLYVTR I 3 2269.1478 2269.1558 0.008 0 3.53 2.492 0.002 577.1 1 24 72 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R ENAGFDDLTIGIMGDLK Y 2 1807.8662 1807.8809 0.0147 0 8.13 3.223 0.338 748.3 1 17 32 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R FPDESEYREVAGQYQIDGDTLAAAKDDLTVMHPLPR V 5 4046.932 4047.9138 0.9818 -1.0034 -5.33 5.086 0.374 2183 1 63 280 2 2 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R FPDESEYREVAGQYQIDGDTLAAAKDDLTVMHPLPR V 5 4046.932 4048.9136 1.9816 -2.0067 -6.20 5.816 0.418 2348 1 64 280 2 2 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R GDIETVLDHAADIAADPGAFADR H 3 2339.1029 2339.1074 0.0045 0 1.92 5.35 0.322 2560 1 39 88 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R GDIETVLDHAADIAADPGAFADR H 2 2339.1029 2339.1035 0.0006 0 0.26 4.644 0.42 788.4 1 21 44 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 R GDIETVLDHAADIAADPGAFADR H 3 2339.1029 2339.1084 0.0055 0 2.35 3.486 0.224 1094 1 28 88 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9972 R GDIETVLDHAADIAADPGAFADR H 3 2339.1029 2339.1089 0.006 0 2.57 3.175 0.097 714.2 1 25 88 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9904 R GDIETVLDHAADIAADPGAFADR H 3 2339.1029 2339.1055 0.0026 0 1.11 2.851 0.088 729 5 25 88 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R GDIETVLDHAADIAADPGAFADRHSDTLLGLLFFEPSTR T 4 4153.0392 4155.0508 2.0116 -2.0067 1.18 3.883 0.396 901.8 1 44 228 2 1 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R HSDTLLGLLFFEPSTR T 3 1831.9468 1831.9472 0.0004 0 0.22 3.343 0.297 1545 1 32 60 2 0 1



PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R HSDTLLGLLFFEPSTR T 2 1831.9468 1831.9453 -0.0015 0 -0.82 3.928 0.48 1924 1 21 30 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 R HSDTLLGLLFFEPSTR T 3 1831.9468 1831.9479 0.0011 0 0.60 3.068 0.253 1135 1 28 60 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R LGGDIVDMGSVESSSVK K 2 1678.8083 1678.815 0.0067 0 3.99 3.935 0.456 1426 1 22 32 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9968 R LGGDIVDMGSVESSSVK K 2 1678.8083 1680.8253 2.017 -2.0067 6.14 2.87 0.234 422.9 2 15 32 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R MALLDLMLGGDQ - 2 1275.6203 1275.6206 0.0003 0 0.24 2.932 0.387 1837 1 19 22 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 R MALLDLMLGGDQ - 2 1275.6203 1275.6203 0 0 0.00 2.619 0.289 687.3 1 15 22 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9997 R MALLDLMLGGDQ - 2 1275.6203 1275.6225 0.0022 0 1.72 2.219 0.267 762.7 1 15 22 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9987 R MALLDLMLGGDQ - 2 1291.6197 1291.6172 -0.0025 0 -1.94 2.154 0.177 778.4 1 16 22 2 0 1 M[147]ALLDLMLGGDQ

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 K MASEFVDVPLVNAGDGAGQHPTQTLLDLYTIR E 3 3443.7076 3443.6946 -0.013 0 -3.78 3.393 0.323 566.8 1 30 124 2 0 1 M[147]ASEFVDVPLVNAGDGAGQHPTQTLLDLYTIR

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 K MASEFVDVPLVNAGDGAGQHPTQTLLDLYTIR E 3 3427.7082 3427.7139 0.0057 0 1.66 4.828 0.486 771.2 1 40 124 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 K MASEFVDVPLVNAGDGAGQHPTQTLLDLYTIR E 3 3427.7082 3427.7285 0.0203 0 5.92 4.687 0.428 791.7 1 41 124 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 K MASEFVDVPLVNAGDGAGQHPTQTLLDLYTIR E 3 3427.7082 3428.708 0.9998 -1.0034 -1.04 4.061 0.273 671.2 1 36 124 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 K MASEFVDVPLVNAGDGAGQHPTQTLLDLYTIR E 3 3427.7082 3428.708 0.9998 -1.0034 -1.04 3.718 0.311 557.2 1 32 124 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 4 3075.4434 3075.4505 0.0071 0 2.31 4.37 0.449 1695 1 46 156 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 4 3075.4434 3075.4456 0.0022 0 0.72 4.26 0.379 1132 1 40 156 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 4 3075.4434 3075.4441 0.0007 0 0.23 5.217 0.481 2017 1 47 156 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 1 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 4 3075.4434 3075.4492 0.0058 0 1.89 4.893 0.442 1467 1 46 156 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 R VDEIAHDVDETTHAQYFQQAHNGVPVR M 5 3075.4434 3075.4485 0.0051 0 1.66 3.061 0.231 1030 1 58 208 2 0 1

PYRB_HALMAReview 1 Aspartate carbamoyltransferase (EC 2.1.3.2) (Aspartatetranscarbamylase)
(ATCase)  pyrB rrnAC1225 304 69.1 11 32 0.9999 R YDLHEAGAGIR E 3 1200.5887 1200.5783 -0.0104 0 -8.66 2.688 0.244 898.6 1 21 40 2 0 1

Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 K ATAVSAGIEAVK Q 2 1115.6186 1115.6181 -0.0005 0 -0.45 2.86 0.375 1229 2 17 22 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9995 R ADNMILVTR T 2 1031.5433 1031.5398 -0.0035 0 -3.39 2.276 0.188 1137 1 14 16 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9956 R ADNMILVTR T 2 1031.5433 1031.5452 0.0019 0 1.84 2.03 0.117 943.3 2 14 16 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9999 K ATAVSAGIEAVK Q 2 1115.6186 1115.619 0.0004 0 0.36 3.076 0.237 1270 1 17 22 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9993 K AWITFADR A 2 978.4923 978.49 -0.0023 0 -2.35 2.065 0.187 954.7 1 13 14 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R GTDGISLFIVDMDDPNIDVSPIPK H 2 2557.2621 2557.2803 0.0182 0 7.12 5.037 0.583 1813 1 25 46 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R GTDGISLFIVDMDDPNIDVSPIPK H 2 2557.2621 2557.2666 0.0045 0 1.76 5.014 0.601 1801 1 25 46 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R GTDGISLFIVDMDDPNIDVSPIPK H 2 2557.2621 2557.2613 -0.0008 0 -0.31 4.934 0.586 1945 1 26 46 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R GTDGISLFIVDMDDPNIDVSPIPK H 2 2557.2621 2558.2654 1.0033 -1.0034 -0.02 5.048 0.581 2246 1 27 46 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9999 R IGFAAAGTGIGK L 2 1061.5869 1061.5879 0.001 0 0.94 2.662 0.252 1275 1 18 22 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 K LAADTAIEYASDR E 2 1394.6677 1394.6713 0.0036 0 2.58 3.666 0.48 2412 1 21 24 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 K LAADTAIEYASDR E 2 1394.6677 1394.6696 0.0019 0 1.36 3.836 0.493 2139 1 21 24 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 K LAADTAIEYASDREVFDAPIGSHQAVSFPITK A 4 3418.7045 3418.7163 0.0118 0 3.45 3.605 0.306 1323 1 45 186 2 1 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 K LAADTAIEYASDREVFDAPIGSHQAVSFPITK A 3 3418.7045 3418.7095 0.005 0 1.46 5.609 0.454 1592 1 43 124 2 1 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 K LAADTAIEYASDREVFDAPIGSHQAVSFPITK A 4 3418.7045 3418.7146 0.0101 0 2.95 3.775 0.399 769.6 1 43 186 2 1 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9999 R LAPVSQQMAYNHIGQHLGFPR S 3 2363.1957 2363.2012 0.0055 0 2.33 2.334 0.31 450.7 1 29 80 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9996 R LAPVSQQMAYNHIGQHLGFPR S 4 2363.1957 2363.2027 0.007 0 2.96 1.355 0.178 440.5 1 35 120 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.932 R LAPVSQQMAYNHIGQHLGFPR S 3 2363.1957 2363.1973 0.0016 0 0.68 1.597 0.07 1206 1 39 80 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 0.9212 R LAPVSQQMAYNHIGQHLGFPR S 3 2363.1957 2363.648 0.4523 0 191.39 2.215 0.178 300.9 1 24 80 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 - MNFEATEER S 2 1125.476 1125.4767 0.0007 0 0.62 2.848 0.328 991.8 2 14 16 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 - MNFEATEER S 2 1125.476 1125.4793 0.0033 0 2.93 2.67 0.348 1175 1 15 16 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 - MNFEATEER S 2 1125.476 1125.4759 -0.0001 0 -0.09 2.865 0.341 962.7 2 14 16 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R NFSIGITEPEAGTNTLNVATR A 2 2204.1073 2204.1114 0.0041 0 1.86 5.195 0.502 1511 1 29 40 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R NFSIGITEPEAGTNTLNVATR A 2 2204.1073 2204.1116 0.0043 0 1.95 5.052 0.484 1513 1 29 40 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R NFSIGITEPEAGTNTLNVATR A 2 2204.1073 2204.1087 0.0014 0 0.64 5.183 0.498 1364 1 28 40 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R NFSIGITEPEAGTNTLNVATR A 2 2204.1073 2204.1082 0.0009 0 0.41 5.239 0.509 1541 1 29 40 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R STAADVAAEYGPEYWR E 2 1784.8006 1784.7974 -0.0032 0 -1.79 3.619 0.503 1428 1 21 30 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R STAADVAAEYGPEYWR E 2 1784.8006 1784.8039 0.0033 0 1.85 3.913 0.59 1658 1 22 30 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R VPEENLLGEEDDGWWTLVDMLNPER I 2 2955.3596 2955.3643 0.0047 0 1.59 4.905 0.583 1725 1 25 48 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R VPEENLLGEEDDGWWTLVDMLNPER I 2 2955.3596 2955.3633 0.0037 0 1.25 4.843 0.598 1385 1 24 48 2 0 1
Q5UWB8_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdH rrnB0264 388 48.7 13 32 1 R VPEENLLGEEDDGWWTLVDMLNPER I 2 2955.3596 2955.3694 0.0098 0 3.32 4.095 0.423 1264 1 22 48 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 - MYEIVAGIDK S 2 1137.574 1137.5653 -0.0087 0 -7.65 2.808 0.348 1397 1 16 18 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9978 R EVLEDAGVEVALEESSGEPADAILR L 2 2597.2708 2599.2454 1.9746 -2.0067 -12.36 2.707 0.259 554.4 1 16 48 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9892 0.0008 0 0.40 4.082 0.429 1064 1 24 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9923 0.0039 0 1.96 4.463 0.363 1203 1 26 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9881 -0.0003 0 -0.15 4.364 0.381 1187 1 26 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9923 0.0039 0 1.96 3.537 0.419 971.1 1 23 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9901 0.0017 0 0.86 4.499 0.353 1071 1 25 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 1987.9884 1987.9945 0.0061 0 3.07 4.467 0.401 1084 1 25 36 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R GTAIAESITEIPMDASQVR V 2 2003.9878 2003.9896 0.0018 0 0.90 3.911 0.504 1057 1 23 36 2 0 1 GTAIAESITEIPM[147]DASQVR
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R LADEQDVDMIVVAGR K 2 1645.8026 1645.7995 -0.0031 0 -1.88 4.029 0.439 2889 1 24 28 2 0 1 LADEQDVDM[147]IVVAGR
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R LADEQDVDMIVVAGR K 2 1629.8032 1629.8053 0.0021 0 1.29 3.138 0.43 1993 1 21 28 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R LADEQDVDMIVVAGR K 2 1629.8032 1629.8058 0.0026 0 1.60 3.732 0.55 2369 1 21 28 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R LADEQDVDMIVVAGR K 2 1645.8026 1645.8004 -0.0022 0 -1.34 3.789 0.475 2546 1 23 28 2 0 1 LADEQDVDM[147]IVVAGR
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R LADEQDVDMIVVAGR K 2 1629.8032 1629.8053 0.0021 0 1.29 3.254 0.472 2543 1 22 28 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9996 R LADEQDVDMIVVAGR K 2 1629.8032 1629.8053 0.0021 0 1.29 2.938 0.18 1009 2 17 28 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R LADEQDVDMIVVAGRK R 3 1757.8982 1757.9062 0.008 0 4.55 2.947 0.34 323.2 3 23 60 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 - MYEIVAGIDK S 2 1137.574 1137.5729 -0.0011 0 -0.97 2.76 0.349 1294 1 16 18 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 - MYEIVAGIDK S 2 1137.574 1137.5653 -0.0087 0 -7.65 2.582 0.35 1415 1 16 18 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9999 - MYEIVAGIDK S 2 1137.574 1137.5723 -0.0017 0 -1.49 2.443 0.308 1524 1 16 18 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 - MYEIVAGIDKSEAR G 2 1580.7868 1580.7906 0.0038 0 2.40 3.999 0.504 2506 1 24 26 2 1 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 - MYEIVAGIDKSEAR G 2 1580.7868 1580.7891 0.0023 0 1.45 4.353 0.486 2377 1 23 26 2 1 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 3 2511.2241 2511.2302 0.0061 0 2.43 4.228 0.381 2088 1 38 88 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 2 2511.2241 2511.2295 0.0054 0 2.15 5.33 0.19 2069 1 27 44 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 2 2511.2241 2511.2356 0.0115 0 4.58 6.442 0.567 2676 1 29 44 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 3 2511.2241 2511.2283 0.0042 0 1.67 5.159 0.425 2859 1 43 88 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 2 2511.2241 2511.2246 0.0005 0 0.20 6.644 0.527 2579 1 29 44 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 3 2511.2241 2511.2246 0.0005 0 0.20 5.001 0.462 2392 1 39 88 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 1 R VTLLHDFEENPEGASVDQVASVR R 2 2511.2241 2511.2305 0.0064 0 2.55 6.244 0.565 2563 1 29 44 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9996 R VTLLHDFEENPEGASVDQVASVRR A 3 2667.3252 2668.3281 1.0029 -1.0034 -0.17 3.544 0.283 366 12 22 92 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9718 R VTLLHDFEENPEGASVDQVASVRR A 4 2667.3252 2667.3296 0.0044 0 1.65 2.4 0.03 857.6 7 37 138 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9703 R VTLLHDFEENPEGASVDQVASVRR A 4 2667.3252 2667.3335 0.0083 0 3.11 2.741 0.104 716.7 60 36 138 2 0 1
Q5UY19_HALMA 1 Universal stress protein  usp33 rrnAC3125 132 74.2 8 32 0.9402 R VTLLHDFEENPEGASVDQVASVRR A 4 2667.3252 2667.3281 0.0029 0 1.09 2.496 0.008 822 13 39 138 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K QQAETELQESQTALDELDDIDEDSTMYR E 2 3272.415 3272.4168 0.0018 0 0.55 3.743 0.528 1009 1 21 54 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 0.9864 D IDEDSTMYR E 2 1128.4757 1128.4754 -0.0003 0 -0.27 2.612 0.288 720 10 13 16 1 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K LEELQDLQQTAQQVAAQK Q 2 2040.0487 2040.0567 0.008 0 3.92 5.641 0.55 3124 1 25 34 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K LEELQDLQQTAQQVAAQK Q 2 2040.0487 2040.0504 0.0017 0 0.83 5.918 0.53 3812 1 27 34 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K LEELQDLQQTAQQVAAQK Q 2 2040.0487 2040.0501 0.0014 0 0.69 5.875 0.54 3642 1 27 34 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K QQAETELQESQTALDELDDIDEDSTMYR E 2 3272.415 3273.4253 1.0103 -1.0034 2.12 3.965 0.505 1049 1 22 54 2 0 1



PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K QQAETELQESQTALDELDDIDEDSTMYREVGELLVK T 3 4139.9216 4141.9282 2.0066 -2.0067 -0.02 4.271 0.456 930 1 32 140 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K QQAETELQESQTALDELDDIDEDSTMYREVGELLVK T 3 4139.9216 4141.9282 2.0066 -2.0067 -0.02 4.638 0.46 537.9 1 29 140 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEK V 2 1567.6525 1567.6527 0.0002 0 0.13 3.984 0.493 2219 1 21 24 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEK V 2 1567.6525 1567.6541 0.0016 0 1.02 3.769 0.505 2364 1 21 24 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEK V 2 1567.6525 1567.6522 -0.0003 0 -0.19 4.007 0.266 2303 1 21 24 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEK V 2 1567.6525 1567.6547 0.0022 0 1.40 3.873 0.477 2275 1 21 24 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEK V 2 1567.6525 1567.6547 0.0022 0 1.40 3.575 0.207 2204 1 21 24 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEK V 2 1567.6525 1567.6529 0.0004 0 0.26 3.967 0.486 2317 1 21 24 2 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVR V 3 2365.0921 2365.0957 0.0036 0 1.52 4.196 0.526 1156 1 36 76 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVR V 3 2365.0921 2365.0977 0.0056 0 2.37 4.707 0.479 1294 1 38 76 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVR V 3 2365.0921 2365.0948 0.0027 0 1.14 3.91 0.485 1399 1 38 76 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVR V 2 2365.0921 2365.0926 0.0005 0 0.21 5.093 0.471 1741 1 22 38 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVR V 2 2365.0921 2365.0904 -0.0017 0 -0.72 5.183 0.527 2416 1 25 38 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVR V 2 2365.0921 2365.1009 0.0088 0 3.72 5.447 0.507 2603 1 26 38 2 1 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVRVETLEK Q 3 3064.4724 3064.4746 0.0022 0 0.72 5.959 0.515 1793 1 38 100 2 2 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVRVETLEK Q 3 3064.4724 3064.479 0.0066 0 2.15 5.799 0.439 1506 1 36 100 2 2 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 K TEFDEAQDDLEEKVNSLEVRVETLEKQEER V 4 3606.7173 3606.732 0.0147 0 4.08 5.405 0.446 813.4 1 52 174 2 3 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 0.9978 K TEFDEAQDDLEEKVNSLEVRVETLEKQEER V 5 3606.7173 3606.7227 0.0054 0 1.50 2.159 0.234 704.6 1 58 232 2 3 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 R VETLEKQEERVQEQFEELQSELQQMLGGAGGAGPAGGPGAGG A 3 4268.0291 4270.0581 2.029 -2.0067 5.22 6.597 0.521 2477 1 47 164 1 2 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 1 R VETLEKQEERVQEQFEELQSELQQMLGGAGGAGPAGGPGAGG A 3 4268.0291 4270.0581 2.029 -2.0067 5.22 5.533 0.523 2336 1 45 164 1 2 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 0.9996 R VQEQFEELQSELQQMLGGAGGAGPAGGPGAGG A 3 3026.4039 3026.4156 0.0117 0 3.87 3.631 0.42 613.2 1 30 124 1 0 1
PFDB_HALMAReview 1 Prefoldin beta subunit (GimC beta subunit)  pfdB rrnAC1680 129 89.9 11 31 0.9895 R VQEQFEELQSELQQMLGGAGGAGPAGGPGAGG A 2 3026.4039 3026.4121 0.0082 0 2.71 2.896 0.267 447.9 1 17 62 1 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R TVSNVAAYAR M 2 1050.5458 1050.546 0.0002 0 0.19 2.511 0.376 973.8 1 16 18 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R ATEDAATLLETLETYEDLMR T 2 2284.078 2284.0796 0.0016 0 0.70 3.494 0.497 855.1 1 17 38 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R ATEDAATLLETLETYEDLMR T 2 2284.078 2284.0825 0.0045 0 1.97 4.909 0.602 2868 1 26 38 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R ATEDAATLLETLETYEDLMR T 2 2284.078 2284.0821 0.0041 0 1.80 4.918 0.632 2158 1 24 38 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9999 R ATEDAATLLETLETYEDLMR T 3 2284.078 2284.0857 0.0077 0 3.37 2.83 0.272 1194 1 28 76 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R DEDTTDDTYQALTAR S 2 1713.7329 1713.7317 -0.0012 0 -0.70 4.06 0.442 2838 1 23 28 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R DEDTTDDTYQALTAR S 2 1713.7329 1713.7278 -0.0051 0 -2.98 3.556 0.396 1402 1 20 28 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 3 3316.6211 3316.6179 -0.0032 0 -0.96 3.989 0.381 571.6 1 34 116 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3316.617 -0.0041 0 -1.24 4.321 0.415 1588 1 50 174 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 3 3316.6211 3317.6182 0.9971 -1.0034 -1.88 4.209 0.305 560.8 1 35 116 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3316.6258 0.0047 0 1.42 3.695 0.385 1331 1 46 174 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 3 3316.6211 3316.6399 0.0188 0 5.67 3.663 0.301 424.8 1 32 116 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3316.6309 0.0098 0 2.95 4.662 0.383 1872 1 55 174 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3317.6509 1.0298 -1.0034 7.97 4.118 0.353 1620 1 51 174 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9999 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3317.6109 0.9898 -1.0034 -4.09 4.483 0.302 1659 1 52 174 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9899 R EAALDGPNVPVEVYDTLVDTVHDNLDTLHR H 4 3316.6211 3317.616 0.9949 -1.0034 -2.55 3.004 0.175 696.4 16 35 174 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9985 R HILNEYLERFR S 3 1488.7837 1488.783 -0.0007 0 -0.47 2.254 0.226 660.3 1 23 40 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R MRRDEDTTDDTYQALTAR S 3 2172.975 2172.9766 0.0016 0 0.74 3.369 0.344 739.6 1 29 68 2 1 1 M[147]RRDEDTTDDTYQALTAR
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R MRRDEDTTDDTYQALTAR S 3 2156.9756 2156.979 0.0034 0 1.58 5.353 0.337 1459 1 34 68 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R MRRDEDTTDDTYQALTAR S 3 2172.975 2172.9702 -0.0048 0 -2.21 3.484 0.368 661.6 2 28 68 2 1 1 M[147]RRDEDTTDDTYQALTAR
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9998 R MRRDEDTTDDTYQALTAR S 3 2156.9756 2156.9763 0.0007 0 0.32 3.88 0.229 1470 1 33 68 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9989 R MRRDEDTTDDTYQALTAR S 4 2156.9756 2156.9668 -0.0088 0 -4.08 2.911 0.223 985.5 9 33 102 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9786 R MRRDEDTTDDTYQALTAR S 4 2156.9756 2156.9629 -0.0127 0 -5.89 2.567 0.14 852.8 35 30 102 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.995 R NAVGTAYKNAVK T 2 1234.667 1235.6654 0.9984 -1.0034 -4.01 2.679 0.293 774.1 1 17 22 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 0.9802 R NAVGTAYKNAVKTDVK M 3 1677.905 1677.9086 0.0036 0 2.15 2.724 0.071 384 1 24 60 2 2 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R SDIDEAYKWDLDSLYATDEDWEAAYEEAEELIEDLSAYEGR A 3 4817.0828 4819.1011 2.0183 -2.0067 2.41 5.004 0.37 754.7 1 33 160 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R THEMSEAGEPLTPDRLDDLYR D 3 2444.1278 2444.1221 -0.0057 0 -2.33 4.372 0.442 1116 1 30 80 2 1 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R TVSNVAAYAR M 2 1050.5458 1050.5463 0.0005 0 0.48 2.775 0.348 959.9 1 16 18 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R TVSNVAAYAR M 2 1050.5458 1050.5462 0.0004 0 0.38 2.723 0.38 1134 1 17 18 2 0 1
Q5UXV9_HALMA 1 Oligoendopeptidase F (EC 3.4.24.-)  pepF rrnAC3189 596 28 10 31 1 R TVSNVAAYAR M 2 1050.5458 1050.5456 -0.0002 0 -0.19 2.905 0.442 956.5 1 16 18 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 K LLDGGREYWVENDYELTDEVPEFSEVDYEAAGPR E 3 3961.7806 3961.7893 0.0087 0 2.20 6.556 0.547 1453 1 47 132 2 1 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9999 R AYREDVENAIER E 2 1463.7004 1463.7 -0.0004 0 -0.27 3.78 0.296 1028 1 16 22 2 1 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9999 R AYREDVENAIER E 2 1463.7004 1463.7035 0.0031 0 2.12 3.66 0.324 1007 1 16 22 2 1 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9998 R AYREDVENAIER E 2 1463.7004 1463.6996 -0.0008 0 -0.55 3.513 0.26 1004 1 16 22 2 1 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9995 R AYREDVENAIER E 2 1463.7004 1464.7058 1.0054 -1.0034 1.40 3.785 0.305 1044 1 16 22 2 1 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9809 R AYREDVENAIER E 3 1463.7004 1463.7005 0.0001 0 0.07 3.16 0.047 1090 6 23 44 2 1 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9989 R ELPLVDVR S 2 939.5389 939.5394 0.0005 0 0.53 1.75 0.24 468.3 1 11 14 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9986 R ELPLVDVR S 2 939.5389 939.5407 0.0018 0 1.92 1.762 0.22 535.1 1 12 14 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R EYWVENDYELTDEVPEFSEVDYEAAGPR E 2 3350.4415 3350.4561 0.0146 0 4.36 3.848 0.504 442.8 1 20 54 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9987 R GGHVPGAQNISWAAVTNDDGTFK D 3 2341.1087 2341.1138 0.0051 0 2.18 2.877 0.222 431.3 34 20 88 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3862.7969 0.016 0 4.14 6.583 0.54 2841 1 47 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.7903 2.0094 -2.0067 0.70 4.711 0.482 817.7 1 32 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.8076 2.0267 -2.0067 5.18 4.149 0.356 1234 1 36 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9999 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.7808 1.9999 -2.0067 -1.76 3.456 0.326 1079 1 34 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9996 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.7581 1.9772 -2.0067 -7.64 3.837 0.236 755.4 1 30 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9986 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.7881 2.0072 -2.0067 0.13 2.987 0.227 895.3 1 31 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9981 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.7881 2.0072 -2.0067 0.13 2.921 0.216 583.3 1 29 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9979 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3863.7979 1.017 -1.0034 3.53 3.968 0.138 776.5 1 31 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.979 R LVEVDVDTELYDESHAPGAIGFNWETDLQDQTTR D 3 3862.7809 3864.7881 2.0072 -2.0067 0.13 2.826 0.118 455.4 2 26 132 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R SPEEFSGEILAPPGLQETAQR G 2 2255.107 2255.1116 0.0046 0 2.04 4.274 0.545 938.8 1 28 40 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R SPEEFSGEILAPPGLQETAQR G 2 2255.107 2255.1111 0.0041 0 1.82 4.395 0.438 1147 1 31 40 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R SPEEFSGEILAPPGLQETAQR G 2 2255.107 2255.1162 0.0092 0 4.08 3.846 0.614 813.9 1 26 40 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 R SPEEFSGEILAPPGLQETAQR G 2 2255.107 2255.1131 0.0061 0 2.70 4.177 0.555 934.2 1 28 40 2 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 3 3330.4701 3330.4781 0.008 0 2.40 5.323 0.533 1140 1 38 112 1 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 1 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 4 3330.4701 3330.479 0.0089 0 2.67 4.162 0.474 1514 1 54 168 1 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9999 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 3 3330.4701 3330.4856 0.0155 0 4.65 5.108 0.414 1030 1 35 112 1 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9998 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 4 3330.4701 3330.4727 0.0026 0 0.78 3.553 0.41 1092 1 49 168 1 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9996 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 4 3330.4701 3330.4724 0.0023 0 0.69 4.178 0.363 1274 1 52 168 1 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9995 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 4 3330.4701 3330.4798 0.0097 0 2.91 4.069 0.354 1576 1 51 168 1 0 1
Q5V0H6_HALMA 1 Thiosulfate sulfurtransferase  sseA2 rrnAC2129 297 54.5 9 31 0.9636 M TDYANDVLVSADWVSEHLDEFQSDDPAHR L 4 3330.4701 3331.5769 1.1068 -1.0034 31.06 3.216 0.256 592.6 3 36 168 1 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 R GEWTHLDAAGDIESFFGDAVEEAGTVVAPDAR L 3 3331.5269 3331.5315 0.0046 0 1.38 4.458 0.425 556.4 1 31 124 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9837 K AAGIGSDYREETIR T 2 1536.7532 1536.7521 -0.0011 0 -0.72 2.397 0.224 407.9 10 13 26 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9602 K AAGIGSDYREETIR T 2 1536.7532 1536.7509 -0.0023 0 -1.50 2.207 0.212 356.3 16 13 26 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K ASLQDLPTDDNTAR R 2 1515.7165 1515.7174 0.0009 0 0.59 3.564 0.359 625.2 1 19 26 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K ASLQDLPTDDNTAR R 2 1515.7165 1515.7182 0.0017 0 1.12 3.337 0.421 586 1 18 26 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 R ESITVDYTDDESK L 2 1500.6467 1500.6471 0.0004 0 0.27 2.547 0.355 601.4 1 16 24 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9999 R GEWTHLDAAGDIESFFGDAVEEAGTVVAPDAR L 3 3331.5269 3331.5323 0.0054 0 1.62 3.808 0.227 469.4 1 29 124 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9999 R GEWTHLDAAGDIESFFGDAVEEAGTVVAPDAR L 3 3331.5269 3331.5298 0.0029 0 0.87 3.609 0.255 604 1 27 124 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9683 R GEWTHLDAAGDIESFFGDAVEEAGTVVAPDAR L 3 3331.5269 3331.5344 0.0075 0 2.25 2.257 0.097 329.2 15 26 124 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K GNVAEAQTQLER M 2 1314.6528 1314.6553 0.0025 0 1.90 3.255 0.406 1378 1 16 22 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K GNVAEAQTQLER M 2 1314.6528 1314.654 0.0012 0 0.91 3.42 0.413 1526 1 17 22 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K IHAPANDPQDAVSLADVTLHAGGETTR E 3 2755.3525 2756.3479 0.9954 -1.0034 -2.89 5.403 0.57 677 1 37 104 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K IHAPANDPQDAVSLADVTLHAGGETTR E 4 2755.3525 2755.3618 0.0093 0 3.38 3.805 0.356 1021 1 43 156 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K IHAPANDPQDAVSLADVTLHAGGETTR E 4 2755.3525 2755.3616 0.0091 0 3.30 3.844 0.287 1492 1 45 156 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 K IHAPANDPQDAVSLADVTLHAGGETTR E 4 2755.3525 2755.3565 0.004 0 1.45 5.15 0.457 2128 1 54 156 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9983 K IHAPANDPQDAVSLADVTLHAGGETTR E 4 2755.3525 2755.3616 0.0091 0 3.30 3.404 0.107 917.2 2 39 156 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9912 R IHGEDTEAVQTAERETR I 3 1940.9188 1940.9201 0.0013 0 0.67 1.915 0.227 235.8 4 22 64 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9996 K LTAEIEVEPGRLEEPPTR Q 3 2035.0586 2035.057 -0.0016 0 -0.79 3.079 0.246 1205 1 29 68 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9996 K LTAEIEVEPGRLEEPPTR Q 3 2035.0586 2035.0619 0.0033 0 1.62 3.104 0.243 1161 1 30 68 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9617 R MTRIHGEDTEAVQTAERETR I 4 2329.108 2329.116 0.008 0 3.43 2.769 0.047 959.8 7 36 114 2 2 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9948 R RVLLLSDGKDNSHDPEAFGTLAR E 4 2510.2877 2510.2976 0.0099 0 3.94 3.784 0.144 995.2 9 36 132 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 1 R SLPQTQSVNPDWEDNTAVVPLPDLLDRETQR V 3 3532.7434 3532.7466 0.0032 0 0.91 3.427 0.375 401.6 1 32 120 2 1 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9998 M TATVVSEVNRPYVPTGGAK L 2 1945.0269 1945.0254 -0.0015 0 -0.77 3.784 0.426 717.1 1 20 36 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9917 M TATVVSEVNRPYVPTGGAK L 2 1945.0269 1946.0254 0.9985 -1.0034 -2.49 3.258 0.361 448.5 1 17 36 2 0 1
Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9901 M TATVVSEVNRPYVPTGGAK L 3 1945.0269 1945.0302 0.0033 0 1.70 3.128 0.286 771.3 1 24 72 2 0 1



Q5V2Z1_HALMA 1 Von Willebrand factor type A like metal binding protein  rrnAC1160 rrnAC1160 394 57.9 14 31 0.9998 K TELGKGNVAEAQTQLER M 3 1842.9435 1842.9484 0.0049 0 2.66 2.81 0.287 738.3 1 25 64 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2711.4002 1.0155 -1.0034 4.48 4.527 0.432 803.5 1 32 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K FDLDVPSGLEK D 2 1218.6132 1218.6254 0.0122 0 10.01 2.526 0.318 651.3 1 14 20 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9995 K ILEVPAYQLLGGK Y 2 1399.8075 1399.8113 0.0038 0 2.71 2.507 0.182 778.5 1 19 24 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R IYTDAGIVGTGEAYWGAGVPELIER M 2 2636.3122 2636.3218 0.0096 0 3.64 4.267 0.529 1282 1 25 48 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R IYTDAGIVGTGEAYWGAGVPELIER M 2 2636.3122 2637.3123 1.0001 -1.0034 -1.23 4.869 0.542 1509 1 27 48 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R MKPFVVGENPLDIDRLYEHLIQK M 4 2769.4568 2769.459 0.0022 0 0.79 4.737 0.308 2051 1 45 132 2 1 1 M[147]KPFVVGENPLDIDRLYEHLIQK
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R MKPFVVGENPLDIDRLYEHLIQK M 4 2753.4574 2753.459 0.0016 0 0.58 3.51 0.316 863.3 2 41 132 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R MKPFVVGENPLDIDRLYEHLIQK M 4 2753.4574 2753.4683 0.0109 0 3.96 3.087 0.313 948.8 1 43 132 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9998 R MKPFVVGENPLDIDRLYEHLIQK M 4 2753.4574 2753.46 0.0026 0 0.94 3.404 0.272 734.2 4 39 132 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9991 R MKPFVVGENPLDIDRLYEHLIQK M 4 2753.4574 2753.4636 0.0062 0 2.25 3.481 0.221 685.9 7 36 132 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9986 R MKPFVVGENPLDIDRLYEHLIQK M 4 2753.4574 2753.4578 0.0004 0 0.15 4.13 0.159 927.2 3 40 132 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9948 R MKPFVVGENPLDIDRLYEHLIQK M 5 2753.4574 2753.4607 0.0033 0 1.20 3.174 0.119 840.3 4 45 176 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2711.378 0.9933 -1.0034 -3.71 5.683 0.525 1103 1 39 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2710.3906 0.0059 0 2.18 4.697 0.319 1551 1 43 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2726.3841 2727.377 0.9929 -1.0034 -3.83 4.707 0.538 864.1 1 34 108 2 0 1 M[147]SGEGSVEGVTVTAIAGIEVALHDLAGK
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2710.3875 0.0028 0 1.03 6.021 0.59 1642 1 43 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2726.3841 2727.398 1.0139 -1.0034 3.87 3.468 0.393 817.2 1 31 108 2 0 1 M[147]SGEGSVEGVTVTAIAGIEVALHDLAGK
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2711.408 1.0233 -1.0034 7.36 7.478 0.55 2132 1 50 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2710.3909 0.0062 0 2.29 6.026 0.578 1721 1 43 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2726.3841 2726.3816 -0.0025 0 -0.92 6.037 0.532 1321 1 39 108 2 0 1 M[147]SGEGSVEGVTVTAIAGIEVALHDLAGK
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9998 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2712.3638 1.9791 -2.0067 -10.18 3.592 0.287 762 1 28 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9525 K MSGEGSVEGVTVTAIAGIEVALHDLAGK I 3 2710.3847 2711.408 1.0233 -1.0034 7.36 2.92 0.113 459.8 39 22 108 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R RLIENQAVDMIAPDMPK V 2 1939.9859 1939.9815 -0.0044 0 -2.27 3.594 0.329 1340 1 21 32 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R RLIENQAVDMIAPDMPK V 2 1939.9859 1939.9861 0.0002 0 0.10 3.748 0.296 1193 1 20 32 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9651 R RLIENQAVDMIAPDMPK V 2 1971.9847 1972.9654 0.9807 -1.0034 -11.49 2.096 0.148 182 3 14 32 2 0 1 RLIENQAVDM[147]IAPDM[147]PK
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 1 R RVVDELGYDALKFDLDVPSGLEK D 3 2577.3326 2577.3374 0.0048 0 1.86 6.464 0.441 1755 1 34 88 2 1 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9999 K STTTPITVGENR Y 2 1274.6466 1274.6471 0.0005 0 0.39 2.336 0.31 1004 1 19 22 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9997 K STTTPITVGENR Y 2 1274.6466 1274.6485 0.0019 0 1.49 2.211 0.256 779.8 1 17 22 2 0 1
Q5V4G3_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family  dgoA4 rrnAC0575 416 33.9 9 31 0.9565 R VVDELGYDALK F 2 1220.6288 1220.6054 -0.0234 0 -19.17 1.953 0.079 272.7 27 12 20 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 3 3476.6332 3476.6433 0.0101 0 2.91 7.115 0.618 1579 1 45 128 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 K ATSEAHITDNLASLDLSLTDADIDRIDNIDTVDR R 4 3697.7918 3697.8006 0.0088 0 2.38 4.376 0.321 1150 1 42 198 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 K ATSEAHITDNLASLDLSLTDADIDRIDNIDTVDR R 3 3697.7918 3697.7847 -0.0071 0 -1.92 5.37 0.572 1001 1 36 132 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9995 K ATSEAHITDNLASLDLSLTDADIDRIDNIDTVDR R 3 3697.7918 3698.7954 1.0036 -1.0034 0.07 3.465 0.288 569.4 1 34 132 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9994 K ATSEAHITDNLASLDLSLTDADIDRIDNIDTVDR R 4 3697.7918 3699.8111 2.0193 -2.0067 3.41 4.157 0.225 1092 1 41 198 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9943 K ATSEAHITDNLASLDLSLTDADIDRIDNIDTVDR R 3 3697.7918 3698.7969 1.0051 -1.0034 0.47 3.455 0.176 497.2 1 33 132 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9999 K ATSEAHITDNLASLDLSLTDADIDRIDNIDTVDRR V 4 3853.8929 3855.8909 1.998 -2.0067 -2.26 4.344 0.343 1052 1 41 204 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R EHAAEQDYELVAYSPLAR G 2 2060.9803 2060.981 0.0007 0 0.34 4.692 0.514 1421 1 24 34 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GEVFGHDVIEAIADDHDASEAQVSLAWLR E 3 3149.5054 3149.5152 0.0098 0 3.11 7.91 0.557 5209 1 49 112 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GEVFGHDVIEAIADDHDASEAQVSLAWLR E 3 3149.5054 3150.4883 0.9829 -1.0034 -6.49 7.658 0.554 4565 1 48 112 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GEVFGHDVIEAIADDHDASEAQVSLAWLR E 3 3149.5054 3149.502 -0.0034 0 -1.08 7.899 0.546 5726 1 51 112 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GEVFGHDVIEAIADDHDASEAQVSLAWLR E 3 3149.5054 3149.5086 0.0032 0 1.02 7.872 0.575 5111 1 50 112 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9825 R GEVFGHDVIEAIADDHDASEAQVSLAWLR E 4 3149.5054 3151.531 2.0256 -2.0067 6.00 2.644 0.041 968.8 1 40 168 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GLIDNVGVSNFEPHHVETAMDVLDAPVFANQVETHPFLQQSEL E 4 4899.3926 4901.4107 2.0181 -2.0067 2.33 6.017 0.457 2671 1 65 258 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GLIDNVGVSNFEPHHVETAMDVLDAPVFANQVETHPFLQQSEL E 4 4899.3926 4901.4107 2.0181 -2.0067 2.33 6.138 0.542 2251 1 58 258 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GLIDNVGVSNFEPHHVETAMDVLDAPVFANQVETHPFLQQSEL E 4 4899.3926 4899.3916 -0.001 0 -0.20 5.629 0.507 2271 1 61 258 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R GLIDNVGVSNFEPHHVETAMDVLDAPVFANQVETHPFLQQSEL E 4 4899.3926 4899.3921 -0.0005 0 -0.10 6.576 0.554 2124 1 58 258 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9997 R HIDTAQAYDNESAVGD G 2 1704.7227 1704.7229 0.0002 0 0.12 3.005 0.491 781.3 1 19 30 1 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9995 R HIDTAQAYDNESAVGD G 2 1704.7227 1704.7204 -0.0023 0 -1.35 2.54 0.525 437.9 1 16 30 1 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 4 3476.6332 3476.6414 0.0082 0 2.36 4.782 0.35 2171 1 56 192 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 3 3476.6332 3478.6582 2.025 -2.0067 5.26 7.127 0.64 1773 1 46 128 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 3 3476.6332 3476.6367 0.0035 0 1.01 7.294 0.611 2358 1 50 128 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 3 3476.6332 3476.627 -0.0062 0 -1.78 7.238 0.619 1347 1 41 128 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9995 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 4 3476.6332 3476.6436 0.0104 0 2.99 3.716 0.178 1053 1 48 192 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9994 R HIDTAQAYDNESAVGDGIAAADVDRDDIFLATK V 4 3476.6332 3477.6509 1.0177 -1.0034 4.13 3.62 0.233 784.2 1 44 192 2 1 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9999 R IDNIDTVDR R 2 1059.5196 1059.5254 0.0058 0 5.47 2.758 0.241 1079 1 15 16 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 K LGVDSVDLLYVHWAAGEYEPEETLPAFDELVDR G 3 3746.7992 3748.7849 1.9857 -2.0067 -5.60 5.189 0.43 1467 1 42 128 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 K VWISNLSHDDVIETTEESLDK L 2 2429.1598 2429.1555 -0.0043 0 -1.77 5.402 0.543 2281 1 26 40 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 1 K VWISNLSHDDVIETTEESLDK L 3 2429.1598 2429.167 0.0072 0 2.96 4.406 0.231 2009 1 34 80 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9999 K VWISNLSHDDVIETTEESLDK L 3 2429.1598 2429.158 -0.0018 0 -0.74 4.043 0.21 1081 1 28 80 2 0 1
Q5V663_HALMA 1 Aldehyde reductase  yafB pNG7293 279 76.3 10 31 0.9998 K VWISNLSHDDVIETTEESLDK L 3 2429.1598 2429.1663 0.0065 0 2.68 4.265 0.158 1561 1 32 80 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 R ILQSEGHEVVIVDNDPVK V 2 1990.0371 1990.0254 -0.0117 0 -5.88 2.933 0.304 866.3 1 19 34 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K IEPGDSVAIMADPGGLDDIR A 2 2039.9833 2039.9846 0.0013 0 0.64 4.152 0.556 862.6 1 23 38 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K IEPGDSVAIMADPGGLDDIR A 2 2039.9833 2039.9885 0.0052 0 2.55 5.376 0.592 1190 1 26 38 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K IEPGDSVAIMADPGGLDDIR A 2 2055.9827 2055.9854 0.0027 0 1.31 3.709 0.54 730.9 1 23 38 2 0 1 IEPGDSVAIM[147]ADPGGLDDIR
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K IEPGDSVAIMADPGGLDDIR A 2 2039.9833 2039.9833 0 0 0.00 5.25 0.575 1738 1 30 38 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K IEPGDSVAIMADPGGLDDIR A 2 2055.9827 2055.9802 -0.0025 0 -1.22 3.777 0.496 497.9 1 20 38 2 0 1 IEPGDSVAIM[147]ADPGGLDDIR
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9997 K IEPGDSVAIMADPGGLDDIR A 2 2055.9827 2057.9829 2.0002 -2.0067 -3.16 3.518 0.283 605.9 1 20 38 2 0 1 IEPGDSVAIM[147]ADPGGLDDIR
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9999 R ILQSEGHEVVIVDNDPVK V 3 1990.0371 1991.9501 1.913 -1.0034 457.10 4.109 0.271 1482 1 31 68 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 R ILQSEGHEVVIVDNDPVKVER A 3 2374.2492 2374.2486 -0.0006 0 -0.25 5.214 0.476 2305 1 39 80 2 1 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 R ILQSEGHEVVIVDNDPVKVER A 3 2374.2492 2374.251 0.0018 0 0.76 5.384 0.493 1967 1 38 80 2 1 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9995 R ILQSEGHEVVIVDNDPVKVER A 4 2374.2492 2374.252 0.0028 0 1.18 2.766 0.185 1234 1 40 120 2 1 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9331 D PGGLDDIR A 2 841.4294 841.4325 0.0031 0 3.68 2.826 0.124 622.1 8 12 14 1 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K TALLGGDFNVLADLTEQLSVASIR I 2 2502.3329 2502.3404 0.0075 0 3.00 4.529 0.559 2948 1 28 46 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K TALLGGDFNVLADLTEQLSVASIR I 3 2502.3329 2502.3321 -0.0008 0 -0.32 3.774 0.346 811.7 1 30 92 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K TALLGGDFNVLADLTEQLSVASIR I 3 2502.3329 2502.3291 -0.0038 0 -1.52 4.132 0.468 1402 1 35 92 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K TALLGGDFNVLADLTEQLSVASIR I 2 2502.3329 2502.3467 0.0138 0 5.51 3.894 0.504 725.8 1 18 46 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 K TALLGGDFNVLADLTEQLSVASIR I 3 2502.3329 2502.3252 -0.0077 0 -3.08 3.47 0.301 824.5 1 32 92 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 4 3279.6234 3279.6294 0.006 0 1.83 3.079 0.274 668.4 1 42 174 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 3 3279.6234 3279.627 0.0036 0 1.10 4.659 0.445 789.5 1 39 116 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 1 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 3 3279.6234 3279.6277 0.0043 0 1.31 5.84 0.51 724.7 1 38 116 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9999 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 4 3279.6234 3279.6258 0.0024 0 0.73 3.57 0.235 490.3 2 40 174 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9999 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 4 3279.6234 3279.6292 0.0058 0 1.77 3.261 0.262 590.4 2 42 174 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9998 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 4 3295.6228 3295.6265 0.0037 0 1.12 3.194 0.222 629.9 2 44 174 2 0 1 VVEVDLPGDAHIYAHGTDHEPM[147]TIPLPQTK
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9998 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 4 3279.6234 3281.6109 1.9875 -2.0067 -5.85 3.474 0.247 664 1 43 174 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9978 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 4 3295.6228 3296.6109 0.9881 -1.0034 -4.63 2.894 0.195 518.4 4 40 174 2 0 1 VVEVDLPGDAHIYAHGTDHEPM[147]TIPLPQTK
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9817 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 5 3279.6234 3279.6297 0.0063 0 1.92 2.966 0.088 994.5 12 50 232 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9181 R VVEVDLPGDAHIYAHGTDHEPMTIPLPQTK I 5 3279.6234 3279.6265 0.0031 0 0.95 2.836 0.122 728.3 117 43 232 2 0 1
Q5UZK1_HALMA 1 TRK potassium uptake system protein  trkA6 rrnAC2498 221 48.9 7 30 0.9992 K YAADVDEIIYPER L 2 1552.7409 1552.7448 0.0039 0 2.51 2.378 0.175 701.2 1 13 24 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R HNDGLHDLGVR F 3 1231.6058 1231.6065 0.0007 0 0.57 4.007 0.428 1965 1 27 40 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 K AANKAEEYETELASR G 2 1680.7955 1680.7952 -0.0003 0 -0.18 4.816 0.499 1735 1 22 28 2 1 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9999 K AANKAEEYETELASR G 3 1680.7955 1680.793 -0.0025 0 -1.49 3.249 0.277 1124 1 25 56 2 1 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9962 K AANKAEEYETELASR G 3 1680.7955 1681.8081 1.0126 -1.0034 5.50 3.286 0.172 1868 1 28 56 2 1 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9972 R ADVVVAAVPAYHLTDTIDAVADELDDTTLVAPAVGMQR D 4 3921.967 3922.9707 1.0037 -1.0034 0.09 3.568 0.213 554.2 10 36 222 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 3 2487.3697 2487.3716 0.0019 0 0.76 5.071 0.429 1306 1 37 96 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 2 2487.3697 2487.3762 0.0065 0 2.61 4.976 0.484 1785 1 27 48 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 2 2487.3697 2487.378 0.0083 0 3.34 4.011 0.191 1390 1 25 48 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 2 2487.3697 2487.3736 0.0039 0 1.57 4.914 0.495 1701 1 26 48 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 3 2487.3697 2487.3789 0.0092 0 3.70 3.768 0.399 800 1 32 96 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 2 2487.3697 2487.3721 0.0024 0 0.96 4.915 0.514 1566 1 26 48 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 3 2487.3697 2488.3719 1.0022 -1.0034 -0.46 4.786 0.384 989.7 1 33 96 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R ALDGGPLANAAEIEGLTPLLINVAR H 2 2487.3697 2487.3709 0.0012 0 0.48 4.868 0.487 1516 1 26 48 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9999 R ALDGGPLANAAEIEGLTPLLINVAR H 2 2487.3697 2487.378 0.0083 0 3.34 3.76 0.146 1394 1 25 48 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R DEDGFHYNRPGAGSVTQLAANAAPDDTPVVGAFHNLAAGR L 4 4077.9317 4079.9309 1.9992 -2.0067 -1.84 7.55 0.582 1773 1 59 234 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R DEDGFHYNRPGAGSVTQLAANAAPDDTPVVGAFHNLAAGR L 4 4077.9317 4077.9392 0.0075 0 1.84 7.261 0.46 1130 1 55 234 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R DEDGFHYNRPGAGSVTQLAANAAPDDTPVVGAFHNLAAGR L 3 4077.9317 4078.9387 1.007 -1.0034 0.90 6.162 0.428 840.2 1 37 156 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R DEDGFHYNRPGAGSVTQLAANAAPDDTPVVGAFHNLAAGR L 4 4077.9317 4077.9507 0.019 0 4.66 8.137 0.565 1429 1 56 234 2 0 1



Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R GHDDVSIAGLVNEDAAAR A 3 1808.8653 1808.87 0.0047 0 2.60 3.9 0.259 1311 3 29 68 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9992 R GHDDVSIAGLVNEDAAAR A 3 1808.8653 1808.8651 -0.0002 0 -0.11 3.484 0.133 968.2 2 27 68 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9991 R GHDDVSIAGLVNEDAAAR A 3 1808.8653 1808.8666 0.0013 0 0.72 3.145 0.158 898.2 3 28 68 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 R HNDGLHDLGVR F 3 1231.6058 1231.606 0.0002 0 0.16 4.547 0.396 2305 1 29 40 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 - MDIALLGGTGDIGQGLALR W 2 1869.9982 1869.9999 0.0017 0 0.91 4.065 0.516 3314 1 29 36 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 - MDIALLGGTGDIGQGLALR W 2 1869.9982 1870.0017 0.0035 0 1.87 4.284 0.228 3649 1 30 36 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 - MDIALLGGTGDIGQGLALR W 2 1869.9982 1870.0017 0.0035 0 1.87 4.069 0.532 3139 1 29 36 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 - MDIALLGGTGDIGQGLALR W 2 1869.9982 1869.9979 -0.0003 0 -0.16 4.302 0.544 3134 1 29 36 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 - MDIALLGGTGDIGQGLALR W 2 1869.9982 1869.9999 0.0017 0 0.91 4.179 0.174 2815 1 27 36 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 1 - MDIALLGGTGDIGQGLALR W 2 1869.9982 1870.0015 0.0033 0 1.76 3.899 0.54 3176 1 28 36 2 0 1
Q5V0J4_HALMA 1 F420-dependent NADP reductase (EC 1.6.8.-)  npdG-1 rrnAC2108 222 81.1 8 30 0.9963 R WADDTNHTIIIGSR K 3 1597.7848 1597.7892 0.0044 0 2.75 2.473 0.148 624.9 7 23 52 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R WEADSFTNVFLGPEDVHDEGALLELTYNHDGR S 4 3645.6648 3647.6909 2.0261 -2.0067 5.32 5.089 0.462 1291 1 50 186 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 K GRWEADSFTNVFLGPEDVHDEGALLELTYNHDGR S 4 3858.7874 3858.8133 0.0259 0 6.71 6.079 0.419 1302 1 52 198 2 1 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9999 K GRWEADSFTNVFLGPEDVHDEGALLELTYNHDGR S 4 3858.7874 3860.8111 2.0237 -2.0067 4.41 5.676 0.336 939.4 1 43 198 2 1 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9999 K GRWEADSFTNVFLGPEDVHDEGALLELTYNHDGR S 4 3858.7874 3860.8111 2.0237 -2.0067 4.41 5.489 0.326 1175 1 48 198 2 1 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9887 K GRWEADSFTNVFLGPEDVHDEGALLELTYNHDGR S 5 3858.7874 3858.7981 0.0107 0 2.77 3.033 0.021 1111 1 54 264 2 1 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9963 K LNYELFR R 2 953.497 953.4987 0.0017 0 1.78 2.179 0.044 610.2 1 11 12 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9006 - MWSLDHTMMR V 3 1306.562 1306.5647 0.0027 0 2.07 1.752 0.035 437.2 10 20 36 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9998 D PDGHEIEIVER D 2 1292.6361 1292.6378 0.0017 0 1.32 3.069 0.459 847.1 1 16 20 1 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9995 D PDGHEIEIVER D 2 1292.6361 1292.6364 0.0003 0 0.23 3.515 0.358 829.5 1 16 20 1 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9978 D PDGHEIEIVER D 3 1292.6361 1292.6406 0.0045 0 3.48 3.94 0.254 2522 1 27 40 1 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.996 D PDGHEIEIVER D 3 1292.6361 1292.6381 0.002 0 1.55 3.682 0.243 2770 1 29 40 1 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R SYELGDAWGHLAVQTDDLHGAWETLMGR H 3 3127.4458 3128.438 0.9922 -1.0034 -3.57 7.18 0.483 3216 1 46 108 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R SYELGDAWGHLAVQTDDLHGAWETLMGR H 3 3127.4458 3128.4678 1.022 -1.0034 5.96 7.493 0.541 2824 1 44 108 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9975 R SYELGDAWGHLAVQTDDLHGAWETLMGR H 3 3127.4458 3128.6082 1.1624 -1.0034 50.86 3.565 0.172 370 3 25 108 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R SYTMGDAWGHIAVR C 2 1562.73 1562.7315 0.0015 0 0.96 3.652 0.458 1916 1 21 26 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9993 R SYTMGDAWGHIAVR C 3 1562.73 1562.7311 0.0011 0 0.70 2.036 0.246 648.8 1 23 52 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9987 R SYTMGDAWGHIAVR C 3 1562.73 1562.7316 0.0016 0 1.02 1.936 0.226 880.4 1 27 52 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9959 R SYTMGDAWGHIAVR C 3 1578.7294 1578.725 -0.0044 0 -2.79 2.267 0.129 643.4 1 24 52 2 0 1 SYTM[147]GDAWGHIAVR
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R VEDAEQAIGWYVR K 2 1534.7416 1534.7418 0.0002 0 0.13 2.982 0.382 1618 1 19 24 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R VEDAEQAIGWYVR K 2 1534.7416 1534.7454 0.0038 0 2.48 2.907 0.483 1228 1 17 24 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 0.9987 R VEDAEQAIGWYVR K 3 1534.7416 1534.7482 0.0066 0 4.30 2.508 0.158 478.3 1 21 48 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R VEDLDASLDWYQTYFDYEEK G 2 2528.0907 2528.0969 0.0062 0 2.45 5.637 0.56 2455 1 25 38 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R VEDLDASLDWYQTYFDYEEK G 2 2528.0907 2528.0926 0.0019 0 0.75 5.312 0.602 2528 1 25 38 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R VEDLDASLDWYQTYFDYEEK G 2 2528.0907 2528.096 0.0053 0 2.10 5.377 0.61 2488 1 25 38 2 0 1
Q5V2B4_HALMA 1 Lactoylglutathione lyase (EC 4.4.1.5)  gloA1 rrnAC1409 250 73.2 11 30 1 R VEDLDASLDWYQTYFDYEEK G 2 2528.0907 2528.0982 0.0075 0 2.97 5.276 0.611 2287 1 25 38 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 3 2475.2493 2475.251 0.0017 0 0.69 7.37 0.616 3330 1 45 92 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R AYEGDEGPNTGGMGSYSDASLHLPFMDEDDYMDAVDVLR A 3 4238.7667 4239.7925 1.0258 -1.0034 5.30 7.405 0.638 2564 1 47 152 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 0.9993 R EVDATLAVIGPEAALAAGVADALDDAGIYTFGPQEQEAR I 3 3913.9221 3913.9395 0.0174 0 4.45 3.161 0.173 567.4 1 29 152 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R FGDPEAMNTLPVLNTDFLDVLTAAR D 2 2719.3527 2719.357 0.0043 0 1.58 4.86 0.498 761.4 1 25 48 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R FGDPEAMNTLPVLNTDFLDVLTAAR D 2 2719.3527 2719.3521 -0.0006 0 -0.22 5.054 0.478 968.4 1 27 48 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R FGDPEAMNTLPVLNTDFLDVLTAAR D 3 2719.3527 2719.3511 -0.0016 0 -0.59 4.532 0.479 1126 1 32 96 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R FGDPEAMNTLPVLNTDFLDVLTAAR D 2 2719.3527 2720.3455 0.9928 -1.0034 -3.88 5.01 0.384 752.9 1 24 48 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R FGDPEAMNTLPVLNTDFLDVLTAAR D 2 2719.3527 2719.3601 0.0074 0 2.72 4.664 0.262 588.9 1 22 48 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R NPGIVALADGFEALDTTNPTAVTTYAR E 2 2777.3872 2778.3853 0.9981 -1.0034 -1.89 5.018 0.623 1756 1 27 52 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R NPGIVALADGFEALDTTNPTAVTTYAR E 2 2777.3872 2777.3941 0.0069 0 2.48 4.957 0.605 2245 1 29 52 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R NPGIVALADGFEALDTTNPTAVTTYAR E 2 2777.3872 2777.4038 0.0166 0 5.98 4.707 0.617 2055 1 28 52 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R NPGIVALADGFEALDTTNPTAVTTYAR E 3 2777.3872 2777.3958 0.0086 0 3.10 3.933 0.382 700.5 1 29 104 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R NPGIVALADGFEALDTTNPTAVTTYAR E 2 2777.3872 2777.3921 0.0049 0 1.76 4.692 0.562 1713 1 26 52 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R NPGIVALADGFEALDTTNPTAVTTYAR E 3 2777.3872 2777.3985 0.0113 0 4.07 4.388 0.457 641.8 1 30 104 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 0.9987 R SSDYDRVVLEER L 3 1466.7001 1466.7012 0.0011 0 0.75 2.763 0.183 991 1 23 44 2 1 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 3 2475.2493 2475.252 0.0027 0 1.09 7.374 0.627 2646 1 41 92 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 3 2475.2493 2475.2534 0.0041 0 1.66 6.636 0.576 2423 1 39 92 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 2 2475.2493 2475.2595 0.0102 0 4.12 4.957 0.522 2648 1 30 46 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 2 2475.2493 2475.2571 0.0078 0 3.15 5.703 0.32 2641 1 30 46 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 3 2475.2493 2475.2591 0.0098 0 3.96 6.216 0.571 2422 1 39 92 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 2 2475.2493 2475.261 0.0117 0 4.73 4.947 0.569 2519 1 29 46 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R SYAVVGLAETIGDAEAIAEEALQR A 2 2475.2493 2475.2532 0.0039 0 1.58 5.002 0.578 2349 1 28 46 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 0.9999 K VPIDDDVIAEVVNDHR K 3 1804.8955 1804.9011 0.0056 0 3.10 3.478 0.24 1423 1 38 60 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 K VPIDDDVIAEVVNDHRK Q 3 1932.9905 1932.9936 0.0031 0 1.60 3.814 0.332 970.8 1 37 64 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 K VPIDDDVIAEVVNDHRK Q 3 1932.9905 1932.9929 0.0024 0 1.24 3.163 0.277 1353 1 39 64 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 K VPIDDDVIAEVVNDHRK Q 3 1932.9905 1932.9893 -0.0012 0 -0.62 3.345 0.29 1219 1 37 64 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 K VPIDDDVIAEVVNDHRK Q 3 1932.9905 1932.9914 0.0009 0 0.47 2.867 0.308 692.6 1 30 64 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 0.9994 K VPIDDDVIAEVVNDHRK Q 4 1932.9905 1932.9926 0.0021 0 1.09 3.315 0.123 1269 1 40 96 2 0 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 R VRHDIGTADLVQQR I 3 1606.8539 1606.8554 0.0015 0 0.93 4.538 0.43 2187 1 31 52 2 1 1
Q5V336_HALMA 1 Phosphoribosylamine-glycine ligase (EC 6.3.4.13)  purD2 rrnAC1109 450 47.3 10 30 1 K YAVPDGYPTDPDAGAK V 2 1635.7416 1635.7417 0.0001 0 0.06 3.07 0.336 465.2 1 17 30 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R IGMAELGYWLTPDAWGNGYATDAAR R 2 2698.2486 2698.2444 -0.0042 0 -1.56 4.866 0.55 920 1 23 48 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R HGLSATEPISEQAER E 2 1623.7852 1623.789 0.0038 0 2.34 4.204 0.593 1450 1 22 28 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R HGLSATEPISEQAER E 2 1623.7852 1623.7896 0.0044 0 2.71 3.847 0.472 1334 1 21 28 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R HGLSATEPISEQAER E 3 1623.7852 1623.7858 0.0006 0 0.37 3.352 0.318 1642 1 28 56 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R IGMAELGYWLTPDAWGNGYATDAAR R 2 2698.2486 2698.2495 0.0009 0 0.33 5.223 0.54 1051 1 25 48 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R IGMAELGYWLTPDAWGNGYATDAAR R 2 2698.2486 2698.2588 0.0102 0 3.78 4.965 0.562 858.9 1 23 48 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R IGMAELGYWLTPDAWGNGYATDAAR R 2 2698.2486 2698.2505 0.0019 0 0.70 3.655 0.452 482.9 1 16 48 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 0.9999 R IGMAELGYWLTPDAWGNGYATDAAR R 2 2698.2486 2699.2395 0.9909 -1.0034 -4.61 3.068 0.374 783.4 1 22 48 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R LTEYAFQER R 2 1155.556 1155.5563 0.0003 0 0.26 2.478 0.3 787.3 1 13 16 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 0.9998 R LTEYAFQER R 2 1155.556 1155.5572 0.0012 0 1.04 2.383 0.248 681.3 3 13 16 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 0.9998 R LTEYAFQER R 2 1155.556 1155.5556 -0.0004 0 -0.35 2.311 0.28 791.3 3 13 16 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 0.9998 M PGPAFLRGETVTLR T 3 1512.8412 1512.8419 0.0007 0 0.46 3.183 0.509 641.5 1 26 52 2 1 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 0.9905 M PGPAFLRGETVTLR T 3 1512.8412 1512.8429 0.0017 0 1.12 2.732 0.357 628.9 1 25 52 2 1 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 0.9904 M PGPAFLRGETVTLR T 3 1512.8412 1512.8428 0.0016 0 1.06 2.425 0.387 813.5 1 29 52 2 1 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R RLTEYAFQER R 2 1311.6571 1311.6557 -0.0014 0 -1.07 3.17 0.379 842 1 15 18 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R RLTEYAFQER R 3 1311.6571 1311.6597 0.0026 0 1.98 3.057 0.275 1347 1 23 36 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R RLTEYAFQER R 3 1311.6571 1311.6576 0.0005 0 0.38 3.162 0.325 1240 1 22 36 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R RLTEYAFQER R 2 1311.6571 1311.6587 0.0016 0 1.22 2.978 0.241 674.3 1 14 18 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R RLTEYAFQER R 2 1311.6571 1311.6577 0.0006 0 0.46 3.199 0.297 759.6 1 15 18 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R RLTEYAFQER R 3 1311.6571 1311.6596 0.0025 0 1.91 3.418 0.33 1332 1 23 36 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 2 2289.0761 2289.0779 0.0018 0 0.79 5.386 0.482 1579 1 22 38 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 3 2289.0761 2289.0816 0.0055 0 2.40 3.913 0.416 1516 1 31 76 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 2 2289.0761 2289.0791 0.003 0 1.31 5.238 0.5 1606 1 23 38 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 3 2289.0761 2290.0879 1.0118 -1.0034 3.69 5.183 0.469 2330 1 39 76 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 3 2289.0761 2289.0862 0.0101 0 4.41 4.699 0.406 1634 1 33 76 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 2 2289.0761 2289.085 0.0089 0 3.89 5.133 0.5 1678 1 23 38 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 3 2289.0761 2289.0767 0.0006 0 0.26 4.77 0.451 1879 1 36 76 2 0 1
Q5V418_HALMA 1 Probable acetyltransferase  hat2 rrnAC0741 179 60.3 8 30 1 R TVEGEDVEFLQETVNNPDVR H 2 2289.0761 2289.0799 0.0038 0 1.66 5.184 0.518 1550 1 22 38 2 0 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9946 K VITAVSQPENCQDCGGEMR N 2 2035.8761 2033.862 -2.0141 2 -6.93 3.223 0.244 281.7 3 15 36 2 0 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9915 R DVEQDHGEKTPYECFACGK V 3 2154.8986 2155.1182 0.2196 0 101.91 2.957 0.126 682.3 3 24 72 2 1 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9484 R DVEQDHGEKTPYECFACGK V 3 2154.8986 2152.8858 -2.0128 2 -5.94 2.754 0.223 563.6 3 23 72 2 1 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9981 - MRDVEQDHGEKTPYECFACGK V 3 2442.0402 2440.0303 -2.0099 2 -4.05 3.911 0.289 1272 1 32 80 2 2 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9945 - MRDVEQDHGEKTPYECFACGK V 4 2442.0402 2440.0283 -2.0119 2 -4.87 3.246 0.21 768.3 1 36 120 2 2 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.986 - MRDVEQDHGEKTPYECFACGK V 4 2442.0402 2440.0286 -2.0116 2 -4.75 3.226 0.166 765.4 1 33 120 2 2 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9782 - MRDVEQDHGEKTPYECFACGK V 4 2442.0402 2440.0261 -2.0141 2 -5.77 3.465 0.142 787.5 1 36 120 2 2 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9671 - MRDVEQDHGEKTPYECFACGK V 3 2458.0396 2456.0178 -2.0218 2 -8.87 3.413 0.182 846.9 1 30 80 2 2 1 M[147]RDVEQDHGEKTPYECFACGK
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9325 - MRDVEQDHGEKTPYECFACGK V 4 2458.0396 2456.0279 -2.0117 2 -4.76 2.55 0.099 753.7 1 36 120 2 2 1 M[147]RDVEQDHGEKTPYECFACGK
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9982 - MRDVEQDHGEKTPYECFACGKVITAVSQPENCQDCGGEMRNR - 5 5283.361 5281.3462 -2.0148 2 -2.80 4.65 0.325 1419 1 65 368 2 5 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9098 R NRLTPLE - 2 841.4657 841.4658 0.0001 0 0.12 1.6 0.245 495.8 24 10 12 2 1 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9999 K VITAVSQPENCQDCGGEMR N 2 2035.8761 2035.8435 -0.0326 0 -16.01 2.698 0.283 304 1 17 36 2 0 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9999 K VITAVSQPENCQDCGGEMR N 2 2051.8755 2049.8543 -2.0212 2 -10.33 4.346 0.393 444.6 2 19 36 2 0 1 VITAVSQPENCQDCGGEM[147]R



Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9998 K VITAVSQPENCQDCGGEMR N 2 2051.8755 2049.8577 -2.0178 2 -8.67 4.175 0.343 463.6 1 20 36 2 0 1 VITAVSQPENCQDCGGEM[147]R
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9997 K VITAVSQPENCQDCGGEMR N 2 2035.8761 2033.862 -2.0141 2 -6.93 3.726 0.352 452.9 1 20 36 2 0 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9994 K VITAVSQPENCQDCGGEMR N 2 2035.8761 2033.8588 -2.0173 2 -8.50 3.687 0.312 432.7 1 19 36 2 0 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9507 K VITAVSQPENCQDCGGEMR N 2 2035.8761 2034.8421 -1.034 1 -16.70 2.267 0.239 259.8 2 15 36 2 0 1
Q5V6I6_HALMA 1 Hypothetical protein  pNG7158 pNG7158 47 100 9 30 0.9708 K VITAVSQPENCQDCGGEMRNRLTPLE - 3 2875.3307 2873.3169 -2.0138 2 -4.80 2.44 0.273 413.1 1 29 100 2 2 1 VITAVSQPENCQDCGGEM[147]RNRLTPLE
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K VLELAGIEDIWTR S 2 1513.814 1513.8136 -0.0004 0 -0.26 3.429 0.309 1871 1 20 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 K AGSVEVELQPAPR G 2 1351.7096 1351.7096 0 0 0.00 2.547 0.255 895.7 1 16 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 K AGSVEVELQPAPR G 2 1351.7096 1351.7096 0 0 0.00 2.772 0.276 975.7 1 17 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9998 K AGSVEVELQPAPR G 2 1351.7096 1351.7112 0.0016 0 1.18 2.471 0.239 986.1 1 17 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9996 K AGSVEVELQPAPR G 2 1351.7096 1351.7097 0.0001 0 0.07 2.479 0.229 897.2 2 16 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K ATFNALQNTAEAR V 2 1405.695 1405.6953 0.0003 0 0.21 3.622 0.436 1814 1 19 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K ATFNALQNTAEAR V 2 1405.695 1405.6946 -0.0004 0 -0.28 3.615 0.435 1785 1 19 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K ATFNALQNTAEAR V 2 1405.695 1405.6966 0.0016 0 1.14 3.591 0.405 1807 1 19 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K ATFNALQNTAEAR V 2 1405.695 1405.6962 0.0012 0 0.85 3.642 0.418 1880 1 19 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9996 K ATFNALQNTAEARVPER T 3 1886.9598 1886.963 0.0032 0 1.70 2.876 0.258 1726 1 31 64 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9989 K ATFNALQNTAEARVPER T 3 1886.9598 1886.9632 0.0034 0 1.80 2.91 0.202 1356 1 29 64 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R DGLIGYAEGRDDQVGGAIQK A 3 2061.0127 2061.0142 0.0015 0 0.73 3.995 0.465 1456 1 38 76 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 R DGLIGYAEGRDDQVGGAIQK A 3 2061.0127 2061.0142 0.0015 0 0.73 3.503 0.297 685.1 2 29 76 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K ESEVVDQLVPDLEDEVLDINMVQR M 2 2783.3535 2783.3692 0.0157 0 5.64 4.644 0.566 736.2 1 25 46 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9979 R GLGLAGGETVR K 2 1028.5614 1030.5653 2.0039 -2.0067 -2.72 2.708 0.227 655 1 16 20 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9977 R GLGLAGGETVR K 2 1028.5614 1030.5653 2.0039 -2.0067 -2.72 2.548 0.246 807 1 17 20 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R GLGLAGGETVRK V 2 1156.6564 1156.6654 0.009 0 7.78 3.072 0.285 727 1 16 22 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R GLGLAGGETVRK V 2 1156.6564 1156.6565 0.0001 0 0.09 2.675 0.308 860.7 1 17 22 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R GLGLAGGETVRK V 2 1156.6564 1156.6654 0.009 0 7.78 2.812 0.31 771.6 1 16 22 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 R GLGLAGGETVRK V 2 1156.6564 1156.6654 0.009 0 7.78 2.733 0.248 754.2 1 16 22 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R KVLELAGIEDIWTR S 3 1641.909 1641.9113 0.0023 0 1.40 3.444 0.325 1421 1 27 52 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R KVLELAGIEDIWTR S 2 1641.909 1641.9091 0.0001 0 0.06 3.459 0.372 1605 1 20 26 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 R KVLELAGIEDIWTR S 3 1641.909 1641.9135 0.0045 0 2.74 3.285 0.332 1483 1 27 52 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 R KVLELAGIEDIWTR S 3 1641.909 1641.9125 0.0035 0 2.13 3.174 0.244 754 1 22 52 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9994 R KVLELAGIEDIWTR S 3 1641.909 1641.9108 0.0018 0 1.10 2.983 0.181 563.8 4 22 52 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 K LNIIDVSR G 2 928.5342 928.5351 0.0009 0 0.97 2.788 0.177 953.1 1 13 14 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 0.9999 K LNIIDVSR G 2 928.5342 928.535 0.0008 0 0.86 2.503 0.239 953.1 1 13 14 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K QVVEGEIDSMQEALNSGLPLKESEVVDQLVPDLEDEVLDINMV M 3 5021.4737 5021.522 0.0483 0 9.62 4.154 0.389 707.8 1 41 176 2 1 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K VLELAGIEDIWTR S 2 1513.814 1513.8174 0.0034 0 2.25 3.403 0.288 1906 1 20 24 2 0 1
RS5_HALMAReview 1 30S ribosomal protein S5P (HmaS5)  rps5p rrnAC1592 212 60.4 11 30 1 K VLELAGIEDIWTR S 2 1513.814 1513.8159 0.0019 0 1.26 3.394 0.311 1756 1 20 24 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K ATDVIDVMTHLDEKVDDFLLGGIAGELFLR A 3 3301.6904 3301.7178 0.0274 0 8.30 4.929 0.571 1426 1 35 116 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R ALTGAELVGVEVLQR - 2 1553.8777 1553.8817 0.004 0 2.57 2.953 0.365 1161 1 17 28 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R ALTGAELVGVEVLQR - 2 1553.8777 1553.881 0.0033 0 2.12 3.126 0.33 1265 1 18 28 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9996 R ALTGAELVGVEVLQR - 2 1553.8777 1553.8819 0.0042 0 2.70 2.466 0.213 479.5 1 13 28 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9994 R ALTGAELVGVEVLQR - 2 1553.8777 1553.8854 0.0077 0 4.96 2.517 0.189 1334 1 20 28 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K ATDVIDVMTHLDEKVDDFLLGGIAGELFLR A 3 3301.6904 3303.698 2.0076 -2.0067 0.27 6.73 0.522 3052 1 45 116 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K ATDVIDVMTHLDEKVDDFLLGGIAGELFLR A 4 3301.6904 3301.7002 0.0098 0 2.97 3.821 0.371 1548 1 46 174 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9865 K ATDVIDVMTHLDEKVDDFLLGGIAGELFLR A 4 3301.6904 3302.6909 1.0005 -1.0034 -0.86 2.734 0.095 1354 1 42 174 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9885 K DEFDAYINDAYSAAHR S 3 1856.7965 1856.7991 0.0026 0 1.40 2.541 0.147 227.7 149 16 60 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9998 K EFDGQVTMVVGGTK A 2 1482.7069 1482.703 -0.0039 0 -2.63 2.507 0.283 728.9 2 16 26 2 0 1 EFDGQVTM[147]VVGGTK
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9999 R GFEVAVLAHQGRPGR D 3 1592.8535 1593.848 0.9945 -1.0034 -5.56 3.04 0.332 836.5 1 24 56 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R HAETVSELVDR G 2 1254.6204 1254.6216 0.0012 0 0.96 2.571 0.344 868.5 1 16 20 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R HAETVSELVDR G 2 1254.6204 1254.6199 -0.0005 0 -0.40 2.748 0.359 838.8 1 16 20 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R LDLNSPVEDGTVQDNR R 2 1770.8384 1770.8369 -0.0015 0 -0.85 4.19 0.471 1339 1 20 30 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9999 R LDLNSPVEDGTVQDNR R 2 1770.8384 1770.8383 -0.0001 0 -0.06 2.624 0.31 279.8 1 13 30 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R SHASLVGFPLVMDAYAGR V 3 1889.9458 1889.9484 0.0026 0 1.38 4.05 0.38 2053 1 32 68 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R SHASLVGFPLVMDAYAGR V 3 1889.9458 1889.9477 0.0019 0 1.01 3.917 0.406 1738 1 29 68 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9982 R SHASLVGFPLVMDAYAGR V 3 1889.9458 1889.9499 0.0041 0 2.17 2.334 0.176 602.2 1 23 68 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9832 R SHASLVGFPLVMDAYAGR V 3 1889.9458 1889.9485 0.0027 0 1.43 2.259 0.116 485.4 13 21 68 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K SQTEFVQTLKDEFDAYINDAYSAAHR S 4 3018.3995 3018.4073 0.0078 0 2.58 2.472 0.377 804.1 1 47 150 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K SQTEFVQTLKDEFDAYINDAYSAAHR S 4 3018.3995 3018.4055 0.006 0 1.99 2.806 0.339 680 2 43 150 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K SQTEFVQTLKDEFDAYINDAYSAAHR S 4 3018.3995 3018.4053 0.0058 0 1.92 3.087 0.437 536.1 2 37 150 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K SQTEFVQTLKDEFDAYINDAYSAAHR S 3 3018.3995 3018.4156 0.0161 0 5.33 5.92 0.443 4196 1 47 100 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K SQTEFVQTLKDEFDAYINDAYSAAHR S 3 3018.3995 3018.4126 0.0131 0 4.34 5.878 0.473 2963 1 42 100 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 0.9997 K SQTEFVQTLKDEFDAYINDAYSAAHR S 4 3018.3995 3018.4041 0.0046 0 1.52 2.597 0.202 656.4 1 43 150 2 1 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K SVSYLDVGSETVMEYSPVIR D 2 2230.0827 2231.0855 1.0028 -1.0034 -0.25 4.36 0.574 1696 1 23 38 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 K VDDFLLGGIAGELFLR A 2 1733.9352 1733.9373 0.0021 0 1.21 3.713 0.472 2188 1 23 30 2 0 1
PGK_HALMAReview 1 Phosphoglycerate kinase (EC 2.7.2.3)  pgk rrnAC2364 400 48.2 13 29 1 R VMETEYEANTAIAEK E 2 1697.7818 1697.783 0.0012 0 0.71 3.781 0.521 3044 1 24 28 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9984 R FGAHTTADDPSVYRDDSEVER W 4 2366.0411 2366.0413 0.0002 0 0.08 2.563 0.13 1050 1 38 120 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 K AHDPPAGELRPTMIEAVQYR F 4 2250.1215 2250.125 0.0035 0 1.56 3.038 0.255 1037 1 38 114 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9995 K AHDPPAGELRPTMIEAVQYR F 4 2250.1215 2250.1233 0.0018 0 0.80 3.018 0.168 852.3 2 34 114 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.956 K AHDPPAGELRPTMIEAVQYR F 4 2250.1215 2250.1248 0.0033 0 1.47 2.674 0.009 703.4 9 32 114 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9399 K AHDPPAGELRPTMIEAVQYR F 3 2250.1215 2250.1265 0.005 0 2.22 1.624 0.086 258.7 2 26 76 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 K ANAYGFDGVQVDGMDPLAVYQVTR E 2 2585.222 2585.2202 -0.0018 0 -0.70 5.311 0.602 1702 1 25 46 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 K ANAYGFDGVQVDGMDPLAVYQVTR E 2 2585.222 2585.2239 0.0019 0 0.73 5.292 0.614 1746 1 25 46 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 K ANAYGFDGVQVDGMDPLAVYQVTR E 2 2585.222 2585.2268 0.0048 0 1.86 5.319 0.623 1432 1 23 46 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 K ANAYGFDGVQVDGMDPLAVYQVTR E 2 2585.222 2585.2263 0.0043 0 1.66 5.354 0.626 1457 1 23 46 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9933 R DGDWAFPSYREHLAMYVK G 3 2184.0098 2184.0142 0.0044 0 2.01 2.748 0.17 445.1 8 22 68 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R DPTDRVQILDEDGTVVDGATVPDLSDDELVEMYR Y 3 3776.7574 3776.781 0.0236 0 6.25 6.39 0.449 952.6 1 47 132 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R DPTDRVQILDEDGTVVDGATVPDLSDDELVEMYR Y 3 3776.7574 3776.7613 0.0039 0 1.03 6.839 0.447 862.3 1 46 132 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9969 R EAVDKAHDPPAGELRPTMIEAVQYR F 4 2792.3915 2792.3972 0.0057 0 2.04 2.193 0.147 667.3 3 38 144 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.999 R FGAHTTADDPSVYRDDSEVER W 4 2366.0411 2366.0398 -0.0013 0 -0.55 2.745 0.173 874.9 2 37 120 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9987 R FGAHTTADDPSVYRDDSEVER W 4 2366.0411 2366.0388 -0.0023 0 -0.97 2.583 0.139 878.4 1 37 120 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9966 R FGAHTTADDPSVYRDDSEVER W 3 2366.0411 2366.0457 0.0046 0 1.94 2.159 0.229 313.5 1 24 80 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9942 R FGAHTTADDPSVYRDDSEVER W 4 2366.0411 2366.0432 0.0021 0 0.89 2.985 0.105 793.8 3 36 120 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9937 R FGAHTTADDPSVYRDDSEVER W 3 2366.0411 2366.0474 0.0063 0 2.66 2.221 0.192 436.4 1 29 80 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9999 R GLLDDERVDAIDESVQDEVATAIDEAEATERPKPEEMFADVYA L 5 5392.4875 5392.5113 0.0238 0 4.41 3.598 0.262 1746 1 62 376 2 1 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R LEQQLDYLEELR A 2 1547.7831 1547.783 -0.0001 0 -0.06 3.647 0.513 1846 1 19 22 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R MGTYPPMSGQEASQVGSAFALR D 2 2284.0616 2284.0706 0.009 0 3.94 4.881 0.634 881.5 1 29 42 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R MGTYPPMSGQEASQVGSAFALR D 2 2284.0616 2284.0674 0.0058 0 2.54 4.805 0.616 970.1 1 30 42 2 0 1



Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R MGTYPPMSGQEASQVGSAFALR D 2 2284.0616 2285.0655 1.0039 -1.0034 0.24 4.952 0.604 1155 1 30 42 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9991 D PLAVYQVTR E 2 1045.592 1045.5937 0.0017 0 1.63 2.977 0.349 984 1 15 16 1 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.999 D PLAVYQVTR E 2 1045.592 1045.5937 0.0017 0 1.63 2.798 0.365 1018 1 15 16 1 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 0.9278 D PPAGELRPTMIEAVQYR F 3 1926.9985 1928.3781 1.3796 -1.0034 195.25 2.512 0.343 443.8 10 21 64 1 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R VDAIDESVQDEVATAIDEAEATERPKPEEMFADVYAEMPQR L 4 4594.1003 4594.1006 0.0003 0 0.07 5.774 0.511 1013 1 52 240 2 0 1

Q5UYG2_HALMA 1 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)(EC 1.2.4.4)  pdhA3 rrnAC2957 368 55.4 12 29 1 R VDAIDESVQDEVATAIDEAEATERPKPEEMFADVYAEMPQR L 4 4594.1003 4594.0884 -0.0119 0 -2.59 5.346 0.382 855 1 50 240 2 0 1

Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R EDFETSTSPDGPNQPPVNPK A 2 2154.9705 2154.9783 0.0078 0 3.62 4.454 0.533 1152 1 23 38 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 K ALALASGATFIAQSFSSNAQR H 3 2110.0807 2110.0923 0.0116 0 5.50 5.426 0.529 2122 1 34 80 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9998 K ALALASGATFIAQSFSSNAQR H 3 2110.0807 2110.0879 0.0072 0 3.41 3.404 0.244 664 5 26 80 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9994 K ALALASGATFIAQSFSSNAQR H 3 2110.0807 2111.0781 0.9974 -1.0034 -2.82 3.361 0.225 744.2 1 27 80 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9914 K ALALASGATFIAQSFSSNAQR H 2 2110.0807 2110.083 0.0023 0 1.09 2.264 0.13 172.1 12 12 40 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9995 R ALPVGIGVK M 2 852.5433 852.5444 0.0011 0 1.29 1.667 0.409 203.2 34 12 16 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.981 R ALPVGIGVK M 2 852.5433 852.5434 0.0001 0 0.12 1.332 0.211 243.8 2 14 16 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9999 R DAIVDLDETDHDPADRDQAK D 3 2238.0036 2238.0027 -0.0009 0 -0.40 3.443 0.303 633 1 28 76 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9999 R DAIVDLDETDHDPADRDQAK D 3 2238.0036 2238.0073 0.0037 0 1.65 3.397 0.306 811.6 1 31 76 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9999 R DAIVDLDETDHDPADRDQAK D 3 2238.0036 2238.0017 -0.0019 0 -0.85 3.466 0.328 523.3 2 26 76 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9726 R DAIVDLDETDHDPADRDQAK D 3 2238.0036 2238.9981 0.9945 -1.0034 -3.95 2.931 0.142 539.3 3 27 76 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R DAIVDLDETDHDPADRDQAKDK I 3 2481.1255 2481.1299 0.0044 0 1.77 3.474 0.327 684.9 1 27 84 2 2 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R EDFETSTSPDGPNQPPVNPK A 2 2154.9705 2154.9707 0.0002 0 0.09 4.264 0.516 1399 1 25 38 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R EDFETSTSPDGPNQPPVNPK A 2 2154.9705 2154.9705 0 0 0.00 3.862 0.485 939.5 1 22 38 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9999 R EDFETSTSPDGPNQPPVNPK A 2 2154.9705 2155.9654 0.9949 -1.0034 -3.92 2.608 0.423 731.1 1 20 38 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9995 R EDFETSTSPDGPNQPPVNPK A 2 2154.9705 2156.9854 2.0149 -2.0067 3.81 3.719 0.234 1164 1 23 38 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R EGVEGSMAEIPDGAPEGAMDLVR E 2 2329.0566 2329.0598 0.0032 0 1.37 4.209 0.465 702.3 1 22 44 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R EGVEGSMAEIPDGAPEGAMDLVR E 2 2329.0566 2329.0598 0.0032 0 1.37 5 0.424 1383 1 30 44 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 R EGVEGSMAEIPDGAPEGAMDLVR E 2 2329.0566 2329.0598 0.0032 0 1.37 4.703 0.432 1280 1 29 44 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9997 R EGVEGSMAEIPDGAPEGAMDLVR E 2 2361.0554 2363.0515 1.9961 -2.0067 -4.49 3.649 0.286 601.3 1 21 44 2 0 1 EGVEGSM[147]AEIPDGAPEGAM[147]DLVR
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9983 R EGVEGSMAEIPDGAPEGAMDLVR E 2 2345.056 2345.0518 -0.0042 0 -1.79 2.567 0.134 468.2 2 18 44 2 0 1 EGVEGSMAEIPDGAPEGAM[147]DLVR
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 K EYMGVLYQDEDSVPFEER E 2 2204.9572 2204.9583 0.0011 0 0.50 3.072 0.435 662 1 19 34 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 K GQASPTSREDFETSTSPDGPNQPPVNPK A 3 2939.3533 2939.3472 -0.0061 0 -2.08 4.4 0.414 875.8 1 33 108 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 K GQASPTSREDFETSTSPDGPNQPPVNPK A 3 2939.3533 2939.3574 0.0041 0 1.39 5.301 0.352 1179 1 36 108 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 K GQASPTSREDFETSTSPDGPNQPPVNPK A 3 2939.3533 2939.3601 0.0068 0 2.31 4.928 0.401 1077 1 35 108 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.997 K GQASPTSREDFETSTSPDGPNQPPVNPK A 3 2939.3533 2941.388 2.0347 -2.0067 9.53 3.497 0.213 947 1 33 108 2 1 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 1 K MANPDLEVMVSGGDGDGYSIGAGHFIHAVR R 3 3071.4229 3071.4295 0.0066 0 2.15 5.211 0.457 1274 1 37 116 2 0 1
Q5V440_HALMA 1 Pyruvate ferredoxin oxidoreductase subunit beta (EC 1.2.7.3)(EC 1.2.7.1)  porB rrnAC0719 287 56.8 10 29 0.9997 R NVDMSYVVMDNR I 2 1473.6318 1473.6355 0.0037 0 2.51 3.013 0.134 911.2 1 16 22 2 0 1 NVDM[147]SYVVM[147]DNR
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ASDQSLLEDVLDDYDGATYAGER D 2 2502.1034 2502.1199 0.0165 0 6.59 5.886 0.547 2868 1 28 44 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R AEEIIADAEADADQIREER E 2 2143.0029 2143.0073 0.0044 0 2.05 4.216 0.396 797.1 1 18 36 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R AEEIIADAEADADQIREER E 3 2143.0029 2143.0034 0.0005 0 0.23 3.659 0.398 1097 1 32 72 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9991 R AEEIIADAEADADQIREER E 3 2143.0029 2143.0054 0.0025 0 1.17 3.149 0.201 1046 1 31 72 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ALLDAAVDEFDDSDELSVYGR A 2 2299.0492 2299.0442 -0.005 0 -2.17 5.785 0.544 2955 1 28 40 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ALLDAAVDEFDDSDELSVYGR A 2 2299.0492 2299.0528 0.0036 0 1.57 5.827 0.573 2721 1 27 40 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ALLDAAVDEFDDSDELSVYGR A 2 2299.0492 2301.0454 1.9962 -2.0067 -4.57 6.159 0.596 2375 1 28 40 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ALLDAAVDEFDDSDELSVYGR A 2 2299.0492 2299.052 0.0028 0 1.22 5.668 0.633 3019 1 28 40 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R AQEISDAADERAEEIIADAEADADQIREER E 4 3328.5291 3330.5711 2.042 -2.0067 10.61 3.28 0.435 1192 1 54 174 2 2 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9999 R AQEISDAADERAEEIIADAEADADQIREER E 3 3328.5291 3329.532 1.0029 -1.0034 -0.14 4.522 0.333 903.9 1 35 116 2 2 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ASDQSLLEDVLDDYDGATYAGER D 2 2502.1034 2502.1048 0.0014 0 0.56 5.796 0.556 2743 1 27 44 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ASDQSLLEDVLDDYDGATYAGER D 2 2502.1034 2502.1116 0.0082 0 3.28 5.689 0.565 2932 1 28 44 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R ASDQSLLEDVLDDYDGATYAGER D 2 2502.1034 2502.1109 0.0075 0 3.00 5.809 0.531 2893 1 28 44 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9999 R DILEDVHGDVEDALAALEGDRREELTR A 4 3035.4796 3035.4885 0.0089 0 2.93 3.946 0.274 1065 1 43 156 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9797 R DILEDVHGDVEDALAALEGDRREELTR A 4 3035.4796 3035.4885 0.0089 0 2.93 2.881 0.09 930.3 9 39 156 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9999 R RDILEDVHGDVEDALAALEGDRR E 4 2563.2626 2563.2644 0.0018 0 0.70 2.709 0.212 750 1 36 132 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9995 R RDILEDVHGDVEDALAALEGDRREELTR A 5 3191.5807 3192.6138 1.0331 -1.0034 9.32 2.251 0.252 738.6 1 49 216 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9967 R RDILEDVHGDVEDALAALEGDRREELTR A 5 3191.5807 3193.6135 2.0328 -2.0067 8.18 2.571 0.274 540.2 18 45 216 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9866 R RDILEDVHGDVEDALAALEGDRREELTR A 5 3191.5807 3191.5637 -0.017 0 -5.33 2.563 0.2 771.3 29 46 216 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 0.9342 M SLQTVVEDIRDEAR A 3 1629.8322 1629.83 -0.0022 0 -1.35 2.323 0.303 901.4 1 27 52 2 1 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R VNNTFDSILEDVWEDNLK A 2 2150.0167 2150.0159 -0.0008 0 -0.37 5.166 0.365 1789 1 23 34 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R VNNTFDSILEDVWEDNLK A 2 2150.0167 2151.0254 1.0087 -1.0034 2.49 5.689 0.485 1993 1 24 34 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R VNNTFDSILEDVWEDNLK A 3 2150.0167 2150.0176 0.0009 0 0.42 3.628 0.319 710.3 16 21 68 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R VNNTFDSILEDVWEDNLK A 2 2150.0167 2150.0235 0.0068 0 3.16 4.683 0.487 1914 1 23 34 2 0 1
Q5UXZ1_HALMA 1 V-type ATP synthase subunit E (EC 3.6.3.14)  atpE rrnAC3156 194 69.1 9 28 1 R VNNTFDSILEDVWEDNLK A 2 2150.0167 2150.0254 0.0087 0 4.05 5.827 0.502 1929 1 24 34 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9342 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 4 3213.4798 3215.491 2.0112 -2.0067 1.40 3.148 0.164 425.1 176 33 156 2 0 1 VHIYEAWAWVEEAPDDKPDWM[147]PGDITK
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R EDGDESSVFSGGTPR Q 2 1538.6485 1538.6538 0.0053 0 3.44 3.558 0.39 1649 1 23 28 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R EDGDESSVFSGGTPR Q 2 1538.6485 1538.6505 0.002 0 1.30 4.034 0.439 1816 1 22 28 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R EDGDESSVFSGGTPR Q 2 1538.6485 1538.6516 0.0031 0 2.01 3.855 0.455 2142 1 24 28 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R LEPADGEEQADPEEIR L 2 1796.8064 1796.8096 0.0032 0 1.78 3.559 0.485 668.2 1 20 30 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R LEPADGEEQADPEEIR L 2 1796.8064 1796.8089 0.0025 0 1.39 3.986 0.458 857.3 1 23 30 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R NFALREDGDESSVFSGGTPR Q 2 2139.9821 2139.9868 0.0047 0 2.20 5.031 0.56 1226 1 24 38 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R NFALREDGDESSVFSGGTPR Q 3 2139.9821 2139.9854 0.0033 0 1.54 3.901 0.327 760.6 1 31 76 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R NFALREDGDESSVFSGGTPR Q 2 2139.9821 2139.9895 0.0074 0 3.46 5.222 0.515 1172 1 24 38 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9997 R NFALREDGDESSVFSGGTPR Q 3 2139.9821 2139.9834 0.0013 0 0.61 3.405 0.244 668.9 1 30 76 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9678 R NFALREDGDESSVFSGGTPR Q 2 2139.9821 2139.9871 0.005 0 2.34 2.968 0.113 264 12 12 38 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIR L 3 1952.9075 1952.9083 0.0008 0 0.41 3.978 0.396 1261 1 30 64 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIR L 3 1952.9075 1952.9088 0.0013 0 0.67 3.734 0.437 1562 1 34 64 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIR L 2 1952.9075 1952.9069 -0.0006 0 -0.31 4.387 0.438 726.4 1 22 32 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIR L 3 1952.9075 1952.9108 0.0033 0 1.69 3.627 0.35 1136 1 28 64 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIR L 3 1952.9075 1952.9074 -0.0001 0 -0.05 3.846 0.399 1903 1 36 64 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIR L 2 1952.9075 1952.909 0.0015 0 0.77 4.394 0.47 801.7 1 23 32 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIRLR E 3 2222.0927 2222.0935 0.0008 0 0.36 3.606 0.37 635.2 6 30 72 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9997 R RLEPADGEEQADPEEIRLR E 4 2222.0927 2222.0943 0.0016 0 0.72 2.803 0.236 1214 2 36 108 2 1 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 R RLEPADGEEQADPEEIRLREK G 4 2479.2303 2479.2307 0.0004 0 0.16 3.581 0.3 1219 1 37 120 2 2 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9546 R RLEPADGEEQADPEEIRLREK G 4 2479.2303 2479.2317 0.0014 0 0.56 2.972 0.081 825.8 23 31 120 2 2 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9367 R RLEPADGEEQADPEEIRLREK G 4 2479.2303 2479.2339 0.0036 0 1.45 3.322 0.109 491.8 87 29 120 2 2 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 4 3197.4804 3197.4883 0.0079 0 2.47 4.765 0.344 1678 1 45 156 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 3 3213.4798 3213.4922 0.0124 0 3.86 5.437 0.502 832.4 1 35 104 2 0 1 VHIYEAWAWVEEAPDDKPDWM[147]PGDITK
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 3 3197.4804 3197.482 0.0016 0 0.50 6.286 0.545 1154 1 37 104 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 3 3197.4804 3198.4883 1.0079 -1.0034 1.42 6.864 0.531 1007 1 39 104 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 1 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 3 3197.4804 3198.4883 1.0079 -1.0034 1.42 7.054 0.51 1409 1 42 104 2 0 1
Q5UYE9_HALMA 1 Hypothetical protein  rrnAC2971 rrnAC2971 116 58.6 7 28 0.9999 K VHIYEAWAWVEEAPDDKPDWMPGDITK G 4 3213.4798 3213.4634 -0.0164 0 -5.10 4.178 0.288 815.1 5 37 156 2 0 1 VHIYEAWAWVEEAPDDKPDWM[147]PGDITK
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 K FMLENLEEAEVQTTEEAIETLGK R 2 2623.2574 2623.2696 0.0122 0 4.65 4.713 0.518 1753 1 24 44 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R AISREYFAKER L 3 1368.715 1368.7157 0.0007 0 0.51 3.438 0.285 870.3 1 23 40 2 2 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9994 R AISREYFAKER L 3 1368.715 1368.7282 0.0132 0 9.64 3.024 0.19 793.3 1 23 40 2 2 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R ALGLESDEEIVHR V 3 1466.7365 1466.737 0.0005 0 0.34 2.327 0.379 633.5 1 26 48 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R ANYVIDRYLLPHLHEEGVEEEEVR I 4 2908.4355 2908.4339 -0.0016 0 -0.55 5.721 0.382 2786 1 52 138 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 K ETIETDIGDKEGQEPVWVELGDVR V 3 2713.3082 2713.3054 -0.0028 0 -1.03 4.559 0.438 1753 1 40 92 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 K FMLENLEEAEVQTTEEAIETLGK R 2 2623.2574 2623.2613 0.0039 0 1.49 5.229 0.557 1778 1 25 44 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 K FMLENLEEAEVQTTEEAIETLGK R 3 2623.2574 2623.2593 0.0019 0 0.72 4.662 0.422 1435 1 33 88 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 K FMLENLEEAEVQTTEEAIETLGK R 3 2623.2574 2623.2661 0.0087 0 3.32 3.957 0.357 1494 1 33 88 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9977 K FMLENLEEAEVQTTEEAIETLGKR V 3 2779.3586 2779.3491 -0.0095 0 -3.42 2.869 0.153 467.9 3 23 92 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R NITYSAPVFMEMAIVR G 2 1840.9215 1840.9225 0.001 0 0.54 3.491 0.433 673.6 1 18 30 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R NITYSAPVFMEMAIVR G 2 1840.9215 1840.9214 -0.0001 0 -0.05 2.932 0.455 501.7 1 17 30 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9406 R NITYSAPVFMEMAIVR G 2 1840.9215 1840.927 0.0055 0 2.99 2.186 0.014 313.8 10 13 30 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R SDVLTERLEHPIATGNWVGGR S 3 2306.1767 2307.188 1.0113 -1.0034 3.45 4.072 0.484 1394 1 32 80 2 1 1



Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R SGVSQLVDRTDFMGVLSHLR R 3 2216.1372 2216.1416 0.0044 0 1.99 4.375 0.388 1763 1 32 76 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9996 R TDFMGVLSHLR R 3 1290.6435 1290.6383 -0.0052 0 -4.03 2.383 0.247 498.2 5 18 40 2 0 1 TDFM[147]GVLSHLR
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9987 R TDFMGVLSHLR R 3 1274.6441 1274.6482 0.0041 0 3.22 2.702 0.123 676.8 1 23 40 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9617 R VLMTSEDLAPNK I 2 1316.6646 1316.6653 0.0007 0 0.53 2.146 0.083 554.8 70 12 22 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGK R 3 3619.7702 3619.7925 0.0223 0 6.16 5.858 0.48 2153 1 42 124 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGK R 3 3619.7702 3619.792 0.0218 0 6.02 5.299 0.377 1838 1 39 124 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGKR V 4 3775.8713 3775.8767 0.0054 0 1.43 5.118 0.368 1054 1 44 192 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9996 R VSEDPEIVKFMLENLEEAEVQTTEEAIETLGKR V 4 3775.8713 3776.8909 1.0196 -1.0034 4.30 3.923 0.273 958.8 2 38 192 2 1 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 K VSGDLMTDLFR T 2 1252.6121 1252.6121 0 0 0.00 3.262 0.467 1256 1 17 20 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9999 K VSGDLMTDLFR T 2 1252.6121 1252.6254 0.0133 0 10.62 2.138 0.383 346.1 2 12 20 2 0 1
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 0.9972 K VSGDLMTDLFR T 2 1268.6115 1270.7093 2.0978 -2.0067 71.81 2.622 0.221 774.4 1 15 20 2 0 1 VSGDLM[147]TDLFR
Q5UZR2_HALMA 1 DNA-directed RNA polymerase subunit B  rpoB rrnAC2430 521 39 17 28 1 R YLLPHLHEEGVEEEEVR I 3 2077.0116 2077.011 -0.0006 0 -0.29 5.313 0.487 1826 1 36 64 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K INVDEEQDVANEYQVR S 2 1919.8861 1919.8878 0.0017 0 0.89 4.88 0.581 2793 1 25 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 R FVGVTQADDIDDALQQASA - 2 1962.917 1962.9195 0.0025 0 1.27 4.111 0.502 1934 1 26 36 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 R FVGVTQADDIDDALQQASA - 2 1962.917 1962.9204 0.0034 0 1.73 3.872 0.454 1349 1 22 36 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 R FVGVTQADDIDDALQQASA - 2 1962.917 1962.9187 0.0017 0 0.87 2.981 0.433 1260 1 20 36 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 0.9999 R FVGVTQADDIDDALQQASA - 2 1962.917 1962.9208 0.0038 0 1.94 3.664 0.143 1743 1 24 36 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 0.9995 R FVGVTQADDIDDALQQASA - 2 1962.917 1962.9195 0.0025 0 1.27 2.779 0.162 1282 1 22 36 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K INVDEEQDVANEYQVR S 2 1919.8861 1919.8894 0.0033 0 1.72 5.626 0.52 2755 1 25 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K INVDEEQDVANEYQVR S 2 1919.8861 1919.8861 0 0 0.00 5.006 0.569 2726 1 25 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K INVDEEQDVANEYQVR S 2 1919.8861 1919.8877 0.0016 0 0.83 4.092 0.253 2054 1 22 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K INVDEEQDVANEYQVR S 2 1919.8861 1919.8886 0.0025 0 1.30 4.249 0.261 2267 1 23 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K INVDEEQDVANEYQVR S 2 1919.8861 1919.8854 -0.0007 0 -0.36 4.888 0.566 2494 1 24 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 D PILEDLEEEWADVEFEK I 2 2089.9732 2089.9805 0.0073 0 3.49 6.245 0.498 3762 1 26 32 1 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 R SLPTLIIENDDGIVER F 2 1782.9363 1782.9453 0.009 0 5.05 3.361 0.511 1685 1 23 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 R SLPTLIIENDDGIVER F 2 1782.9363 1782.9351 -0.0012 0 -0.67 3.425 0.523 1840 1 24 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 R SLPTLIIENDDGIVER F 2 1782.9363 1782.9453 0.009 0 5.05 3.403 0.516 1794 1 23 30 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 3 2434.1064 2434.1175 0.0111 0 4.56 5.649 0.552 3653 1 40 76 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 2 2434.1064 2434.1084 0.002 0 0.82 4.889 0.572 3550 1 26 38 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 3 2434.1064 2434.1065 0.0001 0 0.04 3.28 0.335 1400 1 30 76 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 2 2434.1064 2434.1165 0.0101 0 4.15 5.604 0.307 3490 1 25 38 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 3 2434.1064 2434.1118 0.0054 0 2.22 3.807 0.437 1154 1 25 76 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 2 2434.1064 2434.104 -0.0024 0 -0.99 5.736 0.552 3497 1 26 38 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 2 2434.1064 2434.1143 0.0079 0 3.25 5.375 0.307 3260 1 25 38 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEK I 2 2434.1064 2434.1065 0.0001 0 0.04 6.098 0.535 3483 1 26 38 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 0.9923 K TQDPILEDLEEEWADVEFEK I 2 2434.1064 2433.6653 -0.4411 0 -181.22 1.869 0.16 429 2 13 38 2 0 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEKINVDEEQDVANEYQVR S 3 4335.9819 4336.9883 1.0064 -1.0034 0.70 6.095 0.616 3140 1 51 140 2 1 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 1 K TQDPILEDLEEEWADVEFEKINVDEEQDVANEYQVR S 3 4335.9819 4336.9903 1.0084 -1.0034 1.16 6.834 0.618 3180 1 50 140 2 1 1
Q5V0J2_HALMA 1 Thioredoxin  trxA3 rrnAC2110 88 80.7 7 28 0.9913 E WADVEFEK I 2 1022.4709 1022.4707 -0.0002 0 -0.20 2.293 0.296 483.4 1 13 14 1 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.944 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIR N 4 3848.932 3848.9793 0.0473 0 12.29 2.829 0.044 568 10 38 210 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K AVFGSVSQQVLLEADDPVTVVGSR E 2 2472.286 2472.2908 0.0048 0 1.94 5.045 0.523 1343 1 23 46 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K AVFGSVSQQVLLEADDPVTVVGSREE - 2 2730.3712 2730.3692 -0.002 0 -0.73 4.21 0.554 1615 1 25 50 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K DHNVDVQLAEGQQPPADGIVELADEFDADQIVMGSR K 3 3877.8064 3878.8279 1.0215 -1.0034 4.68 7.17 0.614 2002 1 52 140 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K DHNVDVQLAEGQQPPADGIVELADEFDADQIVMGSR K 3 3893.8058 3893.8194 0.0136 0 3.49 6.202 0.569 2056 1 52 140 2 0 1 DHNVDVQLAEGQQPPADGIVELADEFDADQIVM[147]GSR
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K DHNVDVQLAEGQQPPADGIVELADEFDADQIVMGSR K 3 3877.8064 3878.8279 1.0215 -1.0034 4.68 6.786 0.589 1704 1 50 140 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K DHNVDVQLAEGQQPPADGIVELADEFDADQIVMGSR K 3 3877.8064 3877.7979 -0.0085 0 -2.19 7.612 0.571 1740 1 52 140 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 K DHNVDVQLAEGQQPPADGIVELADEFDADQIVMGSR K 3 3877.8064 3877.7967 -0.0097 0 -2.50 7.37 0.563 1823 1 52 140 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9681 D DPVTVVGSREE - 2 1186.583 1186.5847 0.0017 0 1.43 2.687 0.361 919 1 16 20 1 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.4185 0.0117 0 4.34 4.319 0.445 1069 1 34 100 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.3904 -0.0164 0 -6.08 4.339 0.494 904.3 1 31 100 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.4087 0.0019 0 0.70 4.319 0.442 1099 1 36 100 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.4158 0.009 0 3.34 4.521 0.36 949.8 1 34 100 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2696.408 1.0012 -1.0034 -0.80 4.205 0.448 728.9 1 29 100 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9974 R GQAAFVAELPSAETEIEAVITHALTK E 3 2695.4068 2695.4087 0.0019 0 0.70 3.506 0.084 857.8 1 32 100 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIR N 4 3848.932 3850.9309 1.9989 -2.0067 -2.03 4.723 0.372 981.1 1 48 210 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIR N 4 3848.932 3848.9448 0.0128 0 3.33 4.698 0.385 946.6 1 48 210 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIR N 3 3848.932 3849.938 1.006 -1.0034 0.69 3.987 0.429 516.9 1 39 140 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIR N 3 3848.932 3850.958 2.026 -2.0067 5.01 4.145 0.39 505.6 1 40 140 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9984 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIR N 4 3848.932 3848.9461 0.0141 0 3.66 3.224 0.124 689.6 1 43 210 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9996 R GQAAFVAELPSAETEIEAVITHALTKEEAEAPEEIRNVER I 5 4347.187 4349.2134 2.0264 -2.0067 4.53 3.833 0.203 1330 1 65 312 2 2 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 - MYTILVPVDADEDR A 2 1635.7814 1635.7854 0.004 0 2.45 3.062 0.315 904.5 1 20 26 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 1 - MYTILVPVDADEDR A 2 1635.7814 1635.7854 0.004 0 2.45 2.932 0.318 896.8 1 20 26 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9998 - MYTILVPVDADEDR A 2 1635.7814 1636.7854 1.004 -1.0034 0.40 3.233 0.291 1150 1 22 26 2 0 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9957 - MYTILVPVDADEDRAR G 3 1862.9196 1862.9196 0 0 0.00 2.38 0.194 749.9 2 23 60 2 1 1
Q5V2B9_HALMA 1 Universal stress protein  usp28 rrnAC1404 137 86.1 10 28 0.9937 L PSAETEIEAVITHALTK E 3 1808.952 1809.9682 1.0162 -1.0034 7.10 4.377 0.287 1565 1 30 64 1 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 K IAPIPEITQTVTHYIMESYK E 2 2333.1977 2333.2202 0.0225 0 9.64 3.984 0.431 646 1 20 38 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9994 R ATVELNVTLDR E 2 1229.6615 1229.6605 -0.001 0 -0.81 2.454 0.168 1721 1 17 20 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9994 R ATVELNVTLDR E 2 1229.6615 1229.6603 -0.0012 0 -0.98 2.314 0.191 1551 1 17 20 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R ATVELNVTLDRETSYDDISDR I 3 2411.1452 2411.1475 0.0023 0 0.95 4.468 0.483 2649 1 39 80 2 1 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R ATVELNVTLDRETSYDDISDR I 3 2411.1452 2411.1448 -0.0004 0 -0.17 5.417 0.491 2781 1 40 80 2 1 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9946 K FPEVTSLR L 2 947.5076 947.5094 0.0018 0 1.90 1.833 0.156 540.3 4 11 14 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9876 K FPEVTSLR L 2 947.5076 947.5096 0.002 0 2.11 1.786 0.079 681.5 1 12 14 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9513 K FPEVTSLR L 2 947.5076 947.5079 0.0003 0 0.32 1.669 0.066 573.2 5 11 14 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R GYQAVVDWNAVENDEER V 2 1992.8813 1992.8775 -0.0038 0 -1.91 4.896 0.54 2719 1 25 32 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R GYQAVVDWNAVENDEER V 2 1992.8813 1992.8843 0.003 0 1.51 5.966 0.572 2940 1 26 32 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9893 R IAKFPEVTSLR L 3 1259.7237 1259.7382 0.0145 0 11.51 2.514 0.111 546.6 2 18 40 2 1 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9999 K IAPIPEITQTVTHYIMESYKEQGMEFDDHDDDDR L 4 4037.7935 4037.7891 -0.0044 0 -1.09 3.107 0.245 424.3 1 40 198 2 1 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9999 K IAPIPEITQTVTHYIMESYKEQGMEFDDHDDDDR L 4 4037.7935 4039.8111 2.0176 -2.0067 2.70 3.276 0.347 565.6 1 46 198 2 1 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 K IAPIPEITQTVTHYIMESYKEQGMEFDDHDDDDRLSVSP - 4 4521.0628 4522.0698 1.007 -1.0034 0.81 2.834 0.374 377.7 1 40 228 2 2 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9999 K IAPIPEITQTVTHYIMESYKEQGMEFDDHDDDDRLSVSP - 4 4521.0628 4523.0908 2.028 -2.0067 4.71 3.328 0.339 645.7 1 46 228 2 2 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9948 K IAPIPEITQTVTHYIMESYKEQGMEFDDHDDDDRLSVSP - 4 4521.0628 4521.0728 0.01 0 2.21 2.981 0.073 440.8 1 42 228 2 2 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9731 K IAPIPEITQTVTHYIMESYKEQGMEFDDHDDDDRLSVSP - 4 4537.0622 4538.0718 1.0096 -1.0034 1.38 2.447 0.147 281.1 8 35 228 2 2 1 IAPIPEITQTVTHYIMESYKEQGM[147]EFDDHDDDDRLSVSP
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 2 2627.249 2627.252 0.003 0 1.14 5.441 0.53 1907 1 25 44 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 2 2627.249 2627.2573 0.0083 0 3.16 5.212 0.603 2107 1 26 44 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 2 2627.249 2627.2549 0.0059 0 2.25 5.629 0.555 2082 1 26 44 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 3 2627.249 2627.2329 -0.0161 0 -6.13 3.724 0.463 1388 1 31 88 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 2 2627.249 2627.26 0.011 0 4.19 4.304 0.341 1779 1 24 44 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 3 2627.249 2627.2632 0.0142 0 5.40 5.382 0.609 1682 1 35 88 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 2 2627.249 2627.2556 0.0066 0 2.51 4.36 0.327 1619 1 24 44 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LTDYSESEVAEIIDEFEEAGIIR G 2 2627.249 2627.25 0.001 0 0.38 5.291 0.592 2093 1 26 44 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LVSGDYDFDLEVEGDSMR E 2 2045.8888 2045.8913 0.0025 0 1.22 5.833 0.558 3274 1 26 34 2 0 1
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 1 R LVSGDYDFDLEVEGDSMR E 2 2061.8882 2061.8885 0.0003 0 0.15 5.299 0.606 2600 1 24 34 2 0 1 LVSGDYDFDLEVEGDSM[147]R
Q5V2Q8_HALMA 1 Leucine responsive regulatory protein  lrp rrnAC1252 164 83.5 11 28 0.9952 R REILDLLR E 2 1026.6186 1026.6254 0.0068 0 6.62 2.436 0.014 834.4 2 12 14 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9995 R IESALEETDFRVDPMEPVEAQVDDALDALRPVIPIRFDEVTVAV Q 5 6464.2486 6465.271 1.0224 -1.0034 2.95 4.311 0.21 1019 1 69 464 2 2 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R DDFDDDLEDVIAAEDVFEDASR G 2 2500.0401 2501.0454 1.0053 -1.0034 0.78 5.24 0.538 2014 1 27 42 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R DDFDDDLEDVIAAEDVFEDASR G 2 2500.0401 2501.0454 1.0053 -1.0034 0.78 5.244 0.55 2157 1 28 42 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R EEWQSDGSWVGVMTFPAGLQNDFYDVVNEHTSGEAETR I 3 4286.8763 4287.8604 0.9841 -1.0034 -4.49 5.465 0.495 675.4 1 37 148 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R EEWQSDGSWVGVMTFPAGLQNDFYDVVNEHTSGEAETR I 3 4286.8763 4286.857 -0.0193 0 -4.50 5.624 0.555 676.4 1 36 148 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R FEVLVDPDAALAIK R 2 1499.8235 1499.8266 0.0031 0 2.07 3.276 0.413 2299 1 24 26 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R FEVLVDPDAALAIK R 2 1499.8235 1499.8262 0.0027 0 1.80 3.256 0.402 1619 1 21 26 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R GDRPPENMLEEVFDTTEPMAIIPEVIK R 3 3069.5038 3069.5059 0.0021 0 0.68 4.244 0.443 989.6 1 35 104 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R GDRPPENMLEEVFDTTEPMAIIPEVIK R 3 3069.5038 3069.4951 -0.0087 0 -2.83 3.71 0.357 655.7 1 26 104 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R GDRPPENMLEEVFDTTEPMAIIPEVIK R 3 3069.5038 3069.5044 0.0006 0 0.20 3.894 0.437 1058 1 35 104 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R GDRPPENMLEEVFDTTEPMAIIPEVIK R 3 3069.5038 3069.4995 -0.0043 0 -1.40 3.602 0.3 1052 1 35 104 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9986 R GDRPPENMLEEVFDTTEPMAIIPEVIK R 3 3085.5032 3086.4981 0.9949 -1.0034 -2.74 2.616 0.269 447.9 3 25 104 2 0 1 GDRPPENM[147]LEEVFDTTEPMAIIPEVIK
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9996 R GDRPPENMLEEVFDTTEPMAIIPEVIKR G 4 3225.605 3225.5955 -0.0095 0 -2.95 3.244 0.154 915 1 38 162 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9999 R IESALEETDFRVDPMEPVEAQVDDALDALRPVIPIR F 4 4048.0463 4050.0911 2.0448 -2.0067 9.41 5.356 0.317 1799 1 57 210 2 1 1



Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9998 R IESALEETDFRVDPMEPVEAQVDDALDALRPVIPIR F 4 4048.0463 4049.051 1.0047 -1.0034 0.33 3.834 0.287 1234 1 48 210 2 1 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R IESALEETDFRVDPMEPVEAQVDDALDALRPVIPIRFDEVTVAV Q 5 6464.2486 6465.2417 0.9931 -1.0034 -1.59 6.434 0.409 1667 1 75 464 2 2 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9996 R IIKDEDDISTRG - 2 1360.6834 1360.6861 0.0027 0 1.98 2.915 0.298 459.4 1 14 22 2 2 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9513 R IIKDEDDISTRG - 2 1360.6834 1360.6853 0.0019 0 1.40 1.851 0.228 357.5 6 11 22 2 2 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 R LESHGQRFEVLVDPDAALAIKR D 4 2463.3234 2463.3389 0.0155 0 6.29 5.082 0.367 3034 1 50 126 2 1 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9999 R NAVNPQMDDAPHPPER I 3 1786.8057 1786.8078 0.0021 0 1.18 2.615 0.273 711.2 1 25 60 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9993 R NAVNPQMDDAPHPPER I 3 1786.8057 1786.8065 0.0008 0 0.45 2.655 0.183 807.3 1 26 60 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9982 R NAVNPQMDDAPHPPER I 3 1802.8051 1802.8014 -0.0037 0 -2.05 2.17 0.189 709.7 1 28 60 2 0 1 NAVNPQM[147]DDAPHPPER
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 0.9925 R NAVNPQMDDAPHPPER I 3 1786.8057 1786.8063 0.0006 0 0.34 2.263 0.106 667.7 1 25 60 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 K RDDFDDDLEDVIAAEDVFEDASR G 3 2656.1412 2656.1426 0.0014 0 0.53 4.721 0.515 1823 1 33 88 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 K RDDFDDDLEDVIAAEDVFEDASR G 3 2656.1412 2656.1406 -0.0006 0 -0.23 4.797 0.45 1900 1 35 88 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 K RDDFDDDLEDVIAAEDVFEDASR G 3 2656.1412 2656.1426 0.0014 0 0.53 4.96 0.418 2268 1 37 88 2 0 1
Q5V2X9_HALMA 1 Hypothetical protein  rrnAC1173 rrnAC1173 242 81.4 11 28 1 K RDDFDDDLEDVIAAEDVFEDASR G 3 2656.1412 2657.138 0.9968 -1.0034 -2.47 4.895 0.474 2254 1 36 88 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9953 R YMHTPVEVIDPDDLDALADLLAGFAVR A 4 2955.4688 2955.4746 0.0058 0 1.96 2.627 0.043 1028 1 38 156 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R AAESDADATVYAVSTVQEEVGVQGAK M 2 2594.2347 2594.2444 0.0097 0 3.74 3.914 0.242 901.1 1 23 50 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 K AATGVELGEGPVVAR G 2 1424.7623 1424.7639 0.0016 0 1.12 3.857 0.431 1627 1 20 28 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 K AATGVELGEGPVVAR G 2 1424.7623 1424.7583 -0.004 0 -2.81 3.095 0.392 829.1 1 17 28 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R ETSDAEDIDIQLQATGIR T 2 1973.9541 1973.9661 0.012 0 6.08 3.906 0.497 1352 1 20 34 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R GQHVTIHTADGPVSGVVGQTAIHLR D 4 2549.3462 2549.3504 0.0042 0 1.65 5.957 0.55 2417 1 49 144 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R GQHVTIHTADGPVSGVVGQTAIHLR D 4 2549.3462 2549.3509 0.0047 0 1.84 5.574 0.46 1590 1 46 144 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R GQHVTIHTADGPVSGVVGQTAIHLR D 4 2549.3462 2549.3506 0.0044 0 1.73 5.623 0.526 2154 1 51 144 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R GSANHPVAVDALR E 3 1305.6789 1305.6819 0.003 0 2.30 3.758 0.321 1151 1 25 48 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9999 R GSANHPVAVDALR E 3 1305.6789 1305.6831 0.0042 0 3.22 2.826 0.274 1087 1 24 48 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R GSANHPVAVDALRETSDAEDIDIQLQATGIR T 3 3261.6225 3262.645 1.0225 -1.0034 5.87 5.787 0.526 837.1 1 36 120 2 1 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 K MVGFDLAPDVAIAADVTHATDAPGSPGK A 3 2722.3272 2723.3479 1.0207 -1.0034 6.37 3.753 0.355 426.4 2 27 108 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 K MVGFDLAPDVAIAADVTHATDAPGSPGK A 3 2722.3272 2722.3438 0.0166 0 6.10 4.398 0.324 561.4 2 27 108 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9999 K MVGFDLAPDVAIAADVTHATDAPGSPGK A 3 2722.3272 2723.3479 1.0207 -1.0034 6.37 3.633 0.299 508.4 2 27 108 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9992 K MVGFDLAPDVAIAADVTHATDAPGSPGK A 3 2722.3272 2723.3181 0.9909 -1.0034 -4.57 2.956 0.249 518.7 1 29 108 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R VWLDYVSEFADEVR T 2 1726.8202 1726.8158 -0.0044 0 -2.55 3.756 0.478 1590 1 20 26 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R VWLDYVSEFADEVR T 2 1726.8202 1726.8227 0.0025 0 1.45 4.326 0.533 1941 1 21 26 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R VWLDYVSEFADEVR T 2 1726.8202 1726.8185 -0.0017 0 -0.98 4.26 0.511 2062 1 21 26 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R VWLDYVSEFADEVR T 2 1726.8202 1726.8185 -0.0017 0 -0.98 4.241 0.289 1955 1 21 26 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2971.4682 2971.471 0.0028 0 0.94 4.06 0.321 1084 1 33 104 2 0 1 YM[147]HTPVEVIDPDDLDALADLLAGFAVR
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2971.4682 2971.4756 0.0074 0 2.49 4.014 0.428 1292 1 35 104 2 0 1 YM[147]HTPVEVIDPDDLDALADLLAGFAVR
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 1 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2971.4682 2971.4734 0.0052 0 1.75 3.543 0.352 987.9 1 31 104 2 0 1 YM[147]HTPVEVIDPDDLDALADLLAGFAVR
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9999 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2955.4688 2955.4671 -0.0017 0 -0.58 2.954 0.268 898.7 1 26 104 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9999 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2955.4688 2955.4712 0.0024 0 0.81 2.99 0.269 689.2 1 26 104 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9996 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2971.4682 2971.4673 -0.0009 0 -0.30 3.386 0.187 965.9 1 30 104 2 0 1 YM[147]HTPVEVIDPDDLDALADLLAGFAVR
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9991 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2955.4688 2955.4744 0.0056 0 1.89 2.936 0.226 384.7 15 21 104 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9989 R YMHTPVEVIDPDDLDALADLLAGFAVR A 3 2955.4688 2955.4756 0.0068 0 2.30 2.758 0.179 712.7 1 27 104 2 0 1
Q5V3W6_HALMA 1 Endoglucanase  cdlM rrnAC0799 355 46.8 9 28 0.9915 R YMHTPVEVIDPDDLDALADLLAGFAVR A 4 2955.4688 2956.468 0.9992 -1.0034 -1.40 2.751 0.08 826.4 1 39 156 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3185.5443 3187.5381 1.9938 -2.0067 -4.05 5.774 0.489 728.2 1 35 120 2 0 1 AALDSGESILAEPGAM[147]VSHSPTIEIETTTSR
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3185.5443 3186.5479 1.0036 -1.0034 0.08 5.176 0.418 1014 1 38 120 2 0 1 AALDSGESILAEPGAM[147]VSHSPTIEIETTTSR
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3169.5449 3170.5581 1.0132 -1.0034 3.11 3.848 0.459 892 1 33 120 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3185.5443 3187.5381 1.9938 -2.0067 -4.05 4.863 0.42 1044 1 41 120 2 0 1 AALDSGESILAEPGAM[147]VSHSPTIEIETTTSR
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3185.5443 3186.5479 1.0036 -1.0034 0.08 4.958 0.461 1109 1 39 120 2 0 1 AALDSGESILAEPGAM[147]VSHSPTIEIETTTSR
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3169.5449 3170.5581 1.0132 -1.0034 3.11 4.763 0.495 1047 1 35 120 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3169.5449 3170.5581 1.0132 -1.0034 3.11 4.347 0.454 1051 1 37 120 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 R AALDSGESILAEPGAMVSHSPTIEIETTTSR D 3 3169.5449 3169.555 0.0101 0 3.19 5.05 0.508 1349 1 40 120 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 0.9998 R GLASFTSAIADALPGTGDNDGNSTGIDDFI - 2 2911.3359 2911.346 0.0101 0 3.47 2.837 0.227 213.8 1 15 58 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 - MDIELTHKPSYTHVR A 3 1825.9145 1825.9143 -0.0002 0 -0.11 3.852 0.409 1337 1 28 56 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 - MDIELTHKPSYTHVR A 3 1825.9145 1825.9167 0.0022 0 1.20 3.642 0.303 861.1 1 23 56 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 0.9998 - MDIELTHKPSYTHVR A 3 1825.9145 1825.9176 0.0031 0 1.70 3.185 0.252 831.4 11 22 56 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 0.9994 - MDIELTHKPSYTHVR A 4 1825.9145 1825.9141 -0.0004 0 -0.22 2.671 0.163 684.6 2 33 84 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 0.9758 - MDIELTHKPSYTHVR A 4 1825.9145 1825.9115 -0.003 0 -1.64 2.299 0.08 483.8 22 28 84 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 0.9604 - MDIELTHKPSYTHVR A 3 1841.9139 1841.9126 -0.0013 0 -0.71 2.567 0.044 525 37 20 56 2 0 1 M[147]DIELTHKPSYTHVR
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K SLLAGASITPLALK G 2 1353.8231 1353.8236 0.0005 0 0.37 4.459 0.433 2477 1 23 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K SLLAGASITPLALK G 2 1353.8231 1353.8252 0.0021 0 1.55 2.635 0.352 645.1 3 14 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K SLLAGASITPLALK G 2 1353.8231 1353.8258 0.0027 0 1.99 3.411 0.407 2215 1 22 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K SLLAGASITPLALK G 2 1353.8231 1353.826 0.0029 0 2.14 2.689 0.367 867.1 1 17 26 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K SMLGGESLLANEFTAR G 2 1694.8297 1694.8325 0.0028 0 1.65 3.791 0.44 1148 1 21 30 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2614.2761 0.0024 0 0.92 4.158 0.326 1619 1 24 46 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2614.2737 0 0 0.00 4.99 0.6 1752 1 25 46 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2614.2827 0.009 0 3.44 4.99 0.609 2036 1 26 46 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2614.2801 0.0064 0 2.45 4.872 0.606 1912 1 25 46 2 0 1
Q5V579_HALMA 1 Hypothetical protein  rrnAC0266 rrnAC0266 237 60.3 7 28 1 K STLLSGEGLVMDFTGPGTVWYQTR G 2 2614.2737 2614.2803 0.0066 0 2.52 4.903 0.602 1664 1 24 46 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YTGGALDDIEQMNDLDFDDYPVVMSK T 2 2950.2888 2950.3054 0.0166 0 5.63 4.757 0.523 1731 1 23 50 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 R DAIKPNVVQTIEGTPALVHGGPFANIAHGTNSLVADK T 4 3750.9693 3751.971 1.0017 -1.0034 -0.44 6.648 0.465 1196 1 54 216 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 R DAIKPNVVQTIEGTPALVHGGPFANIAHGTNSLVADK T 4 3750.9693 3750.971 0.0017 0 0.45 5.69 0.49 1506 1 56 216 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K FGVPVVVSVNR F 2 1171.6713 1171.6706 -0.0007 0 -0.60 3.466 0.389 848.1 1 18 20 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K FGVPVVVSVNR F 2 1171.6713 1171.6725 0.0012 0 1.02 2.947 0.423 903.3 1 18 20 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 0.9967 K FGVPVVVSVNR F 2 1171.6713 1172.6654 0.9941 -1.0034 -7.89 2.162 0.225 567 1 15 20 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K IHTVATEIYGADDVK Y 2 1630.8202 1630.8235 0.0033 0 2.02 4.296 0.532 1508 1 22 28 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K IHTVATEIYGADDVK Y 2 1630.8202 1630.8228 0.0026 0 1.59 4.462 0.515 1550 1 23 28 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 R IIVAYDEDGDPVTVEDIEATGPATMLLR D 2 3002.4794 3003.4854 1.006 -1.0034 0.88 4.558 0.522 1554 1 25 54 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 R IIVAYDEDGDPVTVEDIEATGPATMLLR D 2 3002.4794 3003.4917 1.0123 -1.0034 2.98 4.345 0.529 1088 1 21 54 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K ISQGDDLNIDINNVSWPR A 2 2055.0021 2055.01 0.0079 0 3.84 5.172 0.452 2224 1 25 34 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K ISQGDDLNIDINNVSWPR A 2 2055.0021 2056.0054 1.0033 -1.0034 -0.02 5.015 0.487 1973 1 24 34 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 R KGDMTPNAVVLVASVR A 3 1655.9028 1655.9181 0.0153 0 9.24 3.224 0.315 2589 1 32 60 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 0.9999 R LREQAENREQNLVLVTGMTPTPK G 3 2623.3752 2623.377 0.0018 0 0.69 3.67 0.3 1110 1 31 88 2 2 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 0.957 R LREQAENREQNLVLVTGMTPTPK G 4 2623.3752 2623.3821 0.0069 0 2.63 2.713 0.048 805.7 8 36 132 2 2 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 0.98 K TAFGMGDYLVTEAGFGSDLGAEK F 2 2335.0678 2336.4654 1.3976 -1.0034 168.84 2.123 0.227 237.5 18 11 44 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K TVTTVGLGQTLNHVGEEAMIAIR E 3 2409.2686 2409.2759 0.0073 0 3.03 4.164 0.435 908.1 1 29 88 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K TVTTVGLGQTLNHVGEEAMIAIREPSLGPVFGVK G 3 3519.8759 3519.8855 0.0096 0 2.73 6.976 0.568 1204 1 40 132 2 1 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K TVTTVGLGQTLNHVGEEAMIAIREPSLGPVFGVK G 3 3519.8759 3519.8677 -0.0082 0 -2.33 5.573 0.531 1742 1 40 132 2 1 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K TVTTVGLGQTLNHVGEEAMIAIREPSLGPVFGVK G 3 3519.8759 3519.8755 -0.0004 0 -0.11 5.31 0.434 695.5 1 32 132 2 1 1



FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 0.9997 K TVTTVGLGQTLNHVGEEAMIAIREPSLGPVFGVK G 4 3519.8759 3521.8909 2.015 -2.0067 2.36 3.781 0.262 1023 1 42 198 2 1 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YHGLNQWPVDYDEIGEAGVEAVEAGFSNLDK H 3 3421.5738 3422.5879 1.0141 -1.0034 3.14 5.516 0.531 1671 1 40 120 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YHGLNQWPVDYDEIGEAGVEAVEAGFSNLDK H 3 3421.5738 3421.5913 0.0175 0 5.11 6.198 0.566 2610 1 44 120 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YHGLNQWPVDYDEIGEAGVEAVEAGFSNLDK H 3 3421.5738 3421.5781 0.0043 0 1.26 6.464 0.588 3380 1 46 120 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YHGLNQWPVDYDEIGEAGVEAVEAGFSNLDK H 3 3421.5738 3422.5879 1.0141 -1.0034 3.14 5.789 0.574 2488 1 44 120 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YTGGALDDIEQMNDLDFDDYPVVMSK T 2 2950.2888 2950.2945 0.0057 0 1.93 5.248 0.532 2030 1 25 50 2 0 1

FTHS_HALMAReview 1 Formate--tetrahydrofolate ligase (EC 6.3.4.3)
(Formyltetrahydrofolatesynthetase) (FHS) (FTHFS)  fhs pNG7380 553 47.4 12 27 1 K YTGGALDDIEQMNDLDFDDYPVVMSK T 2 2950.2888 2950.2942 0.0054 0 1.83 5.177 0.533 1961 1 25 50 2 0 1

Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9992 M TAADLIDAVRDDQQTELSR L 3 2116.0396 2116.042 0.0024 0 1.13 4.09 0.403 1781 1 37 72 2 1 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R EQAAHETFDAWSDDANDDAAALFVDAATETAER G 3 3552.5189 3552.5323 0.0134 0 3.77 6.156 0.443 1638 1 40 128 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R EQAAHETFDAWSDDANDDAAALFVDAATETAER G 3 3552.5189 3552.5398 0.0209 0 5.88 5.446 0.324 1713 1 39 128 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9998 R EQAAHETFDAWSDDANDDAAALFVDAATETAER G 3 3552.5189 3553.7178 1.1989 -1.0034 55.05 3.114 0.309 554.6 1 26 128 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9979 R EQAAHETFDAWSDDANDDAAALFVDAATETAER G 3 3552.5189 3554.5279 2.009 -2.0067 0.65 4.162 0.135 1145 1 32 128 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 K EQYTGFFTGQADPQTASTFR S 2 2251.0181 2251.012 -0.0061 0 -2.71 5.508 0.593 2155 1 28 38 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDK K 2 1290.6972 1290.6984 0.0012 0 0.93 3.308 0.402 1539 1 19 22 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDK K 2 1290.6972 1290.6996 0.0024 0 1.86 3.617 0.214 1523 1 19 22 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDK K 2 1290.6972 1290.7016 0.0044 0 3.41 3.423 0.38 1613 1 19 22 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9923 R LGGFVGWTLVDK K 2 1290.6972 1289.9654 -0.7318 1 207.79 2.581 0.266 758.7 1 15 22 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDKK V 3 1418.7922 1418.7917 -0.0005 0 -0.35 3.414 0.3 579.4 1 26 48 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDKK V 3 1418.7922 1418.7957 0.0035 0 2.47 3.01 0.302 399.9 3 21 48 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDKK V 3 1418.7922 1418.7934 0.0012 0 0.85 4.093 0.333 724.1 1 28 48 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R LGGFVGWTLVDKK V 3 1418.7922 1418.7929 0.0007 0 0.49 4.138 0.303 912.8 1 31 48 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9974 M TAADLIDAVRDDQQTELSR L 2 2116.0396 2116.042 0.0024 0 1.13 3.686 0.456 942 1 21 36 2 1 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9969 M TAADLIDAVRDDQQTELSR L 3 2116.0396 2116.0423 0.0027 0 1.28 3.474 0.375 1116 1 31 72 2 1 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.995 M TAADLIDAVRDDQQTELSR L 2 2116.0396 2116.0467 0.0071 0 3.36 3.578 0.42 898.9 1 21 36 2 1 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 0.9943 M TAADLIDAVRDDQQTELSR L 2 2116.0396 2116.044 0.0044 0 2.08 3.956 0.373 969.6 1 22 36 2 1 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 K TLYADTRGEMEPDVVLAAAAAR E 3 2319.1529 2319.1548 0.0019 0 0.82 4.564 0.436 1724 1 32 84 2 1 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R TPAMHDVLDDLDGTVER L 3 1882.8731 1882.8799 0.0068 0 3.61 4.54 0.407 1241 1 30 64 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R TPAMHDVLDDLDGTVER L 2 1882.8731 1882.8738 0.0007 0 0.37 5.462 0.578 3611 1 27 32 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R TPAMHDVLDDLDGTVER L 3 1882.8731 1882.8747 0.0016 0 0.85 3.688 0.415 1171 1 29 64 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R TPAMHDVLDDLDGTVER L 3 1898.8725 1898.8678 -0.0047 0 -2.48 3.795 0.379 1751 1 28 64 2 0 1 TPAM[147]HDVLDDLDGTVER
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 R TPAMHDVLDDLDGTVER L 2 1882.8731 1882.8781 0.005 0 2.66 4.728 0.598 3096 1 26 32 2 0 1
Q5UYD0_HALMA 1 Hypothetical protein  rrnAC2993 rrnAC2993 203 62.1 8 27 1 K VKEQYTGFFTGQADPQTASTFR S 3 2478.1815 2478.1929 0.0114 0 4.60 4.846 0.391 1424 1 34 84 2 1 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9999 K AFNSNHQILLAEK A 3 1483.7783 1483.7797 0.0014 0 0.94 2.844 0.247 469.7 1 24 48 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9875 R AEYVGRGELADR Q 3 1334.6578 1334.6482 -0.0096 0 -7.19 1.883 0.193 508.1 3 21 44 2 1 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9998 K AFNSNHQILLAEK A 2 1483.7783 1483.7854 0.0071 0 4.79 2.767 0.208 850.6 1 16 24 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9987 K AFNSNHQILLAEK A 3 1483.7783 1483.7804 0.0021 0 1.42 2.591 0.16 429.3 2 22 48 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9024 K AFNSNHQILLAEK A 3 1483.7783 1483.7782 -0.0001 0 -0.07 1.889 0.006 437.3 3 24 48 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K AQEIASESQEEEFPVR L 2 1847.8537 1847.852 -0.0017 0 -0.92 4.385 0.596 2124 1 23 30 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K AQEIASESQEEEFPVR L 2 1847.8537 1847.8581 0.0044 0 2.38 5.249 0.541 2075 1 24 30 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 R EAADIGGFETGSTVLER R 2 1750.8373 1750.84 0.0027 0 1.54 3.425 0.474 1355 1 22 32 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4320.1094 4322.1055 1.9961 -2.0067 -2.45 5.653 0.49 830.1 1 35 160 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4320.1094 4320.1206 0.0112 0 2.59 5.912 0.494 1493 1 41 160 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4320.1094 4320.1123 0.0029 0 0.67 6.886 0.614 3064 1 50 160 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4320.1094 4320.1148 0.0054 0 1.25 7.366 0.566 2082 1 47 160 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4336.1088 4338.1089 2.0001 -2.0067 -1.52 4.22 0.364 552.3 1 29 160 2 0 1 GLADEVLADTM[147]VLHGIVEEEADADPTDEALLDDLVASVLEK
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4336.1088 4337.124 1.0152 -1.0034 2.73 5.354 0.478 1757 1 42 160 2 0 1 GLADEVLADTM[147]VLHGIVEEEADADPTDEALLDDLVASVLEK
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K GLADEVLADTMVLHGIVEEEADADPTDEALLDDLVASVLEK I 3 4336.1088 4338.0982 1.9894 -2.0067 -3.99 6.122 0.558 2084 1 45 160 2 0 1 GLADEVLADTM[147]VLHGIVEEEADADPTDEALLDDLVASVLEK
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K LVDAPNLPDGEGVMR V 2 1597.7815 1597.7804 -0.0011 0 -0.69 3.726 0.489 1389 1 23 28 2 0 1 LVDAPNLPDGEGVM[147]R
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K LVDAPNLPDGEGVMR V 2 1581.7821 1581.7832 0.0011 0 0.70 3.438 0.522 1113 1 21 28 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K LVDAPNLPDGEGVMR V 2 1581.7821 1581.783 0.0009 0 0.57 3.155 0.461 1086 1 21 28 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K LVDAPNLPDGEGVMR V 2 1597.7815 1597.7812 -0.0003 0 -0.19 3.432 0.571 1059 1 21 28 2 0 1 LVDAPNLPDGEGVM[147]R
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K LVDAPNLPDGEGVMR V 2 1581.7821 1581.7847 0.0026 0 1.64 2.885 0.348 506.5 2 16 28 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 K LVDAPNLPDGEGVMR V 2 1581.7821 1581.7881 0.006 0 3.79 2.812 0.414 815.9 1 19 28 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9982 D PTDEALLDDLVASVLEK I 2 1826.9513 1827.9654 1.0141 -1.0034 5.88 3.979 0.392 1026 1 20 32 1 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9719 D PTQPIGGNILGHTSTFR M 3 1794.9377 1794.9398 0.0021 0 1.17 2.405 0.291 791.9 1 32 64 1 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9118 D PTQPIGGNILGHTSTFR M 3 1794.9377 1794.9381 0.0004 0 0.22 2.405 0.246 385.2 2 24 64 1 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 0.9998 K SQVTHQLAVNVQLPAEHGGLEGSAIFVDSEDTFRPER I 4 4032.9929 4034.0254 1.0325 -1.0034 7.23 4.876 0.249 1097 1 55 216 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 R VGDLNNTAVVVTNQVASNPDSFFGDPTQPIGGNILGHTSTFR M 3 4356.1411 4356.1573 0.0162 0 3.72 5.748 0.501 1799 1 45 164 2 0 1
Q5UYK2_HALMA 1 DNA repair and recombination protein RadA  radA rrnAC2910 351 55 10 27 1 R VGDLNNTAVVVTNQVASNPDSFFGDPTQPIGGNILGHTSTFR M 3 4356.1411 4356.1665 0.0254 0 5.83 5.54 0.517 1616 1 45 164 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R RRDMFDEMDEVAQDYDDRIR K 4 2574.1227 2574.1233 0.0006 0 0.23 4.114 0.334 2588 1 51 114 2 2 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R DMFDEMDEVAQDYDDR I 2 1992.7353 1992.7373 0.002 0 1.00 4.218 0.479 2527 1 24 30 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R DMFDEMDEVAQDYDDR I 2 1992.7353 1992.7368 0.0015 0 0.75 5.151 0.436 2661 1 26 30 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R DMFDEMDEVAQDYDDR I 2 2024.7341 2025.735 1.0009 -1.0034 -1.21 5.449 0.545 2353 1 26 30 2 0 1 DM[147]FDEM[147]DEVAQDYDDR
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9999 R DMFDEMDEVAQDYDDR I 2 1992.7353 1992.7382 0.0029 0 1.46 3.417 0.181 977.9 1 16 30 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9998 R DMFDEMDEVAQDYDDR I 2 2008.7347 2008.7301 -0.0046 0 -2.29 4.896 0.57 2088 1 24 30 2 0 1 DM[147]FDEMDEVAQDYDDR
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R DMFDEMDEVAQDYDDRIR K 3 2261.9205 2261.9229 0.0024 0 1.06 2.39 0.41 600.7 1 28 68 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R DMFDEMDEVAQDYDDRIR K 2 2261.9205 2261.9229 0.0024 0 1.06 3.422 0.427 429.1 1 17 34 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9996 R DMFDEMDEVAQDYDDRIR K 3 2261.9205 2261.9248 0.0043 0 1.90 2.151 0.321 655.8 1 29 68 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9191 R DMFDEMDEVAQDYDDRIR K 3 2261.9205 2261.9214 0.0009 0 0.40 2.094 0.104 221.6 10 20 68 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R ESQGLSQEELAK Q 2 1317.6412 1317.6424 0.0012 0 0.91 2.573 0.382 733.6 1 17 22 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9999 R ESQGLSQEELAK Q 2 1317.6412 1317.6424 0.0012 0 0.91 2.178 0.344 423.5 1 13 22 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9997 R ESQGLSQEELAK Q 2 1317.6412 1317.6421 0.0009 0 0.68 1.984 0.312 538.5 1 14 22 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9997 R KLEQGNSLPSDDVQK K 2 1656.8319 1656.8351 0.0032 0 1.93 2.245 0.3 437.4 2 15 28 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 K KLESALEISLSAGGSADETEWSGGSSDGEYTLGDVVK R 3 3743.7537 3743.7364 -0.0173 0 -4.62 7.887 0.598 4354 1 56 144 2 0 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9999 R RRDMFDEMDEVAQDYDDRIR K 4 2574.1227 2574.1297 0.007 0 2.72 3.808 0.259 2115 1 46 114 2 2 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 K TEETSSTSTKYSTSSSSSSSSSSSSSSSSTGGGSSGR R 3 3472.4317 3473.4229 0.9912 -1.0034 -3.50 3.401 0.434 1248 1 35 144 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 K TEETSSTSTKYSTSSSSSSSSSSSSSSSSTGGGSSGR R 3 3472.4317 3473.4268 0.9951 -1.0034 -2.38 5.269 0.572 1549 1 37 144 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9966 R VKIEGAELDVCDECTDFGTEVK T 3 2399.0872 2397.0757 -2.0115 2 -4.79 3.834 0.269 1571 1 35 84 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.99 R VKIEGAELDVCDECTDFGTEVK T 3 2399.0872 2397.0816 -2.0056 2 -2.33 3.449 0.241 1198 1 31 84 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9551 R VKIEGAELDVCDECTDFGTEVK T 2 2399.0872 2397.0706 -2.0166 2 -6.92 2.919 0.287 1337 1 21 42 2 1 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 1 R VKIEGAELDVCDECTDFGTEVKTEETSSTSTK Y 3 3450.5542 3449.5508 -1.0034 1 -0.99 5.619 0.458 1260 1 36 124 2 2 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.998 R VKIEGAELDVCDECTDFGTEVKTEETSSTSTK Y 4 3450.5542 3448.5442 -2.01 2 -2.90 4.293 0.253 2474 1 49 186 2 2 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9979 R VKIEGAELDVCDECTDFGTEVKTEETSSTSTK Y 4 3450.5542 3449.531 -1.0232 1 -6.72 4.807 0.269 1532 1 45 186 2 2 1
Q5V4J9_HALMA 1 HTH DNA-binding protein  rrnAC0535 rrnAC0535 175 90.3 10 27 0.9433 M VQCEMCGTEVSSPNR V 2 1638.68 1636.6662 -2.0138 2 -8.42 3.646 0.337 787.3 1 16 28 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R LSFDDGSWTLVRPSGTEPYVR V 3 2381.1651 2381.1709 0.0058 0 2.44 3.43 0.307 1246 1 30 80 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9999 R AVISERPYEK V 2 1190.6295 1190.6326 0.0031 0 2.60 2.27 0.322 627.8 1 13 18 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9995 R AVISERPYEK V 2 1190.6295 1190.6302 0.0007 0 0.59 2.236 0.2 571.7 1 13 18 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9865 R AVISERPYEK V 2 1190.6295 1191.6254 0.9959 -1.0034 -6.26 1.762 0.214 597.3 1 12 18 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R ELGADVLATEANVDGTFPGR E 2 2030.9909 2031.0127 0.0218 0 10.73 4.065 0.594 1204 1 23 38 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9999 R IHLGSLHVGIADVR A 3 1485.8416 1485.7582 -0.0834 0 -56.13 2.83 0.285 805.7 1 24 52 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9993 R IHLGSLHVGIADVR A 3 1485.8416 1485.8432 0.0016 0 1.08 2.737 0.172 726.9 1 23 52 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R IVVVDADGDVIHEDTILAMLAEHYTR T 3 2894.4484 2894.459 0.0106 0 3.66 5.227 0.525 1468 1 36 100 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R IVVVDADGDVIHEDTILAMLAEHYTR T 4 2894.4484 2894.459 0.0106 0 3.66 2.646 0.262 458.7 1 40 150 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9991 R IVVVDADGDVIHEDTILAMLAEHYTR T 4 2894.4484 2894.4583 0.0099 0 3.42 2.374 0.204 303.8 8 32 150 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R LESDLPDAFPEADVSTEYGVR L 2 2309.0699 2309.0716 0.0017 0 0.74 5.499 0.527 1369 1 28 40 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R LESDLPDAFPEADVSTEYGVR L 2 2309.0699 2309.0752 0.0053 0 2.30 5.182 0.528 1343 1 28 40 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9985 K LFADGTEYGDDDETRIEGR I 3 2157.945 2157.9424 -0.0026 0 -1.20 3.042 0.185 647.6 1 29 72 2 1 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9983 R LFAGESVGDR R 2 1049.5141 1049.5139 -0.0002 0 -0.19 2.282 0.119 655.2 1 14 18 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R LSFDDGSWTLVRPSGTEPYVR V 3 2381.1651 2381.1629 -0.0022 0 -0.92 3.117 0.349 1396 1 30 80 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R TADVSDPVVVTTPNASGR I 2 1784.8904 1784.8936 0.0032 0 1.79 4.235 0.557 1523 1 22 34 2 0 1



Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R TADVSDPVVVTTPNASGR I 2 1784.8904 1784.8919 0.0015 0 0.84 3.755 0.468 1488 1 23 34 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R TADVSDPVVVTTPNASGR I 2 1784.8904 1784.8928 0.0024 0 1.34 3.928 0.476 1478 1 22 34 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R VPTPTLAYASQGR H 2 1359.7146 1359.7136 -0.001 0 -0.74 2.8 0.478 726.4 1 17 24 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R VTSPALADAMAAGLQSAGAR V 2 1856.9414 1856.9654 0.024 0 12.92 3.895 0.502 1033 1 23 38 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.9993 R VTSPALADAMAAGLQSAGAR V 2 1856.9414 1857.3854 0.444 0 239.10 2.451 0.21 376.8 2 20 38 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R VYAESDDIDALVADTTQAVR D 2 2151.0331 2151.0388 0.0057 0 2.65 4.993 0.518 1742 1 25 38 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 1 R VYAESDDIDALVADTTQAVR D 2 2151.0331 2151.0447 0.0116 0 5.39 3.409 0.382 942.5 1 20 38 2 0 1
Q5V4S4_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB2 rrnAC0444 455 51.2 14 27 0.973 R VYAESDDIDALVADTTQAVRDAVAVVSAADA - 2 3120.5099 3121.5073 0.9974 -1.0034 -1.91 2.384 0.254 254.1 1 15 60 2 1 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R GGIIDEPALAEAVEDGVLK G 2 1894.9887 1894.9898 0.0011 0 0.58 4.522 0.598 1598 1 26 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R AAAEHSVAMAFATAR S 3 1502.73 1502.7309 0.0009 0 0.60 3.187 0.317 629.4 1 23 56 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 0.999 R EAGHDVETAYEVEGDALLDAVADANALIVR S 4 3125.5153 3126.531 1.0157 -1.0034 3.95 3.276 0.218 859.5 3 38 174 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R ETIGGEALSVYNLDEQPPQDIIER L 2 2685.3133 2686.3189 1.0056 -1.0034 0.84 3.636 0.478 500.4 1 20 46 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R GGIIDEPALAEAVEDGVLK G 3 1894.9887 1894.9882 -0.0005 0 -0.26 4.64 0.349 1405 1 32 72 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R GGIIDEPALAEAVEDGVLK G 2 1894.9887 1894.9857 -0.003 0 -1.58 4.786 0.52 1656 1 27 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R GGIIDEPALAEAVEDGVLK G 2 1894.9887 1894.9905 0.0018 0 0.95 4.962 0.514 1717 1 27 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R GGIIDEPALAEAVEDGVLK G 2 1894.9887 1894.9916 0.0029 0 1.53 4.413 0.567 1402 1 25 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 K GVFASSDLQVNAVNAPQIAK D 2 2028.064 2028.0707 0.0067 0 3.30 5.029 0.534 2092 1 27 38 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 K GVFASSDLQVNAVNAPQIAK D 2 2028.064 2028.0669 0.0029 0 1.43 4.356 0.617 1885 1 24 38 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R IDDHRIEAVPHGHMLVVR N 4 2093.0952 2093.1011 0.0059 0 2.82 4.288 0.333 2076 1 45 102 2 1 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R IDDHRIEAVPHGHMLVVR N 4 2093.0952 2093.0943 -0.0009 0 -0.43 4.084 0.326 1300 1 41 102 2 1 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R LGGLGMDIVTFDPYISQER A 2 2110.0405 2110.042 0.0015 0 0.71 4.724 0.399 1383 1 22 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R LGGLGMDIVTFDPYISQER A 2 2110.0405 2110.0408 0.0003 0 0.14 4.596 0.568 1420 1 23 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R LGGLGMDIVTFDPYISQER A 2 2110.0405 2110.0447 0.0042 0 1.99 4.876 0.606 1615 1 24 36 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 K QVGPYLDLADTAGR I 2 1474.7416 1474.7416 0 0 0.00 2.822 0.465 297.2 5 14 26 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 K RLGGLGMDIVTFDPYISQER A 3 2266.1416 2266.1299 -0.0117 0 -5.16 3.89 0.267 1580 1 31 76 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 0.9999 K RLGGLGMDIVTFDPYISQER A 3 2266.1416 2266.146 0.0044 0 1.94 3.447 0.241 912.4 1 26 76 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R SGTEVTEEVFAAAPDLIIVGR A 2 2173.1266 2173.1289 0.0023 0 1.06 4.761 0.556 1662 1 27 40 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R SGTEVTEEVFAAAPDLIIVGR A 2 2173.1266 2174.1253 0.9987 -1.0034 -2.14 3.903 0.448 1060 1 23 40 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R SGTEVTEEVFAAAPDLIIVGR A 2 2173.1266 2173.1319 0.0053 0 2.44 3.916 0.468 825.2 1 20 40 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 1 R SGTEVTEEVFAAAPDLIIVGR A 2 2173.1266 2173.1323 0.0057 0 2.62 5.004 0.535 1545 1 26 40 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 0.9991 K TLGVVGFGR V 2 904.513 904.5152 0.0022 0 2.43 2.084 0.206 556.4 2 11 16 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 0.9987 K TLGVVGFGR V 2 904.513 904.5144 0.0014 0 1.55 2.124 0.151 704.6 1 13 16 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 0.9636 K TLGVVGFGR V 2 904.513 904.5164 0.0034 0 3.76 1.747 0.031 528 1 12 16 2 0 1
Q5UZ36_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA1 rrnAC2696 528 38.6 12 26 0.9993 K VLVTDPIADAGLTR L 2 1439.7984 1439.8003 0.0019 0 1.32 2.456 0.233 534.5 6 13 26 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R SEAEAMRDYIGLASEK G 3 1768.8301 1768.8316 0.0015 0 0.85 3.485 0.302 733.9 1 27 60 2 1 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R AHPDVEIDDIVR V 2 1377.6888 1377.689 0.0002 0 0.15 2.501 0.352 318.1 1 14 22 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9996 R DIGEALDYATHWLR Y 3 1658.8052 1658.8115 0.0063 0 3.80 2.29 0.237 504.8 1 25 52 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9923 R DIGEALDYATHWLR Y 3 1658.8052 1659.8183 1.0131 -1.0034 5.88 2.302 0.177 510.6 2 25 52 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9975 R DVEDQLDAAMSHVDHER L 4 1965.8486 1966.8563 1.0077 -1.0034 2.21 2.642 0.226 412.8 11 29 96 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9215 R DVEDQLDAAMSHVDHER L 3 1965.8486 1965.845 -0.0036 0 -1.83 2.145 0.021 301.8 8 20 64 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9345 R ESVIDALVEK M 2 1101.5917 1101.5929 0.0012 0 1.09 1.605 0.085 519.5 6 11 18 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K GYDENDLRDIGEALDYATHWLR Y 4 2621.2146 2621.2168 0.0022 0 0.84 3.515 0.397 972.9 1 41 126 2 1 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K GYDENDLRDIGEALDYATHWLR Y 4 2621.2146 2621.218 0.0034 0 1.30 3.618 0.311 714.8 1 36 126 2 1 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K GYDENDLRDIGEALDYATHWLR Y 3 2621.2146 2621.2241 0.0095 0 3.62 6.462 0.543 3777 1 44 84 2 1 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9954 K GYDENDLRDIGEALDYATHWLR Y 4 2621.2146 2621.2244 0.0098 0 3.74 2.616 0.079 649.1 1 34 126 2 1 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R HGEVVEFLSER A 2 1300.6411 1300.6454 0.0043 0 3.31 2.946 0.341 1314 1 16 20 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R HYDIPVVVVDHHHPDPEAVEPLIEQHVNPYLHDEDYR I 5 4422.1094 4424.1133 2.0039 -2.0067 -0.63 5.014 0.473 1306 1 59 288 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R KVAETGDPVITIGYGPDFAVLR S 3 2317.2318 2317.2329 0.0011 0 0.47 4.198 0.336 1576 1 35 84 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9935 R KVAETGDPVITIGYGPDFAVLR S 3 2317.2318 2317.2376 0.0058 0 2.50 2.839 0.077 776.5 1 26 84 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K LPMLLMLDNGSTEEDTPAYR N 2 2265.0657 2265.0703 0.0046 0 2.03 6.015 0.585 3107 1 28 38 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K LWDDLREVATELRK T 3 1742.9315 1742.932 0.0005 0 0.29 4.233 0.274 1584 1 32 52 2 1 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R MIDPDLTEDLQHVPAVAGLSDR S 3 2391.174 2391.18 0.006 0 2.51 3.928 0.399 894.1 1 36 84 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R MIDPDLTEDLQHVPAVAGLSDR S 3 2391.174 2392.1782 1.0042 -1.0034 0.36 4.068 0.421 771.7 1 36 84 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R MIDPDLTEDLQHVPAVAGLSDR S 3 2391.174 2391.1787 0.0047 0 1.97 4.402 0.415 737.4 1 35 84 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 R MVTELSEEVDGGGVSGGGHLVVGSIK F 3 2512.2479 2512.2508 0.0029 0 1.15 3.49 0.406 1356 1 39 100 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 0.9963 R MVTELSEEVDGGGVSGGGHLVVGSIK F 3 2512.2479 2512.2381 -0.0098 0 -3.90 2.446 0.171 583.3 4 25 100 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K VAETGDPVITIGYGPDFAVLR S 2 2189.1368 2189.1433 0.0065 0 2.97 4.12 0.524 1667 1 25 40 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K VAETGDPVITIGYGPDFAVLR S 2 2189.1368 2190.0808 0.944 -1.0034 -27.11 3.761 0.48 1097 1 21 40 2 0 1
Q5V285_HALMA 1 Putative exonuclease recJ-like  recJ3 rrnAC1441 637 35.9 15 26 1 K VAETGDPVITIGYGPDFAVLR S 2 2189.1368 2189.1392 0.0024 0 1.10 4.052 0.54 1415 1 24 40 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R VAEVVDTVLGGMQNTLGR L 3 1857.9618 1857.9636 0.0018 0 0.97 5.61 0.309 2102 1 37 68 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R ALDFEAQSAPYVQYVHAR C 3 2064.0065 2064.0069 0.0004 0 0.19 3.329 0.317 1291 1 30 68 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9998 R ALDFEAQSAPYVQYVHAR C 3 2064.0065 2064.0071 0.0006 0 0.29 3.257 0.202 1234 1 28 68 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9925 R ALDFEAQSAPYVQYVHAR C 3 2064.0065 2064.0081 0.0016 0 0.78 2.788 0.062 1265 1 28 68 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9941 R AVTVLGEDHKLQADQLAAALELLDNDTDQLR Q 4 3374.7317 3375.731 0.9993 -1.0034 -1.20 3.136 0.129 1034 1 42 180 2 1 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9318 R AVTVLGEDHKLQADQLAAALELLDNDTDQLR Q 4 3374.7317 3374.7259 -0.0058 0 -1.72 2.696 0.037 858.2 11 36 180 2 1 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R EGTGIDLDDLLDEAIDR A 2 1858.8796 1858.8864 0.0068 0 3.66 3.348 0.271 1572 1 21 32 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R EGTGIDLDDLLDEAIDR A 2 1858.8796 1858.8789 -0.0007 0 -0.38 3.853 0.395 1480 1 23 32 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R EGTGIDLDDLLDEAIDR A 2 1858.8796 1859.8854 1.0058 -1.0034 1.32 3.805 0.441 2007 1 22 32 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R FPAVIEAAADDLTPHTVATYTR D 3 2358.1855 2358.1924 0.0069 0 2.93 5.359 0.467 1947 1 36 84 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R FPAVIEAAADDLTPHTVATYTR D 3 2358.1855 2358.188 0.0025 0 1.06 5.318 0.403 2407 1 39 84 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9985 K GITFEWDR A 2 1022.4821 1022.4854 0.0033 0 3.23 1.876 0.189 664.4 1 13 14 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R KGNTILEDGDPDEVEAAEAEVQSILQGLEDGDEETYER V 3 4162.8826 4162.8882 0.0056 0 1.35 8.549 0.528 3294 1 51 148 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R KGNTILEDGDPDEVEAAEAEVQSILQGLEDGDEETYER V 3 4162.8826 4163.8882 1.0056 -1.0034 0.54 7.267 0.534 3110 1 49 148 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R KGNTILEDGDPDEVEAAEAEVQSILQGLEDGDEETYER V 3 4162.8826 4163.9043 1.0217 -1.0034 4.41 9.094 0.566 4109 1 53 148 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9892 R LALVDGTR T 2 843.4814 843.4832 0.0018 0 2.13 1.969 0.043 799 1 12 14 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R LPAEFDEFVK E 2 1193.5968 1193.5985 0.0017 0 1.42 2.749 0.281 601.7 1 12 18 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9998 R LPDRDTSVVVEHTSANPTGPVHVGR A 5 2639.3415 2639.3426 0.0011 0 0.42 3.247 0.224 1388 1 50 192 2 1 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 0.9928 R LPDRDTSVVVEHTSANPTGPVHVGR A 5 2639.3415 2639.3445 0.003 0 1.14 3.862 0.131 1266 10 50 192 2 1 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R VAEVVDTVLGGMQNTLGR L 2 1857.9618 1857.9649 0.0031 0 1.67 2.666 0.336 476.7 1 16 34 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R VAEVVDTVLGGMQNTLGR L 3 1857.9618 1857.9688 0.007 0 3.77 4.498 0.388 1265 1 29 68 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R VAEVVDTVLGGMQNTLGR L 2 1857.9618 1857.9668 0.005 0 2.69 3.17 0.514 1334 1 20 34 2 0 1
SYR_HALMAReview 1 Arginyl-tRNA synthetase (EC 6.1.1.19) (Arginine--tRNA ligase) (ArgRS)  argS rrnAC3169 579 35.8 12 26 1 R VAEVVDTVLGGMQNTLGR L 2 1857.9618 1857.9636 0.0018 0 0.97 3.373 0.497 1036 1 19 34 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R AIEAGDGAVYPVAGVEHMSTVPFSDWLHPAIEQR Y 4 3648.7671 3650.771 2.0039 -2.0067 -0.77 4.274 0.391 843.7 1 46 198 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R ADTSVEQLSELPTVFRDDEAATVTPGNASPLTDGAAGMLVTSA I 4 5699.7537 5700.7627 1.009 -1.0034 0.99 6.067 0.482 733.1 1 55 330 2 1 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9998 R ADTSVEQLSELPTVFRDDEAATVTPGNASPLTDGAAGMLVTSA I 4 5699.7537 5700.7559 1.0022 -1.0034 -0.20 4.339 0.297 859.6 1 55 330 2 1 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R AIEAGDGAVYPVAGVEHMSTVPFSDWLHPAIEQR Y 3 3648.7671 3650.7681 2.001 -2.0067 -1.56 4.468 0.457 946.4 1 38 132 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R AIEAGDGAVYPVAGVEHMSTVPFSDWLHPAIEQR Y 3 3648.7671 3649.7779 1.0108 -1.0034 2.04 4.283 0.345 809.7 1 34 132 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R AIEAGDGAVYPVAGVEHMSTVPFSDWLHPAIEQR Y 4 3648.7671 3650.771 2.0039 -2.0067 -0.77 3.857 0.377 831.6 1 45 198 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9999 R AIEAGDGAVYPVAGVEHMSTVPFSDWLHPAIEQR Y 4 3648.7671 3650.771 2.0039 -2.0067 -0.77 3.692 0.273 821 1 47 198 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9992 R AVAAMESGRFDAETVPVHTDETAVESDK T 3 2961.3662 2962.3572 0.991 -1.0034 -4.17 4.39 0.215 626.6 1 29 108 2 1 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R AVAAMESGRFDAETVPVHTDETAVESDKTPR A 4 3315.5677 3316.5711 1.0034 -1.0034 0.02 4.889 0.465 745.6 1 46 180 2 2 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 K DGALAGTHPEDLVSTVLTALVDR T 2 2349.2176 2349.2224 0.0048 0 2.04 4.772 0.574 986.7 1 26 44 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 K DGALAGTHPEDLVSTVLTALVDR T 2 2349.2176 2349.2266 0.009 0 3.83 5.231 0.536 928.7 1 25 44 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 K DGALAGTHPEDLVSTVLTALVDR T 2 2349.2176 2349.2205 0.0029 0 1.23 5.361 0.549 889.8 1 25 44 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 K DGALAGTHPEDLVSTVLTALVDR T 2 2349.2176 2349.22 0.0024 0 1.02 5.298 0.537 928 1 25 44 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9994 K DGALAGTHPEDLVSTVLTALVDR T 3 2349.2176 2349.231 0.0134 0 5.70 2.909 0.251 503.5 28 23 88 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.941 K DGALAGTHPEDLVSTVLTALVDR T 3 2349.2176 2349.2229 0.0053 0 2.26 2.425 0.058 327.4 44 21 88 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9159 K DGALAGTHPEDLVSTVLTALVDR T 3 2349.2176 2349.2229 0.0053 0 2.26 2.834 0.004 474.4 61 23 88 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R FDAETVPVHTDETAVESDKTPR A 3 2443.1503 2443.1548 0.0045 0 1.84 3.94 0.438 639.8 1 33 84 2 1 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R FDAETVPVHTDETAVESDKTPR A 3 2443.1503 2443.1497 -0.0006 0 -0.25 3.575 0.384 564.6 1 31 84 2 1 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R KAQDEFALR S 2 1076.5614 1076.5653 0.0039 0 3.62 2.986 0.386 687.5 1 14 16 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R SVAGVDPLVMGR G 2 1199.6332 1199.6254 -0.0078 0 -6.50 2.662 0.386 928.9 1 17 22 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9992 R SVAGVDPLVMGR G 2 1199.6332 1199.6254 -0.0078 0 -6.50 2.117 0.27 565.5 7 12 22 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9997 M TASDSQAVVVDAVR T 2 1416.7208 1416.7254 0.0046 0 3.25 3.869 0.39 2445 1 21 26 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R TGVPAVEWDDFR L 2 1390.6517 1390.6654 0.0137 0 9.85 2.4 0.451 835.4 1 18 22 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 1 R TGVPAVEWDDFR L 2 1390.6517 1390.6454 -0.0063 0 -4.53 2.142 0.388 404.8 1 15 22 2 0 1
Q5UWD8_HALMA 1 Acetyl-coA acetyltransferase (EC 2.3.1.9)  aca1 rrnB0240 381 50.1 10 25 0.9397 R TGVPAVEWDDFR L 2 1390.6517 1390.6454 -0.0063 0 -4.53 1.535 0.143 375.2 14 11 22 2 0 1



Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R GTAVAMGDPNHSGYQFVGK V 2 1934.8945 1934.8977 0.0032 0 1.65 4.343 0.569 822 1 21 36 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R FSDLSVFVVR R 2 1167.6288 1167.6311 0.0023 0 1.97 3.447 0.451 1643 1 17 18 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R FSDLSVFVVR R 2 1167.6288 1167.6302 0.0014 0 1.20 3.218 0.462 1565 1 17 18 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R FSDLSVFVVR R 2 1167.6288 1167.6295 0.0007 0 0.60 4.049 0.45 1643 1 17 18 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R GTAVAMGDPNHSGYQFVGK V 2 1934.8945 1934.8975 0.003 0 1.55 4.658 0.546 929.2 1 22 36 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R HLLVLPRPFDLMPEDIAAELLDAGSDPELPALVYER L 3 4014.0812 4014.105 0.0238 0 5.93 6.688 0.562 2076 1 45 140 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R HLLVLPRPFDLMPEDIAAELLDAGSDPELPALVYER L 3 4014.0812 4014.0879 0.0067 0 1.67 6.849 0.621 2587 1 50 140 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R HLLVLPRPFDLMPEDIAAELLDAGSDPELPALVYER L 4 4014.0812 4014.1028 0.0216 0 5.38 4.105 0.32 1461 1 46 210 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 0.9643 R HLLVLPRPFDLMPEDIAAELLDAGSDPELPALVYER L 4 4014.0812 4016.0911 2.0099 -2.0067 0.80 3.407 0.073 575 7 38 210 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R IVPGISSLQIAASR A 2 1410.8194 1410.8223 0.0029 0 2.06 3.082 0.427 325.8 1 19 26 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R IVPGISSLQIAASR A 2 1410.8194 1410.822 0.0026 0 1.84 3.152 0.415 363.1 1 20 26 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R NDVGDRHLLVLPRPFDLMPEDIAAELLDAGSDPELPALVYER L 4 4670.369 4671.3633 0.9943 -1.0034 -1.94 4.465 0.36 1374 1 51 246 2 1 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 0.9998 R NDVGDRHLLVLPRPFDLMPEDIAAELLDAGSDPELPALVYER L 4 4670.369 4670.4073 0.0383 0 8.20 3.931 0.21 524.8 1 40 246 2 1 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 0.9987 D PELPALVYER L 2 1185.6393 1185.641 0.0017 0 1.43 2.623 0.394 647.2 1 15 18 1 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 K SGDLSSDLDR L 2 1063.4782 1064.4854 1.0072 -1.0034 3.62 3.054 0.394 988.6 1 16 18 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 K SGDLSSDLDR L 2 1063.4782 1063.4793 0.0011 0 1.03 2.596 0.32 669.4 2 13 18 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R TATTLGDLAQDAGGNSK D 2 1618.7798 1618.7847 0.0049 0 3.03 4.2 0.555 1818 1 22 32 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R TATTLGDLAQDAGGNSK D 2 1618.7798 1618.7819 0.0021 0 1.30 4.477 0.603 1931 1 23 32 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R TPMEDTTFVTLHK S 3 1534.7382 1534.7349 -0.0033 0 -2.15 3.167 0.347 743.2 1 23 48 2 0 1 TPM[147]EDTTFVTLHK
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R TPMEDTTFVTLHK S 3 1518.7388 1518.7395 0.0007 0 0.46 4.142 0.433 1530 1 28 48 2 0 1
Q5UYA7_HALMA 1 Precorrin-3 methylase  cbiJ rrnAC3021 254 56.3 10 25 1 R TPMEDTTFVTLHK S 3 1518.7388 1518.7416 0.0028 0 1.84 4.07 0.448 1496 1 29 48 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6363 0.0079 0 2.59 6.115 0.528 1107 1 41 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6385 0.0101 0 3.31 4.862 0.554 875.3 1 35 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3054.6297 1.0013 -1.0034 -0.67 4.252 0.427 629.5 1 31 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 2 3053.6284 3054.6453 1.0169 -1.0034 4.44 4.156 0.613 1088 1 26 60 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6304 0.002 0 0.65 5.289 0.501 1121 1 38 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6355 0.0071 0 2.33 4.643 0.399 883.9 1 34 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 2 3053.6284 3053.6284 0 0 0.00 3.943 0.584 708.5 1 23 60 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 2 3053.6284 3053.6436 0.0152 0 4.98 5.138 0.603 1053 1 26 60 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 2 3053.6284 3053.6367 0.0083 0 2.72 4.386 0.585 1065 1 26 60 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 2 3053.6284 3053.6382 0.0098 0 3.21 4.322 0.405 1013 1 25 60 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6328 0.0044 0 1.44 5.534 0.519 786 1 34 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 2 3053.6284 3053.6387 0.0103 0 3.37 4.761 0.603 924.1 1 25 60 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6204 -0.008 0 -2.62 5.163 0.532 897.8 1 34 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 0.9579 R ALAGNDVAIIGSGDPNVYALAGLALEIIESK G 3 3053.6284 3053.6341 0.0057 0 1.87 2.789 0.053 337.9 44 23 120 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 0.9998 K CCEILLEHRDPETPVGVVHAAGR E 4 2500.2315 2498.2163 -2.0152 2 -6.08 4.49 0.358 1628 1 44 132 2 1 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 0.9996 K CCEILLEHRDPETPVGVVHAAGR E 4 2500.2315 2498.2193 -2.0122 2 -4.88 4.448 0.329 2115 1 47 132 2 1 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 K EGFTITIYNPWSR K 2 1582.778 1582.7777 -0.0003 0 -0.19 2.624 0.418 1197 1 18 24 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 K EGFTITIYNPWSR K 2 1582.778 1582.7812 0.0032 0 2.02 2.941 0.452 1141 1 18 24 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 K EGFTITIYNPWSR K 2 1582.778 1582.7769 -0.0011 0 -0.69 2.854 0.359 1015 1 16 24 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 0.9971 D PETPVGVVHAAGR E 3 1288.6888 1288.6918 0.003 0 2.33 3.078 0.322 1171 1 25 48 1 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R VGAPLVNDTVSISLSDHLTDMPTIESR L 3 2866.4382 2866.4427 0.0045 0 1.57 3.633 0.438 805.5 1 36 104 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 1 R VGAPLVNDTVSISLSDHLTDMPTIESR L 3 2866.4382 2866.4448 0.0066 0 2.30 3.847 0.474 861.5 1 38 104 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 0.9999 R VGAPLVNDTVSISLSDHLTDMPTIESR L 3 2866.4382 2867.438 0.9998 -1.0034 -1.24 3.243 0.347 659.7 1 36 104 2 0 1
Q5UYB9_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cbiH rrnAC3008 240 39.2 5 25 0.9998 R VGAPLVNDTVSISLSDHLTDMPTIESR L 3 2882.4376 2882.4461 0.0085 0 2.95 2.912 0.258 268.3 1 29 104 2 0 1 VGAPLVNDTVSISLSDHLTDM[147]PTIESR
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9999 R IFTPAAEIPFAGHPTLGTAQVIR D 3 2406.3059 2406.3113 0.0054 0 2.24 2.738 0.365 296.9 14 25 88 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R DALGAIDLDRDAYDAVTGDRDAK N 3 2435.1564 2435.1614 0.005 0 2.05 5.367 0.511 1048 1 38 88 2 2 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R DAYDAVTGDRDAK N 2 1395.6266 1395.6278 0.0012 0 0.86 3.493 0.465 1259 1 19 24 2 1 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R ETLWMTQQAPEFGEQLAHEDLAAVLGLPADR L 3 3435.6769 3435.6704 -0.0065 0 -1.89 5.429 0.475 1436 1 39 120 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R ETLWMTQQAPEFGEQLAHEDLAAVLGLPADR L 3 3435.6769 3435.6851 0.0082 0 2.39 5.31 0.418 1586 1 41 120 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R IFTPAAEIPFAGHPTLGTAQVIR D 2 2406.3059 2406.3059 0 0 0.00 4.623 0.521 1126 1 28 44 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9998 R IFTPAAEIPFAGHPTLGTAQVIR D 3 2406.3059 2406.3113 0.0054 0 2.24 2.804 0.27 450.7 4 27 88 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9991 R IFTPAAEIPFAGHPTLGTAQVIR D 3 2406.3059 2406.3133 0.0074 0 3.08 2.476 0.282 266.3 58 24 88 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9875 R IFTPAAEIPFAGHPTLGTAQVIR D 3 2406.3059 2406.3115 0.0056 0 2.33 2.389 0.137 348.2 18 24 88 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 - MSHPFHIVDVFAQER Y 3 1811.8777 1811.8753 -0.0024 0 -1.32 4.412 0.28 1861 1 29 56 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9957 - MSHPFHIVDVFAQER Y 4 1811.8777 1812.8775 0.9998 -1.0034 -1.96 2.932 0.172 685.8 6 29 84 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 M SHPFHIVDVFAQER Y 3 1680.8372 1680.839 0.0018 0 1.07 3.909 0.47 1550 1 31 52 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9999 M SHPFHIVDVFAQER Y 3 1680.8372 1680.848 0.0108 0 6.43 3.767 0.432 1241 1 29 52 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9999 M SHPFHIVDVFAQER Y 3 1680.8372 1680.84 0.0028 0 1.67 4.317 0.413 1592 1 32 52 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9998 M SHPFHIVDVFAQER Y 3 1680.8372 1680.839 0.0018 0 1.07 3.852 0.405 1539 1 31 52 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 3 2931.4032 2931.4107 0.0075 0 2.56 5.849 0.514 2289 1 40 104 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 4 2931.4032 2931.4029 -0.0003 0 -0.10 4.443 0.375 1192 1 48 156 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 4 2947.4026 2947.4026 0 0 0.00 3.292 0.35 1024 1 45 156 2 0 1 VEQGYEM[147]GRPSLLHLSTDGSGEDISVR
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 4 2931.4032 2931.4075 0.0043 0 1.47 4.692 0.363 1037 1 48 156 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 4 2931.4032 2931.4114 0.0082 0 2.80 4.826 0.455 985.2 1 50 156 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 4 2947.4026 2947.4109 0.0083 0 2.82 3.631 0.361 734.6 1 43 156 2 0 1 VEQGYEM[147]GRPSLLHLSTDGSGEDISVR
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 1 R VEQGYEMGRPSLLHLSTDGSGEDISVR V 4 2931.4032 2931.4104 0.0072 0 2.46 4.247 0.295 1004 1 47 156 2 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.9733 R VFAPFYNVLED P 2 1312.6339 1313.6406 1.0067 -1.0034 2.55 2.947 0.279 787.1 1 14 20 1 0 1
Q5UZJ6_HALMA 1 Phenazine biosynthesis-like protein  phzC rrnAC2502 292 60.6 9 25 0.984 R YAGNQLAVVTDAGDLHKDEMQAIAAEMDYSETTFVTGEPTDG I 4 5069.3335 5070.3604 1.0269 -1.0034 4.65 3.203 0.085 575.6 1 41 276 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9999 R LRQPEAGDEEEEVPA - 2 1667.7638 1667.7664 0.0026 0 1.56 2.634 0.436 250.9 1 16 28 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 K EVTGLALHQLNTELFDEEVNASR G 3 2584.2769 2584.2827 0.0058 0 2.24 4.752 0.429 3197 1 41 88 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 K EVTGLALHQLNTELFDEEVNASR G 3 2584.2769 2584.2827 0.0058 0 2.24 6.144 0.458 2361 1 38 88 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 K EVTGLALHQLNTELFDEEVNASR G 3 2584.2769 2584.2835 0.0066 0 2.55 4.963 0.401 2606 1 39 88 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 K EVTGLALHQLNTELFDEEVNASR G 3 2584.2769 2584.2827 0.0058 0 2.24 4.854 0.461 2683 1 39 88 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 K EVTGLALHQLNTELFDEEVNASR G 2 2584.2769 2584.2849 0.008 0 3.10 4.442 0.505 1316 1 20 44 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 M GMENLPQEITALVGR E 2 1626.8399 1626.8441 0.0042 0 2.58 4.746 0.482 1209 1 23 28 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9999 M GMENLPQEITALVGR E 2 1626.8399 1626.8433 0.0034 0 2.09 3.83 0.523 1015 1 21 28 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9999 M GMENLPQEITALVGR E 2 1626.8399 1626.8405 0.0006 0 0.37 3.945 0.457 1137 1 22 28 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9989 M GMENLPQEITALVGR E 2 1626.8399 1626.8428 0.0029 0 1.78 2.92 0.414 651.9 1 17 28 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9973 M GMENLPQEITALVGR E 2 1626.8399 1626.8454 0.0055 0 3.38 2.733 0.378 657.2 1 16 28 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9919 M GMENLPQEITALVGR E 2 1642.8393 1642.8399 0.0006 0 0.37 2.78 0.299 758.1 1 16 28 2 0 1 GM[147]ENLPQEITALVGR
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 1 R KEVTGLALHQLNTELFDEEVNASR G 4 2712.3718 2712.3767 0.0049 0 1.81 3.611 0.401 1169 1 42 138 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9999 R KEVTGLALHQLNTELFDEEVNASR G 4 2712.3718 2712.3733 0.0015 0 0.55 3.332 0.249 972.4 4 34 138 2 0 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9999 R LRQPEAGDEEEEVPA - 2 1667.7638 1667.7667 0.0029 0 1.74 2.708 0.481 216.1 7 15 28 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9999 R LRQPEAGDEEEEVPA - 2 1667.7638 1667.7663 0.0025 0 1.50 2.584 0.478 218.8 2 15 28 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9987 R LRQPEAGDEEEEVPA - 2 1667.7638 1667.767 0.0032 0 1.92 2.526 0.375 156.4 12 13 28 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9783 R LRQPEAGDEEEEVPA - 2 1667.7638 1667.7663 0.0025 0 1.50 2.544 0.128 245.4 1 16 28 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9993 K NGVFVGEVEDLRLELDR K 3 1959.0061 1959.0174 0.0113 0 5.77 2.196 0.293 381.8 1 24 64 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9892 K NGVFVGEVEDLRLELDRK E 3 2087.1011 2087.104 0.0029 0 1.39 2.584 0.122 580.7 1 28 68 2 1 1
Q5V416_HALMA 1 Putative PRC-barrel domain  rrnAC0743 rrnAC0743 101 87.1 7 25 0.9994 R WVQAVGDVVIVSDIVER L 2 1883.0152 1883.3454 0.3302 0 175.36 2.12 0.249 440.8 1 12 32 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R LQAGINADAGNSILIKPNQIGTLTDAVDAIELATASGYESVVSHR S 4 4592.3722 4592.4151 0.0429 0 9.34 6.798 0.511 1510 1 64 264 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.9999 K AGADVLGAPLYQHLGGTFR G 3 1942.0061 1942.0058 -0.0003 0 -0.15 2.745 0.293 557.9 1 28 72 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 K APSGASTGEYEAIELPANEAIAK A 2 2288.1172 2288.1179 0.0007 0 0.31 5.819 0.536 1147 1 23 44 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 K APSGASTGEYEAIELPANEAIAK A 2 2288.1172 2288.1284 0.0112 0 4.89 5.687 0.553 1284 1 24 44 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R DVDAALHAADGTDDFSGIGANSAVAISMAAAK A 3 3031.4193 3031.4146 -0.0047 0 -1.55 4.569 0.333 1143 1 33 124 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R DVDAALHAADGTDDFSGIGANSAVAISMAAAK A 3 3031.4193 3032.408 0.9887 -1.0034 -4.83 3.858 0.42 754.3 1 31 124 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.9977 R DVDAALHAADGTDDFSGIGANSAVAISMAAAK A 3 3031.4193 3031.4168 -0.0025 0 -0.82 2.966 0.221 279.8 154 22 124 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R GKAPSGASTGEYEAIELPANEAIAK A 3 2473.2336 2473.2403 0.0067 0 2.71 4.417 0.343 774.6 1 33 96 2 1 1



ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.9999 R GKAPSGASTGEYEAIELPANEAIAK A 3 2473.2336 2473.2373 0.0037 0 1.50 4.429 0.25 708.9 1 32 96 2 1 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R GNATVEADVLTESGGFGR G 2 1778.8435 1778.8458 0.0023 0 1.29 3.727 0.528 2405 1 24 34 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R GNATVEADVLTESGGFGR G 2 1778.8435 1778.8478 0.0043 0 2.42 4.061 0.54 2545 1 25 34 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R GNATVEADVLTESGGFGR G 2 1778.8435 1778.8467 0.0032 0 1.80 4.001 0.538 2711 1 25 34 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.9998 R GNEYPTPLGNIIGGGEHAADATNIQEFLAAPVGAPSVEEAVFAN D 5 5961.9198 5962.9326 1.0128 -1.0034 1.59 3.829 0.216 1037 1 72 456 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.995 R GNEYPTPLGNIIGGGEHAADATNIQEFLAAPVGAPSVEEAVFAN D 5 5961.9198 5963.9136 1.9938 -2.0067 -2.16 3.413 0.055 1210 1 76 456 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R GNEYPTPLGNIIGGGEHAADATNIQEFLAAPVGAPSVEEAVFAN G 5 6543.2371 6545.229 1.9919 -2.0067 -2.26 5.161 0.312 754.3 1 65 504 2 1 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.9999 R GNEYPTPLGNIIGGGEHAADATNIQEFLAAPVGAPSVEEAVFAN G 5 6543.2371 6545.2622 2.0251 -2.0067 2.81 4.122 0.283 705.5 1 68 504 2 1 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R LQAGINADAGNSILIKPNQIGTLTDAVDAIELATASGYESVVSHR S 4 4592.3722 4594.4107 2.0385 -2.0067 6.92 7.682 0.487 1898 1 65 264 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R LQAGINADAGNSILIKPNQIGTLTDAVDAIELATASGYESVVSHR S 4 4592.3722 4592.3711 -0.0011 0 -0.24 7.172 0.339 1874 1 67 264 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R LQAGINADAGNSILIKPNQIGTLTDAVDAIELATASGYESVVSHR S 4 4592.3722 4593.3672 0.995 -1.0034 -1.82 5.527 0.327 1456 1 64 264 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R LQAGINADAGNSILIKPNQIGTLTDAVDAIELATASGYESVVSHR S 4 4592.3722 4594.4107 2.0385 -2.0067 6.92 6.011 0.436 1528 1 61 264 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 1 R SGETEDTTIAHLAVATDAPFIK T 2 2286.1379 2286.1385 0.0006 0 0.26 4.33 0.576 1899 1 27 42 2 0 1

ENO_HALMAReview 1 Enolase (EC 4.2.1.11) (2-phosphoglycerate dehydratase) (2-phospho-D-
glycerate hydro-lyase)  eno rrnAC0069 401 56.1 9 24 0.9973 R SGETEDTTIAHLAVATDAPFIK T 3 2286.1379 2286.1438 0.0059 0 2.58 2.669 0.136 1252 1 28 84 2 0 1

Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9999 R TVMQEAGVPVVPGTTDLVSEPDEVR E 2 2624.3003 2624.2954 -0.0049 0 -1.87 2.466 0.337 450.9 1 18 48 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 R ALDHFTVEGVHTTIPFHR L 4 2076.0541 2076.0574 0.0033 0 1.59 4.158 0.394 1792 1 42 102 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 R ALDHFTVEGVHTTIPFHR L 4 2076.0541 2076.055 0.0009 0 0.43 3.774 0.251 1365 1 34 102 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 R ALDHFTVEGVHTTIPFHR L 4 2076.0541 2076.0576 0.0035 0 1.69 4.227 0.422 2024 1 42 102 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 R ALDHFTVEGVHTTIPFHR L 4 2076.0541 2076.055 0.0009 0 0.43 3.846 0.267 1888 1 40 102 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 R ALDHFTVEGVHTTIPFHR L 4 2076.0541 2076.0557 0.0016 0 0.77 4.121 0.472 1493 1 38 102 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9999 R ALDHFTVEGVHTTIPFHR L 5 2076.0541 2076.0554 0.0013 0 0.63 2.458 0.26 846.8 1 45 136 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9998 R ALDHFTVEGVHTTIPFHR L 5 2076.0541 2076.0547 0.0006 0 0.29 2.514 0.269 484.4 5 39 136 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9905 R ALDHFTVEGVHTTIPFHR L 5 2076.0541 2076.0545 0.0004 0 0.19 2.439 0.223 420.6 68 35 136 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9621 R ALDHFTVEGVHTTIPFHR L 5 2076.0541 2076.0547 0.0006 0 0.29 2.136 0.141 397.8 45 35 136 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 K HVEVQVLADEHGNVR H 3 1700.8594 1700.8614 0.002 0 1.18 4.995 0.527 2489 1 35 56 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9994 K HVEVQVLADEHGNVR H 3 1700.8594 1698.9132 -1.9462 2 31.63 4.181 0.239 1554 1 29 56 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 R NAGHVEYADDAYNVGPAPASESYLDQTAILDVAER A 3 3720.7179 3721.7388 1.0209 -1.0034 4.72 5.092 0.498 1421 1 42 136 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9962 R TVMQEAGVPVVPGTTDLVSEPDEVRELGAK Y 3 3122.5805 3122.5833 0.0028 0 0.90 2.284 0.218 310.5 1 30 116 2 1 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 0.9827 R TVMQEAGVPVVPGTTDLVSEPDEVRELGAK Y 3 3122.5805 3122.585 0.0045 0 1.44 2.306 0.153 184.9 2 26 116 2 1 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 K YGYPIAIK A 2 923.5116 923.5114 -0.0002 0 -0.22 2.094 0.417 676.3 1 12 14 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 K YLDQELADDALDAAVAR W 2 1847.8901 1847.8937 0.0036 0 1.95 4.976 0.566 3666 1 28 32 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 K YLDQELADDALDAAVAR W 2 1847.8901 1847.8915 0.0014 0 0.76 4.914 0.523 2568 1 24 32 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 K YLDQELADDALDAAVAR W 3 1847.8901 1847.8913 0.0012 0 0.65 4.146 0.357 1523 1 29 64 2 0 1
Q5UWB9_HALMA 1 Carbamoyl phosphate synthase L chain  accC1 rrnB0263 594 25.8 9 24 1 K YLDQELADDALDAAVAR W 2 1847.8901 1847.8927 0.0026 0 1.41 5.81 0.567 3388 1 27 32 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2642 0.0063 0 2.80 5.472 0.61 2180 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.063 0.0048 0 2.31 5.542 0.547 1875 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0625 0.0043 0 2.07 4.719 0.309 1623 1 25 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0618 0.0036 0 1.74 5.557 0.516 1871 1 26 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0655 0.0073 0 3.52 4.07 0.416 1326 1 23 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0635 0.0053 0 2.56 5.559 0.558 2054 1 27 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.9999 R ADNEQLVGNLLDFLVTGEK S 2 2074.0582 2074.0635 0.0053 0 2.56 3.699 0.137 1291 1 22 36 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.996 R ADNEQLVGNLLDFLVTGEK S 3 2074.0582 2074.0669 0.0087 0 4.19 2.893 0.125 579.6 7 22 72 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3894 0.0142 0 5.29 4.773 0.53 575.6 1 25 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R AVFYAAIPVQGGDTALTTTEQTTLSK T 2 2682.3752 2682.3799 0.0047 0 1.75 4.648 0.461 549.4 1 24 50 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.9919 N LLDFLVTGEK S 2 1133.6332 1133.6298 -0.0034 0 -3.00 2.371 0.315 708.2 1 14 18 1 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.994 R SADALVVLGAEQR Y 2 1327.7096 1328.7053 0.9957 -1.0034 -5.76 2.427 0.159 1021 1 15 24 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1104 0.0089 0 3.96 4.365 0.593 1194 1 22 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R SGNVVTVGDTNVFTQEFLYR A 2 2245.1015 2245.1118 0.0103 0 4.59 5.06 0.621 1865 1 28 38 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.26 0.0021 0 0.93 4.881 0.524 1250 1 34 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2608 0.0029 0 1.29 3.714 0.484 870.5 1 29 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2644 0.0065 0 2.89 4.676 0.606 2100 1 28 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2608 0.0029 0 1.29 5.891 0.595 2125 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2586 0.0007 0 0.31 4.46 0.336 1333 1 25 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 R VLLLNEPSQASPAGLGLFGPIR S 2 2248.2579 2248.2627 0.0048 0 2.13 5.223 0.598 2184 1 29 42 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.9999 R VLLLNEPSQASPAGLGLFGPIR S 3 2248.2579 2248.2603 0.0024 0 1.07 3.566 0.219 645.7 1 25 84 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.9973 Q VNAPSFNSGESVATPADESGDLSMSADASEK V 2 3069.3357 3070.3382 1.0025 -1.0034 -0.28 3.029 0.467 424.1 1 20 60 1 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 1 K VVVIDVAHAGDIDR E 2 1477.7889 1477.7896 0.0007 0 0.47 2.834 0.416 737.4 1 18 26 2 0 1
Q5UY43_HALMA 1 Hypothetical protein  rrnAC3098 rrnAC3098 357 49.3 9 24 0.9986 K VVVIDVAHAGDIDR E 3 1477.7889 1477.7904 0.0015 0 1.02 1.837 0.235 643.5 1 28 52 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R AGAQAVLDEQPIVTDITMVK A 2 2098.098 2098.0979 -0.0001 0 -0.05 5.629 0.365 1764 1 26 38 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R AGAQAVLDEQPIVTDITMVK A 2 2098.098 2098.106 0.008 0 3.81 6.018 0.543 2009 1 27 38 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R AGAQAVLDEQPIVTDITMVK A 2 2098.098 2098.1013 0.0033 0 1.57 5.912 0.577 2117 1 27 38 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R AGAQAVLDEQPIVTDITMVK A 2 2098.098 2098.1033 0.0053 0 2.53 4.55 0.63 1868 1 26 38 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9997 R AGAQAVLDEQPIVTDITMVK A 2 2098.098 2098.1009 0.0029 0 1.38 3.652 0.084 1098 1 21 38 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 K AIGNGAELAAETGMTR T 2 1560.7566 1560.7654 0.0088 0 5.64 4.321 0.556 1535 1 23 30 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 K AIGNGAELAAETGMTR T 2 1560.7566 1560.7572 0.0006 0 0.38 3.254 0.44 868.3 1 18 30 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9996 R ELVRDETLADRIR Q 3 1584.8583 1584.8566 -0.0017 0 -1.07 3.975 0.157 1423 1 27 48 2 2 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9838 R ELVRDETLADRIR Q 3 1584.8583 1583.7982 -1.0601 1 -37.92 3.516 0.189 1301 1 26 48 2 2 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9594 R EVAAEHGVPTITNVGR R 3 1648.8533 1648.8534 0.0001 0 0.06 2.219 0.083 315.9 39 20 60 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R GGSGLAAGLTNELVHVASDVR E 2 2022.0494 2023.0653 1.0159 -1.0034 6.21 4.568 0.586 1483 1 22 40 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R GGSGLAAGLTNELVHVASDVR E 3 2022.0494 2022.0563 0.0069 0 3.41 3.67 0.404 1994 1 39 80 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R GGSGLAAGLTNELVHVASDVR E 2 2022.0494 2022.0622 0.0128 0 6.33 4.88 0.578 1882 1 24 40 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9997 R GGSGLAAGLTNELVHVASDVR E 3 2022.0494 2022.0561 0.0067 0 3.31 3.635 0.163 876.5 1 29 80 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9987 R GGSGLAAGLTNELVHVASDVR E 3 2022.0494 2023.0581 1.0087 -1.0034 2.65 3.2 0.196 643.2 1 26 80 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 R RGGSGLAAGLTNELVHVASDVR E 3 2178.1505 2178.1565 0.006 0 2.75 4.787 0.464 1167 1 39 84 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 K SVHATGDPEFQHLVR F 3 1691.8379 1691.8357 -0.0022 0 -1.30 3.406 0.431 1067 1 33 56 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 K SVHATGDPEFQHLVR F 3 1691.8379 1691.8397 0.0018 0 1.06 3.668 0.456 968.5 1 32 56 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 K SVHATGDPEFQHLVR F 3 1691.8379 1691.8383 0.0004 0 0.24 3.954 0.492 976.1 1 32 56 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 1 K SVHATGDPEFQHLVR F 3 1691.8379 1691.8388 0.0009 0 0.53 3.999 0.486 1237 1 34 56 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9996 K SVHATGDPEFQHLVR F 4 1691.8379 1691.8373 -0.0006 0 -0.35 2.419 0.193 699.4 3 30 84 2 0 1
Q5UYA8_HALMA 1 Precorrin-8X methylmutase (EC 5.4.1.2)  cbiC rrnAC3020 241 46.5 9 24 0.9991 R TAASVLELDK Q 2 1045.5655 1045.5658 0.0003 0 0.29 2.164 0.216 697.6 4 13 18 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R ESSLSDLAAELGISSQAASER L 2 2120.0233 2120.0276 0.0043 0 2.03 5.253 0.45 3273 1 30 40 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R ESSLSDLAAELGISSQAASER L 2 2120.0233 2120.0296 0.0063 0 2.97 5.535 0.596 3091 1 30 40 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 0.9993 R ESSLSDLAAELGISSQAASER L 2 2120.0233 2120.0301 0.0068 0 3.21 3.182 0.087 1038 1 20 40 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R EVLLLALNR G 2 1039.639 1039.6408 0.0018 0 1.73 2.878 0.273 1172 2 14 16 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R EVLLLALNR G 2 1039.639 1039.6388 -0.0002 0 -0.19 2.668 0.275 1299 1 15 16 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R EVLLLALNR G 2 1039.639 1039.6454 0.0064 0 6.16 2.567 0.297 1245 1 15 16 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R EVLLLALNR G 2 1039.639 1039.6405 0.0015 0 1.44 2.604 0.279 1289 1 15 16 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 0.9616 R GYFTVPR E 2 838.4337 838.4364 0.0027 0 3.22 1.396 0.112 571.5 1 10 12 2 0 2 Q5V131_HALMA ; 
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 0.9143 R GYFTVPR E 2 838.4337 838.4455 0.0118 0 14.07 1.278 0.13 591.6 3 10 12 2 0 2 Q5V131_HALMA ; 
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 - MIVEFHIDAPLLQR T 2 1680.9021 1680.9053 0.0032 0 1.90 4.127 0.423 1916 1 22 26 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 - MIVEFHIDAPLLQR T 3 1680.9021 1680.9025 0.0004 0 0.24 3.885 0.373 605 1 30 52 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 - MIVEFHIDAPLLQR T 3 1680.9021 1680.9043 0.0022 0 1.31 3.084 0.303 537 1 28 52 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 - MIVEFHIDAPLLQR T 2 1680.9021 1680.9054 0.0033 0 1.96 4.002 0.489 1429 1 21 26 2 0 1



Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 - MIVEFHIDAPLLQR T 3 1696.9015 1696.8982 -0.0033 0 -1.94 3.201 0.424 770.6 3 27 52 2 0 1 M[147]IVEFHIDAPLLQR
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 - MIVEFHIDAPLLQR T 3 1680.9021 1680.9049 0.0028 0 1.67 3.007 0.283 641.8 1 29 52 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 0.9993 - MIVEFHIDAPLLQR T 3 1680.9021 1680.9043 0.0022 0 1.31 2.826 0.161 690 1 30 52 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 0.9393 D PQREVLLLALNR G 3 1420.8514 1420.8382 -0.0132 0 -9.29 3.466 0.192 966.8 1 24 44 1 1 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R TLVQNTLAAPERPLVGSPPE - 2 2088.1215 2088.1243 0.0028 0 1.34 3.229 0.447 902.8 1 22 38 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R TLVQNTLAAPERPLVGSPPE - 2 2088.1215 2088.1206 -0.0009 0 -0.43 4.169 0.415 1100 1 23 38 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R TLVQNTLAAPERPLVGSPPE - 2 2088.1215 2088.127 0.0055 0 2.63 4.159 0.364 1015 1 23 38 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R TLVQNTLAAPERPLVGSPPE - 2 2088.1215 2088.1253 0.0038 0 1.82 3.911 0.309 1018 1 23 38 2 0 1
Q5V0E9_HALMA 1 Putative DNA binding protein  rrnAC2160 rrnAC2160 219 44.7 9 24 1 R TLVQNTLAAPERPLVGSPPE - 2 2088.1215 2088.1292 0.0077 0 3.69 4.476 0.479 1031 1 23 38 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9999 K SNAPGAYVVDESKDDSVVEEGGSK A 3 2438.1085 2438.1114 0.0029 0 1.19 3.19 0.332 499.4 1 31 92 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9999 K ATFELFKDSEGKAR W 3 1597.81 1597.8119 0.0019 0 1.19 3.111 0.309 1013 2 24 52 2 2 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 1 K ATFEVYEDSAEQYR W 2 1706.7424 1706.7458 0.0034 0 1.99 3.071 0.458 1033 1 20 26 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 1 K ATFEVYEDSAEQYR W 2 1706.7424 1706.7454 0.003 0 1.76 3.595 0.575 2434 1 21 26 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 1 K ATFEVYEDSAEQYR W 2 1706.7424 1706.7449 0.0025 0 1.46 3.709 0.56 2288 1 21 26 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 1 L EIDMEWNEDEGEVATDVAASK A 2 2336.9954 2336.9964 0.001 0 0.43 4.798 0.465 2446 1 25 40 1 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 1 R GEPAPADEEQTVTVTPPAESEFEVEVER E 2 3041.3989 3041.386 -0.0129 0 -4.24 4.071 0.512 569.6 1 21 54 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9971 R GIASYFR R 2 812.4181 812.4193 0.0012 0 1.48 1.926 0.119 520.4 1 10 12 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9936 R LRHDNGNIIADSGEGYASK Q 3 2015.9661 2015.9689 0.0028 0 1.39 4.925 0.446 2157 1 36 72 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.993 R LRHDNGNIIADSGEGYASK Q 3 2015.9661 2015.966 -0.0001 0 -0.05 4.83 0.451 2203 1 36 72 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9079 R LRHDNGNIIADSGEGYASK Q 3 2015.9661 2016.9479 0.9818 -1.0034 -10.69 3.687 0.235 1685 1 32 72 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9999 R RGIASYFR R 2 968.5192 968.5202 0.001 0 1.03 2.241 0.288 483.3 1 12 14 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9984 R RGIASYFR R 2 968.5192 969.5254 1.0062 -1.0034 2.94 2.199 0.225 350.7 1 11 14 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9998 K SNAPGAYVVDESK D 2 1335.6306 1335.6254 -0.0052 0 -3.89 2.291 0.294 813.9 1 18 24 2 0 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 1 K SNAPGAYVVDESKDDSVVEEGGSK A 2 2438.1085 2439.1187 1.0102 -1.0034 2.81 4.883 0.453 1178 1 24 46 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9999 K SNAPGAYVVDESKDDSVVEEGGSK A 2 2438.1085 2439.1219 1.0134 -1.0034 4.12 4.397 0.408 1104 1 23 46 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9998 K SNAPGAYVVDESKDDSVVEEGGSK A 3 2438.1085 2438.1087 0.0002 0 0.08 2.856 0.315 541.5 1 33 92 2 1 1
Q5V1S2_HALMA 1 Hypothetical protein  rrnAC1613 rrnAC1613 215 59.5 12 24 0.9583 K SNAPGAYVVDESKDDSVVEEGGSK A 3 2438.1085 2438.1104 0.0019 0 0.78 2.107 0.111 458.1 1 31 92 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9999 R FEEMGLDCFPAAGAFYAFPECPWDDAGEFAESLLQEKR V 3 4285.8747 4284.8736 -1.0011 1 -0.26 4.085 0.409 575.1 1 31 148 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 1 K AFAMTGFR L 2 899.4323 899.4338 0.0015 0 1.67 2.463 0.31 778 1 13 14 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 1 K AFAMTGFR L 2 899.4323 899.434 0.0017 0 1.89 2.153 0.342 737.1 1 13 14 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9999 K AFAMTGFR L 2 899.4323 899.4343 0.002 0 2.22 2.112 0.311 635.5 1 12 14 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9964 K AFAMTGFR L 2 899.4323 899.4328 0.0005 0 0.56 2.019 0.1 625.1 1 12 14 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9989 R EAAIASLER G 2 958.5083 958.507 -0.0013 0 -1.36 2.082 0.174 539.2 1 12 16 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9988 R EAAIASLER G 2 958.5083 958.5094 0.0011 0 1.15 2.12 0.157 394 1 11 16 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9988 R EAAIASLERGQTSYTANR G 3 1936.9602 1936.9613 0.0011 0 0.57 2.251 0.261 498 1 25 68 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9654 R EAAIASLERGQTSYTANR G 3 1936.9602 1936.963 0.0028 0 1.45 2.082 0.125 318.6 2 20 68 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 1 R FEEMGLDCFPAAGAFYAFPECPWDDAGEFAESLLQEK R 3 4129.7736 4129.7481 -0.0255 0 -6.17 4.353 0.331 1458 1 36 144 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9992 R FEEMGLDCFPAAGAFYAFPECPWDDAGEFAESLLQEKR V 3 4285.8747 4284.856 -1.0187 1 -4.36 3.32 0.339 652.9 1 31 148 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9425 R IADYEAATHNLQYD P 2 1622.7212 1622.7218 0.0006 0 0.37 2.071 0.276 555.9 1 13 26 1 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 1 K RVAVVPGTAFGEGGSGHLR V 3 1865.986 1865.9873 0.0013 0 0.70 4.644 0.422 1732 1 33 72 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9923 R TVVFNGFSK A 2 997.5233 997.5232 -0.0001 0 -0.10 1.976 0.176 283.3 41 11 16 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9492 R TVVFNGFSK A 2 997.5233 997.5223 -0.001 0 -1.00 1.864 0.071 315.5 28 11 16 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9698 R VAVVPGTAFGEGGSGHLR V 3 1709.8849 1709.8863 0.0014 0 0.82 2.062 0.057 483.6 1 24 68 2 0 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 1 R VSYATGLDDLKEAMAR I 3 1738.856 1738.8578 0.0018 0 1.04 3.242 0.372 956.8 1 32 60 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9999 R VSYATGLDDLKEAMAR I 3 1738.856 1738.8563 0.0003 0 0.17 2.746 0.308 892.8 1 30 60 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9999 R VSYATGLDDLKEAMAR I 3 1738.856 1738.8587 0.0027 0 1.55 2.963 0.297 977.8 1 33 60 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9998 R VSYATGLDDLKEAMAR I 2 1738.856 1738.8614 0.0054 0 3.11 3.431 0.334 1691 1 21 30 2 1 1
Q5V2Q9_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB1 rrnAC1251 381 31.8 10 24 0.9998 R VSYATGLDDLKEAMAR I 3 1738.856 1738.8578 0.0018 0 1.04 2.297 0.35 875.6 1 31 60 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.997 K ASLTVEETAEEDEK F 2 1549.6995 1549.6983 -0.0012 0 -0.77 2.572 0.103 809.9 3 16 26 2 0 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K AIVLAGGYATR L 2 1090.6135 1090.6144 0.0009 0 0.83 3.847 0.431 1473 1 18 20 2 0 2 Q5V0X5_HALMA ; 
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K AIVLAGGYATR L 2 1090.6135 1090.6134 -0.0001 0 -0.09 3.482 0.255 1399 1 19 20 2 0 2 Q5V0X5_HALMA ; 
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K ASLTVEETAEEDEK F 2 1549.6995 1549.6997 0.0002 0 0.13 3.756 0.413 1605 1 20 26 2 0 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9722 R FAGDFRDHIAASR F 3 1461.7113 1461.7145 0.0032 0 2.19 2.658 0.071 759.7 4 21 48 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9997 R FAGDFRDHIAASRFEK A 3 1865.9173 1866.848 0.9307 -1.0034 -38.94 3.083 0.309 1322 1 28 60 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9995 R FAGDFRDHIAASRFEK A 4 1865.9173 1865.9308 0.0135 0 7.24 2.756 0.182 770.9 1 34 90 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9995 R FAGDFRDHIAASRFEK A 4 1865.9173 1865.9187 0.0014 0 0.75 2.206 0.191 735.1 1 34 90 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.988 R FAGDFRDHIAASRFEK A 4 1865.9173 1865.9206 0.0033 0 1.77 2.203 0.038 597.6 1 32 90 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9028 R FAGDFRDHIAASRFEK A 3 1865.9173 1865.9181 0.0008 0 0.43 2.384 0.013 1339 1 27 60 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 R FDEYLEDGNNPDEPGWFIQWLVDDGPVR A 3 3321.4891 3321.4871 -0.002 0 -0.60 3.933 0.372 695 1 28 108 2 0 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K FGVVGALAQLVNR E 2 1342.7721 1342.7677 -0.0044 0 -3.28 3.775 0.32 2160 1 20 24 2 0 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K FGVVGALAQLVNR E 2 1342.7721 1342.7703 -0.0018 0 -1.34 3.919 0.384 2464 1 21 24 2 0 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K FGVVGALAQLVNR E 2 1342.7721 1342.7716 -0.0005 0 -0.37 3.722 0.355 2210 1 19 24 2 0 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 R ILGELEEDDRITDVFVSTNQR F 3 2448.2132 2448.219 0.0058 0 2.37 4.2 0.288 1465 1 32 80 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 R ILGELEEDDRITDVFVSTNQR F 2 2448.2132 2448.2256 0.0124 0 5.06 3.542 0.464 626 1 20 40 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 R ILGELEEDDRITDVFVSTNQR F 3 2448.2132 2448.2149 0.0017 0 0.69 4.74 0.414 1496 1 32 80 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 R ILGELEEDDRITDVFVSTNQR F 3 2448.2132 2448.2149 0.0017 0 0.69 4.079 0.344 1502 1 32 80 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 R ILGELEEDDRITDVFVSTNQR F 3 2448.2132 2448.2193 0.0061 0 2.49 4.845 0.357 1744 1 33 80 2 1 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 1 K MLLPVGETTVIDRILGELEEDDRITDVFVSTNQR F 4 3872.9829 3875.011 2.0281 -2.0067 5.53 3.757 0.364 712.1 1 42 198 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9948 K MLLPVGETTVIDRILGELEEDDRITDVFVSTNQR F 4 3888.9823 3890.011 1.0287 -1.0034 6.52 2.937 0.138 443.9 1 41 198 2 2 1 M[147]LLPVGETTVIDRILGELEEDDRITDVFVSTNQR
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9766 K MLLPVGETTVIDRILGELEEDDRITDVFVSTNQR F 4 3872.9829 3874.011 1.0281 -1.0034 6.39 3.195 0.205 514.1 40 35 198 2 2 1
Q5V4B1_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH2 rrnAC0633 335 43.6 9 24 0.9993 R QSIIDRDTQVESLDLAGALIGAHTQLTDES - 3 3195.5895 3196.5982 1.0087 -1.0034 1.67 3.181 0.295 669.5 1 29 116 2 1 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R FIDTFGDEFDVR A 2 1459.6619 1459.6624 0.0005 0 0.34 3.455 0.42 1750 1 20 22 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R FIDTFGDEFDVR A 2 1459.6619 1459.6636 0.0017 0 1.16 3.355 0.338 1720 1 20 22 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R FIDTFGDEFDVR A 2 1459.6619 1459.6621 0.0002 0 0.14 3.579 0.449 1719 1 20 22 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R FIDTFGDEFDVR A 2 1459.6619 1459.6657 0.0038 0 2.60 3.436 0.334 1701 1 20 22 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 0.9998 R IVYESLGDDSGHR L 3 1446.6739 1446.6747 0.0008 0 0.55 2.45 0.259 355.4 1 24 48 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R IVYESLGDDSGHRLEMV - 2 1918.9094 1918.9138 0.0044 0 2.29 4.293 0.47 1732 1 22 32 2 1 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R IVYESLGDDSGHRLEMV - 2 1918.9094 1918.9124 0.003 0 1.56 4.225 0.487 1527 1 23 32 2 1 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R IVYESLGDDSGHRLEMV - 2 1918.9094 1918.9149 0.0055 0 2.87 4.653 0.504 1650 1 23 32 2 1 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 0.9982 D PESGFPLAVMDATTLTMKR T 3 2064.0384 2065.0369 0.9985 -1.0034 -2.35 3.743 0.396 852.9 1 27 72 1 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R SMPAYLETDDWEASGIK W 2 1927.8554 1927.8533 -0.0021 0 -1.09 4.382 0.534 1780 1 27 32 2 0 1 SM[147]PAYLETDDWEASGIK
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R SMPAYLETDDWEASGIK W 2 1927.8554 1927.8505 -0.0049 0 -2.54 2.818 0.384 582.4 1 17 32 2 0 1 SM[147]PAYLETDDWEASGIK
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R SMPAYLETDDWEASGIK W 2 1927.8554 1927.8529 -0.0025 0 -1.30 3.363 0.452 1317 1 25 32 2 0 1 SM[147]PAYLETDDWEASGIK
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 0.9962 K SYIDLPQHNGDFR S 3 1560.7321 1560.7322 0.0001 0 0.06 1.871 0.192 370.7 2 21 48 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 0.9391 K SYIDLPQHNGDFR S 3 1560.7321 1560.7322 0.0001 0 0.06 1.655 0.1 272.2 12 17 48 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 R TGAAAAVATDHLAVEDATSLGIIGAGVQSYTQLEAISQVRPIES F 4 5891.0188 5892.0537 1.0349 -1.0034 5.36 5.785 0.433 1340 1 54 336 2 1 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM R 3 4763.2485 4763.2769 0.0284 0 5.96 5.886 0.475 1053 1 42 168 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM R 3 4763.2485 4764.2754 1.0269 -1.0034 4.94 5.905 0.58 1277 1 40 168 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM R 3 4763.2485 4763.2583 0.0098 0 2.06 4.93 0.423 868.8 1 37 168 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM R 3 4763.2485 4763.2613 0.0128 0 2.69 5.456 0.41 1003 1 41 168 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 0.9999 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM R 3 4763.2485 4763.2549 0.0064 0 1.34 3.783 0.239 556.4 1 32 168 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 0.9998 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM R 4 4763.2485 4763.2993 0.0508 0 10.66 4.464 0.168 767.7 1 40 252 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM T 4 4919.3496 4921.3706 2.021 -2.0067 2.91 5.512 0.414 701.4 1 42 258 2 0 1
Q5V5B6_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd3 rrnAC0227 337 47.5 10 24 1 K WVNVHPDNPDEFDLPTVMGTLVYTDPESGFPLAVMDATTLTM T 4 4919.3496 4919.3648 0.0152 0 3.09 4.753 0.388 711.9 1 46 258 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R VADPDLDEPVLVEGLPGVGHVGK L 3 2311.2059 2311.2119 0.006 0 2.60 4.091 0.369 856.9 1 32 88 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K IQEMEQQNSPSPADEDLR Y 2 2085.9273 2086.9314 1.0041 -1.0034 0.36 4.899 0.435 1293 1 22 34 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K IQEMEQQNSPSPADEDLR Y 2 2085.9273 2086.9053 0.978 -1.0034 -12.15 3.343 0.39 752 1 18 34 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R KIQEMEQQNSPSPADEDLR Y 3 2214.0222 2214.0225 0.0003 0 0.14 4.28 0.418 2295 1 37 72 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R KIQEMEQQNSPSPADEDLR Y 3 2214.0222 2214.02 -0.0022 0 -0.99 4.493 0.399 2288 1 37 72 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R KIQEMEQQNSPSPADEDLR Y 2 2214.0222 2215.0174 0.9952 -1.0034 -3.68 3.861 0.423 871.8 1 19 36 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 0.99 R KIQEMEQQNSPSPADEDLR Y 3 2230.0216 2230.0176 -0.004 0 -1.79 2.745 0.054 815.9 1 25 72 2 0 1 KIQEM[147]EQQNSPSPADEDLR
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVR R 2 1849.9785 1849.9804 0.0019 0 1.03 5.287 0.366 2505 1 24 30 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVR R 3 1849.9785 1849.9804 0.0019 0 1.03 3.854 0.348 2029 1 32 60 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVR R 2 1849.9785 1849.9805 0.002 0 1.08 4.406 0.42 2263 1 22 30 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVR R 3 1849.9785 1849.9779 -0.0006 0 -0.32 3.326 0.295 1469 1 28 60 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVR R 2 1849.9785 1849.9768 -0.0017 0 -0.92 4.719 0.354 2158 1 23 30 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 0.9999 K LAAEHLLEELESELVR R 3 1849.9785 1849.9806 0.0021 0 1.14 2.851 0.267 900.5 1 24 60 2 0 1



Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 0.9997 K LAAEHLLEELESELVR R 3 1849.9785 1849.9802 0.0017 0 0.92 3.528 0.152 1039 1 24 60 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVRR V 3 2006.0796 2006.0813 0.0017 0 0.85 2.952 0.454 1230 1 31 64 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 K LAAEHLLEELESELVRR V 3 2006.0796 2006.0828 0.0032 0 1.60 3.353 0.468 1108 1 28 64 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 0.9999 K LAAEHLLEELESELVRR V 3 2006.0796 2006.0917 0.0121 0 6.03 2.731 0.29 869.5 1 25 64 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 0.9978 K LAAEHLLEELESELVRR V 3 2006.0796 2007.4582 1.3786 -1.0034 187.06 2.347 0.252 445.8 3 20 64 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R VADPDLDEPVLVEGLPGVGHVGK L 3 2311.2059 2311.2136 0.0077 0 3.33 5 0.48 1442 1 40 88 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R VADPDLDEPVLVEGLPGVGHVGK L 3 2311.2059 2311.2102 0.0043 0 1.86 4.973 0.471 1854 1 43 88 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 1 R VADPDLDEPVLVEGLPGVGHVGK L 3 2311.2059 2311.2166 0.0107 0 4.63 4.929 0.443 1789 1 42 88 2 0 1
Q5UX24_HALMA 1 Hypothetical protein  rrnAC3510 rrnAC3510 252 46.8 7 23 0.9993 R VFALGGVPTGELIEEYDVLGATTTEDFKETLEESGVAFR E 3 4189.063 4190.0747 1.0117 -1.0034 1.99 3.114 0.299 241.9 1 30 152 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9963 R LYVAADKANQDEVR Q 3 1590.8002 1590.7997 -0.0005 0 -0.31 2.498 0.169 706.8 1 25 52 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9998 R DNDATLHGLYVVDRR L 3 1742.87 1742.8709 0.0009 0 0.52 3.362 0.215 482.8 6 21 56 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9999 R LYVAADKANQDEVR Q 2 1590.8002 1590.7998 -0.0004 0 -0.25 3.441 0.354 2442 1 22 26 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9971 R LYVAADKANQDEVR Q 3 1590.8002 1590.7992 -0.001 0 -0.63 2.068 0.229 619.6 1 22 52 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.992 R LYVAADKANQDEVR Q 2 1590.8002 1590.8053 0.0051 0 3.21 1.924 0.29 902.3 1 16 26 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9371 R LYVAADKANQDEVR Q 3 1590.8002 1590.8039 0.0037 0 2.33 1.825 0.1 1040 1 29 52 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 - MYDSVLVATDGSSGTTETLAHATSIAR D 3 2753.3178 2754.3379 1.0201 -1.0034 6.08 4.685 0.399 1189 1 36 104 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 - MYDSVLVATDGSSGTTETLAHATSIAR D 3 2753.3178 2753.3233 0.0055 0 2.00 4.256 0.525 1221 1 36 104 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 3 3721.788 3721.8008 0.0128 0 3.44 4.149 0.296 1308 1 34 140 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 3 3721.788 3722.7979 1.0099 -1.0034 1.76 6.194 0.465 1724 1 40 140 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 3 3721.788 3721.7862 -0.0018 0 -0.48 6.097 0.451 1119 1 34 140 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 5 3721.788 3721.7918 0.0038 0 1.02 4.234 0.343 2182 1 64 280 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9987 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 5 3721.788 3723.8015 2.0135 -2.0067 1.83 3.665 0.106 1760 1 64 280 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9984 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 5 3721.788 3722.7918 1.0038 -1.0034 0.12 3.844 0.11 1771 1 60 280 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9655 R QSLEEEGDVALDDIVVGGEEAGVEVVTTMAEGIPHK T 3 3721.788 3720.7827 -1.0053 1 -1.42 3.256 0.212 274.1 16 23 140 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R RLYVAADKANQDEVR Q 3 1746.9013 1746.9035 0.0022 0 1.26 3.851 0.338 1450 1 24 56 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R RLYVAADKANQDEVR Q 3 1746.9013 1746.9025 0.0012 0 0.69 3.691 0.337 1247 1 25 56 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9999 R RLYVAADKANQDEVR Q 3 1746.9013 1746.9018 0.0005 0 0.29 3.242 0.294 913.3 4 22 56 2 1 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9995 K TITDYAEEEDIDVIVMGTHGR T 3 2363.0951 2363.1001 0.005 0 2.12 2.427 0.241 516.9 1 27 80 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.981 R VANLGSVTER V 2 1044.5563 1044.5518 -0.0045 0 -4.31 2.26 0.002 677.1 3 14 18 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 1 R VVQSAPVPVLVVHIE - 2 1584.9239 1584.927 0.0031 0 1.96 2.498 0.496 499.6 1 18 28 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9999 R VVQSAPVPVLVVHIE - 2 1584.9239 1584.9262 0.0023 0 1.45 2.087 0.377 477.5 1 17 28 2 0 1
Q5UX67_HALMA 1 Universal stress protein  usp26 rrnAC3460 143 96.5 8 23 0.9983 R VVQSAPVPVLVVHIE - 2 1584.9239 1584.9269 0.003 0 1.89 1.789 0.251 349.8 1 16 28 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9918 R IQFTPDLLPADITGTHIFNEESR S 3 2613.3075 2613.3113 0.0038 0 1.45 2.723 0.077 456 1 26 88 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9969 R DDYRVDVGVSPR G 3 1376.6684 1376.6781 0.0097 0 7.05 2.853 0.183 949.5 16 22 44 2 1 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9989 R EYVAPDDIKR V 3 1204.6088 1204.6111 0.0023 0 1.91 2.03 0.24 223.1 6 15 36 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9754 R EYVAPDDIKR V 3 1204.6088 1204.6092 0.0004 0 0.33 1.656 0.178 186.3 68 14 36 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R GFFETVLLGVVAK G 2 1378.786 1378.7852 -0.0008 0 -0.58 3.42 0.466 1954 1 21 24 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 K GHVLLEDVPGTGK T 2 1320.7037 1320.7058 0.0021 0 1.59 3.622 0.439 1790 1 20 24 2 0 2 Q5UY73_HALMA ; 
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 K GHVLLEDVPGTGK T 2 1320.7037 1320.7063 0.0026 0 1.97 3.333 0.401 2023 1 21 24 2 0 2 Q5UY73_HALMA ; 
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9968 K GHVLLEDVPGTGK T 3 1320.7037 1320.7066 0.0029 0 2.20 2.31 0.223 345.8 138 17 48 2 0 2 Q5UY73_HALMA ; 
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9729 K GHVLLEDVPGTGK T 3 1320.7037 1320.7031 -0.0006 0 -0.45 2.684 0.022 489.9 10 21 48 2 0 2 Q5UY73_HALMA ; 
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9971 K GTVIQSVLDEVPVPTV - 2 1651.9032 1651.9092 0.006 0 3.63 2.102 0.158 638.6 1 15 30 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 - MDATEASEVSSQILDEIGSAVIADR G 2 2606.2381 2606.232 -0.0061 0 -2.34 4.73 0.588 2102 1 27 48 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 - MDATEASEVSSQILDEIGSAVIADR G 2 2606.2381 2606.2412 0.0031 0 1.19 4.101 0.438 1553 1 24 48 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 - MDATEASEVSSQILDEIGSAVIADRGFFETVLLGVVAK G 3 3967.0136 3968.0435 1.0299 -1.0034 6.69 4.551 0.39 675.7 1 33 148 2 1 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R SLEFTEGPVFANVLLADEINR A 2 2333.1903 2333.2066 0.0163 0 6.99 5.271 0.465 2232 1 26 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R SLEFTEGPVFANVLLADEINR A 2 2333.1903 2333.1922 0.0019 0 0.81 5.191 0.457 1979 1 25 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R SVPETVTVDDDLLQYMADLVR A 2 2378.1675 2378.1726 0.0051 0 2.14 4.532 0.601 1346 1 26 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R SVPETVTVDDDLLQYMADLVR A 2 2378.1675 2378.1865 0.019 0 7.99 4.682 0.608 1493 1 27 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R SVPETVTVDDDLLQYMADLVR A 2 2378.1675 2378.1692 0.0017 0 0.71 4.739 0.627 1376 1 26 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 1 R SVPETVTVDDDLLQYMADLVR A 2 2378.1675 2378.1719 0.0044 0 1.85 4.699 0.593 1319 1 26 40 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9999 R SVPETVTVDDDLLQYMADLVR A 3 2378.1675 2379.188 1.0205 -1.0034 7.21 3.288 0.298 1048 1 28 80 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9998 R TTQSPTVEPVLDAESVK E 2 1799.9152 1799.9234 0.0082 0 4.56 2.866 0.313 330.7 34 12 32 2 0 1
Q5V1J8_HALMA 1 Methanol dehydrogenase regulatory protein  moxR2 rrnAC1698 315 54.3 11 23 0.9997 R TTQSPTVEPVLDAESVK E 2 1799.9152 1799.927 0.0118 0 6.56 2.722 0.263 423 10 14 32 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9988 - MVFLVPFDGSPLADAALNR A 2 2032.0452 2032.0563 0.0111 0 5.46 2.463 0.257 135.3 48 11 36 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 K ALDEDVVAVAFIPTGADYAER R 2 2221.0902 2221.0977 0.0075 0 3.38 5.397 0.622 1462 1 26 40 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 K ALDEDVVAVAFIPTGADYAER R 2 2221.0902 2221.0943 0.0041 0 1.85 4.096 0.508 1518 1 26 40 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9997 K ALDEDVVAVAFIPTGADYAER R 2 2221.0902 2221.096 0.0058 0 2.61 2.752 0.19 606.3 1 17 40 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9377 K ALDEDVVAVAFIPTGADYAERR R 3 2377.1914 2377.2041 0.0127 0 5.34 2.448 0.006 528.7 4 22 84 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R KIEEATDDSELRYDDVSAHSTSELSTTIR Q 3 3267.5379 3268.5381 1.0002 -1.0034 -0.96 6.572 0.462 2437 1 43 112 2 1 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R KIEEATDDSELRYDDVSAHSTSELSTTIR Q 3 3267.5379 3268.5681 1.0302 -1.0034 8.22 5.01 0.354 2656 1 43 112 2 1 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9996 R KIEEATDDSELRYDDVSAHSTSELSTTIR Q 4 3267.5379 3267.5369 -0.001 0 -0.31 3.814 0.183 918.2 1 41 168 2 1 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9992 R KIEEATDDSELRYDDVSAHSTSELSTTIR Q 4 3267.5379 3269.531 1.9931 -2.0067 -4.16 3.896 0.208 1183 1 42 168 2 1 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9351 R KIEEATDDSELRYDDVSAHSTSELSTTIR Q 4 3267.5379 3268.531 0.9931 -1.0034 -3.14 2.958 0.084 798.3 6 35 168 2 1 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9999 R RRVDPTEDFAAETAADDLRR K 4 2303.1254 2303.1245 -0.0009 0 -0.39 2.947 0.263 726.1 1 47 114 2 1 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R RVDPTEDFAAETAADDLRR K 3 2147.0243 2147.0264 0.0021 0 0.98 4.734 0.406 894.4 1 34 72 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R RVDPTEDFAAETAADDLRR K 3 2147.0243 2147.0242 -0.0001 0 -0.05 4.738 0.357 728.7 1 32 72 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R RVDPTEDFAAETAADDLRR K 3 2147.0243 2147.0298 0.0055 0 2.56 4.617 0.448 942.8 1 35 72 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R RVDPTEDFAAETAADDLRR K 3 2147.0243 2147.0271 0.0028 0 1.30 4.585 0.409 863.8 1 34 72 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 M VFLVPFDGSPLADAALNR A 2 1901.0047 1901.0071 0.0024 0 1.26 4.465 0.497 1205 1 28 34 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 M VFLVPFDGSPLADAALNR A 2 1901.0047 1901.0048 0.0001 0 0.05 4.51 0.523 882.1 1 25 34 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9999 M VFLVPFDGSPLADAALNR A 2 1901.0047 1900.9971 -0.0076 0 -4.00 4.32 0.449 1090 1 27 34 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9972 M VFLVPFDGSPLADAALNR A 2 1901.0047 1900.0524 -0.9523 1 25.09 4.371 0.511 1008 1 26 34 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9966 M VFLVPFDGSPLADAALNR A 3 1901.0047 1901.0055 0.0008 0 0.42 2.805 0.373 820.3 2 27 68 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 0.9069 M VFLVPFDGSPLADAALNR A 2 1901.0047 1901.0076 0.0029 0 1.53 2.843 0.131 443.3 1 19 34 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R YDDVSAHSTSELSTTIR Q 2 1880.8752 1880.8795 0.0043 0 2.29 4.125 0.531 1366 1 21 32 2 0 1
Q5V204_HALMA 1 Hypothetical protein  rrnAC1528 rrnAC1528 138 65.2 8 23 1 R YDDVSAHSTSELSTTIR Q 3 1880.8752 1880.8786 0.0034 0 1.81 3.791 0.392 1253 1 31 64 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9985 K DAMDDIRYLLSYLPQNNVEDPPR V 3 2733.3068 2735.3145 2.0077 -2.0067 0.37 3.843 0.22 736.2 1 27 88 2 1 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R IQEGIDSLAGYADIFHR N 2 1903.9428 1903.947 0.0042 0 2.21 3.496 0.401 522.7 1 13 32 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R IQEGIDSLAGYADIFHR N 3 1903.9428 1903.9466 0.0038 0 2.00 3.021 0.448 716 1 32 64 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R IQEGIDSLAGYADIFHR N 3 1903.9428 1903.9436 0.0008 0 0.42 3.506 0.372 728.9 1 34 64 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9999 R IQEGIDSLAGYADIFHR N 3 1903.9428 1903.9457 0.0029 0 1.52 3.279 0.233 448.3 2 26 64 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R IVDEDSFFEVAEDFAR N 2 1887.8526 1887.8513 -0.0013 0 -0.69 4.912 0.483 2192 1 23 30 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R IVDEDSFFEVAEDFAR N 2 1887.8526 1887.8533 0.0007 0 0.37 5.423 0.511 2490 1 24 30 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9987 R IVDEDSFFEVAEDFAR N 2 1887.8526 1887.852 -0.0006 0 -0.32 3.325 0.034 1338 1 20 30 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9999 R LIDDLDLLR G 2 1084.6128 1084.6146 0.0018 0 1.66 3.031 0.141 652 1 15 16 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9998 R LIDDLDLLR G 2 1084.6128 1084.6151 0.0023 0 2.12 3.232 0.093 727.6 2 15 16 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9999 K LLYAYSEATVPLVTVITR K 3 2008.1244 2009.1381 1.0137 -1.0034 5.15 3.216 0.316 1077 1 28 68 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9728 K LLYAYSEATVPLVTVITR K 3 2008.1244 2009.0783 0.9539 -1.0034 -24.62 2.867 0.061 943 1 27 68 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R MDGHSVGVVGNQPR V 2 1451.6939 1451.6925 -0.0014 0 -0.96 2.99 0.37 990.8 1 16 26 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R MDGHSVGVVGNQPR V 2 1451.6939 1451.6902 -0.0037 0 -2.55 2.766 0.374 1111 1 18 26 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 R MDGHSVGVVGNQPR V 2 1451.6939 1451.7053 0.0114 0 7.85 2.592 0.359 818.5 1 15 26 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9995 R MDGHSVGVVGNQPR V 2 1451.6939 1451.6853 -0.0086 0 -5.92 2.426 0.23 948.9 2 14 26 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9874 R MDGHSVGVVGNQPR V 3 1451.6939 1451.693 -0.0009 0 -0.62 3 0.062 1095 30 26 52 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9623 R MDGHSVGVVGNQPR V 3 1451.6939 1451.6941 0.0002 0 0.14 2.878 0.032 721.6 100 22 52 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9964 K RGFVDDVIEPQETRPR L 3 1912.9755 1913.4982 0.5227 -1.0034 -251.26 2.942 0.179 573.5 5 21 60 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.9851 K RGFVDDVIEPQETRPR L 3 1912.9755 1913.4982 0.5227 -1.0034 -251.26 2.713 0.144 566.2 12 20 60 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 1 K THASESGVAHFTAADEK D 3 1756.8016 1756.5683 -0.2333 0 -132.80 3.277 0.351 1011 1 28 64 2 0 1
Q5V5W2_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0004 451 31.5 9 23 0.998 R VNAGTLDINASR K 2 1229.6364 1228.6654 -0.971 1 23.58 3.112 0.279 823.5 1 18 22 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9983 R ENYEHPAATVLLTAHEALEGLVLTQEER Q 4 3132.5727 3134.5711 1.9984 -2.0067 -2.65 3.24 0.142 1194 1 40 162 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9999 K AILSVAEDEGCSAVAHGCTGK G 2 2016.9244 2014.9079 -2.0165 2 -8.18 3.986 0.435 736.6 1 18 40 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9997 K ANADYQGYPLGTALAR P 2 1679.8267 1679.8264 -0.0003 0 -0.18 3.374 0.454 622.7 1 18 30 1 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9985 K ANADYQGYPLGTALAR P 2 1679.8267 1679.8291 0.0024 0 1.43 3.607 0.312 992.7 1 20 30 1 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 K ANADYQGYPLGTALARPVIAK A 3 2188.164 2188.1746 0.0106 0 4.84 3.557 0.445 581.7 2 23 80 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 K AQVDQEWSQK A 2 1217.5676 1217.5685 0.0009 0 0.74 2.689 0.393 796.2 1 14 18 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 K AYQGLVDAPLTGALEAFIDDTNER V 2 2578.2551 2578.2517 -0.0034 0 -1.32 5.812 0.526 2051 1 27 46 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 K AYQGLVDAPLTGALEAFIDDTNER V 2 2578.2551 2578.251 -0.0041 0 -1.59 5.592 0.405 2232 1 27 46 2 0 1



ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 K AYQGLVDAPLTGALEAFIDDTNER V 2 2578.2551 2579.2654 1.0103 -1.0034 2.70 5.711 0.581 2171 1 27 46 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 K AYQGLVDAPLTGALEAFIDDTNER V 2 2578.2551 2578.2527 -0.0024 0 -0.93 5.741 0.517 2112 1 27 46 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9472 K AYQGLVDAPLTGALEAFIDDTNER V 3 2578.2551 2579.2581 1.003 -1.0034 -0.14 3.102 0.024 1192 1 29 92 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9739 R DSDLDVIAPVRELGLTR E 3 1868.0003 1868.0014 0.0011 0 0.59 2.361 0.133 636.6 8 23 64 2 1 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9991 R ENYEHPAATVLLTAHEALEGLVLTQEER Q 4 3132.5727 3132.5865 0.0138 0 4.41 2.847 0.142 872.8 2 35 162 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9641 R EWENEYAAEK G 2 1267.5357 1267.5352 -0.0005 0 -0.39 1.606 0.146 352.4 13 11 18 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.998 R LANKILDDAKK G 3 1227.7187 1229.5709 1.8522 -1.0034 691.40 3.336 0.201 912.4 3 26 40 2 1 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9979 R LANKILDDAKK G 3 1227.7187 1229.5698 1.8511 -1.0034 690.51 2.925 0.271 576.3 22 22 40 2 1 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9866 R LANKILDDAKK G 3 1227.7187 1227.7282 0.0095 0 7.74 2.3 0.111 704.6 1 21 40 2 1 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 R SIEGSELEDPSTIPADDIYK W 2 2178.0216 2178.0186 -0.003 0 -1.38 5.115 0.526 1404 1 27 38 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 1 R SIEGSELEDPSTIPADDIYK W 2 2178.0216 2178.0315 0.0099 0 4.55 5.429 0.532 1362 1 27 38 2 0 1
ASSY_HALMAReview 1 Argininosuccinate synthase (EC 6.3.4.5) (Citrulline--aspartateligase)  argG rrnAC2683 420 40.5 12 22 0.9972 K VRENYEHPAATVLLTAHEALEGLVLTQEER Q 5 3387.7422 3387.7469 0.0047 0 1.39 3.175 0.213 874.3 12 47 232 2 1 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9532 R GLIGDIVSRFEDR G 3 1475.7732 1476.7804 1.0072 -1.0034 2.61 2.369 0.12 631 1 22 48 2 1 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R GLIGDIVSR F 2 928.5342 928.5346 0.0004 0 0.43 3.064 0.197 1036 1 14 16 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9999 R GLIGDIVSR F 2 928.5342 928.5349 0.0007 0 0.75 2.569 0.252 1019 1 14 16 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9999 R GLIGDIVSR F 2 928.5342 928.5342 0 0 0.00 2.727 0.242 979.9 1 14 16 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9999 R GLIGDIVSR F 2 928.5342 928.5355 0.0013 0 1.40 2.6 0.241 1162 1 15 16 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TFVMVKPDGVQR G 2 1375.7282 1375.7276 -0.0006 0 -0.44 3.322 0.434 996.3 1 18 22 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TFVMVKPDGVQR G 2 1375.7282 1375.7284 0.0002 0 0.15 3.253 0.421 951.6 1 17 22 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TFVMVKPDGVQR G 2 1375.7282 1375.7268 -0.0014 0 -1.02 3.398 0.468 1050 1 17 22 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TFVMVKPDGVQR G 2 1375.7282 1375.7281 -0.0001 0 -0.07 3.551 0.441 1220 1 18 22 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9999 R TFVMVKPDGVQR G 3 1391.7276 1391.7251 -0.0025 0 -1.80 2.388 0.279 563.1 1 22 44 2 0 1 TFVM[147]VKPDGVQR

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9972 R TFVMVKPDGVQR G 2 1391.7276 1391.7254 -0.0022 0 -1.58 2.447 0.11 328.8 3 12 22 2 0 1 TFVM[147]VKPDGVQR

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9971 R TFVMVKPDGVQR G 3 1375.7282 1375.7311 0.0029 0 2.11 2.258 0.209 269.3 44 16 44 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9702 R TFVMVKPDGVQR G 3 1391.7276 1391.2582 -0.4694 0 -337.28 1.769 0.099 515.9 3 19 44 2 0 1 TFVM[147]VKPDGVQR

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9613 R TFVMVKPDGVQR G 3 1375.7282 1375.729 0.0008 0 0.58 2.105 0.068 314 16 19 44 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.938 R TFVMVKPDGVQR G 3 1375.7282 1375.7295 0.0013 0 0.94 2.32 0.033 319.2 51 18 44 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TMMGETDPAESAPGTIR G 2 1762.7866 1762.8068 0.0202 0 11.46 4.082 0.164 1531 1 21 32 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TMMGETDPAESAPGTIR G 2 1794.7854 1794.7785 -0.0069 0 -3.84 3.57 0.445 628.4 2 16 32 2 0 1 TM[147]M[147]GETDPAESAPGTIR

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TMMGETDPAESAPGTIR G 2 1762.7866 1762.7854 -0.0012 0 -0.68 3.939 0.489 1488 1 21 32 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 1 R TMMGETDPAESAPGTIR G 2 1762.7866 1762.791 0.0044 0 2.50 4.073 0.362 1670 1 22 32 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9998 R TMMGETDPAESAPGTIR G 2 1762.7866 1762.8118 0.0252 0 14.30 3.222 0.169 845.3 1 17 32 2 0 1

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9995 R TMMGETDPAESAPGTIR G 2 1778.786 1778.788 0.002 0 1.12 4.265 0.44 1567 1 22 32 2 0 1 TM[147]MGETDPAESAPGTIR

NDK_HALMAReview 1 Nucleoside diphosphate kinase (EC 2.7.4.6) (NDK) (NDP kinase)(Nucleoside-
2-P kinase)  ndk rrnAC0106 154 27.3 4 22 0.9992 R TMMGETDPAESAPGTIR G 2 1778.786 1778.7875 0.0015 0 0.84 3.953 0.412 1062 1 19 32 2 0 1 TM[147]MGETDPAESAPGTIR

Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DAIAEPLLSLDFEKDDYDTPR V 2 2422.154 2422.158 0.004 0 1.65 3.771 0.502 1578 1 23 40 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DAIAEPLLSLDFEK D 2 1559.8083 1559.8114 0.0031 0 1.99 3.045 0.472 1057 1 20 26 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DAIAEPLLSLDFEKDDYDTPR V 3 2422.154 2422.1587 0.0047 0 1.94 2.892 0.393 979.3 1 39 80 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DAIAEPLLSLDFEKDDYDTPR V 3 2422.154 2422.158 0.004 0 1.65 3.034 0.451 1012 1 40 80 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9994 R DAIAEPLLSLDFEKDDYDTPR V 3 2422.154 2422.1553 0.0013 0 0.54 2.29 0.298 775.7 1 36 80 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9977 R DAIAEPLLSLDFEKDDYDTPR V 3 2422.154 2422.1582 0.0042 0 1.73 2.31 0.232 830.6 1 37 80 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DALLVEEVTEPTLVATYEENSPTAFDLAATDASDVAR E 3 3922.8847 3922.8931 0.0084 0 2.14 4.559 0.342 541.2 1 29 144 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9983 R DALLVEEVTEPTLVATYEENSPTAFDLAATDASDVAR E 3 3922.8847 3922.898 0.0133 0 3.39 2.892 0.147 452.8 1 28 144 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DGTVTVEPTPDAPETDNPYISYNGVR V 2 2806.2933 2807.3059 1.0126 -1.0034 3.30 3.876 0.514 859.3 1 21 50 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R DGTVTVEPTPDAPETDNPYISYNGVR V 2 2806.2933 2806.2862 -0.0071 0 -2.53 3.702 0.445 881.6 1 21 50 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9998 R FVVVSPEVGAYR V 2 1321.703 1321.7014 -0.0016 0 -1.21 2.283 0.288 811.2 3 15 22 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9988 R FVVVSPEVGAYR V 2 1321.703 1321.7042 0.0012 0 0.91 2.328 0.239 511.9 24 12 22 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9965 R FVVVSPEVGAYR V 2 1321.703 1321.7068 0.0038 0 2.88 2.07 0.2 521.8 12 13 22 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R GAVVGNGSHVDPIAEKLELGYPAR D 3 2448.2761 2450.2581 1.982 -2.0067 -10.09 4.117 0.382 1042 1 33 92 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R GAVVGNGSHVDPIAEKLELGYPAR D 3 2448.2761 2450.2581 1.982 -2.0067 -10.09 4.569 0.405 927.3 1 32 92 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R GAVVGNGSHVDPIAEKLELGYPAR D 3 2448.2761 2450.2881 2.012 -2.0067 2.16 5.384 0.452 1589 1 33 92 2 1 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 0.9999 D PTTNADGPGAVIGTVR R 2 1524.7896 1524.7854 -0.0042 0 -2.75 4.001 0.496 1568 1 23 30 1 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R RDALLVEEVTEPTLVATYEENSPTAFDLAATDASDVAR E 3 4078.9858 4080.0081 1.0223 -1.0034 4.65 6.892 0.643 1926 1 48 148 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R RDALLVEEVTEPTLVATYEENSPTAFDLAATDASDVAR E 3 4078.9858 4079.97 0.9842 -1.0034 -4.69 6.481 0.608 2488 1 50 148 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R VAGIVGVDAADPTTNADGPGAVIGTVR R 2 2492.287 2492.3096 0.0226 0 9.07 5.267 0.253 1461 1 27 52 2 0 1
Q5UZ65_HALMA 1 Hypothetical protein  rrnAC2659 rrnAC2659 202 73.3 10 22 1 R VAGIVGVDAADPTTNADGPGAVIGTVR R 2 2492.287 2492.3089 0.0219 0 8.79 5.342 0.302 1542 1 27 52 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9992 R ETVFDFQSSAR Q 2 1285.5939 1285.5854 -0.0085 0 -6.61 2.144 0.229 521.9 3 13 20 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R DDDVDRLWYMVSR V 3 1668.7566 1668.7582 0.0016 0 0.96 4.13 0.406 1628 1 26 48 2 1 2 Q5V221_HALMA ; 
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9999 R DDDVDRLWYMVSR V 3 1668.7566 1668.7533 -0.0033 0 -1.98 3.833 0.246 1517 1 25 48 2 1 2 Q5V221_HALMA ; 
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9904 R DDDVDRLWYMVSR V 2 1668.7566 1668.7613 0.0047 0 2.82 2.456 0.234 275.4 8 13 24 2 1 2 Q5V221_HALMA ; 
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.962 R DDDVDRLWYMVSR V 2 1668.7566 1669.7654 1.0088 -1.0034 3.27 2.878 0.182 251.7 4 14 24 2 1 2 Q5V221_HALMA ; 
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9979 R DNGRVEGSLDVEGLENRHELTR A 4 2494.216 2494.2195 0.0035 0 1.40 2.931 0.111 1217 1 39 126 2 2 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 2 2073.0742 2073.0786 0.0044 0 2.12 5.837 0.602 2861 1 27 36 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 3 2073.0742 2073.0772 0.003 0 1.45 2.682 0.334 831.9 1 27 72 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 3 2073.0742 2073.0708 -0.0034 0 -1.64 4.147 0.379 2246 1 38 72 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 2 2073.0742 2073.0774 0.0032 0 1.54 5.976 0.57 2561 1 26 36 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 3 2073.0742 2073.0769 0.0027 0 1.30 4.572 0.445 1553 1 36 72 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 2 2073.0742 2073.0767 0.0025 0 1.21 5.947 0.588 2863 1 27 36 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 2 2073.0742 2073.0779 0.0037 0 1.78 6.149 0.609 2668 1 26 36 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R EFDPQSAQVLGLIVDSLSR T 3 2073.0742 2073.0777 0.0035 0 1.69 4.152 0.381 1773 1 34 72 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9997 R EFDPQSAQVLGLIVDSLSR T 2 2073.0742 2073.0789 0.0047 0 2.27 3.663 0.081 1522 1 21 36 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R LVSLTMLSDAVEALIEDDDDLAADVMQR D 2 3047.4679 3047.4624 -0.0055 0 -1.80 3.869 0.528 439.5 1 18 54 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9878 R LVSLTMLSDAVEALIEDDDDLAADVMQR D 3 3047.4679 3047.4751 0.0072 0 2.36 2.743 0.107 323.8 14 23 108 2 0 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R TADYGGNIAESALQK A 2 1536.742 1536.746 0.004 0 2.60 4.408 0.58 2374 1 24 28 2 0 2 Q5V221_HALMA ; 
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 1 R TADYGGNIAESALQK A 2 1536.742 1536.7423 0.0003 0 0.20 4.231 0.506 2386 1 24 28 2 0 2 Q5V221_HALMA ; 
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9968 R VEGSLDVEGLENRHELTR A 3 2052.0236 2052.0222 -0.0014 0 -0.68 2.01 0.272 365 5 23 68 2 1 1
Q5V0F9_HALMA 1 Phosphate regulatory protein-like  prp1 rrnAC2150 334 32.3 7 22 0.9935 R VEGSLDVEGLENRHELTR A 3 2052.0236 2052.0242 0.0006 0 0.29 1.955 0.26 301 12 22 68 2 1 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2750.2849 2750.291 0.0061 0 2.22 4.875 0.476 1478 1 24 48 2 0 1 M[147]NAISETLADEVVDLLSSVDDDEVR
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R ALSDEHSDDRYEPADYLVELVEAGHTGTEAGR G 4 3501.592 3501.5996 0.0076 0 2.17 4.467 0.412 871.9 2 40 186 2 1 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R AVDADEFDDVVGEFVDDLVSGPPIALR K 2 2859.3814 2859.3958 0.0144 0 5.04 4.651 0.455 1355 1 24 52 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R AVDADEFDDVVGEFVDDLVSGPPIALR K 2 2859.3814 2859.3843 0.0029 0 1.01 4.33 0.398 1438 1 24 52 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R AVDADEFDDVVGEFVDDLVSGPPIALR K 2 2859.3814 2860.3894 1.008 -1.0034 1.63 4.142 0.372 1306 1 24 52 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 0.998 R AVDADEFDDVVGEFVDDLVSGPPIALR K 3 2859.3814 2859.385 0.0036 0 1.26 2.608 0.162 715.7 1 27 104 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R AVDADEFDDVVGEFVDDLVSGPPIALRK A 3 2987.4764 2987.4766 0.0002 0 0.07 6.019 0.517 1570 1 39 108 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R AVDADEFDDVVGEFVDDLVSGPPIALRK A 3 2987.4764 2987.4727 -0.0037 0 -1.24 5.42 0.52 2201 1 45 108 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 0.9999 R AVDADEFDDVVGEFVDDLVSGPPIALRK A 3 2987.4764 2987.4844 0.008 0 2.68 3.22 0.242 561.4 1 24 108 2 0 1



Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 0.9995 R AVDADEFDDVVGEFVDDLVSGPPIALRK A 3 2987.4764 2988.4883 1.0119 -1.0034 2.86 3.183 0.268 542.5 2 25 108 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 K MDLVEVIYGK A 2 1165.6053 1165.6054 0.0001 0 0.09 2.831 0.291 948.3 2 14 18 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 0.9999 K MDLVEVIYGK A 2 1165.6053 1166.6054 1.0001 -1.0034 -2.79 3.057 0.27 983.1 1 14 18 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 3 2734.2855 2735.2842 0.9987 -1.0034 -1.70 4.632 0.38 1329 1 32 96 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 3 2734.2855 2734.2801 -0.0054 0 -1.97 3.274 0.308 1280 1 30 96 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2734.2855 2734.2637 -0.0218 0 -7.97 4.793 0.582 1663 1 26 48 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2734.2855 2734.2874 0.0019 0 0.69 4.826 0.599 2019 1 29 48 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2734.2855 2734.2857 0.0002 0 0.07 4.41 0.54 1615 1 26 48 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2734.2855 2734.291 0.0055 0 2.01 4.272 0.299 1026 1 23 48 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2750.2849 2750.2832 -0.0017 0 -0.62 4.432 0.492 828.8 1 20 48 2 0 1 M[147]NAISETLADEVVDLLSSVDDDEVR
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 1 R MNAISETLADEVVDLLSSVDDDEVR A 2 2734.2855 2734.2901 0.0046 0 1.68 4.931 0.552 1711 1 27 48 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 0.9982 R MNAISETLADEVVDLLSSVDDDEVR A 3 2734.2855 2735.2989 1.0134 -1.0034 3.68 2.936 0.211 749 1 27 96 2 0 1
Q5V0V6_HALMA 1 3-hydroxybutyryl-CoA dehydrogenase (EC 1.1.1.35) (EC 4.2.1.17)  hbd2 rrnAC1982 654 16.5 6 22 0.9999 R RADDIGLDTILEK L 3 1457.7725 1457.7682 -0.0043 0 -2.95 3.106 0.263 408.8 6 22 48 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 0.9733 K FDTAGTSEEYGNVDGQMEDKHEYDSDGR V 3 3151.2585 3153.2615 2.003 -2.0067 -1.17 3.2 0.125 853.1 1 31 108 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R ATSSGELQNIR H 2 1174.5942 1174.5962 0.002 0 1.70 3.102 0.286 1461 1 17 20 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R ATSSGELQNIR H 2 1174.5942 1174.5951 0.0009 0 0.77 3.473 0.386 1668 1 18 20 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R ATSSGELQNIR H 2 1174.5942 1174.5944 0.0002 0 0.17 2.857 0.295 1449 1 17 20 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R ATSSGELQNIR H 2 1174.5942 1174.5954 0.0012 0 1.02 3.456 0.249 1165 1 16 20 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 0.9998 K FDTAGTSEEYGNVDGQMEDKHEYDSDGR V 3 3151.2585 3152.2888 1.0303 -1.0034 8.55 3.679 0.321 928.8 1 28 108 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R HLRDEITIHR G 3 1288.7 1288.6999 -0.0001 0 -0.08 3.892 0.34 1445 1 23 36 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 0.9995 R HLRDEITIHR G 3 1288.7 1288.7006 0.0006 0 0.47 3.52 0.148 1312 1 24 36 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R HTIEWYAANKEK W 3 1488.7361 1488.7326 -0.0035 0 -2.35 4.31 0.382 1810 1 28 44 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R HTIEWYAANKEK W 3 1488.7361 1488.7416 0.0055 0 3.69 4.222 0.446 1300 1 26 44 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R HTIEWYAANKEK W 3 1488.7361 1488.7364 0.0003 0 0.20 3.901 0.374 1504 1 27 44 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R HTIEWYAANKEK W 3 1488.7361 1488.7385 0.0024 0 1.61 4.086 0.425 1484 1 27 44 2 1 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 K LAADFLTMNYHDAYGLPGVTTR M 3 2425.1736 2425.1804 0.0068 0 2.80 4.735 0.41 2372 1 45 84 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 K LAADFLTMNYHDAYGLPGVTTR M 3 2425.1736 2425.178 0.0044 0 1.81 4.913 0.397 2022 1 42 84 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 K LAADFLTMNYHDAYGLPGVTTR M 3 2425.1736 2425.178 0.0044 0 1.81 4.553 0.4 2033 1 43 84 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 0.9999 K LAADFLTMNYHDAYGLPGVTTR M 3 2425.1736 2425.1763 0.0027 0 1.11 3.774 0.201 1092 1 33 84 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R SPVNPTSVYATSK L 2 1349.6827 1349.682 -0.0007 0 -0.52 2.87 0.397 521.7 1 15 24 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R SPVNPTSVYATSK L 2 1349.6827 1349.6836 0.0009 0 0.67 3.435 0.326 688.3 1 17 24 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R SPVNPTSVYATSK L 2 1349.6827 1349.6867 0.004 0 2.96 2.912 0.463 758.7 1 18 24 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R YITGTIVTQALER G 2 1463.7984 1463.799 0.0006 0 0.41 3.157 0.495 1800 1 20 24 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R YITGTIVTQALER G 2 1463.7984 1463.798 -0.0004 0 -0.27 4.045 0.477 2104 1 21 24 2 0 1
Q5V1W2_HALMA 1 DTDP-glucose-46-dehydratase (EC 4.2.1.46)  rfbB2 rrnAC1572 353 35.7 8 22 1 R YRPGDSDVEELLVGYEK L 2 1967.9476 1967.9517 0.0041 0 2.08 4.746 0.488 1920 1 24 32 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9999 K GLAAALSILTTGR V 2 1242.7296 1242.7357 0.0061 0 4.91 2.677 0.303 856.2 1 19 24 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9981 K ADPDDPDSITQFLVPK D 2 1756.8519 1756.8577 0.0058 0 3.30 2.027 0.196 567.6 1 17 30 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9933 R AIRDTVREFAVEDIRPK A 4 2014.0959 2014.0954 -0.0005 0 -0.25 2.59 0.198 682.3 38 29 96 2 2 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9928 R AIRDTVREFAVEDIRPK A 4 2014.0959 2014.098 0.0021 0 1.04 2.572 0.213 496.1 61 27 96 2 2 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 K AVQDDWLPEMVDGRPVGAFALSEPQAGSNPR E 3 3308.5884 3308.6074 0.019 0 5.74 5.539 0.414 1022 1 41 120 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 K AVQDDWLPEMVDGRPVGAFALSEPQAGSNPR E 3 3308.5884 3310.5982 2.0098 -2.0067 0.94 6.916 0.473 1025 1 41 120 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 K AVQDDWLPEMVDGRPVGAFALSEPQAGSNPR E 3 3308.5884 3310.5982 2.0098 -2.0067 0.94 6.285 0.463 1302 1 44 120 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 K GLAAALSILTTGR V 2 1242.7296 1242.7305 0.0009 0 0.72 3.001 0.376 1494 1 21 24 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 K GLAAALSILTTGR V 2 1242.7296 1242.7312 0.0016 0 1.29 2.594 0.322 1347 1 20 24 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 K LADMATNVQAAR L 2 1259.6292 1259.6302 0.001 0 0.79 3.427 0.302 1021 1 17 22 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R LLTWNAAQQLER G 2 1441.7677 1441.7688 0.0011 0 0.76 3.374 0.468 1378 1 17 22 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9599 R LLTWNAAQQLERGEDAR A 3 1969.997 1971.0082 1.0112 -1.0034 3.98 2.473 0.133 572.1 1 27 64 2 1 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9999 R SGVVIVFAK A 2 918.5538 918.5655 0.0117 0 12.74 2.563 0.256 653.4 1 12 16 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 0.9991 R SGVVIVFAK A 2 918.5538 918.5539 0.0001 0 0.11 1.972 0.25 700.3 5 13 16 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAK E 2 2287.2059 2287.2044 -0.0015 0 -0.66 6.778 0.464 3783 1 32 44 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAK E 3 2287.2059 2287.2129 0.007 0 3.06 4.863 0.416 2286 1 37 88 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAK E 2 2287.2059 2287.2166 0.0107 0 4.68 6.393 0.445 3816 1 32 44 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAK E 3 2287.2059 2287.2102 0.0043 0 1.88 4.853 0.498 2708 1 40 88 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAK E 2 2287.2059 2287.2083 0.0024 0 1.05 6.871 0.481 3751 1 31 44 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAK E 2 2287.2059 2287.2149 0.009 0 3.93 6.625 0.48 3715 1 31 44 2 0 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAKER E 3 2572.3496 2572.3572 0.0076 0 2.95 5.341 0.373 1861 1 41 96 2 1 1
Q5V3P9_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdA rrnAC0874 375 37.3 10 22 1 R VAIAAQAVGLAQSALDEALDYAKER E 3 2572.3496 2572.3509 0.0013 0 0.51 5.365 0.308 1811 1 41 96 2 1 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R NALSAELADALTATFESVTDSDAR C 2 2467.1714 2467.1831 0.0117 0 4.74 4.952 0.543 2493 1 27 46 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 0.9999 K AKELLFTGELLDASTAEELGLFTR V 3 2623.3745 2623.3765 0.002 0 0.76 3.212 0.32 816.9 1 26 92 2 1 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 0.9866 R CVVLEGAGPAFCAGGDINAMLQGVK H 2 2419.1698 2417.1533 -2.0165 2 -6.82 3.269 0.151 912.8 1 20 48 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 K HDRPPATQVELVVSSLHEAIR T 4 2353.2502 2353.2564 0.0062 0 2.63 5.307 0.41 2698 1 49 120 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 K HDRPPATQVELVVSSLHEAIR T 4 2353.2502 2353.253 0.0028 0 1.19 4.587 0.363 2599 1 47 120 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 H MEDATVTQSVDDGIATITLNQPESR N 2 2690.2705 2690.281 0.0105 0 3.90 4.397 0.485 1345 1 25 48 1 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R NALSAELADALTATFESVTDSDAR C 2 2467.1714 2467.1746 0.0032 0 1.30 5.169 0.567 2661 1 28 46 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R NALSAELADALTATFESVTDSDAR C 2 2467.1714 2467.1743 0.0029 0 1.18 5.262 0.559 2227 1 26 46 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R NALSAELADALTATFESVTDSDAR C 2 2467.1714 2467.1736 0.0022 0 0.89 5.315 0.551 2485 1 27 46 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R NALSAELADALTATFESVTDSDAR C 3 2467.1714 2467.1795 0.0081 0 3.28 4.227 0.413 740.9 2 27 92 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R NALSAELADALTATFESVTDSDAR C 3 2467.1714 2467.1726 0.0012 0 0.49 5.484 0.55 3141 1 43 92 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 0.9985 R NALSAELADALTATFESVTDSDAR C 3 2467.1714 2468.1687 0.9973 -1.0034 -2.45 3.544 0.202 917.8 4 27 92 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 0.9993 R QVGLASDSGVSYFLPR I 2 1694.8628 1694.8454 -0.0174 0 -10.27 2.28 0.232 351.8 2 15 30 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R SLDSSLEQALENEATAQGLAFTTDDHEEGTTAFVEK R 3 3853.7653 3853.7569 -0.0084 0 -2.18 5.634 0.467 1396 1 36 140 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 3 3152.5553 3153.5479 0.9926 -1.0034 -3.41 5.218 0.505 1151 1 35 116 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 3 3152.5553 3152.5625 0.0072 0 2.28 5.999 0.545 1418 1 39 116 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 3 3152.5553 3152.5567 0.0014 0 0.44 5.519 0.547 1759 1 40 116 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 3 3152.5553 3152.5615 0.0062 0 1.97 5.858 0.553 1550 1 38 116 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 1 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 3 3152.5553 3152.554 -0.0013 0 -0.41 6.24 0.511 1816 1 42 116 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 0.9999 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 3 3152.5553 3153.5738 1.0185 -1.0034 4.81 3.827 0.294 584.4 1 27 116 2 0 1
Q5V3T7_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech2 rrnAC0833 285 70.5 8 22 0.9723 R VFDTETFESAFSELVTDIAAGPTVALSHAK R 4 3152.5553 3153.5711 1.0158 -1.0034 3.95 3.334 0.105 629.2 10 39 174 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K GIVHTHAGALMQAAK E 3 1503.798 1503.8042 0.0062 0 4.12 2.741 0.306 704.4 1 27 56 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9996 R AAVGEELGKPFRPR E 3 1525.8365 1527.7881 1.9516 -2.0067 -36.11 1.837 0.379 614.7 1 24 52 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9961 R AAVGEELGKPFRPR E 3 1525.8365 1525.8369 0.0004 0 0.26 1.582 0.224 825.3 1 28 52 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 R AIAGVYRGEDLGDMSSIENPTALDEVR E 3 2893.3808 2894.3809 1.0001 -1.0034 -1.12 4.811 0.402 1450 1 35 104 2 1 1 AIAGVYRGEDLGDM[147]SSIENPTALDEVR
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 R DNSEGPQFTDWYAGGTINAAHNVLDR H 3 2847.2848 2847.2874 0.0026 0 0.91 3.421 0.383 946.8 1 38 100 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9998 R DNSEGPQFTDWYAGGTINAAHNVLDR H 3 2847.2848 2845.3238 -1.961 2 13.70 3.74 0.358 529.2 1 29 100 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9989 R DNSEGPQFTDWYAGGTINAAHNVLDR H 3 2847.2848 2847.2945 0.0097 0 3.41 2.948 0.165 592.1 1 29 100 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9749 R EVLFVDEFPK T 2 1221.6281 1221.6254 -0.0027 0 -2.21 1.588 0.104 608 1 13 18 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 R GEDLGDMSSIENPTALDEVR E 2 2162.9682 2162.958 -0.0102 0 -4.72 4.478 0.557 1800 1 25 38 2 0 1 GEDLGDM[147]SSIENPTALDEVR
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K GIVHTHAGALMQAAK E 3 1503.798 1503.7995 0.0015 0 1.00 4.956 0.48 2815 1 36 56 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9999 K GIVHTHAGALMQAAK E 3 1503.798 1502.7682 -1.0298 1 -19.82 3.756 0.369 1553 1 28 56 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K KGDEWLEGHDLSSLR L 3 1740.8431 1740.8441 0.001 0 0.57 3.366 0.371 969.2 1 25 56 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9999 R KKGDEWLEGHDLSSLR L 4 1868.938 1868.9348 -0.0032 0 -1.71 4.027 0.222 1473 1 38 90 2 1 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9994 R KKGDEWLEGHDLSSLR L 4 1868.938 1868.9345 -0.0035 0 -1.87 3.155 0.25 958 9 32 90 2 1 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 R LGIADDPDETIR W 2 1313.6463 1313.6454 -0.0009 0 -0.69 2.85 0.323 1084 1 17 22 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 0.9222 R LGIADDPDETIR W 2 1313.6463 1313.6454 -0.0009 0 -0.69 1.82 0.107 249.3 87 12 22 2 0 1
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K VGAIAVPIFSGFGVDATATR I 2 1948.0418 1948.0503 0.0085 0 4.36 4.394 0.614 838.6 1 25 38 2 0 2 Q5UWF6_HALMA ; 
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K VGAIAVPIFSGFGVDATATR I 2 1948.0418 1948.0485 0.0067 0 3.44 4.661 0.654 1180 1 28 38 2 0 2 Q5UWF6_HALMA ; 
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K VGAIAVPIFSGFGVDATATR I 2 1948.0418 1948.0463 0.0045 0 2.31 5.588 0.671 1139 1 28 38 2 0 2 Q5UWF6_HALMA ; 
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K VGAIAVPIFSGFGVDATATR I 2 1948.0418 1948.0434 0.0016 0 0.82 5.701 0.648 1298 1 30 38 2 0 2 Q5UWF6_HALMA ; 
Q5V498_HALMA 1 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs1 rrnAC0650 673 20.8 10 22 1 K VGAIAVPIFSGFGVDATATR I 2 1948.0418 1948.0421 0.0003 0 0.15 4.355 0.412 846.3 1 25 38 2 0 2 Q5UWF6_HALMA ; 

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R IPVYDLVEDEVLYGELPPER R 2 2344.1838 2345.2053 1.0215 -1.0034 7.74 3.899 0.466 1311 1 23 38 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R FVDSSVGENDLIPGGAYKPAVVATDVEEETLEATER E 3 3806.8374 3807.8482 1.0108 -1.0034 1.96 4.391 0.525 2417 1 49 140 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R FVDSSVGENDLIPGGAYKPAVVATDVEEETLEATER E 3 3806.8374 3808.8379 2.0005 -2.0067 -1.63 5.507 0.569 1751 1 44 140 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9631 R FVDSSVGENDLIPGGAYKPAVVATDVEEETLEATEREDALRE - 4 4520.1718 4522.1709 1.9991 -2.0067 -1.68 2.947 0.067 488 2 37 246 2 2 1



Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9999 R IPVYDLVEDEVLYGELPPER R 3 2344.1838 2344.1885 0.0047 0 2.00 3.373 0.225 561.5 1 28 76 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R IPVYDLVEDEVLYGELPPERR A 3 2500.2849 2500.2754 -0.0095 0 -3.80 4.106 0.489 636.2 1 29 80 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9998 R IPVYDLVEDEVLYGELPPERR A 3 2500.2849 2501.2881 1.0032 -1.0034 -0.06 3.106 0.306 535.5 1 25 80 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 3 3269.6051 3269.6065 0.0014 0 0.43 5.117 0.449 2515 1 41 120 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 3 3269.6051 3269.6153 0.0102 0 3.12 5.672 0.508 1787 1 38 120 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 3 3269.6051 3269.6021 -0.003 0 -0.92 5.18 0.516 2470 1 43 120 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9999 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 4 3269.6051 3269.6133 0.0082 0 2.51 3.721 0.228 1972 1 49 180 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9998 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 4 3269.6051 3269.6109 0.0058 0 1.77 2.907 0.195 1000 1 40 180 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9998 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 4 3269.6051 3270.6109 1.0058 -1.0034 0.75 3.415 0.242 2091 1 48 180 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9996 R KQDGLSATDATDDHLDVLAEFLAALEAGEVR A 4 3269.6051 3269.6067 0.0016 0 0.49 3.187 0.153 1446 1 44 180 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 K QGILLNFGLR E 2 1129.6608 1129.6623 0.0015 0 1.33 2.986 0.243 387.8 1 14 18 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9994 K QGILLNFGLR E 2 1129.6608 1129.6607 -0.0001 0 -0.09 2.293 0.177 436.2 1 15 18 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9983 K SGGEWEANAWVK Q 2 1332.6098 1332.6989 0.0891 0 66.86 2.115 0.167 448.8 1 14 22 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.999 M SLQADVEALWER K 2 1415.7045 1415.7041 -0.0004 0 -0.28 3.126 0.362 1233 1 17 22 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9986 M SLQADVEALWER K 2 1415.7045 1415.7068 0.0023 0 1.62 2.941 0.366 1743 1 18 22 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 1 R VTSGFVVGEGSIVGENTLLTPR I 2 2231.1797 2231.1992 0.0195 0 8.74 4.108 0.519 1109 1 22 42 2 0 1

Q5V5D7_HALMA 1 23,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase(EC 2.3.1.117)  dapD rrnAC0204 276 54.3 9 22 0.9982 R VTSGFVVGEGSIVGENTLLTPR I 2 2231.1797 2231.1861 0.0064 0 2.87 2.797 0.17 295.6 26 13 42 2 0 1

Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R TAVHEAVQTDAPTLVEVR T 2 1935.0061 1935.0054 -0.0007 0 -0.36 4.688 0.54 2517 1 25 34 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R DALPSDAITAVDAGGFR V 2 1674.8213 1674.823 0.0017 0 1.02 3.402 0.481 1399 1 23 32 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R GGDAIHETPPDTYDNVVK E 3 1926.8959 1926.8986 0.0027 0 1.40 2.933 0.305 634.6 1 26 68 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R GGDAIHETPPDTYDNVVKENILLKNPETTAATIDR A 4 3806.8962 3807.8909 0.9947 -1.0034 -2.27 6.621 0.503 2532 1 58 204 2 2 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R GGDAIHETPPDTYDNVVKENILLKNPETTAATIDR A 4 3806.8962 3807.8909 0.9947 -1.0034 -2.27 6.334 0.418 2420 1 57 204 2 2 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R IEPLVDSEPPLTSVHVLQVLR D 3 2340.3053 2340.3101 0.0048 0 2.05 2.511 0.417 200.6 5 23 80 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 K NYLQMDVPLAGASTPSAPSSNTVPEQEVSTAAEHLLAAERPLIL A 4 5084.5877 5084.5767 -0.011 0 -2.16 4.692 0.499 1758 1 65 294 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 K NYLQMDVPLAGASTPSAPSSNTVPEQEVSTAAEHLLAAERPLIL A 4 5084.5877 5084.6187 0.031 0 6.10 4.794 0.439 1527 1 64 294 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 K NYLQMDVPLAGASTPSAPSSNTVPEQEVSTAAEHLLAAERPLIL A 4 5084.5877 5085.6055 1.0178 -1.0034 2.84 5.931 0.588 1506 1 64 294 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 K NYLQMDVPLAGASTPSAPSSNTVPEQEVSTAAEHLLAAERPLIL A 4 5084.5877 5084.5899 0.0022 0 0.43 4.784 0.463 1522 1 63 294 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 0.9999 K NYLQMDVPLAGASTPSAPSSNTVPEQEVSTAAEHLLAAERPLIL A 4 5100.5871 5101.5772 0.9901 -1.0034 -2.60 3.94 0.315 718.3 1 50 294 2 0 1 NYLQM[147]DVPLAGASTPSAPSSNTVPEQEVSTAAEHLLAAERPLILA
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R RIEPLVDSEPPLTSVHVLQVLR D 3 2496.4064 2496.4138 0.0074 0 2.96 6.29 0.502 1781 1 40 84 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R RIEPLVDSEPPLTSVHVLQVLR D 4 2496.4064 2496.407 0.0006 0 0.24 3.628 0.263 723.7 1 40 126 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R RIEPLVDSEPPLTSVHVLQVLR D 3 2496.4064 2496.4158 0.0094 0 3.77 6.182 0.54 2207 1 43 84 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R RIEPLVDSEPPLTSVHVLQVLR D 3 2496.4064 2496.4087 0.0023 0 0.92 6.357 0.543 2343 1 44 84 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 0.9988 R RIEPLVDSEPPLTSVHVLQVLR D 4 2496.4064 2496.4053 -0.0011 0 -0.44 2.51 0.205 461.1 13 35 126 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 0.9959 R RIEPLVDSEPPLTSVHVLQVLR D 4 2496.4064 2496.409 0.0026 0 1.04 2.714 0.134 475.2 10 36 126 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 0.9993 R SLAERLDAPVVTTYK G 3 1661.8988 1661.901 0.0022 0 1.32 3.154 0.193 561.9 1 25 56 2 1 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 0.9333 R SLAERLDAPVVTTYK G 3 1661.8988 1661.8981 -0.0007 0 -0.42 2.094 0.065 445.3 1 23 56 2 1 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R TAVHEAVQTDAPTLVEVR T 2 1935.0061 1934.9999 -0.0062 0 -3.20 5.004 0.557 2487 1 25 34 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R TPIDFGTVAAGMGMEATQADTPSEIR T 2 2665.2363 2665.2483 0.012 0 4.50 5.196 0.537 1817 1 26 50 2 0 1
Q5V5J6_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB1 rrnAC0134 549 35.7 11 22 1 R VWALNTFAAYGPR S 2 1464.7514 1464.7517 0.0003 0 0.20 3.336 0.527 2086 1 20 24 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R AGYGGMDVAK T 2 967.4433 967.4439 0.0006 0 0.62 2.84 0.345 965.2 1 16 18 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 0.9997 M ADEQQFIEDGLQR T 2 1547.7216 1547.7255 0.0039 0 2.52 3.614 0.392 1705 1 19 24 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 0.9995 M ADEQQFIEDGLQR T 2 1547.7216 1547.7234 0.0018 0 1.16 3.521 0.379 1684 1 19 24 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R AGYGGMDVAK T 2 967.4433 967.4442 0.0009 0 0.93 2.842 0.336 1006 1 16 18 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R AGYGGMDVAK T 2 967.4433 967.4434 0.0001 0 0.10 3.137 0.34 988.1 1 16 18 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R AGYGGMDVAK T 2 967.4433 967.443 -0.0003 0 -0.31 3.094 0.329 999.7 1 16 18 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 0.9951 K HNGEPAEEIVDSGVGVAVMK L 3 2052.9831 2052.99 0.0069 0 3.36 2.324 0.133 921.2 1 25 76 2 0 1 HNGEPAEEIVDSGVGVAVM[147]K
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R IMESGALGAEIVLSGK V 2 1573.8385 1573.8388 0.0003 0 0.19 3.912 0.454 1872 1 23 30 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 K ITTELEDRFNLDDPQVDVQEVDEPDLNAR I 3 3384.5957 3385.5982 1.0025 -1.0034 -0.25 6.343 0.495 3005 1 43 112 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 K ITTELEDRFNLDDPQVDVQEVDEPDLNAR I 3 3384.5957 3384.6021 0.0064 0 1.89 6.512 0.478 2642 1 44 112 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 K ITTELEDRFNLDDPQVDVQEVDEPDLNAR I 3 3384.5957 3384.5918 -0.0039 0 -1.15 5.918 0.461 2181 1 40 112 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R KITTELEDRFNLDDPQVDVQEVDEPDLNAR I 3 3512.6907 3513.7266 1.0359 -1.0034 9.27 5.463 0.34 2402 1 41 116 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R KITTELEDRFNLDDPQVDVQEVDEPDLNAR I 3 3512.6907 3514.7178 2.0271 -2.0067 5.81 5.965 0.311 1813 1 38 116 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R KITTELEDRFNLDDPQVDVQEVDEPDLNAR I 3 3512.6907 3512.699 0.0083 0 2.36 5.955 0.354 2931 1 44 116 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 0.9999 R KITTELEDRFNLDDPQVDVQEVDEPDLNAR I 4 3512.6907 3512.7039 0.0132 0 3.76 4.622 0.247 3095 1 57 174 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 0.9962 R KITTELEDRFNLDDPQVDVQEVDEPDLNAR I 4 3512.6907 3513.731 1.0403 -1.0034 10.52 3.397 0.147 1011 1 41 174 2 1 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 D PQVDVQEVDEPDLNAR I 2 1822.8697 1822.875 0.0053 0 2.91 5.221 0.548 2798 1 25 30 1 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 D PQVDVQEVDEPDLNAR I 2 1822.8697 1822.872 0.0023 0 1.26 5.176 0.522 2999 1 25 30 1 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 K TPMGTQIVLK A 2 1086.6107 1086.6115 0.0008 0 0.74 2.846 0.386 692.9 1 14 18 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R TQIDEFFAEELGR A 2 1553.7362 1553.7373 0.0011 0 0.71 3.95 0.508 2323 1 21 24 2 0 1
RS3_HALMAReview 1 30S ribosomal protein S3P (HmaS3) (HS1)  rps3p rrnAC1605 304 36.8 9 22 1 R TQIDEFFAEELGR A 2 1553.7362 1553.7401 0.0039 0 2.51 4.039 0.492 2302 1 21 24 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R AQELDWDTLQR M 2 1373.6575 1373.6654 0.0079 0 5.75 2.78 0.393 1457 1 17 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R ALDLEEIISER M 2 1286.6718 1287.7053 1.0335 -1.0034 23.43 3.628 0.402 1580 1 17 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9992 R ALDLEEIISER M 2 1286.6718 1286.6737 0.0019 0 1.48 2.28 0.175 816.4 1 15 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R AQELDWDTLQR M 2 1373.6575 1373.6654 0.0079 0 5.75 2.728 0.362 1299 1 17 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R AQELDWDTLQR M 2 1373.6575 1373.6587 0.0012 0 0.87 3.034 0.469 1568 1 17 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9968 R HIIGEQFIR E 2 1111.6138 1111.6144 0.0006 0 0.54 1.88 0.151 564.3 1 13 16 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9964 R HIIGEQFIR E 2 1111.6138 1111.6142 0.0004 0 0.36 1.799 0.164 515.4 1 13 16 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R HIIGEQFIREFETVAR E 3 1944.0217 1944.0292 0.0075 0 3.86 3.142 0.396 730 1 25 60 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R IDFDGIVEPMR D 2 1290.6278 1290.6282 0.0004 0 0.31 3.18 0.404 1165 1 17 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R IIGEVTEEKLAVAR E 2 1526.8668 1526.8678 0.001 0 0.65 3.439 0.476 1059 1 18 26 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9999 R KGETDEIRETFDYMDSLR I 3 2204.0055 2204.0122 0.0067 0 3.04 3.115 0.317 892.4 1 29 68 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9997 R KGETDEIRETFDYMDSLR I 3 2204.0055 2204.0081 0.0026 0 1.18 2.522 0.296 1044 1 29 68 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9313 R KGETDEIRETFDYMDSLR I 4 2204.0055 2204.0052 -0.0003 0 -0.14 2.09 0.063 524.8 19 30 102 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.998 R MPFPGPGLAVR I 2 1140.6114 1140.6054 -0.006 0 -5.26 2.198 0.153 488.7 2 13 20 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9814 R MPFPGPGLAVR I 2 1140.6114 1140.6133 0.0019 0 1.67 1.763 0.13 430 5 13 20 2 0 1



GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9988 M VNVDEFIEEAKAEIAEEIGDK H 3 2347.1431 2347.1543 0.0112 0 4.77 4.106 0.388 894.1 1 29 80 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9975 M VNVDEFIEEAKAEIAEEIGDK H 3 2347.1431 2347.1431 0 0 0.00 4.012 0.359 1579 1 37 80 2 1 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R VVYDVTHKPPATIEYE - 2 1859.9305 1859.9313 0.0008 0 0.43 3.216 0.501 658.2 1 17 30 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 1 R VVYDVTHKPPATIEYE - 2 1859.9305 1859.9318 0.0013 0 0.70 3.144 0.456 793.9 1 18 30 2 0 1

GUAAB_HALMAReview 1 GMP synthase [glutamine-hydrolyzing] subunit B (EC 6.3.5.2)
(GMPsynthetase)  guaAB rrnAC3472 305 42.3 10 21 0.9903 R VVYDVTHKPPATIEYE - 3 1859.9305 1859.9306 0.0001 0 0.05 1.816 0.172 294 4 20 60 2 0 1

Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R VVILADFGTLSDVR S 2 1503.8297 1503.8333 0.0036 0 2.39 3.456 0.548 2092 1 20 26 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R AVADIAQNLQLVEFTIQR Q 2 2028.1004 2029.1054 1.005 -1.0034 0.81 4.159 0.443 1309 1 19 34 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R AVADIAQNLQLVEFTIQR Q 2 2028.1004 2029.1054 1.005 -1.0034 0.81 5.348 0.522 2387 1 26 34 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R AVADIAQNLQLVEFTIQR Q 3 2028.1004 2028.1031 0.0027 0 1.33 4.788 0.433 2790 1 36 68 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R AVADIAQNLQLVEFTIQR Q 2 2028.1004 2028.1096 0.0092 0 4.54 3.863 0.366 1355 1 18 34 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R AVADIAQNLQLVEFTIQR Q 2 2028.1004 2029.1054 1.005 -1.0034 0.81 4.518 0.513 1580 1 22 34 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9997 R AVADIAQNLQLVEFTIQR Q 3 2028.1004 2028.1049 0.0045 0 2.22 3.277 0.177 1440 1 27 68 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9963 R FVIVGAGR V 2 817.481 817.4829 0.0019 0 2.32 1.66 0.217 907.7 3 13 14 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9953 R FVIVGAGR V 2 817.481 817.4822 0.0012 0 1.47 1.705 0.223 783.7 10 12 14 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9503 R FVIVGAGR V 2 817.481 817.4854 0.0044 0 5.38 1.644 0.093 764.5 11 12 14 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 K GEDPLAIPDPDETLEAGDR V 2 2008.9225 2008.9235 0.001 0 0.50 2.678 0.467 215.8 6 13 36 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9998 K GEDPLAIPDPDETLEAGDRVVILADFGTLSDVR S 3 3494.7416 3495.7581 1.0165 -1.0034 3.76 3.146 0.368 305.1 1 29 128 2 1 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R QSPMEGYSLSELELPSDSR L 2 2123.9681 2123.9739 0.0058 0 2.73 4.328 0.42 1101 1 21 36 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R QSPMEGYSLSELELPSDSR L 2 2123.9681 2123.9739 0.0058 0 2.73 4.859 0.399 1146 1 21 36 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R VLQESGHEVVLIER D 3 1606.8678 1606.8667 -0.0011 0 -0.68 4.067 0.335 664.1 2 25 52 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9997 R VLQESGHEVVLIERDENAVER A 3 2420.2295 2420.2373 0.0078 0 3.22 2.834 0.292 985.4 1 29 80 2 1 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 0.9968 R VLQESGHEVVLIERDENAVER A 3 2420.2295 2420.2295 0 0 0.00 2.488 0.2 650.8 1 25 80 2 1 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R VVILADFGTLSDVR S 2 1503.8297 1503.8319 0.0022 0 1.46 2.838 0.345 607.9 1 16 26 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R VVILADFGTLSDVR S 2 1503.8297 1503.8301 0.0004 0 0.27 3.225 0.517 1679 1 19 26 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R YASDVDEVIYPER L 2 1554.7202 1554.7177 -0.0025 0 -1.61 2.977 0.421 1139 1 19 24 2 0 1
Q5UXM0_HALMA 1 TRK potassium uptake system protein  trkA3 rrnAC3289 228 49.1 9 21 1 R YASDVDEVIYPER L 2 1554.7202 1554.7199 -0.0003 0 -0.19 2.729 0.431 1170 1 19 24 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R AGAELGLVEMIR S 2 1257.6751 1257.6752 0.0001 0 0.08 3.749 0.452 1496 1 18 22 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R AGAELGLVEMIR S 2 1257.6751 1257.6853 0.0102 0 8.11 3.607 0.45 1578 1 18 22 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9995 R AGAELGLVEMIR S 2 1257.6751 1258.6254 0.9503 -1.0034 -42.18 2.709 0.261 870.7 1 15 22 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R AVLGFTAVTVGK D 2 1161.6757 1161.6785 0.0028 0 2.41 2.687 0.329 1334 1 17 22 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9967 R AVLGFTAVTVGKDDEAAR S 3 1818.9475 1818.9499 0.0024 0 1.32 2.232 0.241 414.1 4 24 68 2 1 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9523 R EFVPQALEDDLSIHLHANETR D 4 2433.1924 2433.1936 0.0012 0 0.49 1.522 0.14 195.7 181 26 120 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R GLADDKPLDAWLQEDVWPVEAELTADDIR A 3 3279.5935 3280.5982 1.0047 -1.0034 0.41 5.36 0.428 1702 1 40 112 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9985 M SELLVTGGQVLRPDLTVER A 3 2081.148 2081.1524 0.0044 0 2.11 3.35 0.362 1149 1 28 72 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9974 M SELLVTGGQVLRPDLTVER A 3 2081.148 2081.1497 0.0017 0 0.82 3.394 0.331 1168 1 28 72 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9419 M SELLVTGGQVLRPDLTVER A 3 2081.148 2081.1489 0.0009 0 0.43 2.959 0.212 973.3 1 25 72 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R SGTTALSDMYFEVEEIADAVDQAGMR A 2 2805.2473 2805.2481 0.0008 0 0.29 4.417 0.548 1478 1 24 50 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R SGTTALSDMYFEVEEIADAVDQAGMR A 2 2805.2473 2806.2454 0.9981 -1.0034 -1.87 4.556 0.517 1202 1 22 50 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R SGTTALSDMYFEVEEIADAVDQAGMR A 3 2805.2473 2805.2534 0.0061 0 2.17 4.005 0.343 587.5 2 24 100 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R SGTTALSDMYFEVEEIADAVDQAGMR A 3 2821.2467 2821.2442 -0.0025 0 -0.89 4.531 0.448 1058 1 27 100 2 0 1 SGTTALSDMYFEVEEIADAVDQAGM[147]R
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R SGTTALSDMYFEVEEIADAVDQAGMR A 2 2805.2473 2805.2488 0.0015 0 0.53 4.429 0.533 1336 1 22 50 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R SGTTALSDMYFEVEEIADAVDQAGMR A 2 2805.2473 2805.2488 0.0015 0 0.53 4.55 0.523 1188 1 22 50 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9999 R SGTTALSDMYFEVEEIADAVDQAGMR A 3 2805.2473 2805.251 0.0037 0 1.32 3.2 0.313 427.4 11 23 100 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9999 R SGTTALSDMYFEVEEIADAVDQAGMR A 3 2805.2473 2805.251 0.0037 0 1.32 3.486 0.253 675.5 1 25 100 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 0.9936 R SGTTALSDMYFEVEEIADAVDQAGMR A 3 2805.2473 2805.2515 0.0042 0 1.50 2.557 0.196 295.2 121 21 100 2 0 1
Q5UYR3_HALMA 1 N-ethylammeline chlorohydrolase  trzA3 rrnAC2837 432 32.9 8 21 1 R TTFQPHSLTTVGEEYLR E 3 1977.9796 1977.9792 -0.0004 0 -0.20 4.642 0.44 1651 1 37 64 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R SVTGFPNAWEEGIVDENDLLPDGR K 2 2629.2296 2629.2117 -0.0179 0 -6.81 4.658 0.583 1833 1 25 46 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2676.6653 1.4091 -1.0034 151.67 3.301 0.413 600.7 1 17 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9999 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2677.2654 2.0092 -2.0067 0.93 3.159 0.394 496 1 18 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9996 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2677.2854 2.0292 -2.0067 8.41 2.764 0.355 513.9 1 16 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.999 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2677.2654 2.0092 -2.0067 0.93 3.315 0.233 611.3 1 19 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9745 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2677.2854 2.0292 -2.0067 8.41 2.094 0.202 441.6 1 17 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9663 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2677.2854 2.0292 -2.0067 8.41 2.03 0.196 441.3 1 15 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9612 K AVGADWDAELDADTSVTVDGDLITAR G 2 2675.2562 2677.3255 2.0693 -2.0067 23.40 1.997 0.193 314.3 1 15 50 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R EVHETDERLNNPIPLAQADAADYDTVVFPGGHGAEWDVTQDV E 5 4954.3182 4954.3526 0.0344 0 6.94 6.046 0.458 1337 1 69 352 2 1 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R EVHETDERLNNPIPLAQADAADYDTVVFPGGHGAEWDVTQDV E 5 4954.3182 4956.3135 1.9953 -2.0067 -2.30 5.516 0.339 1433 1 71 352 2 1 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R KLPYWVEDEVK A 2 1404.7289 1404.7307 0.0018 0 1.28 3.398 0.38 913.6 1 17 20 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R KLPYWVEDEVK A 2 1404.7289 1404.7337 0.0048 0 3.42 3.337 0.379 1019 1 18 20 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9999 R KLPYWVEDEVK A 2 1404.7289 1404.7454 0.0165 0 11.75 2.447 0.252 682.9 1 15 20 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9998 R KLPYWVEDEVK A 3 1404.7289 1404.7289 0 0 0.00 3.02 0.227 1081 9 24 40 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9997 R KLPYWVEDEVK A 2 1404.7289 1404.7454 0.0165 0 11.75 2.327 0.238 711.9 1 15 20 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9985 R KLPYWVEDEVK A 3 1404.7289 1404.7287 -0.0002 0 -0.14 3.025 0.13 674.2 11 19 40 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9916 R KLPYWVEDEVK A 3 1404.7289 1405.7317 1.0028 -1.0034 -0.39 3.137 0.127 892.4 35 22 40 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R LNNPIPLAQADAADYDTVVFPGGHGAEWDVTQDVHAR E 4 3958.8874 3959.8909 1.0035 -1.0034 0.04 6.913 0.552 1106 1 60 216 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R NSDGEFLADGR S 2 1179.5156 1179.5156 0 0 0.00 2.951 0.394 1436 1 19 20 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 1 R SVDPEEVGEDLSEHVR E 2 1795.8224 1795.8261 0.0037 0 2.06 3.935 0.533 937.9 1 22 30 2 0 1
Q5UZC9_HALMA 1 Hypothetical protein  rrnAC2581 rrnAC2581 230 63 8 21 0.9341 R TLLDELGIETSA - 2 1260.6449 1260.6254 -0.0195 0 -15.47 2.072 0.017 506.3 14 13 22 2 0 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R IEALQDEYDKHDPPSTELEDEAEVAILR A 3 3224.5361 3225.5479 1.0118 -1.0034 2.62 5.932 0.423 1237 1 43 108 2 1 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDER E 2 1500.746 1500.7472 0.0012 0 0.80 3.252 0.377 1505 1 18 22 2 0 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDER E 2 1500.746 1500.7469 0.0009 0 0.60 3.354 0.213 1540 1 18 22 2 0 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDER E 2 1500.746 1500.7494 0.0034 0 2.27 2.786 0.313 1130 1 15 22 2 0 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDER E 2 1500.746 1500.7469 0.0009 0 0.60 2.981 0.377 1546 1 18 22 2 0 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDER E 2 1500.746 1500.7484 0.0024 0 1.60 2.735 0.32 1007 1 14 22 2 0 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDEREAEDGFTT - 2 2351.0805 2351.0855 0.005 0 2.13 3.642 0.403 688.2 1 20 38 2 1 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R AIEELEWVLDEREAEDGFTT - 2 2351.0805 2351.0884 0.0079 0 3.36 3.339 0.452 579.3 1 19 38 2 1 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 0.9995 R DRIEALQDEYDKHD P 3 1745.7856 1745.7888 0.0032 0 1.83 4.081 0.403 2369 1 35 52 1 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 0.9985 R DRIEALQDEYDKHD P 3 1745.7856 1745.7866 0.001 0 0.57 4.144 0.343 1955 1 32 52 1 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 0.9985 R DRIEALQDEYDKHD P 3 1745.7856 1745.7848 -0.0008 0 -0.46 3.593 0.378 2076 1 32 52 1 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 0.9947 R DRIEALQDEYDKHD P 3 1745.7856 1745.7863 0.0007 0 0.40 3.977 0.29 1667 1 29 52 1 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 0.9784 R DRIEALQDEYDKHD P 2 1745.7856 1745.7874 0.0018 0 1.03 3.387 0.329 1631 1 22 26 1 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R DRIEALQDEYDKHDPPSTELEDEAEVAILR A 4 3495.6641 3495.666 0.0019 0 0.54 6.958 0.449 2551 1 53 174 2 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R DRIEALQDEYDKHDPPSTELEDEAEVAILR A 4 3495.6641 3496.6909 1.0268 -1.0034 6.71 7.076 0.434 2238 1 53 174 2 2 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 - MRTEETIRDRIEALQDEYDKHDPPSTELEDEAEVAILR A 5 4512.1714 4512.1958 0.0244 0 5.41 4.995 0.395 1870 1 67 296 2 4 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R TEETIRDRIEALQDEYDKHDPPSTELEDEAEVAILR A 4 4225.0298 4226.0303 1.0005 -1.0034 -0.67 5.066 0.415 724.1 1 46 210 2 3 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 1 R TEETIRDRIEALQDEYDKHDPPSTELEDEAEVAILR A 4 4225.0298 4226.0293 0.9995 -1.0034 -0.91 5.878 0.44 1232 1 53 210 2 3 1
Q5V1G9_HALMA 1 Hypothetical protein  rrnAC1730 rrnAC1730 58 100 8 21 0.9918 R TEETIRDRIEALQDEYDKHDPPSTELEDEAEVAILR A 5 4225.0298 4225.0318 0.002 0 0.47 3.368 0.182 992.4 3 55 280 2 3 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 K SSAELAESSQYDELSQR I 2 1898.8494 1898.8506 0.0012 0 0.63 4.173 0.553 2308 1 24 32 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 R IAEMRDDLSDTLGGIEDDSDFIATLR G 3 2867.3495 2867.3421 -0.0074 0 -2.58 4.823 0.501 1741 1 36 100 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 R MAQNGDEGLEQLDADVDVVLLDR M 2 2514.1908 2515.1985 1.0077 -1.0034 1.73 4.989 0.501 3195 1 28 44 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 M SDSDLPVVLIVEDEPDVAETYK L 2 2432.1846 2432.1939 0.0093 0 3.82 5.245 0.523 2664 1 27 42 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 M SDSDLPVVLIVEDEPDVAETYKLWLQQEYEVR M 3 3776.8672 3778.898 2.0308 -2.0067 6.38 5.074 0.519 1199 1 38 124 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9998 M SDSDLPVVLIVEDEPDVAETYKLWLQQEYEVR M 3 3776.8672 3776.888 0.0208 0 5.51 4.83 0.467 751.5 1 34 124 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9994 M SDSDLPVVLIVEDEPDVAETYKLWLQQEYEVR M 3 3776.8672 3776.8863 0.0191 0 5.06 4.39 0.422 1106 1 35 124 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9997 R SEQLHETVDNLLDR S 3 1667.8114 1667.8131 0.0017 0 1.02 3.185 0.173 1262 1 26 52 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9759 R SEQLHETVDNLLDR S 2 1667.8114 1668.7854 0.974 -1.0034 -17.60 2.923 0.009 1356 1 19 26 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 R SEQLHETVDNLLDRSEYDSLLQEYYALVEK Q 3 3598.7315 3598.7544 0.0229 0 6.36 6.201 0.572 2797 1 40 116 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9994 R SEQLHETVDNLLDRSEYDSLLQEYYALVEK Q 4 3598.7315 3600.731 1.9995 -2.0067 -2.00 4.1 0.22 1214 1 39 174 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9988 R SEQLHETVDNLLDRSEYDSLLQEYYALVEK Q 4 3598.7315 3598.7466 0.0151 0 4.20 3.81 0.131 1141 1 37 174 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9958 R SEQLHETVDNLLDRSEYDSLLQEYYALVEK Q 4 3598.7315 3600.771 2.0395 -2.0067 9.11 3.76 0.132 1603 1 41 174 2 1 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9578 R SEYDSLLQEYYALVEK Q 2 1948.9306 1948.9342 0.0036 0 1.85 2.089 0.029 370.1 4 13 30 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 K SSAELAESSQYDELSQR I 2 1898.8494 1898.8493 -0.0001 0 -0.05 5.281 0.507 2878 1 26 32 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 R VAMVTAVEPDFDILEMGFDAYLSKPIR S 3 3026.5133 3026.5178 0.0045 0 1.49 3.647 0.375 524.3 1 28 104 2 0 1



Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 R VAMVTAVEPDFDILEMGFDAYLSKPIR S 3 3026.5133 3026.5186 0.0053 0 1.75 3.645 0.379 404.5 4 26 104 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 1 R VAMVTAVEPDFDILEMGFDAYLSKPIR S 3 3026.5133 3026.52 0.0067 0 2.21 3.118 0.335 465.6 2 27 104 2 0 1
Q5V327_HALMA 1 HoxA-like transcriptional regulator  hlx1 rrnAC1118 194 79.9 10 21 0.9997 R VAMVTAVEPDFDILEMGFDAYLSKPIR S 3 3026.5133 3026.5303 0.017 0 5.62 3.297 0.247 399.6 9 25 104 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 0.9998 R STLRDYIQDTAVVNPHAR V 3 2055.0497 2056.0581 1.0084 -1.0034 2.46 3.972 0.281 1249 1 29 68 2 1 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R AADMTEEQDDATFGETAR E 2 1956.8007 1956.8012 0.0005 0 0.26 3.746 0.492 1596 1 19 34 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R AADMTEEQDDATFGETAR E 2 1956.8007 1957.7951 0.9944 -1.0034 -4.57 4.55 0.513 1802 1 21 34 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R AISIAEFFEK N 2 1153.6019 1153.6028 0.0009 0 0.78 2.653 0.288 751.4 1 14 18 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 0.9858 R AISIAEFFEK N 2 1153.6019 1154.7241 1.1222 -1.0034 103.03 2.112 0.134 414.9 1 12 18 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENAVDAAWNAVSDNLSSDLYALVDDVTTK R 3 3095.4571 3095.4688 0.0117 0 3.78 3.493 0.403 799.6 1 31 112 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENAVDAAWNAVSDNLSSDLYALVDDVTTK R 3 3095.4571 3097.4781 2.021 -2.0067 4.62 4.424 0.497 1175 1 32 112 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENAVDAAWNAVSDNLSSDLYALVDDVTTK R 3 3095.4571 3095.4661 0.009 0 2.91 3.097 0.303 627.8 1 28 112 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 0.9988 R ENAVDAAWNAVSDNLSSDLYALVDDVTTK R 2 3095.4571 3096.4702 1.0131 -1.0034 3.15 2.275 0.316 217.5 2 13 56 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENAVDAAWNAVSDNLSSDLYALVDDVTTKR K 3 3251.5582 3251.5642 0.006 0 1.85 3.516 0.362 682.3 1 28 116 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENVLEALWTAAEGVR E 2 1656.8471 1656.8494 0.0023 0 1.39 4.596 0.541 3056 1 25 28 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENVLEALWTAAEGVR E 2 1656.8471 1656.8599 0.0128 0 7.73 4.335 0.554 2629 1 23 28 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENVLEALWTAAEGVR E 2 1656.8471 1656.8511 0.004 0 2.41 3.908 0.572 2498 1 23 28 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENVLEALWTAAEGVR E 2 1656.8471 1656.8539 0.0068 0 4.10 3.925 0.518 2347 1 23 28 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R ENVLEALWTAAEGVR E 2 1656.8471 1656.8527 0.0056 0 3.38 4.577 0.317 2726 1 23 28 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R NYNLDQPGGSGIPK G 2 1458.7103 1458.7099 -0.0004 0 -0.27 3.531 0.41 1460 1 21 26 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 1 R NYNLDQPGGSGIPK G 2 1458.7103 1458.7085 -0.0018 0 -1.23 3.523 0.331 1383 1 20 26 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 0.9886 R STLRDYIQDTAVVNPHAR V 4 2055.0497 2055.0547 0.005 0 2.43 3.287 0.145 1116 23 34 102 2 1 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 0.9887 M TSYQSQLGEGEGIAEELAESQR A 2 2381.0982 2380.5655 -0.5327 1 196.25 3.51 0.487 1980 1 27 42 2 0 1
Q5V4R5_HALMA 1 Type II DNA topoisomerase VI subunit B (EC 5.99.1.3)  top6B rrnAC0457 796 20.7 10 21 0.9998 K VSDIADDRDTASQLLSAMR E 3 2062.9953 2062.9995 0.0042 0 2.04 3.272 0.274 1259 1 28 72 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R DDDRTETGFIHSTGHGVGLDVHELPR L 5 2859.3536 2859.3535 -0.0001 0 -0.03 3.04 0.352 981.1 1 54 200 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9998 R ATKTETEVDYVR T 3 1410.699 1410.7005 0.0015 0 1.06 3.698 0.207 1210 1 25 44 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R DDDRTETGFIHSTGHGVGLDVHELPR L 4 2859.3536 2859.3611 0.0075 0 2.62 4.889 0.463 1989 1 49 150 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R DDDRTETGFIHSTGHGVGLDVHELPR L 5 2859.3536 2859.3584 0.0048 0 1.68 3.42 0.423 1096 1 59 200 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R DDDRTETGFIHSTGHGVGLDVHELPR L 5 2859.3536 2859.3548 0.0012 0 0.42 3.691 0.417 1068 1 57 200 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R DDDRTETGFIHSTGHGVGLDVHELPR L 5 2859.3536 2859.3592 0.0056 0 1.96 3.877 0.411 1018 1 57 200 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9999 R DDDRTETGFIHSTGHGVGLDVHELPR L 4 2859.3536 2859.3621 0.0085 0 2.97 4.284 0.273 2120 1 50 150 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R GVDVSADTDGIVTEIR A 2 1645.8159 1645.8216 0.0057 0 3.46 4.358 0.542 2826 1 25 30 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R GVDVSADTDGIVTEIR A 2 1645.8159 1645.8183 0.0024 0 1.46 4.207 0.544 2648 1 25 30 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R GVDVSADTDGIVTEIR A 2 1645.8159 1645.8189 0.003 0 1.82 4.269 0.525 2839 1 25 30 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9976 R HGCSLDETIVACGADAADPHDSGSGPLVAHEPVIIDIFPK D 4 4052.9248 4051.9226 -1.0022 1 -0.54 4.628 0.228 801.3 1 49 234 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R LAPNGGELEPGHIVTIEPGLYDSAVGGVR I 3 2916.4981 2916.4932 -0.0049 0 -1.68 5.375 0.421 1898 1 43 112 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R LAPNGGELEPGHIVTIEPGLYDSAVGGVR I 3 2916.4981 2917.5081 1.01 -1.0034 2.28 4.59 0.413 1589 1 39 112 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 1 R LAPNGGELEPGHIVTIEPGLYDSAVGGVR I 3 2916.4981 2916.4954 -0.0027 0 -0.93 4.533 0.366 887.2 1 33 112 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9977 R LAPNGGELEPGHIVTIEPGLYDSAVGGVR I 3 2916.4981 2917.5049 1.0068 -1.0034 1.18 2.85 0.205 438.8 1 28 112 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9674 K TETEVDYVR T 2 1110.5193 1110.5189 -0.0004 0 -0.36 1.887 0.053 360.3 6 12 16 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9997 R TETGFIHSTGHGVGLDVHELPR L 4 2358.1716 2358.1768 0.0052 0 2.21 2.154 0.174 860.9 1 40 126 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9988 R TETGFIHSTGHGVGLDVHELPR L 4 2358.1716 2358.1765 0.0049 0 2.08 2.404 0.108 886.8 1 42 126 2 0 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9992 K VEEYGPDEAVSHVLADFLAAYDVDSVAVPPRFPLR T 4 3842.9155 3843.9427 1.0272 -1.0034 6.21 3.234 0.225 797.7 1 36 204 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9985 R VKEEIEVTLLR H 3 1327.7711 1327.7736 0.0025 0 1.88 3.468 0.108 2185 1 25 40 2 1 1
Q5V530_HALMA 1 Xaa-Pro aminopeptidase (EC 3.4.11.9)  pepQ rrnAC0322 400 42.2 9 21 0.9972 R VKEEIEVTLLR H 2 1327.7711 1327.2854 -0.4857 0 -365.80 2.399 0.245 920.5 1 17 20 2 1 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R DGFGELLDDIADTVAATGTTTGINR D 3 2522.2136 2522.2188 0.0052 0 2.06 4.295 0.388 888.4 1 33 96 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 K ATTFFQDYLLDDR Q 2 1603.7518 1603.755 0.0032 0 2.00 2.635 0.447 582.7 1 16 24 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9304 K ATTFFQDYLLDDRQPDNELLR H 3 2569.2449 2569.2461 0.0012 0 0.47 2.33 0.053 631.6 1 24 80 2 1 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R DGFGELLDDIADTVAATGTTTGINR D 2 2522.2136 2522.2124 -0.0012 0 -0.48 5.31 0.492 2280 1 28 48 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R DGFGELLDDIADTVAATGTTTGINR D 2 2522.2136 2522.2154 0.0018 0 0.71 5.102 0.535 2261 1 28 48 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9995 K EALNSLVPLVK N 2 1181.7019 1181.7038 0.0019 0 1.61 2.211 0.218 687.8 1 14 20 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9991 R GTSLLPVAADTLASVR S 2 1569.8726 1569.875 0.0024 0 1.53 2.278 0.198 561.5 1 17 30 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R ISVPVYPGDDETKEALNSLVPLVK N 3 2582.3843 2582.3906 0.0063 0 2.44 2.6 0.397 432.2 1 29 92 2 1 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.999 R LRPADRLTLVDAAK E 3 1537.894 1539.7582 1.8642 -1.0034 559.76 2.615 0.309 379.2 2 20 52 2 1 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9973 R LRPADRLTLVDAAK E 3 1537.894 1537.8932 -0.0008 0 -0.52 2.557 0.245 268.2 37 17 52 2 1 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R LVENAPDAVDVAEQYDDVLR K 2 2230.0753 2230.0811 0.0058 0 2.60 4.915 0.598 1754 1 25 38 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R LVENAPDAVDVAEQYDDVLR K 2 2230.0753 2230.0823 0.007 0 3.14 5.056 0.579 1812 1 26 38 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R NSVVVLDEPQSLPLDWWK I 2 2124.0891 2124.0962 0.0071 0 3.34 3.779 0.581 937.6 1 19 34 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R NSVVVLDEPQSLPLDWWK I 2 2124.0891 2124.1101 0.021 0 9.89 4.746 0.624 1540 1 24 34 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R NVAETYTEDQPSLDR L 2 1736.7853 1736.7849 -0.0004 0 -0.23 3.901 0.478 622.4 1 19 28 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 1 R TDADHEIVESVR N 2 1369.6473 1369.6471 -0.0002 0 -0.15 3.269 0.387 857.5 1 15 22 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9989 R TGFIVPDSTVAHQFI - 2 1630.8355 1630.8253 -0.0102 0 -6.25 2.111 0.218 517.2 1 17 28 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9998 K TLTGLSAALDIR D 2 1229.6979 1229.6995 0.0016 0 1.30 2.797 0.197 1233 1 18 22 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9999 R TPAGEPLRPVVK T 3 1262.7346 1262.7373 0.0027 0 2.14 2.38 0.298 582.6 1 22 44 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9998 R TPAGEPLRPVVK T 3 1262.7346 1262.7351 0.0005 0 0.40 2.389 0.258 397.9 2 20 44 2 0 1
Q5V7X1_HALMA 1 Putative helicase  pNG4051 pNG4051 893 22.8 14 21 0.9996 R TPAGEPLRPVVK T 3 1262.7346 1262.7357 0.0011 0 0.87 2.299 0.239 452 2 21 44 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 K TPAEEPDKVLGR T 3 1310.683 1310.6842 0.0012 0 0.92 3.076 0.389 794.5 1 24 44 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 R ETAEDHTFEQLIDSVVEGR L 2 2174.0127 2174.0169 0.0042 0 1.93 4.181 0.526 1162 1 25 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 R ETAEDHTFEQLIDSVVEGR L 2 2174.0127 2174.0125 -0.0002 0 -0.09 4.792 0.537 1263 1 26 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9999 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0164 0.0037 0 1.70 3.169 0.241 923.8 1 26 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9998 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0174 0.0047 0 2.16 3.03 0.222 1286 1 29 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9994 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0254 0.0127 0 5.84 3.006 0.176 1053 1 27 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9993 R ETAEDHTFEQLIDSVVEGR L 3 2174.0127 2174.0137 0.001 0 0.46 3.099 0.162 1385 1 30 72 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9989 R RTMIDLVR E 2 1002.5644 1002.5655 0.0011 0 1.10 1.821 0.237 562.1 2 11 14 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 R TIETTLGELTNDASENNTK L 2 2049.9702 2049.9654 -0.0048 0 -2.34 3.31 0.494 598.3 1 20 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 R TIETTLGELTNDASENNTK L 2 2049.9702 2049.9654 -0.0048 0 -2.34 2.766 0.493 773.3 1 19 36 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9991 R TMIDLVR E 2 846.4633 846.4646 0.0013 0 1.54 1.872 0.263 469 9 11 12 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9877 R TMIDLVR E 2 846.4633 846.4642 0.0009 0 1.06 1.913 0.148 327.3 68 9 12 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 K TPAEEPDKVLGR T 3 1310.683 1310.6847 0.0017 0 1.30 2.428 0.397 1002 1 27 44 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 K TPAEEPDKVLGR T 3 1310.683 1310.6844 0.0014 0 1.07 2.97 0.436 801.6 1 24 44 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 K TPAEEPDKVLGR T 2 1310.683 1310.6839 0.0009 0 0.69 3.187 0.414 1141 1 19 22 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9999 K TPAEEPDKVLGR T 2 1310.683 1310.6848 0.0018 0 1.37 3.12 0.404 1177 1 19 22 2 1 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 1 R VQIQPVAVTTK K 2 1182.6972 1182.6966 -0.0006 0 -0.51 2.434 0.343 671.1 1 14 20 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.999 R VQIQPVAVTTK K 2 1182.6972 1182.6946 -0.0026 0 -2.20 2.432 0.154 622.8 2 14 20 2 0 1
RS3A_HALMAReview 1 30S ribosomal protein S3Ae  rps3Ae rrnAC1429 213 49.3 9 21 0.9989 R WYTVQAPEQFDREVLGK T 3 2065.0269 2065.0323 0.0054 0 2.61 2.525 0.261 431.2 4 21 64 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R LADFQEYLQGFLDRLEGTDNAQNQPR E 3 3037.4529 3037.4732 0.0203 0 6.68 6.058 0.458 3329 1 43 100 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 0.9997 R DIIQHHAVFWPAMLR G 3 1832.9508 1832.4381 -0.5127 1 265.86 3.64 0.322 1249 1 27 56 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 0.9988 K EIEVAWDTEEDQPLPDR Y 2 2040.9276 2040.9278 0.0002 0 0.10 2.47 0.172 477 2 14 32 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R GRIEDAIADFEAAVR E 2 1631.8267 1631.8274 0.0007 0 0.43 3.939 0.387 1652 1 22 28 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 0.9996 R GRIEDAIADFEAAVR E 3 1631.8267 1631.8247 -0.002 0 -1.23 3.011 0.234 1288 1 27 56 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 0.9993 R GRIEDAIADFEAAVR E 3 1631.8267 1632.8297 1.003 -1.0034 -0.21 3.021 0.273 917.1 1 24 56 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 0.9939 R HGTEWDDEWADDSGEIIHVIGR D 4 2536.1255 2536.1306 0.0051 0 2.01 2.969 0.142 626 22 34 126 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R HLEPGEIEAPVSTLTGNPAEYR T 2 2379.1706 2379.1826 0.012 0 5.04 5.452 0.57 1726 1 27 42 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R IGQQTAFVSGSDMHGTPVAVNAAEEGVAPR E 3 2995.4458 2995.4453 -0.0005 0 -0.17 5.65 0.54 1602 1 39 116 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R IGQQTAFVSGSDMHGTPVAVNAAEEGVAPR E 3 2995.4458 2995.4495 0.0037 0 1.24 5.467 0.577 2151 1 41 116 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R IGQQTAFVSGSDMHGTPVAVNAAEEGVAPR E 3 2995.4458 2995.4522 0.0064 0 2.14 6.173 0.55 1645 1 39 116 2 0 1



SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R IGQQTAFVSGSDMHGTPVAVNAAEEGVAPR E 3 3011.4452 3011.4439 -0.0013 0 -0.43 5.915 0.622 1092 1 33 116 2 0 1 IGQQTAFVSGSDM[147]HGTPVAVNAAEEGVAPR

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R IGQQTAFVSGSDMHGTPVAVNAAEEGVAPR E 3 2995.4458 2995.4536 0.0078 0 2.60 6.844 0.608 2699 1 47 116 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R LADFQEYLQGFLDRLEGTDNAQNQPR E 3 3037.4529 3037.4646 0.0117 0 3.85 5.49 0.442 3509 1 43 100 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R LADFQEYLQGFLDRLEGTDNAQNQPR E 3 3037.4529 3037.4605 0.0076 0 2.50 5.468 0.452 3564 1 43 100 2 1 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R NYDGTPDAAVSDDVR G 2 1593.6907 1593.6907 0 0 0.00 4.192 0.441 1343 1 23 28 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R NYDGTPDAAVSDDVR G 2 1593.6907 1594.6853 0.9946 -1.0034 -5.49 3.989 0.434 1465 1 23 28 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 0.9983 R RIGQQTAFVSGSDMHGTPVAVNAAEEGVAPR E 4 3151.5469 3151.5581 0.0112 0 3.55 2.992 0.086 641.6 1 37 180 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R TYVDGDALSR A 2 1095.5196 1095.5186 -0.001 0 -0.91 3.056 0.369 1244 1 17 18 2 0 1

SYM_HALMAReview 1 Methionyl-tRNA synthetase (EC 6.1.1.10) (Methionine--tRNA ligase)(MetRS)  metG rrnAC1800 717 25.9 11 21 1 R TYVDGDALSR A 2 1095.5196 1095.5254 0.0058 0 5.29 3.042 0.38 1070 1 16 18 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 0.9999 M TEIIDGNAVAQSIRDDLVASIDR L 3 2470.2663 2470.271 0.0047 0 1.90 4.597 0.478 1938 1 39 88 2 1 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 0.9999 K EVAGAITPVPGGVGPMTR A 2 1707.8978 1707.9009 0.0031 0 1.82 2.558 0.278 637.5 1 18 34 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 K GYELVGDVEYESAK E 2 1557.7198 1557.7211 0.0013 0 0.83 3.098 0.438 872.7 1 19 26 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 R LADAGHRPSLATVLMSEDPASETYVSMK Q 3 2975.4368 2975.4341 -0.0027 0 -0.91 4.056 0.419 1103 1 34 108 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 0.9961 R LADAGHRPSLATVLMSEDPASETYVSMK Q 4 2975.4368 2976.451 1.0142 -1.0034 3.65 2.854 0.115 995.2 1 37 162 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 K LIESAGVDTEGKDAVVVGR S 2 1914.0058 1914.0095 0.0037 0 1.93 4.861 0.514 2306 1 25 36 2 1 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 K MIQEGATVIDVGINR V 2 1614.8399 1614.8443 0.0044 0 2.72 4.606 0.408 2454 1 24 28 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 R NADILVAAAGVPEMIDGK M 2 1782.9186 1782.9336 0.015 0 8.41 3.448 0.436 858.5 1 19 34 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 R NADILVAAAGVPEMIDGK M 2 1782.9186 1782.9101 -0.0085 0 -4.77 2.632 0.329 583.3 1 16 34 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 0.9885 R NADILVAAAGVPEMIDGK M 2 1782.9186 1782.9274 0.0088 0 4.94 2.181 0.058 651.2 1 16 34 2 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 0.9757 D PASETYVSMK Q 2 1111.5219 1111.5205 -0.0014 0 -1.26 2.252 0.322 388.9 8 11 18 1 0 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 M TEIIDGNAVAQSIRDDLVASIDR L 3 2470.2663 2470.27 0.0037 0 1.50 4.904 0.505 1719 1 37 88 2 1 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 1 M TEIIDGNAVAQSIRDDLVASIDR L 3 2470.2663 2471.2581 0.9918 -1.0034 -4.68 5.004 0.514 1769 1 37 88 2 1 1

FOLD1_HALMAReview 1 Bifunctional protein folD 1 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD1 rrnAC0996 297 56.6 10 20 0.9856 M TEIIDGNAVAQSIRDDLVASIDR L 3 2470.2663 2471.2581 0.9918 -1.0034 -4.68 3.867 0.357 998 1 30 88 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9825 K AIDADIPAETTFHR K 3 1555.763 1555.7643 0.0013 0 0.84 1.763 0.142 342.1 4 21 52 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 1 R AGTPLMEIVTEPDFR A 2 1674.8287 1674.8253 -0.0034 0 -2.03 2.927 0.457 1405 1 19 28 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 1 R AGTPLMEIVTEPDFR A 2 1674.8287 1676.8637 2.035 -2.0067 16.90 3.622 0.436 1307 1 19 28 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9999 R AGTPLMEIVTEPDFR A 2 1674.8287 1676.8656 2.0369 -2.0067 18.03 3.229 0.404 1095 1 18 28 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9999 K AIDADIPAETTFHR K 3 1555.763 1555.7781 0.0151 0 9.71 2.759 0.256 682.1 1 25 52 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9992 K AIDADIPAETTFHR K 3 1555.763 1555.7781 0.0151 0 9.71 2.292 0.222 463.7 2 24 52 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9587 K AIDADIPAETTFHR K 3 1555.763 1555.7781 0.0151 0 9.71 2.227 0.027 423 3 23 52 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9996 R AVEQETRHFNETHGNTVSMR S 4 2358.0816 2358.0786 -0.003 0 -1.27 3.194 0.216 636.4 2 33 114 2 1 1 AVEQETRHFNETHGNTVSM[147]R

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9815 R AVEQETRHFNETHGNTVSMR S 3 2342.0822 2343.0852 1.003 -1.0034 -0.15 2.864 0.147 815.5 1 24 76 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9766 R AVEQETRHFNETHGNTVSMR S 3 2342.0822 2343.0855 1.0033 -1.0034 -0.02 2.943 0.129 948.2 1 28 76 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 1 R DMAITDIDDRFDEVTQLVALVAEDEITAK N 3 3235.5806 3235.5913 0.0107 0 3.31 4.336 0.399 1345 1 35 112 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9998 R DMAITDIDDRFDEVTQLVALVAEDEITAK N 3 3235.5806 3235.5872 0.0066 0 2.04 3.289 0.284 487.1 1 23 112 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9997 R DMAITDIDDRFDEVTQLVALVAEDEITAK N 3 3251.58 3253.5982 2.0182 -2.0067 3.54 3.734 0.309 652.9 1 27 112 2 1 1 DM[147]AITDIDDRFDEVTQLVALVAEDEITAK

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9993 R DMAITDIDDRFDEVTQLVALVAEDEITAK N 3 3235.5806 3235.586 0.0054 0 1.67 3.429 0.213 566.6 1 24 112 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 0.9993 R DMAITDIDDRFDEVTQLVALVAEDEITAK N 3 3235.5806 3235.586 0.0054 0 1.67 3.252 0.223 652.1 1 26 112 2 1 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 1 R FDANLAATWVADNLLGELNYR D 2 2365.1702 2365.1834 0.0132 0 5.58 5.052 0.545 2336 1 25 40 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 1 R FDANLAATWVADNLLGELNYR D 2 2365.1702 2365.1717 0.0015 0 0.63 5.316 0.527 2548 1 26 40 2 0 1

GATB_HALMAReview 1 Aspartyl\glutamyl-tRNA(Asn\Gln) amidotransferase subunit B(EC 6.3.5.-)
(Asp\Glu-ADT subunit B)  gatB rrnAC1642 505 31.3 7 20 1 K TSGDEVQQAVVEAIDENPDAVEDYHSGEGGAINFLVGQVMEK T 3 4446.0445 4446.0474 0.0029 0 0.65 6.229 0.544 2068 1 45 164 2 0 1

Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9984 K KMIYATSSATVPK Q 2 1395.7432 1395.7454 0.0022 0 1.58 2.185 0.225 562.2 9 13 24 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 K AAQFIWTCDAYNIPLLYLCDTPGFMAGSGVEK E 3 3493.6396 3493.6282 -0.0114 0 -3.26 4.511 0.411 655.8 1 29 124 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9116 R AGAIFPDAAEK A 2 1088.5502 1088.5454 -0.0048 0 -4.41 1.853 0.041 425.4 18 12 20 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9968 R DMSAMAIASPR M 2 1164.5312 1164.5454 0.0142 0 12.19 1.937 0.157 780.3 1 15 20 2 0 1 DM[147]SAMAIASPR
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9996 R EEALREEIAEILEGGPEK Y 3 2011.0109 2011.0172 0.0063 0 3.13 3.569 0.203 2276 1 31 68 2 1 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9992 K FYYNHSMLSGR V 3 1373.6186 1373.6206 0.002 0 1.46 2.097 0.254 477.1 7 20 40 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.996 K FYYNHSMLSGR V 3 1373.6186 1373.6188 0.0002 0 0.15 1.881 0.167 416.1 1 19 40 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 R IDGRPIGVIANQPAQR A 3 1703.9431 1703.9457 0.0026 0 1.53 4.532 0.312 1498 3 30 60 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 K ISDDATESEAQAIAEALATHFEDDITLVVDGGETVSSATYDGTR Q 3 4570.0994 4572.0982 1.9988 -2.0067 -1.73 4.777 0.409 850.4 1 36 172 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 K ISDDATESEAQAIAEALATHFEDDITLVVDGGETVSSATYDGTR Q 3 4570.0994 4571.1074 1.008 -1.0034 1.02 5.072 0.474 1122 1 37 172 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 K ISDDATESEAQAIAEALATHFEDDITLVVDGGETVSSATYDGTR Q 3 4570.0994 4570.105 0.0056 0 1.23 6.028 0.525 1844 1 44 172 2 0 1



Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 K ISDDATESEAQAIAEALATHFEDDITLVVDGGETVSSATYDGTR Q 3 4570.0994 4572.0982 1.9988 -2.0067 -1.73 5.741 0.482 1216 1 38 172 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9644 K KMIYATSSATVPK Q 2 1395.7432 1395.7418 -0.0014 0 -1.00 2.017 0.103 237.8 38 10 24 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 1 R MASEVVVDDIVPPSDLR T 2 1840.924 1840.9309 0.0069 0 3.75 2.615 0.337 415.5 1 18 32 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9998 K MIYATSSATVPK Q 2 1267.6482 1267.6503 0.0021 0 1.66 2.393 0.26 817.4 1 16 22 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9914 K MIYATSSATVPK Q 3 1283.6476 1285.6449 1.9973 -2.0067 -7.32 2.151 0.176 602.2 1 20 44 2 0 1 M[147]IYATSSATVPK
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9918 K RSPEGIDSVVPEKPNK G 3 1750.9213 1750.9169 -0.0044 0 -2.51 3.008 0.057 1268 4 32 60 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.999 R VVDAGSTLELRPEYGK E 3 1732.8995 1732.9044 0.0049 0 2.83 2.014 0.235 358.4 1 24 60 2 0 1
Q5UWC0_HALMA 1 Propionyl-CoA carboxylase beta subunit  pccB rrnB0261 572 36.9 13 20 0.9926 R VVDAGSTLELRPEYGK E 3 1732.8995 1732.9 0.0005 0 0.29 1.95 0.198 232.3 20 19 60 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R LNDTPADVASAVMSTLHELVPAVESAVDAPASTVAFNNGEVA F 5 5735.8642 5735.8618 -0.0024 0 -0.42 4.626 0.343 1068 1 70 440 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R FEDDGGRPIHVLVNDRPDISDDELDDIENDIVAEQA - 3 4034.8617 4036.8682 2.0065 -2.0067 -0.05 5.564 0.55 768.7 1 32 140 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R FEDDGGRPIHVLVNDRPDISDDELDDIENDIVAEQA - 4 4034.8617 4035.8909 1.0292 -1.0034 6.41 4.373 0.487 1472 1 57 210 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R FEDDGGRPIHVLVNDRPDISDDELDDIENDIVAEQA - 3 4034.8617 4034.8804 0.0187 0 4.63 4.737 0.469 777.4 1 32 140 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R FEDDGGRPIHVLVNDRPDISDDELDDIENDIVAEQA - 3 4034.8617 4036.8682 2.0065 -2.0067 -0.05 4.827 0.461 1059 1 34 140 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R FEDDGGRPIHVLVNDRPDISDDELDDIENDIVAEQA - 3 4034.8617 4034.8736 0.0119 0 2.95 4.512 0.504 578.7 1 29 140 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R LNDTPADVASAVMSTLHELVPAVESAVDAPASTVAFNNGEVA F 5 5735.8642 5735.8823 0.0181 0 3.16 4.762 0.356 1280 1 74 440 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R LNDTPADVASAVMSTLHELVPAVESAVDAPASTVAFNNGEVA F 4 5735.8642 5737.875 2.0108 -2.0067 0.71 5.106 0.355 1032 1 57 330 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 0.9998 - MSEDCIFCQIVAGDIPGR T 2 1952.8794 1953.8654 0.986 -1.0034 -8.88 3.664 0.251 732.3 1 18 34 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 0.9781 M SEDCIFCQIVAGDIPGR T 2 1821.8389 1819.8294 -2.0095 2 -5.21 4.647 0.315 976.9 1 19 32 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 0.9166 M SEDCIFCQIVAGDIPGR T 2 1821.8389 1819.828 -2.0109 2 -5.98 4.013 0.273 1074 1 20 32 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 2 2924.5171 2925.5254 1.0083 -1.0034 1.69 3.348 0.538 414.8 1 16 52 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 3 2924.5171 2924.5259 0.0088 0 3.01 3.01 0.543 779.4 1 39 104 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 3 2924.5171 2924.5166 -0.0005 0 -0.17 3.649 0.565 688 1 37 104 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 2 2924.5171 2924.5144 -0.0027 0 -0.92 3.373 0.519 690.8 1 19 52 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 2 2924.5171 2924.5188 0.0017 0 0.58 3.431 0.443 659.6 1 19 52 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 3 2924.5171 2924.5188 0.0017 0 0.58 4.737 0.566 530.1 1 35 104 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 3 2924.5171 2924.5244 0.0073 0 2.50 3.803 0.566 795 1 37 104 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 1 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 2 2924.5171 2924.5181 0.001 0 0.34 3.535 0.525 556.3 1 18 52 2 0 1
Q5UZ82_HALMA 1 Histidine triad protein  hit2 rrnAC2638 142 96.5 5 20 0.9995 R TVYEDDTVLAFLDANPLSPGHTLVIPK A 4 2924.5171 2924.5125 -0.0046 0 -1.57 3.671 0.188 876.6 4 38 156 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9998 M AFSDHLLDIGEDIWDAQKDHPFVR E 3 2823.3616 2823.3628 0.0012 0 0.43 6.12 0.393 2353 1 39 92 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9987 M AFSDHLLDIGEDIWDAQK D 3 2071.9851 2071.9868 0.0017 0 0.82 3.558 0.348 1467 1 29 68 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9969 M AFSDHLLDIGEDIWDAQK D 3 2071.9851 2071.9915 0.0064 0 3.09 3.846 0.289 1704 1 32 68 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9969 M AFSDHLLDIGEDIWDAQK D 3 2071.9851 2071.9861 0.001 0 0.48 4.037 0.278 1777 1 33 68 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 M AFSDHLLDIGEDIWDAQKDHPFVR E 3 2823.3616 2823.3706 0.009 0 3.19 6.395 0.491 2621 1 41 92 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 M AFSDHLLDIGEDIWDAQKDHPFVR E 4 2823.3616 2823.3723 0.0107 0 3.79 6.408 0.439 3578 1 51 138 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 M AFSDHLLDIGEDIWDAQKDHPFVR E 4 2823.3616 2823.3606 -0.001 0 -0.35 6.273 0.426 3855 1 53 138 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 M AFSDHLLDIGEDIWDAQKDHPFVR E 4 2823.3616 2824.3709 1.0093 -1.0034 2.11 5.873 0.442 4338 1 53 138 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 M AFSDHLLDIGEDIWDAQKDHPFVR E 4 2823.3616 2823.3704 0.0088 0 3.12 6.14 0.43 4282 1 54 138 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9906 M AFSDHLLDIGEDIWDAQKDHPFVR E 5 2823.3616 2823.3704 0.0088 0 3.12 2.679 0.266 1068 1 56 184 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9697 M AFSDHLLDIGEDIWDAQKDHPFVR E 5 2823.3616 2823.3616 0 0 0.00 2.553 0.267 904.7 3 54 184 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9377 M AFSDHLLDIGEDIWDAQKDHPFVR E 5 2823.3616 2823.3513 -0.0103 0 -3.65 2.827 0.161 994.8 1 52 184 2 1 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9999 R EFASDYGISER E 2 1272.5622 1272.5579 -0.0043 0 -3.38 2.106 0.388 568.4 3 12 20 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9998 R LFALAGATAGDESTMTHLLGVAHQVLDTEMDLHR E 5 3619.7763 3620.7949 1.0186 -1.0034 4.21 3.192 0.246 1036 1 61 264 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 R YSGQHDAMEDAFR T 3 1525.6256 1525.6266 0.001 0 0.66 3.372 0.411 783.6 1 24 48 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 R YSGQHDAMEDAFR T 3 1525.6256 1525.6261 0.0005 0 0.33 2.791 0.293 656 1 22 48 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 R YSGQHDAMEDAFR T 3 1525.6256 1525.6269 0.0013 0 0.85 3.262 0.357 580.5 2 20 48 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 R YSGQHDAMEDAFR T 3 1525.6256 1525.6264 0.0008 0 0.52 3.289 0.359 476.1 1 21 48 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 0.9999 R YSGQHDAMEDAFR T 2 1525.6256 1525.6269 0.0013 0 0.85 2.64 0.299 505.3 1 14 24 2 0 1
Q5V1E0_HALMA 1 Transcriptional activator tenA  tenA rrnAC1765 219 43.8 6 20 1 R YTPFIEMYTSDDFR E 2 1783.7763 1783.7765 0.0002 0 0.11 2.511 0.412 677.5 1 17 26 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R EVAQPAAGDTFVVTGAAGAVGSVAGQLAK L 2 2641.3711 2641.3699 -0.0012 0 -0.45 5.882 0.605 3081 1 32 56 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ATVEGLLVSDFEPR F 2 1531.7882 1531.7893 0.0011 0 0.72 3.03 0.384 1970 1 20 26 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9999 R ATVEGLLVSDFEPR F 2 1531.7882 1531.7924 0.0042 0 2.74 2.302 0.369 1686 1 20 26 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9998 R ATVEGLLVSDFEPRFEEATK Q 3 2237.1215 2237.1289 0.0074 0 3.31 3.419 0.261 1001 1 26 76 2 1 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 3 2649.281 2649.2886 0.0076 0 2.87 4.601 0.374 1519 1 37 96 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 2 2649.281 2650.2749 0.9939 -1.0034 -3.57 4.669 0.516 949.3 1 25 48 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 2 2649.281 2649.2835 0.0025 0 0.94 4.805 0.53 915.7 1 23 48 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 2 2649.281 2649.2827 0.0017 0 0.64 4.856 0.508 880.8 1 22 48 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 3 2649.281 2649.2886 0.0076 0 2.87 5.318 0.408 1584 1 40 96 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 2 2649.281 2649.2864 0.0054 0 2.04 4.955 0.521 883.7 1 23 48 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 2 2649.281 2649.284 0.003 0 1.13 3.822 0.262 827.5 1 22 48 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R ETVTEGIENAPDAFLGLFEGENIGK Q 3 2649.281 2649.2903 0.0093 0 3.51 5.082 0.415 1852 1 41 96 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 R EVAQPAAGDTFVVTGAAGAVGSVAGQLAK L 2 2641.3711 2641.375 0.0039 0 1.48 6.022 0.596 2738 1 32 56 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9985 R EVAQPAAGDTFVVTGAAGAVGSVAGQLAK L 3 2641.3711 2641.3775 0.0064 0 2.42 3.537 0.165 587 21 23 112 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 K RPEGTPDHDTFELSEEEIPEPGPGEVLIK T 3 3216.5462 3216.5486 0.0024 0 0.75 3.794 0.421 568.3 1 35 112 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 1 K RPEGTPDHDTFELSEEEIPEPGPGEVLIK T 3 3216.5462 3216.5469 0.0007 0 0.22 4.44 0.458 361.5 1 31 112 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9998 K RPEGTPDHDTFELSEEEIPEPGPGEVLIK T 4 3216.5462 3216.5537 0.0075 0 2.33 2.755 0.207 758.2 2 43 168 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9958 K RPEGTPDHDTFELSEEEIPEPGPGEVLIK T 4 3216.5462 3216.554 0.0078 0 2.42 2.663 0.185 477.4 36 34 168 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9749 K RPEGTPDHDTFELSEEEIPEPGPGEVLIK T 4 3216.5462 3216.5557 0.0095 0 2.95 3.018 0.124 425.6 84 33 168 2 0 1
Q5V206_HALMA 1 Quinone oxidoreductase (EC 1.6.5.5)  yfmJ2 rrnAC1526 337 35.6 6 20 0.9407 K VSFLEDDLGFDVGINYK T 2 1929.936 1930.3253 0.3893 0 201.72 1.795 0.055 260.6 3 13 32 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R DLMGLLQLDYLDVASK E 2 1792.9281 1792.9363 0.0082 0 4.57 3.196 0.507 1448 1 19 30 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R AQITQTIPEDAGVQNLDFDR Q 2 2230.0866 2230.0896 0.003 0 1.35 4.777 0.593 1014 1 27 38 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R DLMGLLQLDYLDVASK E 2 1792.9281 1792.9319 0.0038 0 2.12 4.176 0.379 2699 1 23 30 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R GQDEITLGDTSGPR A 2 1444.6794 1444.6815 0.0021 0 1.45 2.984 0.4 623.4 1 15 26 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R GQDEITLGDTSGPR A 2 1444.6794 1444.6784 -0.001 0 -0.69 4.166 0.426 1668 1 21 26 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 0.993 R HGATLDEISASVGWTPEVVR T 3 2123.0647 2123.0777 0.013 0 6.12 2.757 0.075 483 1 23 76 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 0.9997 R INVRPTQEALVPPNEAR A 3 1903.0275 1903.0266 -0.0009 0 -0.47 3.087 0.195 854.3 1 30 64 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 0.9981 R INVRPTQEALVPPNEAR A 3 1903.0275 1903.0282 0.0007 0 0.37 3.166 0.128 704.4 5 28 64 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R LLGSDPDSTMAFVGYQAEGTLGR Q 2 2384.1318 2385.1319 1.0001 -1.0034 -1.36 5.238 0.596 1563 1 26 44 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 0.9963 R THNPKNLETFR L 3 1355.6946 1355.6935 -0.0011 0 -0.81 2.316 0.243 519.2 44 18 40 2 1 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 0.929 R THNPKNLETFR L 3 1355.6946 1355.7082 0.0136 0 10.03 1.996 0.141 504 92 16 40 2 1 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R TPPMESSTVSNVR N 2 1403.6715 1403.6853 0.0138 0 9.83 3.223 0.459 955 1 18 24 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 1 R TPPMESSTVSNVR N 2 1403.6715 1403.6732 0.0017 0 1.21 2.522 0.389 1052 1 18 24 2 0 1
Q5V2K7_HALMA 1 MRNA 3'-end processing factor-like  epf2a rrnAC1310 640 25 11 20 0.9988 R YNVAFSGDIHYK D 3 1412.6724 1412.6751 0.0027 0 1.91 2.268 0.213 558.4 6 19 44 2 0 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9724 K GEFLNREEAIEDLLSTGLK A 3 2133.0953 2133.0933 -0.002 0 -0.94 2.828 0.055 1206 1 28 72 2 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 R EEAIEDLLSTGLK A 2 1416.7348 1416.7349 0.0001 0 0.07 3.737 0.487 1759 1 21 24 2 0 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 R EEAIEDLLSTGLK A 2 1416.7348 1416.7378 0.003 0 2.12 3.049 0.486 1871 1 21 24 2 0 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K GEFLNREEAIEDLLSTGLK A 3 2133.0953 2133.0991 0.0038 0 1.78 4.086 0.3 2237 1 35 72 2 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9999 K GEFLNREEAIEDLLSTGLK A 3 2133.0953 2133.0962 0.0009 0 0.42 3.518 0.28 2428 1 34 72 2 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9999 K GEFLNREEAIEDLLSTGLK A 3 2133.0953 2133.0957 0.0004 0 0.19 4.102 0.259 2893 1 37 72 2 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.996 Q LVEKGEFLNR E 2 1203.6611 1203.6258 -0.0353 0 -29.33 3.098 0.433 979.9 1 16 18 1 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9965 M PKVEINIPEHLEMQIAQLVEK G 4 2457.3301 2457.3333 0.0032 0 1.30 3.654 0.292 1429 1 47 120 2 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9826 M PKVEINIPEHLEMQIAQLVEK G 4 2457.3301 2457.3247 -0.0054 0 -2.20 3.846 0.252 991.7 3 38 120 2 1 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 M PKVEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 5 4572.4149 4574.4356 2.0207 -2.0067 3.06 6.941 0.405 2625 1 69 312 2 3 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.991 M PKVEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 5 4572.4149 4572.4531 0.0382 0 8.35 6.097 0.302 2422 1 65 312 2 3 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEK G 2 2232.1824 2232.1873 0.0049 0 2.20 5.012 0.527 1065 1 25 36 2 0 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEK G 3 2232.1824 2232.1895 0.0071 0 3.18 5.649 0.415 2155 1 35 72 2 0 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEK G 3 2248.1818 2248.1824 0.0006 0 0.27 4.924 0.39 1756 1 35 72 2 0 1 VEINIPEHLEM[147]QIAQLVEK
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEK G 3 2232.1824 2232.1865 0.0041 0 1.84 4.698 0.411 1892 1 35 72 2 0 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 4 4347.2672 4349.2906 2.0234 -2.0067 3.84 5.308 0.485 491.3 1 49 222 2 2 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 5 4347.2672 4347.2725 0.0053 0 1.22 3.765 0.302 1222 1 57 296 2 2 1
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 1 K VEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 4 4363.2666 4363.2974 0.0308 0 7.06 6.021 0.457 766.6 1 48 222 2 2 1 VEINIPEHLEM[147]QIAQLVEKGEFLNREEAIEDLLSTGLK
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9999 K VEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 4 4363.2666 4364.2964 1.0298 -1.0034 6.06 5.189 0.323 852.6 1 48 222 2 2 1 VEINIPEHLEM[147]QIAQLVEKGEFLNREEAIEDLLSTGLK
Q5V3T4_HALMA 1 Surface glycoprotein  csg2 rrnAC0836 71 56.3 7 20 0.9999 K VEINIPEHLEMQIAQLVEKGEFLNREEAIEDLLSTGLK A 4 4347.2672 4348.3159 1.0487 -1.0034 10.43 4.718 0.313 555.8 1 47 222 2 2 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9998 K TELLEHIR A 2 1009.5556 1009.5583 0.0027 0 2.67 2.649 0.211 1069 5 13 14 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R ALATELGRPPTLEDLNADDDRPSFKPYR R 4 3156.584 3156.5901 0.0061 0 1.93 3.59 0.355 590 1 37 162 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R ALATELGRPPTLEDLNADDDRPSFKPYR R 4 3156.584 3156.5874 0.0034 0 1.08 3.36 0.397 823.1 1 43 162 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9999 R ALATELGRPPTLEDLNADDDRPSFKPYR R 4 3156.584 3156.5882 0.0042 0 1.33 2.938 0.248 757.3 1 40 162 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9996 R ALATELGRPPTLEDLNADDDRPSFKPYR R 5 3156.584 3156.5843 0.0003 0 0.10 3.119 0.291 730.4 17 49 216 2 0 1



Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9823 R ALATELGRPPTLEDLNADDDRPSFKPYR R 5 3156.584 3157.5637 0.9797 -1.0034 -7.49 2.885 0.126 680.6 9 50 216 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9767 R ALATELGRPPTLEDLNADDDRPSFKPYR R 5 3156.584 3157.6138 1.0298 -1.0034 8.38 3.07 0.063 892.6 4 53 216 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9217 R ALATELGRPPTLEDLNADDDRPSFKPYR R 5 3156.584 3156.5874 0.0034 0 1.08 2.735 0.043 624 23 47 216 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R DLATELGETPSVQQLNAAEDYPSR A 2 2603.2351 2604.2373 1.0022 -1.0034 -0.44 5.191 0.57 1493 1 27 46 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R ELAAELGETPSVNQMSAAEGRPSGSTYR H 3 2923.3662 2923.3765 0.0103 0 3.52 3.798 0.452 936.1 1 35 108 2 0 1 ELAAELGETPSVNQM[147]SAAEGRPSGSTYR
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9934 R ELAAELGETPSVNQMSAAEGRPSGSTYR H 3 2923.3662 2924.3599 0.9937 -1.0034 -3.30 2.906 0.149 644.3 1 31 108 2 0 1 ELAAELGETPSVNQM[147]SAAEGRPSGSTYR
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R HRFDSWSDAVEQAGVEPTDQSGPYTK T 3 2906.3107 2907.3228 1.0121 -1.0034 3.01 5.939 0.467 1900 1 41 100 2 1 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R HRFDSWSDAVEQAGVEPTDQSGPYTK T 3 2906.3107 2906.3098 -0.0009 0 -0.31 6.148 0.513 2238 1 46 100 2 1 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R RFESWTSAIEEAGFDSGRK T 3 2172.0236 2171.6182 -0.4054 0 -186.65 4.928 0.41 2317 1 39 72 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 R RFESWTSAIEEAGFDSGRK T 3 2172.0236 2172.3682 0.3446 0 158.65 3.261 0.288 729.1 1 33 72 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 0.9855 M SYSDEELLTHIR E 3 1461.7099 1461.7096 -0.0003 0 -0.21 2.049 0.345 394.5 1 23 44 2 0 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 K TSSYSEAELLDLLRDLATELGETPSVQQLNAAEDYPSR A 3 4181.0288 4183.0279 1.9991 -2.0067 -1.82 6.84 0.533 2405 1 50 148 2 1 1
Q5V882_HALMA 1 Hypothetical protein  pNG1025 pNG1025 248 64.1 8 20 1 K TSSYSEAELLDLLRDLATELGETPSVQQLNAAEDYPSR A 3 4181.0288 4183.0581 2.0293 -2.0067 5.41 6.215 0.523 2398 1 50 148 2 1 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 K TEPENLLVLAAVSAPEGIVR V 2 2077.1419 2077.1453 0.0034 0 1.64 4.377 0.548 1643 1 25 38 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 R GDASVVTHALAR D 2 1195.6309 1195.6342 0.0033 0 2.76 2.712 0.323 973 1 15 22 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 R GDASVVTHALAR D 2 1195.6309 1195.6297 -0.0012 0 -1.00 3.091 0.355 1621 1 20 22 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9241 R GDASVVTHALARDELTR I 3 1809.9333 1809.9351 0.0018 0 0.99 2.343 0.036 648.9 1 23 64 2 1 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9931 K GLEDVVIVNVLR A 2 1324.7714 1325.7854 1.014 -1.0034 8.04 2.778 0.106 810.6 2 14 22 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 R IRNVETEQVAFR K 2 1460.7735 1460.7854 0.0119 0 8.15 4.163 0.459 1726 1 19 22 2 1 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9998 R IRNVETEQVAFR K 2 1460.7735 1460.7654 -0.0081 0 -5.55 3.311 0.314 1359 1 17 22 2 1 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 K LPEITEDDTVIIADPMLATGSTMATVLDYITSEK T 3 3652.7991 3654.8181 2.019 -2.0067 3.37 5.25 0.44 1054 1 33 132 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9999 K LPEITEDDTVIIADPMLATGSTMATVLDYITSEK T 3 3652.7991 3653.8323 1.0332 -1.0034 8.17 4.192 0.271 610.4 1 27 132 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9294 K LPEITEDDTVIIADPMLATGSTMATVLDYITSEK T 3 3652.7991 3653.7979 0.9988 -1.0034 -1.25 2.738 0.081 412.8 11 23 132 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9965 R METEYTEVQTPLTTTMGER V 2 2247.9965 2247.8853 -0.1112 0 -49.47 1.906 0.183 439.5 1 15 36 2 0 1 M[147]ETEYTEVQTPLTTTM[147]GER

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 K TEPENLLVLAAVSAPEGIVR V 2 2077.1419 2077.1402 -0.0017 0 -0.82 3.038 0.357 622.7 2 15 38 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 K TEPENLLVLAAVSAPEGIVR V 2 2077.1419 2077.1419 0 0 0.00 4.42 0.518 2074 1 27 38 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 1 K TEPENLLVLAAVSAPEGIVR V 3 2077.1419 2077.146 0.0041 0 1.97 4.528 0.451 694.7 1 30 76 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9999 K TEPENLLVLAAVSAPEGIVR V 3 2077.1419 2077.1419 0 0 0.00 3.474 0.236 622 1 28 76 2 0 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9998 R VKGLEDVVIVNVLR A 3 1551.9348 1551.934 -0.0008 0 -0.52 4.022 0.197 1320 1 26 52 2 1 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9998 R VKGLEDVVIVNVLR A 3 1551.9348 1551.9354 0.0006 0 0.39 4.417 0.181 1758 4 29 52 2 1 1

UPP_HALMAReview 1 Probable uracil phosphoribosyltransferase (EC 2.4.2.9)
(UMPpyrophosphorylase) (UPRTase)  upp rrnAC2577 225 52 9 20 0.9998 R VKGLEDVVIVNVLR A 3 1551.9348 1551.9345 -0.0003 0 -0.19 4.033 0.186 1787 1 29 52 2 1 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 K TITEALAEDPGSHVVLDNVDPEHVR R 3 2712.3355 2712.3306 -0.0049 0 -1.81 5.726 0.497 1201 1 35 96 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9997 R AGHRDKVVTFVRPR E 4 1636.9274 1636.9304 0.003 0 1.83 2.974 0.222 1025 2 29 78 2 2 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9995 R AGHRDKVVTFVRPR E 4 1636.9274 1636.9289 0.0015 0 0.92 2.915 0.276 702.6 15 25 78 2 2 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9997 R ALADQHDLPTLPVPEGVPGR F 3 2081.0905 2081.0935 0.003 0 1.44 2.751 0.267 517.1 7 23 76 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R ALGATDQHSQLQLYR A 2 1699.8642 1699.8671 0.0029 0 1.71 3.91 0.39 1224 1 18 28 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9983 R ALGATDQHSQLQLYR A 3 1699.8642 1699.8695 0.0053 0 3.12 2.172 0.201 294.8 2 23 56 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9974 R ALGATDQHSQLQLYR A 3 1699.8642 1699.8642 0 0 0.00 2.099 0.189 501.4 2 26 56 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9972 R ALGATDQHSQLQLYR A 3 1699.8642 1699.8661 0.0019 0 1.12 1.804 0.209 347.3 1 23 56 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9683 R ATLDDLDEQVAVAHER I 3 1780.8591 1780.8682 0.0091 0 5.11 2.144 0.075 368 7 20 60 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R GEATDETAVIDER E 2 1404.6368 1404.6378 0.001 0 0.71 3.461 0.279 1544 1 18 24 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9983 R GEATDETAVIDER E 2 1404.6368 1404.6371 0.0003 0 0.21 2.477 0.151 753.6 4 14 24 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R LESFGEWFAQLWAESLGK D 2 2097.0207 2098.0254 1.0047 -1.0034 0.64 5.421 0.546 2600 1 24 34 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R LESFGEWFAQLWAESLGK D 2 2097.0207 2097.0252 0.0045 0 2.15 4.725 0.583 1986 1 23 34 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 K TITEALAEDPGSHVVLDNVDPEHVR R 3 2712.3355 2713.3281 0.9926 -1.0034 -3.96 5.073 0.417 897 1 31 96 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 K TITEALAEDPGSHVVLDNVDPEHVR R 3 2712.3355 2712.3374 0.0019 0 0.70 5.015 0.351 1214 1 36 96 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R TLDGLSLADTAINVVSR S 2 1743.9366 1743.9373 0.0007 0 0.40 4.067 0.548 2969 1 26 32 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R TLDGLSLADTAINVVSR S 2 1743.9366 1743.942 0.0054 0 3.10 3.919 0.513 1720 1 21 32 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 1 R TLDGLSLADTAINVVSR S 2 1743.9366 1743.9416 0.005 0 2.87 3.808 0.475 1495 1 20 32 2 0 1

G6PI_HALMAReview 1 Probable glucose-6-phosphate isomerase (EC 5.3.1.9) (GPI)(Phosphoglucose
isomerase) (PGI) (Phosphohexose isomerase) (PHI)  pgi rrnAC3210 436 31.9 9 19 0.9993 R TLDGLSLADTAINVVSR S 3 1743.9366 1744.9406 1.004 -1.0034 0.37 4.013 0.184 865.6 4 25 64 2 0 1

PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9987 M PTEPETDYDPELGR K 2 1617.7158 1617.72 0.0042 0 2.60 3.304 0.345 1176 1 20 26 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 1 R ASPPFVGLLEAVLGDDPHTATTEEVSH - 3 2788.3555 2788.3643 0.0088 0 3.16 2.793 0.35 724.9 1 39 104 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9986 R ASPPFVGLLEAVLGDDPHTATTEEVSH - 3 2788.3555 2788.3675 0.012 0 4.30 2.256 0.213 494.3 1 38 104 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9986 R ASPPFVGLLEAVLGDDPHTATTEEVSH - 3 2788.3555 2788.3562 0.0007 0 0.25 2.175 0.221 398.4 1 34 104 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 1 R HRYEVNPEYIDDLEAAGLK F 3 2231.0858 2233.0879 2.0021 -2.0067 -2.06 4.359 0.354 2222 1 34 72 2 1 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9998 K IDPYLNVDAGTMNPFQHGEVYVLK D 3 2719.3316 2719.3369 0.0053 0 1.95 2.502 0.297 387.3 2 32 92 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9997 K IDPYLNVDAGTMNPFQHGEVYVLK D 3 2719.3316 2719.3443 0.0127 0 4.67 2.545 0.287 314.5 6 27 92 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9962 K IDPYLNVDAGTMNPFQHGEVYVLK D 3 2719.3316 2719.3372 0.0056 0 2.06 1.98 0.189 515.9 1 36 92 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 1 R MEILELGPEDHPYFIGTQFHPEFR S 3 2901.3796 2902.388 1.0084 -1.0034 1.74 4.234 0.337 580.9 1 27 92 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9999 R MEILELGPEDHPYFIGTQFHPEFR S 4 2901.3796 2901.3863 0.0067 0 2.31 3.898 0.206 1050 1 40 138 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9999 R MEILELGPEDHPYFIGTQFHPEFR S 4 2901.3796 2901.3814 0.0018 0 0.62 3.93 0.227 1304 1 42 138 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9997 R MEILELGPEDHPYFIGTQFHPEFR S 4 2901.3796 2901.3836 0.004 0 1.38 3.597 0.155 1420 1 41 138 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9992 R MEILELGPEDHPYFIGTQFHPEFR S 3 2901.3796 2902.388 1.0084 -1.0034 1.74 2.892 0.253 602.6 1 27 92 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9998 M PTEPETDYDPELGR K 2 1617.7158 1617.7211 0.0053 0 3.28 3.635 0.43 973.1 1 18 26 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9999 R SIGLQPDILVGR C 2 1266.7296 1266.7254 -0.0042 0 -3.32 2.759 0.294 597.8 2 14 22 2 0 1
PYRG_HALMAReview 1 CTP synthase (EC 6.3.4.2) (UTP--ammonia ligase) (CTP synthetase)  pyrG rrnAC3471 553 31.1 10 19 0.9995 K YDLEDAYMSVHEALK H 3 1782.8134 1782.8156 0.0022 0 1.23 2.471 0.211 520.6 1 24 56 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 R IIENFMIQMGDPTGTGR G 2 1910.8956 1910.8888 -0.0068 0 -3.56 4.002 0.546 1323 1 21 32 2 0 1 IIENFM[147]IQM[147]GDPTGTGR
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 0.988 D GTEVGPGTGAWEDPESSEK R 2 1931.8385 1931.8253 -0.0132 0 -6.83 2.573 0.302 537.6 1 14 36 1 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 R IIENFMIQMGDPTGTGR G 2 1878.8968 1878.8961 -0.0007 0 -0.37 3.678 0.22 1460 1 20 32 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 R IIENFMIQMGDPTGTGR G 2 1878.8968 1878.8898 -0.007 0 -3.73 5.159 0.581 1834 1 22 32 2 0 1



Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 R IIENFMIQMGDPTGTGR G 2 1878.8968 1878.8871 -0.0097 0 -5.16 4.017 0.492 1782 1 21 32 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 R IIENFMIQMGDPTGTGR G 2 1878.8968 1878.8946 -0.0022 0 -1.17 4.364 0.365 1882 1 22 32 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 0.9997 R IIENFMIQMGDPTGTGR G 2 1878.8968 1878.8881 -0.0087 0 -4.63 3.722 0.105 1581 2 20 32 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 0.999 R IIENFMIQMGDPTGTGR G 2 1894.8962 1894.8938 -0.0024 0 -1.27 3.828 0.567 1521 1 22 32 2 0 1 IIENFMIQM[147]GDPTGTGR
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 0.9937 D PLYTDIDIHR I 3 1241.6404 1241.6403 -0.0001 0 -0.08 2.505 0.339 430.7 3 17 36 1 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K RIDPLYTDIDIHR I 3 1625.8525 1625.8532 0.0007 0 0.43 4.804 0.444 2177 1 31 48 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K RIDPLYTDIDIHR I 3 1625.8525 1625.8537 0.0012 0 0.74 4.971 0.457 2502 1 32 48 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K RIDPLYTDIDIHR I 3 1625.8525 1625.8532 0.0007 0 0.43 4.95 0.437 2444 1 33 48 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K RIDPLYTDIDIHR I 3 1625.8525 1625.8524 -0.0001 0 -0.06 4.671 0.443 2424 1 33 48 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 0.9956 K RIDPLYTDIDIHR I 4 1625.8525 1625.8568 0.0043 0 2.64 2.361 0.217 329.1 94 21 72 2 0 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K VIDGMDVVESIGSVDTDRNDAPTEEMLLESVDVHR - 4 3841.7986 3841.8008 0.0022 0 0.57 4.169 0.318 616.4 1 43 204 2 1 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K VIDGMDVVESIGSVDTDRNDAPTEEMLLESVDVHR - 4 3841.7986 3841.7927 -0.0059 0 -1.54 4.589 0.413 660.8 1 46 204 2 1 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K VIDGMDVVESIGSVDTDRNDAPTEEMLLESVDVHR - 4 3841.7986 3841.792 -0.0066 0 -1.72 4.236 0.418 627.5 1 46 204 2 1 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 1 K VIDGMDVVESIGSVDTDRNDAPTEEMLLESVDVHR - 3 3841.7986 3842.7979 0.9993 -1.0034 -1.05 4.298 0.458 919.4 1 40 136 2 1 1
Q5UXK8_HALMA 1 Peptidyl-prolyl cis-trans isomerase slr1251 (EC 5.2.1.8)  ppiB1 rrnAC3303 209 40.2 5 19 0.9639 K VIDGMDVVESIGSVDTDRNDAPTEEMLLESVDVHR - 5 3841.7986 3841.8311 0.0325 0 8.46 2.313 0.095 520.2 8 46 272 2 1 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R NALPAADSVWDVEADNTLGVLNSLK T 2 2611.3129 2611.3181 0.0052 0 1.99 5.478 0.564 2201 1 28 48 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAR E 2 3064.352 3064.3565 0.0045 0 1.47 4.394 0.38 978.5 1 24 54 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAR E 2 3064.352 3064.3555 0.0035 0 1.14 3.64 0.412 758 1 23 54 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAR E 2 3064.352 3064.3577 0.0057 0 1.86 4.312 0.52 1107 1 24 54 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAR E 2 3064.352 3065.3653 1.0133 -1.0034 3.25 4.042 0.482 1007 1 23 54 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAREQVGDLTATIPQLR S 3 4586.1671 4586.1763 0.0092 0 2.01 5.638 0.576 1337 1 42 164 2 1 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAREQVGDLTATIPQLR S 3 4586.1671 4587.189 1.0219 -1.0034 4.04 4.959 0.488 912.7 1 37 164 2 1 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAREQVGDLTATIPQLR S 3 4586.1671 4586.1626 -0.0045 0 -0.98 5.259 0.459 799.4 1 35 164 2 1 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R ADAFEDADDLAEEIETIADLIDDVDDAREQVGDLTATIPQLR S 3 4586.1671 4587.1958 1.0287 -1.0034 5.53 4.746 0.52 1187 1 40 164 2 1 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R NALPAADSVWDVEADNTLGVLNSLK T 2 2611.3129 2611.3177 0.0048 0 1.84 4.428 0.496 950.7 1 27 48 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R NALPAADSVWDVEADNTLGVLNSLK T 3 2611.3129 2611.3318 0.0189 0 7.24 4.574 0.51 625.1 1 31 96 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R NALPAADSVWDVEADNTLGVLNSLK T 2 2611.3129 2611.3245 0.0116 0 4.44 5.545 0.565 1729 1 27 48 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 M SQSSLDDDELFGEAANEMR T 2 2112.8906 2113.5855 0.6949 -1.0034 -145.98 5.283 0.611 2183 1 24 36 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 0.9835 K TALDVGDAEDHLR D 3 1410.6739 1410.677 0.0031 0 2.20 2.665 0.01 917.5 1 29 48 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R TDVEESLAEAR N 2 1218.5728 1218.5749 0.0021 0 1.72 3.046 0.282 2002 1 18 20 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 1 R TDVEESLAEAR N 2 1218.5728 1218.5722 -0.0006 0 -0.49 3.109 0.309 2138 1 19 20 2 0 1
Q5V021_HALMA 1 Hypothetical protein  rrnAC2308 rrnAC2308 148 79.7 7 19 0.9999 R TDVEESLAEAR N 2 1218.5728 1218.5675 -0.0053 0 -4.35 2.622 0.267 1847 1 18 20 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R IEEEDVDPEDEDSAR L 2 1746.7068 1746.71 0.0032 0 1.83 4.398 0.281 1119 1 21 28 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 K ILTDYEDGPLDEEATLDELTGVR E 2 2563.2177 2563.2266 0.0089 0 3.47 5.5 0.562 2384 1 28 44 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 K ILTDYEDGPLDEEATLDELTGVR E 2 2563.2177 2563.2234 0.0057 0 2.22 5.387 0.585 2400 1 28 44 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 K ILTDYEDGPLDEEATLDELTGVR E 2 2563.2177 2563.2234 0.0057 0 2.22 5.234 0.581 2353 1 28 44 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 K ILTDYEDGPLDEEATLDELTGVR E 2 2563.2177 2563.2171 -0.0006 0 -0.23 5.382 0.567 2445 1 28 44 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 K ILTDYEDGPLDEEATLDELTGVR E 2 2563.2177 2563.2219 0.0042 0 1.64 4.399 0.352 2225 1 27 44 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R LLLNLQDDAAIAVAK I 2 1566.8981 1566.8999 0.0018 0 1.15 3.661 0.492 2097 1 23 28 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R LLLNLQDDAAIAVAK I 2 1566.8981 1566.9054 0.0073 0 4.66 3.489 0.478 2174 1 23 28 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R LLLNLQDDAAIAVAK I 2 1566.8981 1566.8989 0.0008 0 0.51 3.507 0.451 1445 1 20 28 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R LLLNLQDDAAIAVAK I 2 1566.8981 1566.8998 0.0017 0 1.08 3.497 0.436 1716 1 21 28 2 0 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R WQNWLDRIEEEDVDPEDEDSAR L 3 2745.179 2745.1844 0.0054 0 1.97 5.747 0.476 1480 1 36 84 2 1 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R WQNWLDRIEEEDVDPEDEDSAR L 3 2745.179 2746.1782 0.9992 -1.0034 -1.51 5.426 0.476 1390 1 36 84 2 1 1
Q5V1G4_HALMA 1 Hypothetical protein  rrnAC1735 rrnAC1735 193 31.1 4 19 1 R WQNWLDRIEEEDVDPEDEDSAR L 3 2745.179 2746.1782 0.9992 -1.0034 -1.51 6.006 0.483 1443 1 36 84 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 0.9978 R ETIPQTFVDGEFIGGSDILEQLDERGELAQK V 3 3433.6889 3433.7241 0.0352 0 10.25 2.749 0.204 419.7 1 32 120 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 0.9986 M AFEPEELSPEEVTEQVDSVIEDNEVVLFMK G 3 3450.6276 3450.6387 0.0111 0 3.22 4.287 0.328 886.9 1 34 116 1 0 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 0.935 M AFEPEELSPEEVTEQVDSVIEDNEVVLFMK G 3 3450.6276 3452.6182 1.9906 -2.0067 -4.67 3.532 0.259 624.8 1 32 116 1 0 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K ALALLQQHRDDIETVDVLK A 3 2176.1852 2176.188 0.0028 0 1.29 4.668 0.42 2542 1 38 72 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K ALALLQQHRDDIETVDVLK A 2 2176.1852 2176.1814 -0.0038 0 -1.75 3.829 0.384 1394 1 23 36 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K ALALLQQHRDDIETVDVLK A 3 2176.1852 2176.1895 0.0043 0 1.98 4.143 0.403 2362 1 35 72 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K ALALLQQHRDDIETVDVLK A 3 2176.1852 2176.1875 0.0023 0 1.06 5.041 0.47 2653 1 37 72 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K ALALLQQHRDDIETVDVLK A 3 2176.1852 2176.1878 0.0026 0 1.19 4.819 0.453 2680 1 38 72 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 R ETIPQTFVDGEFIGGSDILEQLDER G 2 2807.3501 2807.3528 0.0027 0 0.96 4.314 0.456 673.5 1 21 48 2 0 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 R ETIPQTFVDGEFIGGSDILEQLDER G 3 2807.3501 2807.3428 -0.0073 0 -2.60 5.725 0.453 2126 1 36 96 2 0 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 0.9993 R ETIPQTFVDGEFIGGSDILEQLDERGELAQK V 3 3433.6889 3433.7044 0.0155 0 4.51 2.155 0.312 720.5 1 39 120 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 0.9878 R ETIPQTFVDGEFIGGSDILEQLDERGELAQK V 3 3433.6889 3433.6885 -0.0004 0 -0.12 2.502 0.14 501.7 1 36 120 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 0.9521 R ETIPQTFVDGEFIGGSDILEQLDERGELAQK V 3 3433.6889 3433.6924 0.0035 0 1.02 2.163 0.099 460.5 1 33 120 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K KALALLQQHRDDIETVDVLK A 4 2304.2801 2304.2827 0.0026 0 1.13 4.03 0.308 1807 1 45 114 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K KALALLQQHRDDIETVDVLK A 3 2304.2801 2304.282 0.0019 0 0.82 3.886 0.381 1965 1 32 76 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K KALALLQQHRDDIETVDVLK A 3 2304.2801 2304.2835 0.0034 0 1.48 4.29 0.331 2158 1 33 76 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K KALALLQQHRDDIETVDVLK A 4 2304.2801 2304.2815 0.0014 0 0.61 3.929 0.339 1945 1 44 114 2 1 1
Q5V2K9_HALMA 1 Glutaredoxin  rrnAC1308 rrnAC1308 132 61.4 5 19 1 K KALALLQQHRDDIETVDVLK A 3 2304.2801 2304.2813 0.0012 0 0.52 4.29 0.342 2561 1 35 76 2 1 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9999 K SGLFGFTR T 2 883.4552 883.4562 0.001 0 1.13 2.272 0.26 830.9 1 13 14 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9829 K AFYDDIRDADHGR L 3 1549.6909 1549.6881 -0.0028 0 -1.81 1.861 0.189 332 4 20 48 2 1 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9692 K AFYDDIRDADHGR L 3 1549.6909 1549.6923 0.0014 0 0.90 2.185 0.131 336.8 9 18 48 2 1 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 K DLGAHGANVVVNYR S 2 1483.7531 1483.7527 -0.0004 0 -0.27 3.45 0.435 1305 1 20 26 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9995 K DLGAHGANVVVNYR S 3 1483.7531 1483.753 -0.0001 0 -0.07 2.654 0.218 821 4 22 52 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9668 K DLGAHGANVVVNYR S 2 1483.7531 1484.6054 0.8523 -1.0034 -101.80 1.915 0.15 760.7 1 16 26 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9998 R FARVEDIAGIVR F 3 1344.7514 1344.7582 0.0068 0 5.06 3.409 0.271 1079 14 23 44 2 1 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9973 R FARVEDIAGIVR F 3 1344.7514 1344.7582 0.0068 0 5.06 3.44 0.149 755.1 25 20 44 2 1 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R GGTAIAAQADVAK L 2 1171.6197 1171.6201 0.0004 0 0.34 3.485 0.468 1611 1 19 24 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R GGTAIAAQADVAK L 2 1171.6197 1171.6197 0 0 0.00 2.822 0.422 1026 1 18 24 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R GGTAIAAQADVAK L 2 1171.6197 1171.6216 0.0019 0 1.62 3.643 0.493 1755 1 19 24 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R GGTAIAAQADVAK L 2 1171.6197 1171.6205 0.0008 0 0.68 3.818 0.51 1799 1 20 24 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R GIAKDLGAHGANVVVNYR S 3 1852.9908 1854.0082 1.0174 -1.0034 7.58 4.48 0.323 2193 1 32 68 2 1 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R LINISSVVGQQGNIGQANYATTK S 2 2375.2445 2375.2422 -0.0023 0 -0.97 5.536 0.603 2268 1 28 44 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R LINISSVVGQQGNIGQANYATTK S 2 2375.2445 2375.2471 0.0026 0 1.09 5.772 0.619 2043 1 27 44 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9954 K TDMLEEVPER V 2 1217.5598 1217.5653 0.0055 0 4.52 2.253 0.099 837 4 13 18 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 K VADEFGPADVLVNNAGITIDK K 2 2157.0953 2157.1013 0.006 0 2.78 5.426 0.548 3532 1 30 40 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 1 R VEDIAGIVR F 2 970.5447 970.5446 -0.0001 0 -0.10 3.132 0.358 1071 1 15 16 2 0 1
Q5V3M2_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG1 rrnAC0904 247 47.8 10 19 0.9999 R VEDIAGIVR F 2 970.5447 970.5454 0.0007 0 0.72 2.184 0.306 1173 1 15 16 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R ELLDLETDLHDMEPIVYSPTFIQEAIR G 3 3186.5795 3186.6128 0.0333 0 10.45 4.314 0.32 792.4 1 26 104 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R ELLDLETDLHDMEPIVYSPTFIQEAIR G 3 3186.5795 3186.5913 0.0118 0 3.70 3.998 0.346 1093 1 29 104 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 0.9999 R ELLDLETDLHDMEPIVYSPTFIQEAIR G 3 3186.5795 3186.5933 0.0138 0 4.33 3.211 0.291 923.3 1 28 104 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 0.9998 R ELLDLETDLHDMEPIVYSPTFIQEAIR G 3 3186.5795 3186.5823 0.0028 0 0.88 3.584 0.197 565.8 1 25 104 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 0.9993 R ELLDLETDLHDMEPIVYSPTFIQEAIR G 3 3202.5789 3203.6006 1.0217 -1.0034 5.73 4.013 0.223 435.4 8 22 104 2 0 1 ELLDLETDLHDM[147]EPIVYSPTFIQEAIR
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R FSVGAMSGSSALER F 2 1397.6609 1397.6625 0.0016 0 1.14 3.329 0.477 1455 1 18 26 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R FSVGAMSGSSALER F 2 1397.6609 1397.6654 0.0045 0 3.22 3.041 0.504 1560 1 20 26 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R FSVGAMSGSSALER F 2 1397.6609 1397.6625 0.0016 0 1.14 3.571 0.528 2010 1 22 26 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R FSVGAMSGSSALER F 2 1397.6609 1397.6594 -0.0015 0 -1.07 3.583 0.556 1753 1 21 26 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R NLGADILTGDANTDVHVER F 2 2008.9814 2008.9854 0.004 0 1.99 5.283 0.583 2735 1 26 36 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R NLGADILTGDANTDVHVER F 2 2008.9814 2008.9883 0.0069 0 3.43 4.134 0.391 2260 1 23 36 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R NLGADILTGDANTDVHVER F 3 2008.9814 2008.9854 0.004 0 1.99 3.825 0.341 1257 1 37 72 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 R NLGADILTGDANTDVHVER F 3 2008.9814 2008.9845 0.0031 0 1.54 3.74 0.307 905 1 37 72 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 0.9954 R NLGADILTGDANTDVHVER F 3 2008.9814 2009.9782 0.9968 -1.0034 -3.26 2.141 0.223 609.8 1 28 72 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 K TAITLALATR A 2 1029.6182 1029.6254 0.0072 0 6.99 2.761 0.277 1595 1 16 18 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 1 K TAITLALATR A 2 1029.6182 1029.62 0.0018 0 1.75 3.293 0.32 2008 1 17 18 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 0.9999 M TDTNTLLVTSLEEGIGK T 2 1789.9309 1789.9345 0.0036 0 2.01 4.872 0.398 2345 1 25 32 2 0 1
Q5V3N7_HALMA 1 Cobyrinic acid ac-diamide synthase  cbiA1 rrnAC0887 358 26.5 6 19 0.9997 M TDTNTLLVTSLEEGIGK T 2 1789.9309 1789.9308 -0.0001 0 -0.06 4.422 0.348 2178 1 25 32 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R TPLYLGNDDLIDRLEANID - 2 2159.0746 2159.083 0.0084 0 3.89 3.942 0.421 1228 1 22 36 2 1 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 0.9992 R DGSVREYILEDGDKR V 3 1750.8486 1750.8478 -0.0008 0 -0.46 3.642 0.156 1128 1 27 56 2 1 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R GQSNSVNPTGDDQLAADLR A 2 1956.9137 1956.9121 -0.0016 0 -0.82 4.229 0.453 1361 1 25 36 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 K SLDISTTEAEQTVTEVIDTIVATTPDVR R 2 3003.5135 3003.5281 0.0146 0 4.86 3.353 0.389 602.3 1 16 54 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 K SLDISTTEAEQTVTEVIDTIVATTPDVR R 2 3003.5135 3004.5254 1.0119 -1.0034 2.85 3.281 0.457 992.8 1 20 54 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 K SLDISTTEAEQTVTEVIDTIVATTPDVR R 3 3003.5135 3003.5125 -0.001 0 -0.33 3.221 0.335 432.8 4 26 108 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 0.9983 K SLDISTTEAEQTVTEVIDTIVATTPDVR R 2 3003.5135 3003.5249 0.0114 0 3.80 1.827 0.244 371.1 1 16 54 2 0 1



Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 K SLDISTTEAEQTVTEVIDTIVATTPDVRR A 3 3159.6146 3159.6226 0.008 0 2.53 5.54 0.492 1338 1 38 112 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 K SLDISTTEAEQTVTEVIDTIVATTPDVRR A 3 3159.6146 3161.6182 2.0036 -2.0067 -0.98 6.414 0.494 1239 1 38 112 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 0.9998 R SSDGDQSLLEIEPDELHER T 3 2167.9869 2167.0349 -0.952 1 22.14 3.777 0.35 835.2 1 28 72 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R TPLYLGNDDLIDRLEANID - 2 2159.0746 2159.0801 0.0055 0 2.55 4.883 0.408 1060 1 23 36 2 1 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R TPLYLGNDDLIDRLEANID - 2 2159.0746 2159.0811 0.0065 0 3.01 4.476 0.443 1395 1 22 36 2 1 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R VQFEGHPMAYILESAGGR S 3 1960.9465 1960.9502 0.0037 0 1.89 3.943 0.339 1669 1 34 68 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 0.9994 R VQFEGHPMAYILESAGGR S 3 1960.9465 1960.9582 0.0117 0 5.97 2.917 0.188 984.2 2 25 68 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 0.9932 R VQFEGHPMAYILESAGGR S 3 1960.9465 1960.9582 0.0117 0 5.97 3.19 0.068 737.7 6 24 68 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R YGGAMVADINQVLTYGGIFSYPALESRPEGK L 3 3302.6281 3304.6282 2.0001 -2.0067 -2.00 6.599 0.477 1897 1 50 120 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R YGGAMVADINQVLTYGGIFSYPALESRPEGK L 3 3302.6281 3304.6582 2.0301 -2.0067 7.09 7.189 0.512 1723 1 48 120 2 0 1
Q5V3Z1_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp2 rrnAC0772 291 51.5 8 19 1 R YGGAMVADINQVLTYGGIFSYPALESRPEGK L 3 3302.6281 3303.638 1.0099 -1.0034 1.98 6.239 0.547 1799 1 47 120 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IGTYPIATAAADNDVPVTVVGAAAK Y 2 2384.2587 2384.2644 0.0057 0 2.39 5.514 0.518 2618 1 31 48 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R AVSEIADDDVLLTHDFSSTVLAAIDDAIEAGHSFEVYVTESRPR F 4 4760.3093 4761.334 1.0247 -1.0034 4.49 5.648 0.489 1467 1 54 258 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 0.9999 R AVSEIADDDVLLTHDFSSTVLAAIDDAIEAGHSFEVYVTESRPR F 4 4760.3093 4761.3438 1.0345 -1.0034 6.54 4.766 0.286 1089 1 45 258 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 0.9994 R AVSEIADDDVLLTHDFSSTVLAAIDDAIEAGHSFEVYVTESRPR F 5 4760.3093 4762.313 2.0037 -2.0067 -0.63 3.283 0.215 621.4 3 54 344 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 0.9953 R AVSEIADDDVLLTHDFSSTVLAAIDDAIEAGHSFEVYVTESRPR F 5 4760.3093 4762.313 2.0037 -2.0067 -0.63 2.689 0.075 743.2 1 56 344 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 0.982 R AVSEIADDDVLLTHDFSSTVLAAIDDAIEAGHSFEVYVTESRPR F 4 4760.3093 4762.3379 2.0286 -2.0067 4.60 3.288 0.119 584.1 9 36 258 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 K ELTNEAIDDVIDSVESSK D 2 1962.9269 1964.9453 2.0184 -2.0067 5.96 4.773 0.427 1429 1 23 34 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 0.9255 K ELTNEAIDDVIDSVESSKDR A 3 2234.055 2234.0576 0.0026 0 1.16 2.417 0.071 358.6 6 22 76 2 1 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R EPADGFEVANPAYDATPTHLLDTVVTDDGVHEY - 3 3557.611 3557.6148 0.0038 0 1.07 4.396 0.329 1214 1 36 128 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R EPADGFEVANPAYDATPTHLLDTVVTDDGVHEY - 3 3557.611 3557.6111 0.0001 0 0.03 4.527 0.405 1135 1 36 128 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IGTYPIATAAADNDVPVTVVGAAAK Y 2 2384.2587 2384.2508 -0.0079 0 -3.31 5.58 0.525 2331 1 29 48 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IVNTVSDAEPDDVAAAK E 2 1713.8421 1713.8487 0.0066 0 3.85 3.967 0.559 1352 1 24 32 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IVNTVSDAEPDDVAAAK E 2 1713.8421 1713.844 0.0019 0 1.11 3.796 0.57 1043 1 21 32 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IVNTVSDAEPDDVAAAK E 2 1713.8421 1713.846 0.0039 0 2.28 3.321 0.355 728.4 1 18 32 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IVNTVSDAEPDDVAAAK E 2 1713.8421 1713.8426 0.0005 0 0.29 4.68 0.366 1380 1 25 32 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IVNTVSDAEPDDVAAAK E 2 1713.8421 1713.8412 -0.0009 0 -0.53 3.974 0.565 1095 1 22 32 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 R IVNTVSDAEPDDVAAAK E 2 1713.8421 1713.844 0.0019 0 1.11 4.529 0.367 1419 1 24 32 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 - MIDETVEEISEMQTHSSSVVAVK A 3 2548.2036 2548.2119 0.0083 0 3.26 4.443 0.348 1239 1 39 88 2 0 1
Q5V557_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD1 rrnAC0289 283 64.3 8 19 1 K YVDGAFAFENEIRPLSEVLR E 3 2324.1801 2324.188 0.0079 0 3.40 3.558 0.289 630.1 1 28 76 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 K SKGNVIPPSEVLEEFPVDATR Y 3 2283.1746 2283.1807 0.0061 0 2.67 4.626 0.415 1031 1 32 80 2 1 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.9065 R APTIWCPDCETAISQVEQEDKDK H 3 2605.1676 2603.1465 -2.0211 2 -8.10 2.31 0.222 312.5 1 25 88 2 1 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.9986 R APTIWCPDCETAISQVEQEDKDKHTK F 4 2971.3691 2970.3709 -0.9982 1 0.61 3.341 0.302 799.2 1 40 150 2 2 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.977 R EAIIEDLREEGSLLESR D 3 1957.9956 1957.9943 -0.0013 0 -0.66 2.266 0.209 379 203 17 64 2 1 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.9999 K GNVIPPSEVLEEFPVDATR Y 2 2068.0477 2068.0581 0.0104 0 5.03 2.629 0.309 385.2 1 17 36 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R LAIDESATMTDVAGEYEGMHTTEAR E 3 2697.1898 2697.1968 0.007 0 2.60 4.788 0.498 1490 1 36 96 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R LAIDESATMTDVAGEYEGMHTTEAR E 3 2697.1898 2697.1922 0.0024 0 0.89 3.733 0.382 1128 1 33 96 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.9957 R LAIDESATMTDVAGEYEGMHTTEAR E 3 2713.1892 2713.18 -0.0092 0 -3.39 4.594 0.505 1235 1 35 96 2 0 1 LAIDESATM[147]TDVAGEYEGMHTTEAR
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.9917 R LSDGEAVSTEFTLLQAHR T 3 1972.9854 1972.9843 -0.0011 0 -0.56 2.558 0.107 511.9 5 22 68 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R LVDQLTPAARPDEPEELAAVDEWLLAELDATVESVTAK F 3 4104.079 4106.0777 1.9987 -2.0067 -1.95 5.119 0.52 1810 1 41 148 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R LVDQLTPAARPDEPEELAAVDEWLLAELDATVESVTAK F 3 4104.079 4106.1079 2.0289 -2.0067 5.41 5.121 0.505 1300 1 39 148 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R LVDQLTPAARPDEPEELAAVDEWLLAELDATVESVTAK F 3 4104.079 4106.1079 2.0289 -2.0067 5.41 4.829 0.446 1317 1 39 148 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R LVDQLTPAARPDEPEELAAVDEWLLAELDATVESVTAK F 3 4104.079 4104.107 0.028 0 6.82 5.186 0.596 1773 1 41 148 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 0.9989 R LVDQLTPAARPDEPEELAAVDEWLLAELDATVESVTAK F 4 4104.079 4104.0991 0.0201 0 4.90 4.038 0.097 770.7 1 38 222 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R TYSGEGEMTETESAVVVVR - 2 2042.9466 2043.9496 1.003 -1.0034 -0.17 5.416 0.464 2754 1 24 36 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R TYSGEGEMTETESAVVVVR - 2 2042.9466 2042.9654 0.0188 0 9.20 3.101 0.437 297.9 1 14 36 2 0 1
SYV_HALMAReview 1 Valyl-tRNA synthetase (EC 6.1.1.9) (Valine--tRNA ligase) (ValRS)  valS rrnAC1729 901 19.9 10 19 1 R VPLFEQEVPVIADER V 2 1739.9094 1739.9103 0.0009 0 0.52 5.123 0.494 1923 1 24 28 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 2 2151.9639 2151.9658 0.0019 0 0.88 5.275 0.617 3546 1 30 36 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 0.959 P EEDEVFAVVMDMLGANR V 2 1923.8706 1924.9253 1.0547 -1.0034 26.69 2.821 0.307 710.7 1 15 32 1 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 3 2151.9639 2151.9695 0.0056 0 2.60 4.688 0.377 1484 1 33 72 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 2 2167.9633 2167.9595 -0.0038 0 -1.75 5.528 0.498 2842 1 27 36 2 0 1 M[147]PEEDEVFAVVMDMLGANR
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 2 2151.9639 2151.9658 0.0019 0 0.88 5.736 0.432 3175 1 29 36 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 3 2167.9633 2168.9524 0.9891 -1.0034 -6.57 4.211 0.4 1586 1 33 72 2 0 1 M[147]PEEDEVFAVVMDMLGANR
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 3 2151.9639 2151.9678 0.0039 0 1.81 3.627 0.293 1441 1 32 72 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 2 2151.9639 2151.968 0.0041 0 1.91 6.287 0.577 3632 1 31 36 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 3 2151.9639 2151.9671 0.0032 0 1.49 4.285 0.409 2091 1 35 72 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 3 2167.9633 2167.959 -0.0043 0 -1.98 3.834 0.331 1378 1 30 72 2 0 1 M[147]PEEDEVFAVVMDMLGANR
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 2 2151.9639 2151.9641 0.0002 0 0.09 6.602 0.607 3873 1 31 36 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 3 2151.9639 2151.9663 0.0024 0 1.12 4.546 0.405 1330 1 31 72 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANR V 2 2151.9639 2151.9661 0.0022 0 1.02 6.657 0.57 3418 1 30 36 2 0 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 0.9981 R MPEEDEVFAVVMDMLGANR V 3 2167.9633 2167.9651 0.0018 0 0.83 2.834 0.171 729.9 9 24 72 2 0 1 M[147]PEEDEVFAVVMDMLGANR
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANRVK V 3 2379.1272 2379.218 0.0908 0 38.17 5.041 0.452 1033 1 33 80 2 1 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANRVK V 3 2379.1272 2379.1328 0.0056 0 2.35 5.848 0.465 1766 1 41 80 2 1 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 1 R MPEEDEVFAVVMDMLGANRVK V 3 2379.1272 2379.1282 0.001 0 0.42 5.015 0.432 1307 1 35 80 2 1 1
IF1A_HALMAReview 1 Translation initiation factor 1A (aIF-1A)  eif1a rrnAC2474 95 40 4 18 0.998 R YEKQDADQLREEGHIQE - 3 2086.9555 2086.958 0.0025 0 1.20 2.581 0.202 530.7 1 25 64 2 2 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R LTTHDAGGITENDIDLAERLNGIHD - 3 2689.2943 2689.2974 0.0031 0 1.15 4.516 0.385 1556 1 38 96 2 1 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9902 M ADLLSDAEISDRLPEEWTR E 3 2215.0757 2215.0777 0.002 0 0.90 3.63 0.308 2114 1 41 72 2 1 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9875 M ADLLSDAEISDRLPEEWTR E 3 2215.0757 2215.0803 0.0046 0 2.08 3.731 0.29 2067 1 38 72 2 1 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9685 R LPEEWTR E 2 929.4607 929.4654 0.0047 0 5.06 1.683 0.144 223.4 55 9 12 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R LTTHDAGGITENDIDLAER L 3 2039.9759 2039.9767 0.0008 0 0.39 4.095 0.226 1406 1 28 72 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R LTTHDAGGITENDIDLAER L 2 2039.9759 2041.9854 2.0095 -2.0067 1.37 5.704 0.526 3065 1 28 36 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R LTTHDAGGITENDIDLAER L 3 2039.9759 2039.9752 -0.0007 0 -0.34 4.441 0.321 1808 1 29 72 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R LTTHDAGGITENDIDLAER L 3 2039.9759 2039.98 0.0041 0 2.01 4.371 0.339 1955 1 31 72 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9973 R LTTHDAGGITENDIDLAER L 3 2039.9759 2039.9785 0.0026 0 1.27 2.537 0.16 408.5 3 26 72 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R LTTHDAGGITENDIDLAERLNGIHD - 3 2689.2943 2689.3018 0.0075 0 2.79 4.065 0.498 1079 1 32 96 2 1 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9988 R LTTHDAGGITENDIDLAERLNGIHD - 4 2689.2943 2689.2969 0.0026 0 0.97 3.909 0.171 982.6 3 41 144 2 1 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R VFEFDGYLDASGFLSAAAGLAEDAWHHPEMTIR W 4 3622.6827 3621.7915 -0.8912 1 30.03 6.886 0.543 2335 1 52 192 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 1 R VFEFDGYLDASGFLSAAAGLAEDAWHHPEMTIR W 4 3622.6827 3622.6907 0.008 0 2.21 6.602 0.527 3058 1 55 192 2 0 1

PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9999 R VFEFDGYLDASGFLSAAAGLAEDAWHHPEMTIR W 4 3622.6827 3623.6895 1.0068 -1.0034 0.95 4.288 0.263 1727 1 47 192 2 0 1



PHS_HALMAReview 1
Putative pterin-4-alpha-carbinolamine dehydratase (EC 4.2.1.96) (PHS)(4-
alpha-hydroxy-tetrahydropterin dehydratase) (Pterin carbinolaminedehydratase)
(PCD)

 rrnAC1707 rrnAC1707 92 98.9 7 18 0.9971 R WGEVEVR L 2 873.4344 873.4346 0.0002 0 0.23 2.082 0.101 591.9 2 12 12 2 0 1

Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9998 R TMMQLLSEMDGFDDRGDIR I 3 2228.9864 2228.9888 0.0024 0 1.08 3.223 0.267 674.3 1 26 72 2 1 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 K AVANETDATFIK M 2 1278.6456 1278.6487 0.0031 0 2.42 2.919 0.369 768.4 1 15 22 2 0 2 Q5UXV8_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 K AVANETDATFIK M 2 1278.6456 1278.6454 -0.0002 0 -0.16 2.583 0.439 578.4 1 14 22 2 0 2 Q5UXV8_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 K AVANETDATFIK M 2 1278.6456 1278.6465 0.0009 0 0.70 2.827 0.432 1164 1 16 22 2 0 2 Q5UXV8_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 K AVANETDATFIK M 2 1278.6456 1278.6469 0.0013 0 1.02 2.808 0.459 767.6 1 16 22 2 0 2 Q5UXV8_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9987 R ETVEMPLKSPEMFEDVGIDPPSGVLLHGPPGTGK T 4 3559.7578 3559.7583 0.0005 0 0.14 3.712 0.128 758.2 1 42 198 2 1 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9941 R ETVEMPLKSPEMFEDVGIDPPSGVLLHGPPGTGK T 4 3559.7578 3559.761 0.0032 0 0.90 3.238 0.233 314 87 30 198 2 1 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9996 S GVLLHGPPGTGK T 2 1131.64 1131.6391 -0.0009 0 -0.80 3.154 0.424 1288 1 19 22 1 0 5 Q5UXV8_HALMA ; Q5V205_HALMA ; Q5V3V9_HALMA ; Q5V3X3_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9993 S GVLLHGPPGTGK T 2 1131.64 1131.6408 0.0008 0 0.71 2.986 0.406 1293 1 19 22 1 0 5 Q5UXV8_HALMA ; Q5V205_HALMA ; Q5V3V9_HALMA ; Q5V3X3_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9991 S GVLLHGPPGTGK T 2 1131.64 1131.64 0 0 0.00 3.073 0.379 895.8 1 16 22 1 0 5 Q5UXV8_HALMA ; Q5V205_HALMA ; Q5V3V9_HALMA ; Q5V3X3_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.999 S GVLLHGPPGTGK T 2 1131.64 1131.6425 0.0025 0 2.21 2.948 0.385 939 1 17 22 1 0 5 Q5UXV8_HALMA ; Q5V205_HALMA ; Q5V3V9_HALMA ; Q5V3X3_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9999 D PPSGVLLHGPPGTGK T 3 1412.7776 1412.7812 0.0036 0 2.55 3.694 0.452 1463 1 28 56 1 0 3 Q5UXV8_HALMA ; Q5V3V9_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9999 D PPSGVLLHGPPGTGK T 2 1412.7776 1412.7819 0.0043 0 3.04 3.669 0.478 1240 1 21 28 1 0 3 Q5UXV8_HALMA ; Q5V3V9_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9999 D PPSGVLLHGPPGTGK T 3 1412.7776 1412.7783 0.0007 0 0.50 4.098 0.424 1123 1 27 56 1 0 3 Q5UXV8_HALMA ; Q5V3V9_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9998 D PPSGVLLHGPPGTGK T 2 1412.7776 1412.7792 0.0016 0 1.13 3.339 0.483 848.6 1 18 28 1 0 3 Q5UXV8_HALMA ; Q5V3V9_HALMA ; 
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 R QEEPAVVFIDEIDAIAAK R 2 1957.0044 1957.0091 0.0047 0 2.40 4.289 0.486 1890 1 27 34 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9994 R QEEPAVVFIDEIDAIAAK R 2 1957.0044 1957.0062 0.0018 0 0.92 2.255 0.304 276.7 17 12 34 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 R SMNVADDVDFEALAEDIQDASGADVK A 2 2724.2072 2724.2049 -0.0023 0 -0.84 4.822 0.526 1819 1 26 50 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 R SMNVADDVDFEALAEDIQDASGADVK A 2 2724.2072 2725.2053 0.9981 -1.0034 -1.93 5.44 0.54 1898 1 27 50 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9998 M TDTVDEVDMPYDDDASQQQK I 2 2298.9434 2299.9478 1.0044 -1.0034 0.46 4.707 0.485 1161 1 25 38 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9992 M TDTVDEVDMPYDDDASQQQK I 2 2298.9434 2299.9453 1.0019 -1.0034 -0.63 4.163 0.435 916.3 1 23 38 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 R TMMQLLSEMDGFDDR G 2 1787.7528 1787.7565 0.0037 0 2.07 3.71 0.495 2070 1 23 28 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 1 R TMMQLLSEMDGFDDR G 2 1787.7528 1787.7553 0.0025 0 1.40 4.79 0.564 2246 1 24 28 2 0 1
Q5UWZ1_HALMA 1 Proteasome-activating nucleotidase 2  pan2 rrnAC3546 404 33.4 11 18 0.9937 R TMMQLLSEMDGFDDRGDIR I 3 2228.9864 2228.9856 -0.0008 0 -0.36 2.188 0.191 839.3 1 27 72 2 1 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9982 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 3 2918.4257 2918.4282 0.0025 0 0.86 3.112 0.129 785.7 1 26 112 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 1 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 4 2918.4257 2918.4231 -0.0026 0 -0.89 4.028 0.308 2338 1 49 168 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 1 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 4 2918.4257 2918.4392 0.0135 0 4.63 4.424 0.403 1199 1 45 168 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 1 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 3 2918.4257 2918.4356 0.0099 0 3.39 5.625 0.456 2058 1 41 112 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 1 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 3 2918.4257 2918.4287 0.003 0 1.03 3.969 0.309 1441 1 35 112 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9999 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 4 2918.4257 2918.4165 -0.0092 0 -3.15 3.71 0.204 2380 1 48 168 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9999 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 4 2918.4257 2918.4322 0.0065 0 2.23 3.82 0.202 2204 1 49 168 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9999 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDR G 3 2918.4257 2919.4326 1.0069 -1.0034 1.22 3.75 0.293 1036 1 30 112 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9991 R IDAGDDVVVAVEDGAHDLAVAVAEQLGDRGANLLSTYQSDEL A 4 4567.2314 4568.2349 1.0035 -1.0034 0.03 4.978 0.204 936.2 1 43 258 2 1 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9984 R LDTDWVSTQHPTR A 3 1554.7426 1554.7447 0.0021 0 1.35 2.393 0.216 428.5 25 18 48 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9951 R LDTDWVSTQHPTR A 3 1554.7426 1554.7487 0.0061 0 3.92 2.045 0.163 607.5 3 20 48 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9953 R LEVDGETIQR D 2 1158.588 1158.5905 0.0025 0 2.16 2.209 0.106 923.8 4 14 18 2 0 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.999 Q LGELGIGMNR G 2 1058.5542 1058.5546 0.0004 0 0.38 3.562 0.282 1402 1 17 18 1 0 2 Q5UZ11_HALMA ; 
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9982 Q LGELGIGMNR G 2 1058.5542 1058.5454 -0.0088 0 -8.31 2.874 0.331 653.3 1 16 18 1 0 2 Q5UZ11_HALMA ; 
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9999 R NTTETADVDSDQRQAYSTAR Q 3 2227.9941 2227.9942 0.0001 0 0.04 2.827 0.364 385.9 3 24 76 2 1 1
Q5V0D0_HALMA 1 Aminopeptidase  pepB2 rrnAC2181 408 23.8 6 18 0.9901 R NTTETADVDSDQRQAYSTAR Q 3 2227.9941 2227.9951 0.001 0 0.45 2.574 0.163 423.1 5 23 76 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 K AILDDGTDTVTAVLDDELTAR V 2 2203.0856 2203.0965 0.0109 0 4.95 5.361 0.556 2202 1 28 40 2 0 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 K AILDDGTDTVTAVLDDELTAR V 2 2203.0856 2203.0908 0.0052 0 2.36 5.552 0.569 1908 1 27 40 2 0 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 K AILDDGTDTVTAVLDDELTAR V 2 2203.0856 2203.0923 0.0067 0 3.04 4.772 0.551 1559 1 24 40 2 0 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 K AINEVSTEDSNVTVTAVVLTSGR R 2 2361.2023 2362.2053 1.003 -1.0034 -0.15 4.208 0.483 1349 1 26 44 2 0 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9998 R DAMDKEVVAER I 2 1261.5972 1261.5976 0.0004 0 0.32 2.95 0.358 752 2 15 20 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9958 R DAMDKEVVAER I 3 1261.5972 1261.5998 0.0026 0 2.06 2.996 0.118 1574 3 25 40 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9936 R DAMDKEVVAER I 3 1261.5972 1261.598 0.0008 0 0.63 2.913 0.15 1000 36 21 40 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9913 R DAMDKEVVAER I 3 1261.5972 1261.5989 0.0017 0 1.35 2.78 0.124 1350 10 23 40 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9909 R DAMDKEVVAER I 3 1261.5972 1261.5982 0.001 0 0.79 3.011 0.098 1280 9 22 40 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9076 R DAMDKEVVAER I 2 1261.5972 1261.599 0.0018 0 1.43 2.052 0.182 326.7 32 11 20 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9959 R LDETFVR E 2 878.4498 878.4522 0.0024 0 2.73 1.823 0.154 666.8 3 11 12 2 0 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 M SLEDHAEELASDLGVDKEEVTR D 3 2441.1558 2441.1587 0.0029 0 1.19 6.135 0.568 3476 1 40 84 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 M SLEDHAEELASDLGVDKEEVTR D 3 2441.1558 2441.1563 0.0005 0 0.20 6.581 0.577 3996 1 42 84 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 M SLEDHAEELASDLGVDKEEVTR D 3 2441.1558 2441.1604 0.0046 0 1.88 6.039 0.542 4717 1 45 84 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 1 M SLEDHAEELASDLGVDKEEVTR D 3 2441.1558 2441.167 0.0112 0 4.59 6.517 0.572 3068 1 41 84 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.9994 M SLEDHAEELASDLGVDKEEVTR D 4 2441.1558 2441.1582 0.0024 0 0.98 3.743 0.39 1907 1 47 126 2 1 1
Q5V314_HALMA 1 Replication protein A  rpaA rrnAC1133 426 23 7 18 0.946 R VYGGDLDDAR E 2 1079.4883 1079.4864 -0.0019 0 -1.76 1.893 0.076 374.5 35 12 18 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K GMTELITKPGLVNVDFADVR T 2 2174.1405 2174.1416 0.0011 0 0.51 4.512 0.59 855.3 1 23 38 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K GMTELITKPGLVNVDFADVR T 3 2174.1405 2174.1426 0.0021 0 0.97 4.541 0.529 1761 1 34 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K GMTELITKPGLVNVDFADVR T 3 2174.1405 2174.148 0.0075 0 3.45 4.837 0.555 1975 1 36 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K GMTELITKPGLVNVDFADVR T 3 2174.1405 2174.1406 0.0001 0 0.05 4.782 0.495 2051 1 36 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 0.9992 K GMTELITKPGLVNVDFADVR T 2 2174.1405 2174.9002 0.7597 -1.0034 -112.07 3.561 0.16 535.1 1 20 38 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 0.9759 K GMTELITKPGLVNVDFADVR T 3 2174.1405 2174.1426 0.0021 0 0.97 2.742 0.099 412.8 137 20 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 R LLDYAPSMPLQDAFK I 2 1707.8542 1707.8566 0.0024 0 1.41 3.643 0.377 664.6 1 20 28 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 R LLDYAPSMPLQDAFK I 2 1707.8542 1707.8594 0.0052 0 3.04 3.803 0.298 743 1 21 28 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.0276 -0.0007 0 -0.34 2.943 0.348 846.8 1 36 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.032 0.0037 0 1.80 2.902 0.388 1102 1 37 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K LVAANTDAQHLADEVAANTK I 2 2051.0283 2051.0369 0.0086 0 4.19 5.05 0.496 2027 1 24 38 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.0325 0.0042 0 2.05 3.004 0.429 1124 1 37 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.0293 0.001 0 0.49 3.35 0.331 738 1 33 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K LVAANTDAQHLADEVAANTK I 3 2051.0283 2051.0337 0.0054 0 2.63 3.688 0.367 966.5 1 37 76 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 K METMIVVTGVESPQIYGQSEAEQEK A 2 2782.3041 2782.3159 0.0118 0 4.24 5.897 0.545 2087 1 27 48 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 R TIMENGGVAMIGLGESDSENK A 2 2182.9812 2183.989 1.0078 -1.0034 2.04 4.175 0.382 1948 1 25 40 2 0 1 TIM[147]ENGGVAM[147]IGLGESDSENK
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 1 R TIMENGGVAMIGLGESDSENK A 2 2150.9824 2150.9859 0.0035 0 1.63 5.281 0.577 1715 1 27 40 2 0 1
Q5V453_HALMA 1 Cell division protein FtsZ  ftsZ1 rrnAC0703 386 26.2 5 18 0.9763 R TIMENGGVAMIGLGESDSENK A 2 2166.9818 2168.9854 2.0036 -2.0067 -1.43 3.131 0.075 571.3 2 16 40 2 0 1 TIMENGGVAM[147]IGLGESDSENK
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9999 K FLAEGVYGGSFK T 2 1273.6343 1273.6454 0.0111 0 8.72 2.187 0.329 1584 1 19 22 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 K FLAEGVYGGSFK T 2 1273.6343 1274.6454 1.0111 -1.0034 6.08 3.407 0.356 1370 1 19 22 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 R HADKQFKKSEISIVER L 4 1914.0323 1914.0321 -0.0002 0 -0.10 3.337 0.296 1652 1 33 90 2 2 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9964 R HADKQFKKSEISIVER L 4 1914.0323 1914.036 0.0037 0 1.93 3.914 0.155 1264 9 33 90 2 2 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9997 K KSEISIVER L 2 1059.5924 1059.593 0.0006 0 0.57 2.468 0.181 806.2 1 14 16 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 K LFGEWDITDIEYSDPSTER Y 2 2272.0171 2272.0139 -0.0032 0 -1.41 4.387 0.513 1980 1 24 36 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9954 K QLATSIVTEAFELVHER T 3 1942.016 1942.0248 0.0088 0 4.53 2.247 0.149 526.1 2 21 64 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9938 K QLATSIVTEAFELVHER T 3 1942.016 1943.0182 1.0022 -1.0034 -0.59 2.778 0.14 759.1 1 24 64 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9063 K QLATSIVTEAFELVHER T 3 1942.016 1943.0182 1.0022 -1.0034 -0.59 2.671 0.037 494.6 6 19 64 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 R TDENPIQVLVSAVENSAPR E 3 2038.0331 2038.0341 0.001 0 0.49 3.321 0.303 1242 1 29 72 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 R TDENPIQVLVSAVENSAPR E 3 2038.0331 2038.0382 0.0051 0 2.50 3.606 0.399 1467 1 31 72 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 R TDENPIQVLVSAVENSAPR E 3 2038.0331 2038.0385 0.0054 0 2.65 3.333 0.366 1096 1 29 72 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 1 R TDENPIQVLVSAVENSAPR E 2 2038.0331 2038.0425 0.0094 0 4.61 4.854 0.537 1673 1 22 36 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9998 K TTTTAAEALAQQLIGAANDDVQTYAVNQKEEK E 4 3391.6743 3391.6812 0.0069 0 2.03 4.01 0.211 705.1 1 43 186 2 1 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9912 K TTTTAAEALAQQLIGAANDDVQTYAVNQKEEK E 3 3391.6743 3391.6919 0.0176 0 5.19 4.271 0.052 849.5 2 29 124 2 1 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9605 K TTTTAAEALAQQLIGAANDDVQTYAVNQKEEK E 3 3391.6743 3392.6782 1.0039 -1.0034 0.16 3.674 0.134 447.3 40 24 124 2 1 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9999 R YITVTPIAHTMGR H 2 1458.7653 1458.7746 0.0093 0 6.38 2.607 0.309 751.2 1 17 24 2 0 1
RS7_HALMAReview 1 30S ribosomal protein S7P (HmaS7)  rps7p rrnAC2423 206 62.1 8 18 0.9658 R YITVTPIAHTMGR H 3 1458.7653 1458.7687 0.0034 0 2.33 1.726 0.126 339.4 12 19 48 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 R LAVRPTSESIIAPFMAQWTR S 3 2273.199 2274.6082 1.4092 -1.0034 178.54 3.339 0.356 909.4 1 26 76 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9959 R DGIADTVTDHLDTVHAK L 3 1806.8748 1806.8776 0.0028 0 1.55 2.068 0.191 359.6 5 24 64 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9763 R DGIADTVTDHLDTVHAK L 3 1806.8748 1806.8781 0.0033 0 1.83 1.888 0.142 333.9 17 22 64 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9994 R EEILGTIGQHGGYVK C 2 1599.8256 1599.823 -0.0026 0 -1.63 2.423 0.202 658.7 1 16 28 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 K EKDVVEGFDPEVAWVTHGGHNELEER L 3 2977.3842 2977.3938 0.0096 0 3.22 4.972 0.477 1061 1 36 100 2 1 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 K EKDVVEGFDPEVAWVTHGGHNELEER L 4 2977.3842 2977.3811 -0.0031 0 -1.04 4.111 0.32 1477 1 42 150 2 1 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9995 K EKDVVEGFDPEVAWVTHGGHNELEER L 4 2977.3842 2977.3865 0.0023 0 0.77 3.38 0.172 1047 1 38 150 2 1 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9923 K EKDVVEGFDPEVAWVTHGGHNELEER L 4 2977.3842 2977.3894 0.0052 0 1.75 3.388 0.186 738.7 39 32 150 2 1 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9865 K EKDVVEGFDPEVAWVTHGGHNELEER L 5 2977.3842 2978.4136 1.0294 -1.0034 8.75 3.283 0.217 708.1 27 40 200 2 1 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9698 K EKDVVEGFDPEVAWVTHGGHNELEER L 4 2977.3842 2977.3916 0.0074 0 2.49 2.849 0.084 707.2 13 33 150 2 1 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9755 R IQNNLDGWFKDTGVQNAYFPLFIPESYLEK E 3 3545.7507 3546.7537 1.003 -1.0034 -0.10 3.317 0.126 555.7 2 23 116 2 1 1



SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 R LAVRPTSESIIAPFMAQWTR S 3 2273.199 2273.1985 -0.0005 0 -0.22 3.449 0.313 1380 1 31 76 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 R LAVRPTSESIIAPFMAQWTR S 3 2273.199 2273.2036 0.0046 0 2.02 3.616 0.346 1341 1 29 76 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 R VEIGPHEVEDGEATLVHRPDGETETVDR D 4 3085.4588 3085.4636 0.0048 0 1.56 5.461 0.474 1475 1 44 162 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9997 R VEIGPHEVEDGEATLVHRPDGETETVDR D 3 3085.4588 3086.4766 1.0178 -1.0034 4.68 3.409 0.264 730.6 1 29 108 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9975 R WEATETKPFFR T 3 1410.6932 1410.6953 0.0021 0 1.49 2.12 0.187 710.1 5 21 40 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 0.9825 K YNEHELHGVPLR V 3 1462.7317 1462.7482 0.0165 0 11.28 2.136 0.089 655.5 5 20 44 2 0 1
SYP_HALMAReview 1 Prolyl-tRNA synthetase (EC 6.1.1.15) (Proline--tRNA ligase) (ProRS)  proS rrnAC0166 484 32.9 9 18 1 K YNEHELHGVPLRVEIGPHEVEDGEATLVHRPDGETETVDR D 5 4530.18 4531.1895 1.0095 -1.0034 1.36 5.525 0.358 2978 1 65 312 2 1 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R GEILLDDDLPVK H 2 1325.7078 1325.7084 0.0006 0 0.45 2.966 0.342 1310 1 17 22 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R ADELESQLEEALLELPNIPHESVPTGEGEADNVER Y 3 3828.8177 3829.8203 1.0026 -1.0034 -0.20 5.697 0.558 1042 1 43 136 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R ADELESQLEEALLELPNIPHESVPTGEGEADNVER Y 3 3828.8177 3828.8321 0.0144 0 3.76 4.521 0.55 1283 1 40 136 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R DLPDEVVPHYDLGEDLDLLDFER G 3 2713.2759 2713.2827 0.0068 0 2.51 3.904 0.482 1158 1 38 88 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R DLPDEVVPHYDLGEDLDLLDFER G 3 2713.2759 2713.2837 0.0078 0 2.87 4.461 0.527 1457 1 40 88 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R DLPDEVVPHYDLGEDLDLLDFER G 3 2713.2759 2714.2881 1.0122 -1.0034 3.26 4.814 0.524 1454 1 40 88 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R DLPDEVVPHYDLGEDLDLLDFER G 3 2713.2759 2713.2827 0.0068 0 2.51 4.127 0.467 1187 1 37 88 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R DLPDEVVPHYDLGEDLDLLDFER G 2 2713.2759 2713.2759 0 0 0.00 3.699 0.414 387 1 17 44 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 K IGELKQDGKDEEAQEAIDR S 3 2143.0393 2143.0413 0.002 0 0.93 4.879 0.473 3953 1 39 72 2 2 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 K IGELKQDGKDEEAQEAIDR S 3 2143.0393 2143.0418 0.0025 0 1.17 3.796 0.354 1163 1 26 72 2 2 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 0.9999 R KGVTGVDLDEILDIDEEWR E 2 2201.0852 2203.0979 2.0127 -2.0067 2.73 4.944 0.259 3089 1 26 36 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 0.9943 R KGVTGVDLDEILDIDEEWR E 3 2201.0852 2202.0913 1.0061 -1.0034 1.25 3.361 0.119 691.5 2 25 72 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 0.992 R KGVTGVDLDEILDIDEEWR E 3 2201.0852 2201.0874 0.0022 0 1.00 2.263 0.147 372.3 7 24 72 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R LEHALIQFMLDVHR E 3 1720.9083 1721.9181 1.0098 -1.0034 3.75 4.523 0.514 1287 1 30 52 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R LESLLDEAAEVLDRLELPYR V 3 2343.2322 2343.2383 0.0061 0 2.60 3.285 0.45 729.8 1 29 76 2 1 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 1 R QDDDYDSDDLWLLPTAEVPVTNMYR G 2 2970.3229 2970.3179 -0.005 0 -1.68 3.42 0.43 431.8 1 20 48 2 0 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 0.9984 R SQELKDELQDIEER A 3 1730.8322 1732.8382 2.006 -2.0067 -0.40 3.841 0.197 883.4 3 24 52 2 1 1

SYS_HALMAReview 1 Seryl-tRNA synthetase (EC 6.1.1.11) (Seryl-tRNA(Ser\Sec) synthetase)(Serine-
-tRNA ligase) (SerRS)  serS rrnAC2808 460 41.5 10 18 0.9574 K VSGGGYQFVK G 2 1040.5291 1039.8854 -0.6437 1 342.42 2.153 0.282 431.2 14 13 18 2 0 1

GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 K AVGFGEALAPEFEQYAQQTVDNAIALGEQFK E 3 3340.6252 3340.6304 0.0052 0 1.56 4.159 0.396 444.1 10 23 120 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 0.9999 K AVGFGEALAPEFEQYAQQTVDNAIALGEQFK E 3 3340.6252 3340.6355 0.0103 0 3.08 3.566 0.251 760 1 28 120 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 0.9999 K AVGFGEALAPEFEQYAQQTVDNAIALGEQFK E 4 3340.6252 3341.6297 1.0045 -1.0034 0.34 3.489 0.319 631.8 2 41 180 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R EADPAVADALEGER G 2 1441.6685 1441.6685 0 0 0.00 3.233 0.407 1207 1 21 26 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R EADPAVADALEGER G 2 1441.6685 1441.6696 0.0011 0 0.76 2.77 0.423 933.2 1 18 26 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 K ELWGADHVNVQPHSGSQANMGVYLGVLEPGDK I 3 3403.6255 3404.6182 0.9927 -1.0034 -3.13 5.251 0.484 2216 1 43 124 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R IQEAADAVDAYHLADIAHITGLVAAGVHESPVGVADFVTGSTH T 5 4452.235 4452.2432 0.0082 0 1.84 5.542 0.513 1724 1 81 344 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R IQEAADAVDAYHLADIAHITGLVAAGVHESPVGVADFVTGSTH T 5 4452.235 4452.2573 0.0223 0 5.01 5.868 0.513 1122 1 75 344 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R IQEAADAVDAYHLADIAHITGLVAAGVHESPVGVADFVTGSTH T 5 4452.235 4453.2476 1.0126 -1.0034 2.08 6.264 0.565 1201 1 74 344 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R IQEAADAVDAYHLADIAHITGLVAAGVHESPVGVADFVTGSTH T 5 4452.235 4454.2632 2.0282 -2.0067 4.83 5.768 0.479 1123 1 74 344 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R IQEAADAVDAYHLADIAHITGLVAAGVHESPVGVADFVTGSTH T 5 4452.235 4453.2549 1.0199 -1.0034 3.72 5.312 0.399 1387 1 75 344 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R QNDTLAMIASENHVSEAVMEAQSSELTNK Y 3 3146.4496 3147.458 1.0084 -1.0034 1.60 5.804 0.458 2626 1 40 112 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 1 R SAFNPSGIR A 2 947.4825 947.4835 0.001 0 1.06 2.307 0.363 951.7 1 15 16 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 0.9998 R SAFNPSGIR A 2 947.4825 947.4817 -0.0008 0 -0.84 2.145 0.291 599.4 3 12 16 2 0 1
GLYA_HALMAReview 1 Serine hydroxymethyltransferase (EC 2.1.2.1) (Serine methylase)(SHMT)  glyA rrnAC0999 415 45.3 8 17 0.9961 K VVDAPHDDDVVAEVSDR V 3 1836.849 1836.851 0.002 0 1.09 2.922 0.111 683.8 5 26 64 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 1 R LENVLAFTPDELELVAPGSIER T 2 2411.2584 2412.2854 1.027 -1.0034 9.81 4.766 0.517 1755 1 26 42 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9999 K DGLHIWEDHFYPEVIDPHTK E 4 2447.1546 2447.1543 -0.0003 0 -0.12 3.717 0.24 844.5 1 35 114 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.927 K DGLHIWEDHFYPEVIDPHTKEPVEEGEEGELVLTTLTK E 5 4401.1328 4402.1446 1.0118 -1.0034 1.92 2.855 0.108 505.9 12 49 296 2 1 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9219 K DGLHIWEDHFYPEVIDPHTKEPVEEGEEGELVLTTLTK E 5 4401.1328 4402.1416 1.0088 -1.0034 1.24 3.218 0.192 516 82 45 296 2 1 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9976 R EKLDAAGVSPEDIQSIDDITK L 3 2243.1169 2244.2183 1.1014 -1.0034 43.71 3.111 0.231 745.7 1 27 80 2 1 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9999 R EKLDAAGVSPEDIQSIDDITKLPMTTK E 3 2914.4845 2915.468 0.9835 -1.0034 -6.81 3.653 0.375 566.4 1 27 104 2 2 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9918 K EPVEEGEEGELVLTTLTK E 2 1971.9888 1973.0054 1.0166 -1.0034 6.72 2.811 0.099 739.7 1 19 34 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 1 R GVNLYPSEIEHAVLDIDGVAPHYR I 3 2663.3343 2663.3413 0.007 0 2.63 4.435 0.364 426.1 1 26 92 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 1 R GVNLYPSEIEHAVLDIDGVAPHYR I 3 2663.3343 2663.3333 -0.001 0 -0.38 5.289 0.493 591.1 1 33 92 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9998 R IVTHAHENVPFYR E 3 1581.8052 1581.8063 0.0011 0 0.70 2.893 0.215 958.5 1 26 48 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9998 R IVTHAHENVPFYR E 3 1581.8052 1581.8048 -0.0004 0 -0.25 3.142 0.202 791.5 1 24 48 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9998 R IVTHAHENVPFYR E 3 1581.8052 1581.8046 -0.0006 0 -0.38 3.259 0.179 972 1 25 48 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 1 R LENVLAFTPDELELVAPGSIER T 2 2411.2584 2411.2739 0.0155 0 6.43 5.4 0.379 1470 1 25 42 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9999 R LGVDGIDIYGLSEIIGPGVSCECHEAK D 3 2773.3302 2771.3242 -2.006 2 -2.16 4.356 0.368 1393 1 33 104 2 0 1
Q5UWD5_HALMA 1 Phenylacetyl-coenzyme A ligase  paaK1 rrnB0243 429 44.1 11 17 0.9995 Y PSEIEHAVLDIDGVAPHYR I 3 2117.0541 2116.5979 -0.4562 0 -215.49 4.441 0.345 1265 1 30 72 1 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 3 2713.2826 2713.2852 0.0026 0 0.96 4.975 0.487 2086 1 38 96 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 0.9996 K AYSMTGWR L 2 986.4325 986.4286 -0.0039 0 -3.95 1.875 0.271 477.8 1 13 14 2 0 2 Q5V291_HALMA ; AYSM[147]TGWR
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 0.9012 K AYSMTGWR L 2 970.4331 970.4254 -0.0077 0 -7.93 1.537 0.011 735.8 1 13 14 2 0 2 Q5V291_HALMA ; 
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R EVFEAAGEDAINLGLGQPDFPTPEHAR E 3 2879.3726 2879.3733 0.0007 0 0.24 3.608 0.459 433.4 2 25 104 2 0 2 Q5UWG4_HALMA ; 
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R EVFEAAGEDAINLGLGQPDFPTPEHAR E 3 2879.3726 2879.3814 0.0088 0 3.06 4.319 0.526 1061 1 35 104 2 0 2 Q5UWG4_HALMA ; 
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R EVFEAAGEDAINLGLGQPDFPTPEHAR E 3 2879.3726 2879.3772 0.0046 0 1.60 3.798 0.391 618.5 1 27 104 2 0 2 Q5UWG4_HALMA ; 
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2908 0.0082 0 3.02 4.402 0.408 1240 1 22 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2898 0.0072 0 2.65 4.584 0.396 1356 1 23 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2927 0.0101 0 3.72 4.511 0.579 1596 1 24 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2871 0.0045 0 1.66 4.534 0.572 1468 1 23 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2871 0.0045 0 1.66 4.668 0.404 1603 1 25 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 3 2713.2826 2713.2696 -0.013 0 -4.79 4.565 0.472 1896 1 37 96 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 3 2713.2826 2713.2823 -0.0003 0 -0.11 4.461 0.48 2208 1 38 96 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 3 2713.2826 2713.2871 0.0045 0 1.66 5.023 0.434 1926 1 35 96 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2862 0.0036 0 1.33 4.29 0.562 1347 1 24 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2884 0.0058 0 2.14 4.427 0.383 1257 1 22 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 1 R ISYATDMETLEEAIDIMADATAALR - 2 2713.2826 2713.2906 0.008 0 2.95 4.558 0.586 1652 1 25 48 2 0 1
Q5UX36_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspB2 rrnAC3495 373 24.7 6 17 0.995 R RVEQVSISGIR E 2 1242.7044 1242.7053 0.0009 0 0.72 2.446 0.064 430.5 3 13 20 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2474.2654 0.9954 -1.0034 -3.21 3.732 0.341 958.5 1 19 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R DEHGLEFDLLSDMGR S 3 1732.7726 1732.7759 0.0033 0 1.90 3.82 0.338 964.5 1 27 56 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9989 R DEHGLEFDLLSDMGR S 3 1732.7726 1732.7777 0.0051 0 2.94 3.167 0.114 717.8 1 25 56 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9928 R DEHGLEFDLLSDMGR S 3 1732.7726 1732.7781 0.0055 0 3.17 2.745 0.069 656.5 2 23 56 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2475.1453 1.8753 -1.0034 352.55 4.345 0.4 952.7 1 19 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2473.2791 0.0091 0 3.68 5.999 0.576 3043 1 29 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2473.3006 0.0306 0 12.37 5.41 0.583 2886 1 29 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2473.2859 0.0159 0 6.43 5.022 0.574 2826 1 28 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2473.2842 0.0142 0 5.74 5.917 0.582 3364 1 30 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2474.4053 1.1353 -1.0034 53.35 4.264 0.504 1819 1 24 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 3 2473.27 2473.2769 0.0069 0 2.79 4.652 0.394 2124 1 37 88 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 1 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2475.1055 1.8355 -1.0034 336.46 4.357 0.365 1303 1 21 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9999 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2474.3255 1.0555 -1.0034 21.09 2.927 0.361 517 1 16 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9998 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2474.3054 1.0354 -1.0034 12.96 3.022 0.298 413.9 1 14 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9997 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2475.1253 1.8553 -1.0034 344.46 3.427 0.306 727.1 1 17 44 2 0 1
Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9997 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2475.1453 1.8753 -1.0034 352.55 2.994 0.352 475.1 1 16 44 2 0 1



Q5UX70_HALMA 1 Bacterioferritin comigrating protein  bcp1 rrnAC3456 157 24.2 2 17 0.9836 R SAIQDYGLEIDIEDLGLLGVANR A 2 2473.27 2475.1453 1.8753 -1.0034 352.55 2.691 0.136 611.4 1 17 44 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K ALDDTDAIIGAGTVMDAAAAR N 2 2032.978 2032.9745 -0.0035 0 -1.72 4.801 0.483 1570 1 23 40 2 0 1 ALDDTDAIIGAGTVM[147]DAAAAR

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K ALDDTDAIIGAGTVMDAAAAR N 2 2016.9786 2016.9861 0.0075 0 3.72 5.614 0.542 3214 1 31 40 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K ALDDTDAIIGAGTVMDAAAAR N 2 2016.9786 2016.9812 0.0026 0 1.29 4.097 0.466 1641 1 23 40 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K ALDDTDAIIGAGTVMDAAAAR N 2 2032.978 2033.9781 1.0001 -1.0034 -1.60 5.766 0.537 2489 1 30 40 2 0 1 ALDDTDAIIGAGTVM[147]DAAAAR

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 0.9994 K ALDDTDAIIGAGTVMDAAAAR N 2 2016.9786 2016.9832 0.0046 0 2.28 2.373 0.208 488.4 1 15 40 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 0.9967 K ALDDTDAIIGAGTVMDAAAAR N 2 2016.9786 2016.9823 0.0037 0 1.83 2.641 0.065 469.6 1 15 40 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 R EGVLAIPGVMTPTEAADAMEAGADILK M 2 2669.3292 2669.3504 0.0212 0 7.94 3.729 0.49 1038 1 26 52 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 R EGVLAIPGVMTPTEAADAMEAGADILK M 2 2669.3292 2669.3264 -0.0028 0 -1.05 3.882 0.546 1064 1 25 52 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 R EGVLAIPGVMTPTEAADAMEAGADILK M 2 2669.3292 2669.3562 0.027 0 10.11 3.816 0.527 910.7 1 24 52 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K MVDVATAVHEGGVTALELTADAKR C 3 2453.2584 2453.2693 0.0109 0 4.44 6.011 0.523 1962 1 39 92 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 0.9719 K MVDVATAVHEGGVTALELTADAKR C 4 2453.2584 2453.2613 0.0029 0 1.18 1.986 0.016 388.9 4 38 138 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K QAVQQELVDSGVTAVLR G 3 1811.9741 1811.9765 0.0024 0 1.32 4.104 0.333 1655 1 28 64 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K QAVQQELVDSGVTAVLR G 3 1811.9741 1811.9734 -0.0007 0 -0.39 3.432 0.256 985 1 26 64 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K QAVQQELVDSGVTAVLR G 3 1811.9741 1811.9772 0.0031 0 1.71 3.769 0.279 1241 1 27 64 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K QAVQQELVDSGVTAVLR G 2 1811.9741 1811.9749 0.0008 0 0.44 4.317 0.482 2370 1 26 32 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K QAVQQELVDSGVTAVLR G 2 1811.9741 1811.9754 0.0013 0 0.72 4.208 0.489 2507 1 27 32 2 0 1

Q5UY23_HALMA 1 2-dehydro-3-deoxyphosphogluconate aldolase\4-hydroxy-2-
oxoglutaratealdolase (EC 4.1.2.14)  eda rrnAC3121 397 22.4 4 17 1 K QAVQQELVDSGVTAVLR G 2 1811.9741 1811.9794 0.0053 0 2.92 4.025 0.481 2007 1 25 32 2 0 1

Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9999 K KLDELGLDYESHMVPR P 3 1900.9353 1900.9376 0.0023 0 1.21 5.188 0.368 1917 1 32 60 1 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9827 M ANLELYELEGCPYCAK V 2 1814.8219 1812.8095 -2.0124 2 -6.83 4.131 0.376 1164 1 19 30 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K EVSGQTGVPVLIDEDNGVDGMPESDDIVEYLEK T 2 3547.6399 3547.6348 -0.0051 0 -1.44 4.357 0.561 839.7 1 26 64 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K EVSGQTGVPVLIDEDNGVDGMPESDDIVEYLEK T 2 3547.6399 3547.6385 -0.0014 0 -0.39 4.322 0.539 569 1 23 64 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K EVSGQTGVPVLIDEDNGVDGMPESDDIVEYLEK T 2 3547.6399 3548.6453 1.0054 -1.0034 0.58 3.256 0.519 399.7 1 22 64 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9979 K EVSGQTGVPVLIDEDNGVDGMPESDDIVEYLEK T 3 3547.6399 3547.6436 0.0037 0 1.04 3.441 0.168 169.8 40 24 128 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9355 K EVSGQTGVPVLIDEDNGVDGMPESDDIVEYLEK T 3 3547.6399 3547.6446 0.0047 0 1.32 2.52 0.042 202.7 33 22 128 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K KLDELGLDYESHMVPR P 3 1900.9353 1900.9391 0.0038 0 2.00 4.851 0.449 2169 1 32 60 1 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K KLDELGLDYESHMVPRPHGER T 4 2477.2121 2477.2132 0.0011 0 0.44 3.854 0.314 1737 1 40 120 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K KLDELGLDYESHMVPRPHGER T 4 2493.2115 2493.2078 -0.0037 0 -1.48 3.365 0.293 1572 1 41 120 2 0 1 KLDELGLDYESHM[147]VPRPHGER
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K KLDELGLDYESHMVPRPHGER T 4 2477.2121 2477.2139 0.0018 0 0.73 4.99 0.304 1717 1 41 120 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K KLDELGLDYESHMVPRPHGER T 4 2477.2121 2477.2161 0.004 0 1.61 4.09 0.251 1910 1 40 120 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 1 K KLDELGLDYESHMVPRPHGER T 4 2477.2121 2477.218 0.0059 0 2.38 4.499 0.371 2392 1 44 120 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9998 K KLDELGLDYESHMVPRPHGER T 4 2493.2115 2493.211 -0.0005 0 -0.20 3.575 0.167 1326 1 40 120 2 0 1 KLDELGLDYESHM[147]VPRPHGER
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9989 K KLDELGLDYESHMVPRPHGER T 3 2477.2121 2476.1782 -1.0339 1 -13.68 3.428 0.307 1003 1 30 80 2 0 1
Q5UZI0_HALMA 1 Glutathione S-transferase N-terminal domain  gstN rrnAC2520 82 85.4 4 17 0.9098 K KLDELGLDYESHMVPRPHGER T 5 2477.2121 2477.2171 0.005 0 2.02 2.103 0.07 810.6 30 43 160 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 K AQPGTDSPTPTPEAGSGGASTDLETR S 2 2499.1361 2500.148 1.0119 -1.0034 3.42 3.643 0.554 682 1 26 50 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 R AELNGNVTVTYTEDGQENR S 2 2108.961 2108.9654 0.0044 0 2.09 2.966 0.436 809.8 1 20 36 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 R AKIDQLEEQLDEQNDDAAGGTR L 3 2415.115 2415.1209 0.0059 0 2.44 4.782 0.374 2202 1 34 84 2 1 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 K AQPGTDSPTPTPEAGSGGASTDLETR S 2 2499.1361 2500.1653 1.0292 -1.0034 10.34 3.052 0.438 303.9 1 20 50 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.9998 R FVNWLIR N 2 946.5388 946.5392 0.0004 0 0.42 2.155 0.251 575.6 2 11 12 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.957 R GTPTKEPQPVDTPQSQPSTGDQR Q 3 2450.1673 2450.1763 0.009 0 3.67 2.807 0.107 431.6 32 22 88 2 1 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.9903 R MGNPLVVANINNSREPASEGQMSDLIR N 3 2911.428 2912.451 1.023 -1.0034 6.75 3.141 0.171 1287 1 36 104 2 1 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 R RDQPAQDDPTSSTEPSVQGPAPAQEGR G 3 2820.291 2820.2901 -0.0009 0 -0.32 4.557 0.323 1422 1 37 104 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 R RDQPAQDDPTSSTEPSVQGPAPAQEGR G 3 2820.291 2820.2942 0.0032 0 1.13 5.452 0.326 2254 1 41 104 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.991 K SFVNLSR K 2 821.4395 821.441 0.0015 0 1.83 1.743 0.157 515.5 9 10 12 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.9772 K SFVNLSR K 2 821.4395 821.4404 0.0009 0 1.10 1.654 0.117 448.5 7 10 12 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.9917 K SGGAQESTPSSVSSTQTPPTGGQEVSTPR R 3 2816.306 2817.315 1.009 -1.0034 2.01 2.641 0.172 525.1 2 29 112 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 1 R SPHEALPLLAVMQER A 3 1689.8872 1689.8889 0.0017 0 1.01 3.507 0.328 1296 1 29 56 2 0 1
Q5V2N3_HALMA 1 Hypothetical protein  rrnAC1281 rrnAC1281 863 28 12 17 0.9984 R SSPAQTDQTASTDRHPEPTDSKPNQSTEPQPSK A 4 3548.6251 3549.6509 1.0258 -1.0034 6.33 3.711 0.184 515.1 1 43 192 2 1 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9562 R DDPTIMGGVVESSK Q 2 1449.6702 1449.5886 -0.0816 0 -56.29 2.038 0.049 466.7 8 13 26 2 0 1 DDPTIM[147]GGVVESSK
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 R AKEITDEYALVSGIGGATDTHVVHERDDPTIMGGVVESSK Q 4 4183.0379 4185.0508 2.0129 -2.0067 1.48 7.105 0.374 2751 1 64 234 2 2 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 R AKEITDEYALVSGIGGATDTHVVHERDDPTIMGGVVESSK Q 5 4183.0379 4185.0635 2.0256 -2.0067 4.52 5.31 0.459 1879 1 74 312 2 2 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 K ALESPIIADPLR L 2 1293.7292 1293.7254 -0.0038 0 -2.94 3.185 0.41 1391 1 15 22 2 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9999 K AQFQKEITMEK A 3 1351.6806 1351.6797 -0.0009 0 -0.67 2.94 0.31 722.4 1 22 40 2 1 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9915 K DGELPINTSGGLK S 2 1299.667 1299.6684 0.0014 0 1.08 2.066 0.157 424.8 14 15 24 2 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 K EITDEYALVSGIGGATDTHVVHER D 4 2568.2456 2568.25 0.0044 0 1.71 4.137 0.308 865.9 1 35 138 2 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 K GHPLGASGVAQGVEIYEQLVGEAGPR Q 3 2590.3139 2590.3174 0.0035 0 1.35 4.84 0.534 2279 1 43 100 2 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 K GHPLGASGVAQGVEIYEQLVGEAGPR Q 3 2590.3139 2590.3225 0.0086 0 3.32 5.039 0.518 2418 1 44 100 2 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 1 K GHPLGASGVAQGVEIYEQLVGEAGPR Q 3 2590.3139 2590.3233 0.0094 0 3.63 4.569 0.534 1617 1 37 100 2 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9996 M GVAVIGASMTK F 2 1032.5637 1032.5637 0 0 0.00 3.012 0.438 1722 1 18 20 1 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9995 M GVAVIGASMTK F 2 1032.5637 1032.5629 -0.0008 0 -0.77 3.029 0.413 1673 1 18 20 1 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9994 M GVAVIGASMTK F 2 1032.5637 1032.5633 -0.0004 0 -0.39 2.755 0.433 1896 1 18 20 1 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9961 M GVAVIGASMTK F 2 1032.5637 1032.5653 0.0016 0 1.55 2.321 0.382 1359 1 16 20 1 0 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9992 R HYLERFDAPR E 3 1302.6469 1302.6457 -0.0012 0 -0.92 2.264 0.246 1086 1 25 36 2 1 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9837 K SKGHPLGASGVAQGVEIYEQLVGEAGPR Q 4 2805.4409 2805.4478 0.0069 0 2.46 3.057 0.057 1244 3 39 162 2 1 1
Q5V3M8_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB3 rrnAC0896 430 36.7 11 17 0.9999 K TTGQATDIIASITHPDEYKHGVTLPSFAGMTAR H 4 3485.7249 3486.731 1.0061 -1.0034 0.79 3.849 0.355 487.4 1 38 192 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R YTLDGDELDEIINIVK Q 2 1848.9356 1848.9408 0.0052 0 2.81 4.863 0.605 3379 1 25 30 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R FALLDPEESLQLVEELEELEK V 3 2472.2523 2472.2635 0.0112 0 4.53 4.486 0.415 1512 1 32 80 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R FALLDPEESLQLVEELEELEK V 2 2472.2523 2472.2635 0.0112 0 4.53 5.221 0.455 1439 1 26 40 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R FALLDPEESLQLVEELEELEK V 2 2472.2523 2472.2615 0.0092 0 3.72 5.099 0.41 1311 1 25 40 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R FALLDPEESLQLVEELEELEKVDTPTAYK I 3 3347.6912 3347.6978 0.0066 0 1.97 3.06 0.378 746.9 1 40 112 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 0.9999 R FALLDPEESLQLVEELEELEKVDTPTAYK I 3 3347.6912 3347.7022 0.011 0 3.29 2.955 0.34 515.7 1 32 112 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 0.9999 R FALLDPEESLQLVEELEELEKVDTPTAYK I 3 3347.6912 3347.7139 0.0227 0 6.78 3.09 0.313 834.8 1 39 112 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 0.9997 R FALLDPEESLQLVEELEELEKVDTPTAYK I 3 3347.6912 3347.7027 0.0115 0 3.44 2.827 0.302 818.7 1 41 112 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 0.9715 K IANLRPLDRDELR A 3 1579.8794 1579.8793 -0.0001 0 -0.06 2.662 0.118 490.6 57 19 48 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 K VSEEFLTVAETK E 2 1351.6871 1351.69 0.0029 0 2.15 3.16 0.357 1882 1 18 22 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 K VSEEFLTVAETK E 2 1351.6871 1351.6895 0.0024 0 1.78 2.661 0.353 939.7 1 18 22 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 K VSEEFLTVAETK E 2 1351.6871 1351.6909 0.0038 0 2.81 3.722 0.4 2228 1 19 22 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 K VSEEFLTVAETKEILEDLEMER A 3 2609.2782 2609.282 0.0038 0 1.46 6.152 0.426 2941 1 36 84 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 K VSEEFLTVAETKEILEDLEMER A 3 2609.2782 2609.2803 0.0021 0 0.80 5.959 0.416 3005 1 38 84 2 1 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R YTLDGDELDEIINIVK Q 2 1848.9356 1848.9347 -0.0009 0 -0.49 4.766 0.567 3588 1 26 30 2 0 1
Q5V586_HALMA 1 RNA polymerase Rpb4  rpb4 rrnAC0259 118 67.8 7 17 1 R YTLDGDELDEIINIVK Q 2 1848.9356 1848.9453 0.0097 0 5.25 4.853 0.613 2802 1 24 30 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 0.9998 R FIPGTLTNPDYDGYIEPDIVVVTDPIGDAQAVK E 3 3531.7661 3531.7798 0.0137 0 3.88 3.78 0.207 490.3 3 25 128 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 K ALSVVYWLLANETLDR R 3 1861.9938 1862.0008 0.007 0 3.76 3.333 0.326 1214 1 29 60 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 0.9999 K ALSVVYWLLANETLDR R 3 1861.9938 1861.994 0.0002 0 0.11 3.248 0.255 1181 1 31 60 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R FIPGTLTNPDYDGYIEPDIVVVTDPIGDAQAVK E 3 3531.7661 3531.7801 0.014 0 3.96 4.925 0.375 668.5 1 27 128 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 0.9998 R FPAEKFAEAIGAR V 3 1405.7354 1405.7482 0.0128 0 9.11 2.9 0.277 1138 1 24 48 2 1 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 0.9995 R IRTAADFLSNYEPEQILAASSR Q 3 2451.2394 2451.3174 0.078 0 31.82 3.543 0.213 453.4 1 24 84 2 1 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TAADFLSNYEPEQILAASSR Q 2 2182.0542 2182.0591 0.0049 0 2.25 5.23 0.522 1350 1 24 38 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TAADFLSNYEPEQILAASSR Q 2 2182.0542 2182.0598 0.0056 0 2.57 5.365 0.517 1628 1 26 38 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TAADFLSNYEPEQILAASSR Q 3 2182.0542 2182.0574 0.0032 0 1.47 3.942 0.307 867.8 1 26 76 2 0 1



RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TAADFLSNYEPEQILAASSR Q 2 2182.0542 2182.0591 0.0049 0 2.25 5.251 0.519 1535 1 25 38 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TAADFLSNYEPEQILAASSR Q 3 2182.0542 2182.0615 0.0073 0 3.35 4.181 0.366 1877 1 34 76 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TAADFLSNYEPEQILAASSR Q 2 2182.0542 2182.0576 0.0034 0 1.56 5.395 0.536 1522 1 25 38 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 0.9997 R TAADFLSNYEPEQILAASSR Q 2 2182.0542 2182.0594 0.0052 0 2.38 3.713 0.085 1115 1 22 38 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 1 R TDGLYVLDVSMTDER I 2 1712.7927 1714.8053 2.0126 -2.0067 3.44 4.628 0.451 2234 1 23 28 2 0 1
RS2_HALMAReview 1 30S ribosomal protein S2P (HS2) (ORFMSG)  rps2p rrnAC0070 267 45.7 9 17 0.9986 D YLGAGVHIGTQQK T 2 1370.7306 1370.7313 0.0007 0 0.51 3.103 0.356 1833 1 20 24 1 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R GEYEISDAIDLLLHSGR T 3 1886.9374 1886.9442 0.0068 0 3.60 3.133 0.382 1050 1 32 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R ADAAFLVEEVPWEEAGR Y 2 1887.9003 1887.9083 0.008 0 4.24 3.42 0.366 743.3 1 19 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R ADAAFLVEEVPWEEAGR Y 2 1887.9003 1887.9064 0.0061 0 3.23 4.091 0.347 811.3 1 20 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R ADAAFLVEEVPWEEAGR Y 2 1887.9003 1887.9043 0.004 0 2.12 4.343 0.355 855.1 1 20 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R ADAAFLVEEVPWEEAGR Y 2 1887.9003 1887.9071 0.0068 0 3.60 4.414 0.41 911.3 1 21 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R GEYEISDAIDLLLHSGR T 2 1886.9374 1886.9518 0.0144 0 7.63 5.148 0.607 2905 1 25 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R GEYEISDAIDLLLHSGR T 2 1886.9374 1886.9405 0.0031 0 1.64 4.234 0.489 2015 1 22 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R GEYEISDAIDLLLHSGR T 3 1886.9374 1886.9412 0.0038 0 2.01 4.676 0.264 1074 1 32 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 1 R GEYEISDAIDLLLHSGR T 2 1886.9374 1886.9494 0.012 0 6.36 5.252 0.584 3370 1 26 32 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9999 R GEYEISDAIDLLLHSGR T 3 1886.9374 1886.9403 0.0029 0 1.54 3.837 0.207 751.2 1 29 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9992 R GEYEISDAIDLLLHSGR T 3 1886.9374 1887.9379 1.0005 -1.0034 -1.51 3.191 0.209 568.3 1 25 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9988 R GEYEISDAIDLLLHSGR T 3 1886.9374 1888.9582 2.0208 -2.0067 7.47 2.667 0.239 565.2 1 23 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9923 R GEYEISDAIDLLLHSGR T 3 1886.9374 1887.9381 1.0007 -1.0034 -1.40 2.258 0.209 651.3 5 22 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9614 R GEYEISDAIDLLLHSGR T 3 1886.9374 1886.9386 0.0012 0 0.64 2.056 0.053 427.4 2 23 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9284 R GEYEISDAIDLLLHSGR T 3 1886.9374 1886.9406 0.0032 0 1.70 2.116 0.06 451.6 39 21 64 2 0 1
Q5UXR6_HALMA 1 Glucose-1-phosphate thymidylyltransferase (EC 2.7.7.24)  rffH3 rrnAC3238 251 22.3 3 16 0.9929 K QAIINHYEDEFDGVPITYTHQR E 4 2645.251 2645.2547 0.0037 0 1.40 2.844 0.019 933.4 1 33 126 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9962 R EEGKPLGEAEGEVQR A 3 1626.7849 1626.7858 0.0009 0 0.55 2.55 0.141 723.4 6 24 56 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 1 R AIDIFYYYAEK A 2 1394.6758 1394.675 -0.0008 0 -0.57 3.059 0.411 1314 1 17 20 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9999 R AIVHEDVYDEFLDAIVDYAESLEIGDGLDR A 3 3380.5936 3379.6531 -0.9405 1 17.60 4.29 0.415 608.8 1 30 116 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9851 R AIVHEDVYDEFLDAIVDYAESLEIGDGLDR A 3 3380.5936 3380.6521 0.0585 0 17.30 2.96 0.051 355.5 3 26 116 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9773 R AQAEMGGKNPTVVMPSADVDK A 3 2160.0236 2160.0081 -0.0155 0 -7.18 2.903 0.137 518.6 49 22 80 2 1 1 AQAEMGGKNPTVVM[147]PSADVDK
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9972 R EEGKPLGEAEGEVQR A 3 1626.7849 1626.7885 0.0036 0 2.21 2.568 0.134 860.5 2 24 56 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9958 R EEGKPLGEAEGEVQR A 3 1626.7849 1626.7865 0.0016 0 0.98 2.344 0.124 1029 1 26 56 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 1 R EQGDAGLEFFSYIK T 2 1602.7566 1602.7584 0.0018 0 1.12 2.277 0.442 1078 1 18 26 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9956 K NPTVVMPSADVDK A 2 1371.6704 1371.68 0.0096 0 7.00 2.101 0.168 470.7 6 13 24 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 1 K SRKDELAETLTREEGKPLGEAEGEVQR A 5 3026.5268 3026.5283 0.0015 0 0.50 4.272 0.36 1248 1 52 208 2 2 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9989 K SRKDELAETLTREEGKPLGEAEGEVQR A 4 3026.5268 3026.5352 0.0084 0 2.78 3.813 0.132 816.7 1 38 156 2 2 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9988 K SRKDELAETLTREEGKPLGEAEGEVQR A 5 3026.5268 3026.5357 0.0089 0 2.94 2.957 0.166 1136 2 50 208 2 2 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9985 K SRKDELAETLTREEGKPLGEAEGEVQR A 4 3026.5268 3027.531 1.0042 -1.0034 0.28 3.252 0.192 1291 1 44 156 2 2 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 1 K TTGLELHVPFGGLKR S 3 1623.9096 1625.9181 2.0085 -2.0067 1.11 2.793 0.4 637.3 1 27 56 2 0 1
Q5UY93_HALMA 1 Aldehyde dehydrogenase  aldY3 rrnAC3036 481 24.5 8 16 0.9256 K TTGLELHVPFGGLKR S 3 1623.9096 1625.9181 2.0085 -2.0067 1.11 2.507 0.081 356.7 12 21 56 2 0 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9131 R KREELDDDEAVIDYFVER A 4 2240.0597 2240.0613 0.0016 0 0.71 2.232 0.018 925.1 9 30 102 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9999 R GVLVALDNRDE - 2 1199.6146 1199.6254 0.0108 0 9.00 2.828 0.404 1444 1 16 20 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9998 R GVLVALDNRDE - 2 1199.6146 1199.6254 0.0108 0 9.00 2.775 0.374 1335 1 16 20 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9997 R GVLVALDNRDE - 2 1199.6146 1199.6194 0.0048 0 4.00 2.777 0.331 1337 1 16 20 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 K HAVGDQIEFYGKPIPVAEDR I 3 2240.1226 2240.1275 0.0049 0 2.19 5.358 0.575 1594 1 39 76 2 0 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9147 K HAVGDQIEFYGKPIPVAEDR I 4 2240.1226 2239.2093 -0.9133 1 38.70 2.263 0.118 686.4 3 35 114 2 0 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9642 R HLVDPERLWEGTK H 3 1578.8154 1578.8166 0.0012 0 0.76 1.83 0.174 238.8 12 18 48 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9193 R HLVDPERLWEGTK H 3 1578.8154 1578.8161 0.0007 0 0.44 1.782 0.088 277.6 1 19 48 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 R KREELDDDEAVIDYFVER A 3 2240.0597 2240.0601 0.0004 0 0.18 5.187 0.379 2657 1 39 68 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 R KREELDDDEAVIDYFVER A 3 2240.0597 2240.0645 0.0048 0 2.14 5.288 0.322 2027 1 35 68 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 R KREELDDDEAVIDYFVER A 2 2240.0597 2240.0652 0.0055 0 2.46 4.189 0.374 1513 1 23 34 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 R KREELDDDEAVIDYFVER A 3 2240.0597 2240.0613 0.0016 0 0.71 4.953 0.43 1699 1 34 68 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 R KREELDDDEAVIDYFVER A 2 2240.0597 2240.0642 0.0045 0 2.01 4.773 0.441 1682 1 25 34 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 1 R KREELDDDEAVIDYFVER A 3 2240.0597 2240.0613 0.0016 0 0.71 5.049 0.389 1566 1 32 68 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9982 R KREELDDDEAVIDYFVER A 4 2240.0597 2240.0628 0.0031 0 1.38 3.095 0.115 1540 1 39 102 2 1 1
Q5UYT7_HALMA 1 Hypothetical protein  rrnAC2810 rrnAC2810 329 18.8 4 16 0.9838 R KREELDDDEAVIDYFVER A 4 2240.0597 2240.0613 0.0016 0 0.71 2.83 0.109 1080 12 31 102 2 1 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 R TYLDLPPEQAPTTVGVFPLMDKDGMADLATDIADDLR A 3 4003.9435 4003.9358 -0.0077 0 -1.92 4.657 0.435 659.7 1 41 144 2 1 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 R AAGLSVTYDDSGAIGR R 2 1551.7529 1551.7543 0.0014 0 0.90 3.963 0.536 1682 1 22 30 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9999 R ATVDPDMSYLGPEFGGSAGAVADALEALAER N 3 3079.4444 3079.44 -0.0044 0 -1.43 3.504 0.244 599.8 1 30 120 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 K DGMADLATDIADDLR A 2 1590.7195 1590.7274 0.0079 0 4.97 2.727 0.388 1404 1 20 28 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 K DGMADLATDIADDLR A 2 1590.7195 1590.7206 0.0011 0 0.69 4.125 0.412 2448 1 23 28 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 R IIYTVLAHSYETDEVDGEER T 2 2338.0965 2339.0899 0.9934 -1.0034 -4.26 5.15 0.514 2530 1 26 38 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9552 K RLPIDGLAETLEQLSTG D 2 1811.9629 1812.0854 0.1225 0 67.61 2.538 0.241 515.5 2 14 32 1 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9994 K RLPIDGLAETLEQLSTGDR T 3 2083.0909 2083.0972 0.0063 0 3.02 2.808 0.188 411.5 1 25 72 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9998 K RLPIDGLAETLEQLSTGDRTFDDL - 3 2674.345 2675.3758 1.0308 -1.0034 10.26 3.788 0.313 1052 1 30 92 2 1 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 K SHTVPVDKTNFSVDEVTENGEHIRPHVVEPSFGVGR I 5 3970.9562 3970.961 0.0048 0 1.21 4.808 0.347 2241 1 66 280 2 1 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 K TNFSVDEVTENGEHIRPHVVEPSFGVGR I 3 3107.506 3109.5381 2.0321 -2.0067 8.17 4.276 0.32 1229 1 31 108 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 1 K TNFSVDEVTENGEHIRPHVVEPSFGVGR I 3 3107.506 3108.5025 0.9965 -1.0034 -2.20 4.263 0.366 1194 1 33 108 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9999 K TNFSVDEVTENGEHIRPHVVEPSFGVGR I 4 3107.506 3107.5056 -0.0004 0 -0.13 3.48 0.244 441.5 2 39 162 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9985 K TNFSVDEVTENGEHIRPHVVEPSFGVGR I 5 3107.506 3109.5135 2.0075 -2.0067 0.26 2.581 0.128 1591 1 54 216 2 0 1
Q5UZ33_HALMA 1 Glycyl-tRNA synthetase (EC 6.1.1.14)  glyS rrnAC2701 614 28.7 11 16 0.9843 K TNFSVDEVTENGEHIRPHVVEPSFGVGR I 5 3107.506 3109.5135 2.0075 -2.0067 0.26 2.594 0.081 1215 4 48 216 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 0.9998 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 3 3290.6704 3290.6753 0.0049 0 1.49 3.916 0.186 1147 1 32 116 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R DDALEYLQEQAFSSVPVIK E 2 2151.0735 2151.0808 0.0073 0 3.39 3.208 0.386 557.5 1 18 36 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R DDALEYLQEQAFSSVPVIK E 2 2151.0735 2151.0811 0.0076 0 3.53 3.847 0.399 878.1 1 22 36 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R DDALEYLQEQAFSSVPVIK E 3 2151.0735 2151.0803 0.0068 0 3.16 4.665 0.337 1548 1 30 72 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R NVELPAEPVHEFMTADVVTVNK R 2 2438.2151 2438.2202 0.0051 0 2.09 4.074 0.548 863.9 1 23 42 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R NVELPAEPVHEFMTADVVTVNK R 3 2438.2151 2438.2202 0.0051 0 2.09 3.76 0.448 768.2 1 31 84 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R NVELPAEPVHEFMTADVVTVNK R 3 2438.2151 2438.2229 0.0078 0 3.20 3.92 0.465 789.2 1 31 84 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 0.9996 R RLPIVDGELK G 2 1138.671 1138.671 0 0 0.00 2.328 0.193 662.1 1 13 18 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 0.9892 R SIANGNVDGDKVVDELANR D 3 1984.9814 1985.9782 0.9968 -1.0034 -3.30 2.59 0.259 222.3 34 21 72 2 1 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 4 3290.6704 3291.6909 1.0205 -1.0034 5.21 4.796 0.423 853.2 1 37 174 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 3 3290.6704 3290.6768 0.0064 0 1.94 4.515 0.327 1841 1 38 116 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 4 3290.6704 3291.6909 1.0205 -1.0034 5.21 4.993 0.497 861.2 1 38 174 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 4 3290.6704 3290.6841 0.0137 0 4.16 4.213 0.346 735.4 1 38 174 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 3 3290.6704 3290.6756 0.0052 0 1.58 4.229 0.304 1842 1 39 116 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 1 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 4 3290.6704 3290.6804 0.01 0 3.04 5.252 0.478 1354 1 51 174 2 0 1
Q5UZ34_HALMA 1 Putative inosine monophosphate dehydrogenase (EC 1.1.1.205)  rrnAC2699 rrnAC2699 289 34.6 5 16 0.9997 R TAEEAAQLMIEHDIEQIPLLSGDELTGIVR D 3 3290.6704 3290.6719 0.0015 0 0.46 3.981 0.158 1138 1 32 116 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R AAFEVTVNHLLDAAIHGEVDELDGVTENVIVGKPIK L 4 3811.9996 3813.011 1.0114 -1.0034 2.11 7.731 0.562 3338 1 63 210 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R AAFEVTVNHLLDAAIHGEVDELDGVTENVIVGKPIK L 4 3811.9996 3814.011 2.0114 -2.0067 1.23 6.659 0.498 3002 1 62 210 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R AAFEVTVNHLLDAAIHGEVDELDGVTENVIVGKPIK L 4 3811.9996 3813.011 1.0114 -1.0034 2.11 7.478 0.588 2737 1 60 210 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R AAFEVTVNHLLDAAIHGEVDELDGVTENVIVGKPIK L 4 3811.9996 3814.011 2.0114 -2.0067 1.23 7.195 0.46 2807 1 59 210 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 0.9937 R AHEVVWKIEATR I 3 1437.7728 1437.7178 -0.055 0 -38.25 2.459 0.185 474.9 14 20 44 2 1 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R DLLQLVEELR E 2 1226.687 1226.6853 -0.0017 0 -1.39 3.224 0.302 1908 1 16 18 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 0.9999 R DLLQLVEELR E 2 1226.687 1226.6853 -0.0017 0 -1.39 2.674 0.255 575.5 1 15 18 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R ETLINETMNTLEEQGLDDVNVR H 2 2532.2013 2532.1995 -0.0018 0 -0.71 3.93 0.478 1009 1 20 42 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 0.9773 R LIELVDAR K 2 927.5389 927.5403 0.0014 0 1.51 1.765 0.095 473.9 6 11 14 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 0.9863 M TAHDVSADIEAVVEDTELPR R 3 2166.044 2166.0476 0.0036 0 1.66 3.15 0.272 485.9 1 25 76 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R WPTVNDTDAIAEEIAETIESNLGVSTR Q 2 2930.4145 2930.4224 0.0079 0 2.70 4.913 0.501 1392 1 25 52 2 0 1
Q5UZR5_HALMA 1 RNA polymerase Rpb1 domain 5 (EC 2.7.7.6)  rpoC rrnAC2427 395 34.2 7 16 1 R WPTVNDTDAIAEEIAETIESNLGVSTR Q 2 2930.4145 2930.4124 -0.0021 0 -0.72 4.675 0.459 1289 1 24 52 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 0.9999 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 3 2902.5175 2903.5279 1.0104 -1.0034 2.43 4.171 0.297 980.7 1 32 108 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R AQVEDAADEVGR D 2 1258.5789 1258.5792 0.0003 0 0.24 4.056 0.42 1853 1 19 22 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R AQVEDAADEVGR D 2 1258.5789 1258.58 0.0011 0 0.87 3.388 0.412 1494 1 18 22 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R AQVEDAADEVGRDAYNLAELGIGTNVAVTELVGSVLLDEK A 4 4143.0859 4145.0908 2.0049 -2.0067 -0.43 4.884 0.435 1177 1 44 234 2 1 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R AQVEDAADEVGRDAYNLAELGIGTNVAVTELVGSVLLDEK A 3 4143.0859 4145.1079 2.022 -2.0067 3.69 6.435 0.561 2150 1 45 156 2 1 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 0.9796 R AQVEDAADEVGRDAYNLAELGIGTNVAVTELVGSVLLDEK A 4 4143.0859 4143.083 -0.0029 0 -0.70 3.305 0.105 732.8 14 34 234 2 1 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 2 2902.5175 2902.5176 0.0001 0 0.03 5.3 0.499 1260 1 25 54 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 2 2902.5175 2902.5171 -0.0004 0 -0.14 4.66 0.545 1830 1 28 54 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 2 2902.5175 2902.5205 0.003 0 1.03 4.719 0.591 1507 1 27 54 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 2 2902.5175 2902.512 -0.0055 0 -1.89 5.47 0.558 1676 1 28 54 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 3 2902.5175 2902.5254 0.0079 0 2.72 3.704 0.371 623.5 3 24 108 2 0 1



Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 0.9999 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 3 2902.5175 2902.5198 0.0023 0 0.79 4.106 0.236 1068 1 31 108 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 0.9997 R DAYNLAELGIGTNVAVTELVGSVLLDEK A 3 2902.5175 2902.5462 0.0287 0 9.89 3.731 0.17 703.2 1 27 108 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 1 R VAAEITDDSVFVR Y 2 1420.7198 1420.7215 0.0017 0 1.20 2.415 0.369 653.6 1 15 24 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 0.9999 R YPPGEQHGSEPPAPVAGAMETADVVLAPTTK S 3 3116.5124 3117.5181 1.0057 -1.0034 0.75 4.594 0.278 730.4 1 34 120 2 0 1
Q5V062_HALMA 1 Aminopeptidase  pepB1 rrnAC2261 341 24.6 5 16 0.9994 R YPPGEQHGSEPPAPVAGAMETADVVLAPTTK S 3 3116.5124 3117.5181 1.0057 -1.0034 0.75 3.316 0.235 840 1 34 120 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R EGMNEFLQNLDITFR R 2 1825.8669 1825.8637 -0.0032 0 -1.75 4.042 0.431 2158 1 21 28 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R DADFYFLDEITPYLDIGQR M 2 2290.0793 2291.0855 1.0062 -1.0034 1.24 4.566 0.431 1417 1 24 36 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R DADFYFLDEITPYLDIGQR M 2 2290.0793 2290.0845 0.0052 0 2.27 3.511 0.316 501.5 2 14 36 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 0.9994 R DADFYFLDEITPYLDIGQR M 2 2290.0793 2290.0855 0.0062 0 2.71 2.669 0.168 531.8 1 15 36 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R EGMNEFLQNLDITFR R 2 1825.8669 1826.8654 0.9985 -1.0034 -2.66 3.536 0.418 1382 1 18 28 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R EGMNEFLQNLDITFR R 2 1825.8669 1825.8742 0.0073 0 4.00 3.051 0.304 763.8 1 15 28 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R GALDYLVEQTGIEPVVDNHIDDLSGGELQR V 3 3251.5946 3251.6035 0.0089 0 2.74 4.971 0.435 1410 1 37 116 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R GALDYLVEQTGIEPVVDNHIDDLSGGELQR V 3 3251.5946 3252.6079 1.0133 -1.0034 3.06 4.674 0.415 1191 1 34 116 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R GALDYLVEQTGIEPVVDNHIDDLSGGELQR V 3 3251.5946 3251.6138 0.0192 0 5.90 3.949 0.391 671.2 1 28 116 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 0.956 R IRQTDIEFEEHAPR S 4 1739.8591 1739.859 -0.0001 0 -0.06 2.9 0.013 1046 4 33 78 2 1 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 K REDEYEEDEPFEGQPDQVR I 3 2365.9934 2367.0081 1.0147 -1.0034 4.80 4.218 0.327 1004 1 31 72 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 0.9972 R VALVATLAR D 2 912.5756 912.5775 0.0019 0 2.08 2.134 0.104 699 1 13 16 2 0 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R YGEEPSWDEILDEYRGTALQEYLEQMR G 3 3319.4979 3319.4927 -0.0052 0 -1.57 3.9 0.562 1383 1 45 104 2 1 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R YGEEPSWDEILDEYRGTALQEYLEQMR G 3 3319.4979 3319.4956 -0.0023 0 -0.69 4.849 0.526 810.5 1 40 104 2 1 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R YGEEPSWDEILDEYRGTALQEYLEQMR G 3 3319.4979 3319.4922 -0.0057 0 -1.72 5.431 0.537 942.2 1 43 104 2 1 1
Q5V0J9_HALMA 1 RNase L inhibitor  rli rrnAC2103 609 21.8 7 16 1 R YGEEPSWDEILDEYRGTALQEYLEQMR G 3 3319.4979 3321.5181 2.0202 -2.0067 4.07 4.819 0.558 850.9 1 40 104 2 1 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 0.9997 R GPDIDSENEDYNESVGHAVR L 2 2201.9461 2203.9466 2.0005 -2.0067 -2.82 2.656 0.393 422.1 1 14 38 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R AVSAVVHDDATTEEALR E 3 1782.8748 1782.8734 -0.0014 0 -0.79 2.966 0.332 673.1 1 27 64 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R AVSAVVHDDATTEEALR E 2 1782.8748 1782.8778 0.003 0 1.68 4.11 0.488 1013 1 22 32 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 K GLKDIEATIDAVTSGGADAVLTQR G 3 2400.2496 2400.2537 0.0041 0 1.71 4.106 0.404 1494 1 36 92 2 1 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R GPDIDSENEDYNESVGHAVR L 3 2201.9461 2201.9488 0.0027 0 1.23 3.967 0.449 1063 1 31 76 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R GPDIDSENEDYNESVGHAVR L 2 2201.9461 2202.9654 1.0193 -1.0034 7.24 3.566 0.468 1026 1 20 38 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R GPDIDSENEDYNESVGHAVR L 3 2201.9461 2201.95 0.0039 0 1.77 3.843 0.342 1003 1 31 76 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 0.9962 R GTMDAGASGVSMGR S 2 1295.5598 1297.6054 2.0456 -2.0067 30.03 3.17 0.157 1750 1 19 26 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R IGTDDTYVIIPMDHGITMGAVK G 3 2346.1599 2347.1782 1.0183 -1.0034 6.37 4.021 0.371 1086 1 28 84 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R IGTDDTYVIIPMDHGITMGAVK G 3 2346.1599 2346.1636 0.0037 0 1.58 4.385 0.268 1311 1 29 84 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R IGTDDTYVIIPMDHGITMGAVK G 3 2346.1599 2346.1577 -0.0022 0 -0.94 4.217 0.376 1046 1 29 84 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 R IGTDDTYVIIPMDHGITMGAVK G 3 2346.1599 2346.1602 0.0003 0 0.13 3.673 0.298 916.8 1 28 84 2 0 1
Q5V141_HALMA 1 Deoxyribose-phosphate aldolase  deoC2 rrnAC1881 267 52.4 8 16 1 K NDAGYITHLNGSTTIGPDEQDKR T 3 2501.1782 2502.1931 1.0149 -1.0034 4.62 5.199 0.438 2229 1 38 88 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 K LAEESLVSTYAHSHDIQSWVFR F 3 2574.2503 2574.2652 0.0149 0 5.79 4.256 0.371 1333 1 34 84 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 0.9992 R FANIVGPR L 2 872.4868 872.4854 -0.0014 0 -1.60 2.291 0.154 906.8 2 12 14 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 0.995 R FANIVGPR L 2 872.4868 872.4875 0.0007 0 0.80 1.991 0.086 902.6 1 12 14 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 0.9818 R FANIVGPR L 2 872.4868 874.4455 1.9587 -2.0067 -55.02 2.579 0.065 902.2 1 12 14 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 0.9222 R GAVIPDFIEKLTEDSSTLTILGDGR Q 3 2646.3752 2646.4043 0.0291 0 11.00 2.674 0.062 492.1 8 22 96 2 1 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 R IATIVADEMDIDPEYEYTGGDR G 2 2472.1002 2472.1074 0.0072 0 2.91 5.536 0.525 1195 1 24 42 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 R IATIVADEMDIDPEYEYTGGDR G 2 2488.0996 2489.1055 1.0059 -1.0034 1.02 4.748 0.524 1200 1 23 42 2 0 1 IATIVADEM[147]DIDPEYEYTGGDR
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 K LAEESLVSTYAHSHDIQSWVFR F 4 2574.2503 2574.2478 -0.0025 0 -0.97 4.555 0.446 841.5 1 41 126 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 K LAEESLVSTYAHSHDIQSWVFR F 3 2574.2503 2574.2573 0.007 0 2.72 5.266 0.442 1404 1 35 84 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 K LAEESLVSTYAHSHDIQSWVFR F 4 2574.2503 2574.2544 0.0041 0 1.59 3.81 0.391 1572 1 48 126 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 R LSVDKLSALGWEPEQSSDDAVR Q 3 2401.1761 2401.1802 0.0041 0 1.71 4.34 0.389 1346 1 35 84 2 1 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 0.9998 K LTEDSSTLTILGDGR Q 2 1576.7944 1576.799 0.0046 0 2.92 2.15 0.305 487.8 1 16 28 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 R LVPDNDVVVVDNEANGQSEWVHEDATYLDGDLTDPGAVAEA L 4 5886.8235 5887.8448 1.0213 -1.0034 3.05 4.759 0.415 500 1 45 330 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 R LVPDNDVVVVDNEANGQSEWVHEDATYLDGDLTDPGAVAEA L 4 5886.8235 5888.8565 2.033 -2.0067 4.47 4.571 0.333 689.8 1 48 330 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 1 R LVPDNDVVVVDNEANGQSEWVHEDATYLDGDLTDPGAVAEA L 4 5886.8235 5887.8545 1.031 -1.0034 4.70 4.619 0.455 657.4 1 53 330 2 0 1
Q5V3R6_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE4 rrnAC0855 308 50.3 7 16 0.9996 R LVPDNDVVVVDNEANGQSEWVHEDATYLDGDLTDPGAVAEA L 4 5886.8235 5888.8487 2.0252 -2.0067 3.14 4.829 0.202 419.3 1 48 330 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R ETSDGVEDDAPENVGR L 2 1688.7125 1688.7136 0.0011 0 0.65 3.089 0.334 996.1 1 21 30 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R DSDTASGEQSDPRETSDGVEDDAPENVGR L 3 3034.2507 3034.2508 0.0001 0 0.03 4.072 0.472 1444 1 40 112 2 1 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 K FLQTDPDVGSFDGGFGSAYLAR Q 2 2319.0807 2319.0867 0.006 0 2.59 5.875 0.576 1659 1 30 42 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 K FLQTDPDVGSFDGGFGSAYLAR Q 2 2319.0807 2319.0938 0.0131 0 5.65 5.692 0.618 1458 1 28 42 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 K FLQTDPDVGSFDGGFGSAYLAR Q 2 2319.0807 2319.0996 0.0189 0 8.15 5.931 0.635 1779 1 30 42 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R NAFRPETVDELATALDHAK R 4 2097.0491 2097.0481 -0.001 0 -0.48 2.599 0.337 705.4 1 37 108 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R NAFRPETVDELATALDHAK R 4 2097.0491 2097.052 0.0029 0 1.38 3.157 0.286 548.4 1 32 108 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R NAFRPETVDELATALDHAK R 3 2097.0491 2098.0279 0.9788 -1.0034 -11.71 5.038 0.33 1841 1 32 72 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 0.9999 R NAFRPETVDELATALDHAK R 4 2097.0491 2097.0506 0.0015 0 0.72 2.396 0.207 452.1 1 30 108 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 0.9996 R NAFRPETVDELATALDHAK R 3 2097.0491 2098.0303 0.9812 -1.0034 -10.56 4.479 0.172 1269 1 29 72 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R NAFRPETVDELATALDHAKR Q 4 2253.1502 2253.1492 -0.001 0 -0.44 3.152 0.294 815.2 1 41 114 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 K TYDAAEAADMGMVNDVVPHEDLEDTAIEWAER M 3 3562.5504 3563.5518 1.0014 -1.0034 -0.55 4.516 0.408 1030 1 31 124 2 0 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 1 R WTAIDRFDFADITYHR S 3 2025.9697 2026.9662 0.9965 -1.0034 -3.38 4.49 0.393 1169 1 30 60 2 1 1
Q5V3S9_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech1 rrnAC0841 353 36.3 8 16 0.9999 R WTAIDRFDFADITYHR S 4 2025.9697 2025.9698 0.0001 0 0.05 3.01 0.266 1163 1 37 90 2 1 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R AFQIQDDLLDLTTPSEK L 2 1932.968 1932.9772 0.0092 0 4.76 3.252 0.31 1481 1 19 32 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 K AFEFLLETGAAHER T 3 1589.7838 1589.7851 0.0013 0 0.82 2.897 0.301 699.8 1 27 52 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 K AFEFLLETGAAHER T 3 1589.7838 1589.7858 0.002 0 1.26 3.276 0.263 935.2 1 28 52 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R AFQIQDDLLDLTTPSEK L 2 1932.968 1932.9712 0.0032 0 1.66 4.47 0.269 2489 1 25 32 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R AFQIQDDLLDLTTPSEK L 2 1932.968 1932.9702 0.0022 0 1.14 3.187 0.268 699.4 1 17 32 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R AFQIQDDLLDLTTPSEK L 2 1932.968 1932.9716 0.0036 0 1.86 2.92 0.368 946.1 1 17 32 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 0.9965 R DRVNDALPEDLPVQKPDHLYEASR Y 4 2776.378 2776.3784 0.0004 0 0.14 3.026 0.087 733.8 1 38 138 2 1 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 0.9781 R DRVNDALPEDLPVQKPDHLYEASR Y 4 2776.378 2776.3863 0.0083 0 2.99 2.745 0.165 668.3 70 30 138 2 1 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R DVVTPEEYLEMVELK T 2 1792.8804 1792.8908 0.0104 0 5.80 3.602 0.533 975.4 1 21 28 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R HQQVEDAIVAR R 2 1264.6524 1264.6522 -0.0002 0 -0.16 3.19 0.431 1465 1 17 20 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R HQQVEDAIVAR R 2 1264.6524 1264.6555 0.0031 0 2.45 3.187 0.427 1490 1 18 20 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 0.9998 K QRGSDLVENKQTLVTLHAR Q 4 2164.1712 2165.1709 0.9997 -1.0034 -1.69 3.846 0.291 1941 1 41 108 2 2 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 0.9997 K QRGSDLVENKQTLVTLHAR Q 4 2164.1712 2164.1763 0.0051 0 2.36 3.665 0.187 1382 1 36 108 2 2 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R YLLEGIANYLVER D 2 1551.8297 1551.8324 0.0027 0 1.74 3.91 0.446 2075 1 21 24 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 1 R YLLEGIANYLVER D 2 1551.8297 1551.8333 0.0036 0 2.32 3.603 0.348 2035 1 21 24 2 0 1
Q5V5P2_HALMA 1 Geranylgeranyl diphosphate synthase (EC 2.5.1.1) (EC 2.5.1.10)  idsA rrnAC0081 346 32.7 7 16 0.9999 R YLLEGIANYLVER D 2 1551.8297 1551.8325 0.0028 0 1.80 3.439 0.207 1879 1 20 24 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9997 R VDDIERPTPGPEEVLLEVEAAAVNPVDTYFR T 3 3439.7147 3439.7251 0.0104 0 3.02 2.871 0.229 565.2 1 29 120 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R ALIHGGSGGVGHVAVQLAAANGAR V 3 2182.1719 2182.1734 0.0015 0 0.69 4.09 0.336 2188 1 36 92 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R ALIHGGSGGVGHVAVQLAAANGAR V 3 2182.1719 2182.1714 -0.0005 0 -0.23 5.647 0.407 3367 1 41 92 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9997 R ALIHGGSGGVGHVAVQLAAANGAR V 3 2182.1719 2183.1536 0.9817 -1.0034 -9.92 4.013 0.221 3128 1 39 92 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9965 R ALIHGGSGGVGHVAVQLAAANGAR V 4 2182.1719 2182.1729 0.001 0 0.46 2.521 0.099 1037 3 40 138 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9997 K ALSVHHVSMFNTPEFGAVLSR L 4 2298.1579 2298.1594 0.0015 0 0.65 3.555 0.187 2065 2 40 120 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R DDLADAVVDAGAPDVVLDHR L 3 2061.9967 2062.001 0.0043 0 2.09 3.266 0.354 1097 1 28 76 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9999 R DDLADAVVDAGAPDVVLDHR L 3 2061.9967 2063.0481 1.0514 -1.0034 23.30 3.318 0.349 950 2 28 76 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9979 R IAAIGNTDLAATFENVPR C 3 1871.9741 1871.9674 -0.0067 0 -3.58 2.977 0.123 573.3 2 26 68 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R LATLMADDELTPVVAR R 2 1713.8971 1713.9013 0.0042 0 2.45 4.176 0.517 1523 1 23 30 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9995 R RYDLAEVPAAHDDVRNDSFLGK L 4 2487.2142 2487.2176 0.0034 0 1.37 3.293 0.3 514.2 26 31 126 2 1 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 0.9987 R RYDLAEVPAAHDDVRNDSFLGK L 4 2487.2142 2487.2154 0.0012 0 0.48 3.357 0.244 501.3 20 36 126 2 1 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R VDDIERPTPGPEEVLLEVEAAAVNPVDTYFR T 3 3439.7147 3439.7154 0.0007 0 0.20 3.795 0.379 666.3 1 30 120 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R VDDIERPTPGPEEVLLEVEAAAVNPVDTYFR T 3 3439.7147 3439.7124 -0.0023 0 -0.67 3.292 0.376 508 1 27 120 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R VTTTASPAYHNQLADLGADDVFDYSR D 3 2826.3096 2826.3162 0.0066 0 2.34 4.823 0.428 2917 1 44 100 2 0 1
Q5V5V5_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh11 rrnAC0012 360 49.4 8 16 1 R VTTTASPAYHNQLADLGADDVFDYSR D 3 2826.3096 2826.3157 0.0061 0 2.16 4.224 0.428 2243 1 38 100 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAERAESNDRK T 4 4113.8523 4115.8506 1.9983 -2.0067 -2.04 3.416 0.371 1194 1 49 216 2 1 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K AAVKDALSDNNVSADFYDTLNEEVAELLDDAAER A 3 3682.7122 3682.7227 0.0105 0 2.85 7.6 0.627 3149 1 48 132 2 1 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K AAVKDALSDNNVSADFYDTLNEEVAELLDDAAER A 3 3682.7122 3682.7144 0.0022 0 0.60 7.001 0.579 3982 1 49 132 2 1 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3313.4807 0.0061 0 1.84 3.769 0.348 951.7 1 21 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3314.4854 1.0108 -1.0034 2.25 4.054 0.555 1369 1 23 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3313.4763 0.0017 0 0.51 4.368 0.333 1190 1 23 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3314.4854 1.0108 -1.0034 2.25 3.915 0.554 1662 1 25 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 3 3313.4746 3315.4883 2.0137 -2.0067 2.11 5.432 0.415 1135 1 33 116 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3313.4812 0.0066 0 1.99 3.843 0.561 1453 1 24 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3313.481 0.0064 0 1.93 4.274 0.347 1377 1 24 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3313.4824 0.0078 0 2.35 4.026 0.565 1394 1 23 58 2 0 1



Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAER A 2 3313.4746 3313.4756 0.001 0 0.30 4.377 0.367 1293 1 23 58 2 0 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAERAESNDR K 3 3985.7573 3986.7681 1.0108 -1.0034 1.87 4.61 0.473 885 1 33 140 2 1 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAERAESNDR K 3 3985.7573 3987.7581 2.0008 -2.0067 -1.48 5.467 0.473 1044 1 40 140 2 1 1
Q5V751_HALMA 1 Hypothetical protein  pNG6093 pNG6093 55 74.5 5 16 1 K DALSDNNVSADFYDTLNEEVAELLDDAAERAESNDRK T 4 4113.8523 4115.8506 1.9983 -2.0067 -2.04 3.611 0.355 1824 1 57 216 2 1 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K LLYDATTEDDGMTPIER Q 2 1938.888 1939.9054 1.0174 -1.0034 7.25 4.117 0.502 1259 1 21 32 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K ADDSSGQATDIVTGASTR T 2 1750.7969 1750.7957 -0.0012 0 -0.69 4.362 0.453 1226 1 22 34 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K ADDSSGQATDIVTGASTR T 2 1750.7969 1750.7979 0.001 0 0.57 4.92 0.447 2457 1 24 34 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K AGQSYPGTKAEHVVER L 3 1727.8591 1727.8603 0.0012 0 0.69 3.462 0.459 978.6 1 27 60 2 1 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 0.9977 K AGQSYPGTKAEHVVER L 4 1727.8591 1727.8632 0.0041 0 2.37 2.65 0.229 708.1 24 30 90 2 1 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 0.9431 K AGQSYPGTKAEHVVER L 4 1727.8591 1727.8615 0.0024 0 1.39 2.096 0.029 809.3 6 33 90 2 1 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K FPGLDIEEAWR T 2 1331.651 1331.6511 0.0001 0 0.08 3.278 0.214 1431 1 18 20 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 0.999 K FPGLDIEEAWR T 2 1331.651 1332.6654 1.0144 -1.0034 8.30 3.229 0.137 1340 1 18 20 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 0.9779 R FYVSAVMPHQMSR Y 3 1551.7326 1551.7394 0.0068 0 4.38 2.317 0.095 309.1 35 17 48 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 R GAFLLGALVGEIGSYQEYDQDR S 2 2400.1597 2400.1524 -0.0073 0 -3.04 4.966 0.51 1862 1 26 42 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K KAGQSYPGTKAEHVVER L 3 1855.954 1855.9562 0.0022 0 1.19 5.749 0.564 2791 1 39 64 2 1 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 0.9421 K LESFIEDTPALAPDEDAPHNDQRR G 4 2735.2787 2735.2752 -0.0035 0 -1.28 2.649 0.081 423 89 33 138 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 K NKADDSSGQATDIVTGASTR T 2 1992.9348 1992.937 0.0022 0 1.10 3.739 0.473 1190 1 24 38 2 1 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 R TVGTSEDPQNYYLGK Q 2 1670.7788 1670.778 -0.0008 0 -0.48 3.221 0.425 1063 1 19 28 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 R TVGTSEDPQNYYLGK Q 2 1670.7788 1670.7748 -0.004 0 -2.39 3.284 0.486 730.4 1 16 28 2 0 1
Q5V7W7_HALMA 1 Hypothetical protein  pNG4047 pNG4047 710 23.9 12 16 1 R YADTLADELPDGPVTSLR S 2 1931.9476 1932.9654 1.0178 -1.0034 7.48 4.521 0.505 997.7 1 24 34 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R LVDGVGVDAPLDELVDMQAER L 2 2240.0994 2240.1101 0.0107 0 4.78 3.622 0.48 709.3 1 18 40 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R ASGGGDNEEVGVGDATAVVGR I 2 1915.8871 1915.8896 0.0025 0 1.30 4.406 0.512 1796 1 26 40 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R EAFLSFFEDR D 2 1259.5822 1259.5819 -0.0003 0 -0.24 2.706 0.336 950.9 1 15 18 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 0.9999 R EAFLSFFEDR D 2 1259.5822 1259.5922 0.01 0 7.94 2.307 0.29 947.7 1 15 18 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R GKEIEQLKEQLAEAR A 3 1740.937 1740.9403 0.0033 0 1.90 4.456 0.399 2140 1 31 56 2 2 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R GKEIEQLKEQLAEAR A 3 1740.937 1742.8725 1.9355 -1.0034 535.43 4.537 0.312 1851 1 32 56 2 2 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 K GVAVDVPDDFYAVVAQR H 2 1819.9104 1819.9125 0.0021 0 1.15 3.343 0.499 732.8 1 20 32 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 0.9996 R IDPYPVAANR W 2 1114.5771 1114.5788 0.0017 0 1.53 2.267 0.244 364.8 3 14 18 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 0.9999 R LTFAAGNAAIEATQR T 2 1532.7947 1532.8053 0.0106 0 6.92 2.737 0.299 761 2 16 28 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R TEDALTEAADILDVAPDAVPETAER F 2 2611.2501 2611.2503 0.0002 0 0.08 2.616 0.368 352.8 4 15 48 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R TEDALTEAADILDVAPDAVPETAER F 2 2611.2501 2611.2552 0.0051 0 1.95 4.505 0.517 1394 1 26 48 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 0.9951 R TEVEKYRETLDR G 3 1537.7736 1537.7741 0.0005 0 0.33 2.208 0.19 446.6 2 20 44 2 2 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R TLAYMLGDGIVPSNVGTGYLAR M 2 2267.162 2267.1702 0.0082 0 3.62 4.13 0.488 689.3 1 25 42 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R TLAYMLGDGIVPSNVGTGYLAR M 2 2267.162 2267.1707 0.0087 0 3.84 3.099 0.364 257.6 1 20 42 2 0 1
SYA_HALMAReview 1 Alanyl-tRNA synthetase (EC 6.1.1.7) (Alanine--tRNA ligase) (AlaRS)  alaS rrnAC2561 927 22 12 16 1 R YSPMDTYIVDTGYGLER W 2 1978.8982 1978.8926 -0.0056 0 -2.83 4.61 0.495 1817 1 22 32 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 1 R ALDEQGHAVTALSR S 3 1466.7477 1466.7462 -0.0015 0 -1.02 3.999 0.396 960.4 1 29 52 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 1 R ALDEQGHAVTALSR S 3 1466.7477 1466.7438 -0.0039 0 -2.66 3.132 0.315 907.6 1 27 52 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 1 R DVTNQVYDAEGSSVSIVPLPMPLAK V 2 2629.3309 2629.3333 0.0024 0 0.91 3.662 0.447 790.7 1 21 48 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 1 K FQPIWVGDLVPMLVDSIESEEHVGEAYEIGGPEVLTLR D 3 4223.1136 4223.1416 0.028 0 6.63 3.657 0.358 689.5 1 35 148 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9999 K FQPIWVGDLVPMLVDSIESEEHVGEAYEIGGPEVLTLR D 3 4223.1136 4224.1265 1.0129 -1.0034 2.26 3.742 0.326 809.2 1 38 148 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9998 K FQPIWVGDLVPMLVDSIESEEHVGEAYEIGGPEVLTLR D 3 4223.1136 4225.0879 1.9743 -2.0067 -7.67 3.737 0.261 744.3 1 36 148 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9994 K FQPIWVGDLVPMLVDSIESEEHVGEAYEIGGPEVLTLR D 3 4223.1136 4224.1031 0.9895 -1.0034 -3.28 3.387 0.233 644.4 1 34 148 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9987 R FVQLSALGADPNGDTHYIR S 3 2073.0279 2073.0298 0.0019 0 0.92 2.688 0.161 934.2 1 28 72 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9985 R FVQLSALGADPNGDTHYIR S 3 2073.0279 2073.0303 0.0024 0 1.16 3.135 0.119 872.5 1 28 72 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9985 R FVQLSALGADPNGDTHYIR S 3 2073.0279 2073.0303 0.0024 0 1.16 2.631 0.16 725 1 25 72 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9793 K GQAEQVVTGSSLDWTIFRPSVVFGK G 3 2707.3969 2708.4087 1.0118 -1.0034 3.12 2.321 0.161 453.8 3 21 96 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 1 R IHLGGTENSVQAAEEHGVNR F 3 2117.025 2117.0254 0.0004 0 0.19 3.485 0.439 302.5 8 25 76 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9997 R IHLGGTENSVQAAEEHGVNR F 4 2117.025 2117.0276 0.0026 0 1.23 2.863 0.166 889.7 1 37 114 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 0.9807 R IHLGGTENSVQAAEEHGVNR F 4 2117.025 2117.0235 -0.0015 0 -0.71 2.949 0.07 686.3 15 33 114 2 0 1
Q5UXM4_HALMA 1 NADH dehydrogenase\oxidoreductase-like protein  nolA rrnAC3285 299 53.5 7 15 1 K VGLSVLGSVGFPMGADQYR S 2 1951.9826 1951.9859 0.0033 0 1.69 3.058 0.381 683.9 1 18 36 2 0 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 1 R LREHEAAESAVTYR L 3 1630.8063 1630.8068 0.0005 0 0.31 4.125 0.369 2205 1 29 52 2 1 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 1 R ALSDIGLLDREEPVER L 3 1810.9425 1810.944 0.0015 0 0.83 3.022 0.384 893.9 1 30 60 2 1 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 0.9995 K GNDIAPHEYGAETTR L 3 1629.7383 1629.7418 0.0035 0 2.15 2.93 0.189 518.8 3 22 56 2 0 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 0.9506 K GNDIAPHEYGAETTR L 2 1629.7383 1630.7454 1.0071 -1.0034 2.30 1.628 0.239 245.3 6 11 28 2 0 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 1 R LINQGTVLHSGEK M 2 1394.7517 1394.7523 0.0006 0 0.43 2.708 0.378 711.8 1 16 24 2 0 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 0.9999 R LINQGTVLHSGEK M 2 1394.7517 1394.7526 0.0009 0 0.65 2.404 0.33 472.8 1 14 24 2 0 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 1 R LREHEAAESAVTYR L 3 1630.8063 1630.8095 0.0032 0 1.96 4.689 0.341 1803 1 28 52 2 1 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 0.9999 R LVTEYTDRTETRTESTDHDTYLER E 4 2930.353 2930.354 0.001 0 0.34 2.783 0.277 770.9 1 40 138 2 2 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 0.9371 R LVTEYTDRTETRTESTDHDTYLER E 4 2930.353 2931.3709 1.0179 -1.0034 4.97 3.115 0.014 837.6 1 39 138 2 2 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 1 K SKGNDIAPHEYGAETTR L 3 1844.8653 1844.8681 0.0028 0 1.52 3.292 0.356 1258 1 29 64 2 1 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 1 K SKGNDIAPHEYGAETTR L 3 1844.8653 1844.8686 0.0033 0 1.79 3.874 0.428 1463 1 29 64 2 1 1
Q5UZ73_HALMA 1 Leucyl-tRNA synthetase (EC 6.1.1.4)  leuS1 rrnAC2650 892 13.8 9 15 0.9027 R YLSPHFADAPFDQK T 3 1634.7729 1634.7742 0.0013 0 0.80 2.104 0.006 404.4 11 19 52 2 0 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2447.2294 2447.2298 0.0004 0 0.16 3.301 0.531 617.1 1 19 42 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2463.2288 2463.2266 -0.0022 0 -0.89 3.547 0.452 686.7 1 19 42 2 1 1 FVEEEPVPIAVYLADKIENAM[147]A
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2447.2294 2447.2366 0.0072 0 2.94 3.853 0.554 798.9 1 20 42 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2447.2294 2447.2322 0.0028 0 1.14 4.005 0.507 1155 1 23 42 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2447.2294 2447.2351 0.0057 0 2.33 3.934 0.424 718.2 1 20 42 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2463.2288 2463.2268 -0.002 0 -0.81 4.484 0.562 955.5 1 22 42 2 1 1 FVEEEPVPIAVYLADKIENAM[147]A
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 R FVEEEPVPIAVYLADKIENAMA - 2 2447.2294 2447.2368 0.0074 0 3.02 3.877 0.528 941.7 1 21 42 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 0.9939 R FVEEEPVPIAVYLADKIENAMA - 2 2447.2294 2447.2354 0.006 0 2.45 2.734 0.181 527.2 1 18 42 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 0.9316 R FVEEEPVPIAVYLADKIENAMA - 3 2447.2294 2447.2346 0.0052 0 2.12 2.305 0.129 195.4 46 20 84 2 1 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 0.9999 M SQTLETMEPNPVWVEDAYADTVDVLTR Y 2 3078.4492 3078.4409 -0.0083 0 -2.70 5.019 0.407 878.9 1 20 52 2 0 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 K TGPEVEAYDIELIPTVVVEHDGEEIAR F 3 2979.4713 2979.4844 0.0131 0 4.40 4.546 0.463 1292 1 35 104 2 0 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 K TGPEVEAYDIELIPTVVVEHDGEEIAR F 3 2979.4713 2979.4795 0.0082 0 2.75 4.742 0.441 1439 1 37 104 2 0 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 K TGPEVEAYDIELIPTVVVEHDGEEIAR F 3 2979.4713 2979.4759 0.0046 0 1.54 4.833 0.402 1298 1 36 104 2 0 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 1 K TGPEVEAYDIELIPTVVVEHDGEEIAR F 3 2979.4713 2979.4719 0.0006 0 0.20 4.774 0.383 1262 1 36 104 2 0 1
Q5V333_HALMA 1 Hypothetical protein  rrnAC1112 rrnAC1112 129 73.6 4 15 0.9946 R YADEFEYKIWGGDWCKDCR A 4 2383.0038 2380.9883 -2.0155 2 -6.50 2.918 0.267 453.2 4 28 108 2 2 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9997 R LADLRDDAIEVDGQR W 3 1684.838 1684.8402 0.0022 0 1.31 3.708 0.222 1917 3 31 56 2 1 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9997 R AVWESYDVTWEEIPR D 2 1878.8788 1878.8672 -0.0116 0 -6.17 2.384 0.245 537.9 1 14 28 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 1 R GTLDGVAVVDVQHR N 2 1464.7685 1464.7682 -0.0003 0 -0.20 2.764 0.331 998 1 16 26 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9999 R LADLRDDAIEVDGQR W 3 1684.838 1684.8402 0.0022 0 1.31 3.274 0.295 957.3 4 23 56 2 1 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9995 R LADLRDDAIEVDGQR W 3 1684.838 1684.8373 -0.0007 0 -0.42 2.773 0.272 1100 6 23 56 2 1 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9835 R LLSDLGYGGFDISAR V 2 1582.7991 1582.8041 0.005 0 3.16 1.969 0.139 225.8 11 11 28 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9999 M TGTAAAEPTVTTFTSNVDR I 2 1937.933 1937.9359 0.0029 0 1.50 3.512 0.51 1105 1 25 36 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9991 M TGTAAAEPTVTTFTSNVDR I 2 1937.933 1938.9407 1.0077 -1.0034 2.24 3.856 0.457 834.9 1 22 36 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9998 R VEFAVGPR A 2 873.4708 873.4718 0.001 0 1.14 2.186 0.272 799.2 2 13 14 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9997 R VEFAVGPR A 2 873.4708 873.4712 0.0004 0 0.46 2.121 0.278 688.4 8 12 14 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9997 R VEFAVGPR A 2 873.4708 873.4719 0.0011 0 1.26 2.325 0.245 679.6 6 12 14 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 0.9995 R VEFAVGPR A 2 873.4708 873.4718 0.001 0 1.14 2.048 0.279 677.5 11 12 14 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 1 R VPDEADDDDFGPAITGK V 2 1760.7741 1760.7724 -0.0017 0 -0.97 4.422 0.441 1179 1 19 32 2 0 1
Q5V4L5_HALMA 1 Alanyl-tRNA synthetase (EC 6.1.1.7)  alaS2 rrnAC0517 419 28.6 8 15 1 R WLVGTVAGLDANALADR A 2 1740.9159 1740.9153 -0.0006 0 -0.34 3.787 0.492 2726 1 27 32 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9997 R VGADSFIR V 2 863.4501 863.4506 0.0005 0 0.58 2.329 0.21 679.8 3 11 14 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9916 K EYVREDYPASADHR I 3 1706.7648 1706.7595 -0.0053 0 -3.11 2.24 0.194 728.3 8 19 52 2 1 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.99 K EYVREDYPASADHR I 3 1706.7648 1706.7669 0.0021 0 1.23 2.495 0.14 815.4 3 21 52 2 1 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9735 K EYVREDYPASADHR I 3 1706.7648 1706.7655 0.0007 0 0.41 2.338 0.111 772.3 4 20 52 2 1 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 R TATGNHDGTPISVTSTGIGGPSAAIALEELAR V 3 3063.5472 3063.5613 0.0141 0 4.60 7.174 0.577 2577 1 50 124 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 R TATGNHDGTPISVTSTGIGGPSAAIALEELAR V 3 3063.5472 3063.5542 0.007 0 2.28 7.311 0.522 2547 1 49 124 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 R TATGNHDGTPISVTSTGIGGPSAAIALEELAR V 3 3063.5472 3063.5537 0.0065 0 2.12 6.969 0.521 2212 1 47 124 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 R TATGNHDGTPISVTSTGIGGPSAAIALEELAR V 3 3063.5472 3063.5532 0.006 0 1.96 6.766 0.544 2839 1 51 124 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 M TSDSEDPNDDVQYHLEVGEDDVADSVLLPGNPER V 3 3725.6452 3725.6489 0.0037 0 0.99 6.987 0.614 833.2 1 40 132 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 M TSDSEDPNDDVQYHLEVGEDDVADSVLLPGNPER V 3 3725.6452 3727.6582 2.013 -2.0067 1.69 6.967 0.547 1131 1 42 132 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 1 M TSDSEDPNDDVQYHLEVGEDDVADSVLLPGNPER V 3 3725.6452 3725.6543 0.0091 0 2.44 6.443 0.536 1450 1 47 132 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9993 R VGADSFIR V 2 863.4501 863.4513 0.0012 0 1.39 2.152 0.203 670.9 3 11 14 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9992 R VGADSFIR V 2 863.4501 863.4455 -0.0046 0 -5.33 2.151 0.182 669.2 2 11 14 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9987 R VGADSFIR V 2 863.4501 863.4516 0.0015 0 1.74 2.212 0.159 648 4 11 14 2 0 1
Q5V4S2_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp2 rrnAC0448 274 38.7 5 15 0.9999 K VVDYWDDHDIVAEHREYR T 4 2316.0559 2316.0528 -0.0031 0 -1.34 2.055 0.273 360.8 1 34 102 2 1 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R YEITDPFEAQPVFEFVQAEGEVSDEEMHR T 3 3427.519 3428.5279 1.0089 -1.0034 1.62 4.462 0.623 873.7 1 40 112 2 0 1



Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 0.9973 R ASETHAAAHVTGGGWTNLTR M 3 2035.9824 2035.9809 -0.0015 0 -0.74 3.07 0.098 759.8 1 28 76 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 K DAVFPGEAEAGDAIVGWPSSGIHSNGLTLAR E 3 3093.5155 3094.5381 1.0226 -1.0034 6.22 3.083 0.386 514.4 1 33 120 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 K DAVFPGEAEAGDAIVGWPSSGIHSNGLTLAR E 3 3093.5155 3093.5222 0.0067 0 2.17 3.401 0.443 519.9 1 36 120 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 K DAVFPGEAEAGDAIVGWPSSGIHSNGLTLAR E 3 3093.5155 3094.5081 0.9926 -1.0034 -3.48 3.114 0.419 528.6 1 32 120 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 K DAVFPGEAEAGDAIVGWPSSGIHSNGLTLAR E 3 3093.5155 3093.5266 0.0111 0 3.59 2.935 0.348 304 3 28 120 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 0.9999 K DAVFPGEAEAGDAIVGWPSSGIHSNGLTLAR E 3 3093.5155 3094.5127 0.9972 -1.0034 -1.99 2.878 0.368 745.1 1 35 120 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R EAVTQDHEYTDPFPPNPDTTIAEALLTPTR I 3 3338.5942 3338.6009 0.0067 0 2.01 5.614 0.512 1275 1 38 116 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 0.9993 R IYSEVLAPLR A 2 1159.6601 1159.6608 0.0007 0 0.60 2.562 0.124 1203 1 15 18 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R TFNMGTGFVAAVPEADAAEIVADSEDAR V 2 2853.3127 2853.3162 0.0035 0 1.23 3.308 0.509 697 1 25 54 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R TFNMGTGFVAAVPEADAAEIVADSEDAR V 2 2853.3127 2853.3025 -0.0102 0 -3.57 3.672 0.531 613.9 1 25 54 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R VIGEVADGDEAVAIR N 2 1512.7784 1512.7798 0.0014 0 0.93 4.097 0.454 2111 1 23 28 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R VIGEVADGDEAVAIR N 2 1512.7784 1512.784 0.0056 0 3.70 3.669 0.314 2253 1 24 28 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R YEITDPFEAQPVFEFVQAEGEVSDEEMHR T 3 3427.519 3428.5279 1.0089 -1.0034 1.62 5.556 0.543 940 1 41 112 2 0 1
Q5V4T0_HALMA 1 Phosphoribosylformylglycinamidine cyclo-ligase (EC 6.3.3.1)  purM rrnAC0438 336 48.5 7 15 1 R YEITDPFEAQPVFEFVQAEGEVSDEEMHR T 3 3427.519 3427.5257 0.0067 0 1.95 5.609 0.563 1084 1 44 112 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R SYPGLDAVQPDTDIVFIR E 2 2005.0156 2005.0226 0.007 0 3.49 3.844 0.448 1062 1 24 34 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R ELAADADATLFGAAGETAADVILPLR Q 2 2570.3228 2570.323 0.0002 0 0.08 5.154 0.604 2977 1 31 50 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R ELAADADATLFGAAGETAADVILPLR Q 2 2570.3228 2570.3286 0.0058 0 2.26 4.581 0.588 3150 1 31 50 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R ELAADADATLFGAAGETAADVILPLR Q 2 2570.3228 2570.322 -0.0008 0 -0.31 5.127 0.612 3696 1 32 50 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R ELAADADATLFGAAGETAADVILPLR Q 2 2570.3228 2570.3308 0.008 0 3.11 4.836 0.605 3291 1 32 50 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 0.9984 K IAEYGFSYAK Q 2 1147.5549 1147.555 0.0001 0 0.09 2.223 0.131 872.1 1 15 18 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R SYPGLDAVQPDTDIVFIR E 2 2005.0156 2005.0214 0.0058 0 2.89 3.495 0.511 702.6 1 22 34 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 R SYPGLDAVQPDTDIVFIR E 2 2005.0156 2005.0268 0.0112 0 5.59 4.283 0.429 1198 1 25 34 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 0.9998 R SYPGLDAVQPDTDIVFIR E 2 2005.0156 2005.0194 0.0038 0 1.90 3.5 0.138 600 1 19 34 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 0.9985 R TAVESVLDSGPR T 2 1229.6252 1229.6254 0.0002 0 0.16 2.851 0.055 1295 1 18 22 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 M THEIAVIPGDGIGQEVTPAAVEVLEAIDGVDFDFVEGEAGDAVK E 3 4478.2017 4479.2066 1.0049 -1.0034 0.35 6.186 0.564 1519 1 47 172 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 M THEIAVIPGDGIGQEVTPAAVEVLEAIDGVDFDFVEGEAGDAVK E 3 4478.2017 4480.2383 2.0366 -2.0067 6.68 6.357 0.532 1546 1 46 172 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 M THEIAVIPGDGIGQEVTPAAVEVLEAIDGVDFDFVEGEAGDAVK E 3 4478.2017 4480.1958 1.9941 -2.0067 -2.81 6.206 0.589 1082 1 40 172 2 0 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 M THEIAVIPGDGIGQEVTPAAVEVLEAIDGVDFDFVEGEAGDAVK E 4 5805.7908 5806.812 1.0212 -1.0034 3.07 6.356 0.522 2104 1 70 330 2 1 1
Q5V514_HALMA 1 3-isopropylmalate dehydrogenase (EC 1.1.1.85)  ipmD rrnAC0340 327 37.3 6 15 1 M THEIAVIPGDGIGQEVTPAAVEVLEAIDGVDFDFVEGEAGDAVK E 4 5805.7908 5805.8164 0.0256 0 4.41 7.265 0.594 1638 1 67 330 2 1 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 0.9997 R SPALLGQTAATLQEVSDGRFR A 3 2216.1549 2216.1551 0.0002 0 0.09 3.008 0.278 686.9 1 30 80 2 1 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R AGVGPSGPIVIEGWHGR E 3 1687.8794 1687.8982 0.0188 0 11.14 2.726 0.416 814 1 29 64 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R AGVGPSGPIVIEGWHGR E 3 1687.8794 1687.8682 -0.0112 0 -6.64 2.833 0.343 801.1 1 29 64 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 0.9034 R DRLEDFEHGADLGDR D 3 1743.7812 1743.7824 0.0012 0 0.69 2.382 0.01 808.5 1 22 56 2 1 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 0.9998 R DRLEDFEHGADLGDRDR A 4 2014.9093 2014.913 0.0037 0 1.84 2.599 0.328 530.3 12 29 96 2 2 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R DVYLPVAAQPSVDTLVGMSQQAEDR G 2 2688.3065 2688.3147 0.0082 0 3.05 4.938 0.611 1008 1 27 48 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R DVYLPVAAQPSVDTLVGMSQQAEDR G 3 2688.3065 2688.3169 0.0104 0 3.87 4.955 0.457 1559 1 35 96 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R DVYLPVAAQPSVDTLVGMSQQAEDR G 2 2688.3065 2689.3255 1.019 -1.0034 5.82 3.741 0.491 425.7 1 19 48 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R FADGWHALMLTADGLR D 3 1772.8668 1772.869 0.0022 0 1.24 3.739 0.322 1795 1 29 60 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 0.9996 R FADGWHALMLTADGLRDRLEDFEHGADLGDR D 5 3498.6375 3498.6394 0.0019 0 0.54 3.383 0.182 1319 1 57 240 2 2 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R IAQFEDIDGVDAINISFPR A 2 2119.0586 2119.0672 0.0086 0 4.06 4.822 0.456 2577 1 25 36 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R IAQFEDIDGVDAINISFPR A 2 2119.0586 2119.0679 0.0093 0 4.39 3.663 0.346 1540 1 23 36 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 K QVLSGETVDYDGDIFSLSGFR L 2 2304.091 2304.0911 0.0001 0 0.04 5.181 0.608 2028 1 26 40 2 0 1
Q5V5A5_HALMA 1 N5N10-methylenetetrahydromethanopterin reductase  mer2 rrnAC0239 369 36.9 10 15 1 R SPALLGQTAATLQEVSDGR F 2 1912.9854 1913.9854 1 -1.0034 -1.75 5.364 0.63 2947 1 26 36 2 0 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 K IVPTLEDALDRLETVAYPLENER A 2 2655.3755 2655.396 0.0205 0 7.72 3.373 0.479 373 1 17 44 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 R IGAYPFAASNVVIVSGVNK I 2 1905.036 1905.0402 0.0042 0 2.20 4.621 0.51 1762 1 26 36 2 0 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 R IGAYPFAASNVVIVSGVNK I 2 1905.036 1905.0382 0.0022 0 1.15 4.68 0.48 2146 1 28 36 2 0 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 R IGAYPFAASNVVIVSGVNK I 2 1905.036 1905.0402 0.0042 0 2.20 4.619 0.484 2200 1 28 36 2 0 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 R IGAYPFAASNVVIVSGVNK I 2 1905.036 1905.0402 0.0042 0 2.20 5.37 0.49 1960 1 27 36 2 0 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 K IVPTLEDALDRLETVAYPLENER A 3 2655.3755 2655.3819 0.0064 0 2.41 4.198 0.411 1759 1 39 88 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 K IVPTLEDALDRLETVAYPLENER A 3 2655.3755 2655.3816 0.0061 0 2.30 4.927 0.464 1940 1 40 88 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 1 K IVPTLEDALDRLETVAYPLENER A 3 2655.3755 2655.3811 0.0056 0 2.11 4.281 0.473 1582 1 38 88 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 0.9999 K IVPTLEDALDRLETVAYPLENER A 3 2655.3755 2655.3799 0.0044 0 1.66 3.053 0.315 546.4 1 26 88 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 0.9999 K IVPTLEDALDRLETVAYPLENER A 2 2655.3755 2656.3836 1.0081 -1.0034 1.79 3.35 0.481 467 1 19 44 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 0.9999 K IVPTLEDALDRLETVAYPLENER A 2 2655.3755 2656.3853 1.0098 -1.0034 2.43 3.408 0.49 354 1 16 44 2 1 1
Q5V6G7_HALMA 1 Hypothetical protein  pNG7179 pNG7179 218 22.5 3 15 0.9996 K IVPTLEDALDRLETVAYPLENER A 2 2655.3755 2656.3853 1.0098 -1.0034 2.43 3.197 0.419 481.8 1 19 44 2 1 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R GGQVEKVDVSYADDAPGEYAGK T 3 2254.0389 2254.0384 -0.0005 0 -0.22 3.975 0.43 1206 1 33 84 2 1 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R ALGFNSLEPTYPDVSTVGGR H 2 2079.0273 2079.0308 0.0035 0 1.68 4.749 0.426 742.9 1 23 38 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 0.9998 R GLDMDEAALESLIQLQEK L 3 2001.9928 2001.9992 0.0064 0 3.20 3.778 0.16 790.7 1 25 68 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 0.9865 R GLDMDEAALESLIQLQEKLHATMGR K 4 2768.3837 2768.3855 0.0018 0 0.65 2.212 0.088 297.7 4 34 144 2 1 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R LQALADAFDKDLETPPTTHPSFIGGR A 3 2796.4082 2796.4121 0.0039 0 1.39 5.828 0.504 1625 1 38 100 2 1 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R LQALADAFDKDLETPPTTHPSFIGGR A 3 2796.4082 2796.4102 0.002 0 0.72 6.35 0.469 2395 1 39 100 2 1 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R LQALADAFDKDLETPPTTHPSFIGGR A 3 2796.4082 2796.4112 0.003 0 1.07 6.177 0.408 1471 1 36 100 2 1 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 0.9996 R LSVEGVAR S 2 829.4657 829.4665 0.0008 0 0.96 2.19 0.198 780.8 1 12 14 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R VDVIHPLDIIDDIGR A 3 1688.9097 1688.9134 0.0037 0 2.19 4.467 0.401 1702 2 31 56 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 R VDVIHPLDIIDDIGR A 3 1688.9097 1688.9101 0.0004 0 0.24 3.696 0.367 1965 1 32 56 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 0.9999 R VDVIHPLDIIDDIGR A 3 1688.9097 1688.9181 0.0084 0 4.97 3.458 0.226 1452 3 30 56 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 K VDVSYADDAPGEYAGK T 2 1655.7315 1655.7312 -0.0003 0 -0.18 4.255 0.547 1681 1 23 30 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 1 K VDVSYADDAPGEYAGK T 2 1655.7315 1655.7283 -0.0032 0 -1.93 3.856 0.565 1322 1 21 30 2 0 1

SYFB_HALMAReview 1 Phenylalanyl-tRNA synthetase beta chain (EC 6.1.1.20) (Phenylalanine--tRNA
ligase beta chain) (PheRS)  pheT rrnAC2967 584 22.8 10 15 0.9995 K VLVEHDLELPVAAFEFR L 3 1983.0465 1983.0473 0.0008 0 0.40 3.223 0.176 1211 2 25 64 2 0 1

SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R HTTEVVTEDELR T 2 1427.6892 1427.6918 0.0026 0 1.82 2.93 0.389 614.3 1 18 22 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R AGVDVTVLIADLHAHLDDNKSPFDLLDAR S 4 3129.6094 3131.6143 2.0049 -2.0067 -0.58 4.245 0.485 1046 1 45 168 2 1 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 K ALDADIAYGGVDQR G 2 1462.7052 1462.7113 0.0061 0 4.17 4.12 0.377 2329 1 22 26 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R ESESPNLGGLIYPLMQTLDVK A 2 2303.1719 2303.1751 0.0032 0 1.39 4.586 0.603 985.5 1 23 40 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R ESESPNLGGLIYPLMQTLDVK A 2 2303.1719 2303.1836 0.0117 0 5.08 4.037 0.603 1081 1 23 40 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R ESESPNLGGLIYPLMQTLDVK A 2 2303.1719 2303.1905 0.0186 0 8.08 3.239 0.342 524.8 1 16 40 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R ESESPNLGGLIYPLMQTLDVK A 2 2303.1719 2303.1912 0.0193 0 8.38 4.312 0.567 962.1 1 23 40 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R HTTEVVTEDELR T 2 1427.6892 1427.6891 -0.0001 0 -0.07 3.263 0.473 459.4 1 16 22 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 0.9999 R LADKDELLAEAYPEK Y 3 1703.8618 1703.8672 0.0054 0 3.17 3.477 0.295 537.7 1 23 56 2 1 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R TLFEESDPSAYIGYAPTGEMHIGHFTTMR K 4 3257.4798 3257.4873 0.0075 0 2.30 3.368 0.299 545.7 2 40 168 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 R TLFEESDPSAYIGYAPTGEMHIGHFTTMR K 4 3257.4798 3257.4903 0.0105 0 3.22 4.081 0.31 1019 1 47 168 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 0.9962 R TLFEESDPSAYIGYAPTGEMHIGHFTTMR K 4 3257.4798 3257.4898 0.01 0 3.07 3.02 0.049 686.5 1 41 168 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 1 K VNLTDSPDEVDEK I 2 1459.6678 1459.664 -0.0038 0 -2.60 3.505 0.416 1076 1 17 24 2 0 1
SYY_HALMAReview 1 Tyrosyl-tRNA synthetase (EC 6.1.1.1) (Tyrosine--tRNA ligase) (TyrRS)  tyrS rrnAC0543 346 40.8 8 15 0.999 K VNLTDSPDEVDEK I 2 1459.6678 1459.6732 0.0054 0 3.70 3.34 0.046 1201 2 17 24 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R FDPSTSQFAEFGPFYVGR K 2 2050.9425 2050.9461 0.0036 0 1.76 5.396 0.554 1886 1 26 34 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 0.9999 K ADIMILHLRPTMGDLDAAER H 3 2237.1296 2239.148 2.0184 -2.0067 5.23 3.713 0.292 1845 1 33 76 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R ALSEGIGFLDAYEAVEDADEGQTAVYTVMGHK A 3 3385.566 3385.5696 0.0036 0 1.06 6.079 0.507 1536 1 47 124 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R ALSEGIGFLDAYEAVEDADEGQTAVYTVMGHK A 3 3385.566 3387.5779 2.0119 -2.0067 1.54 5.792 0.442 1442 1 45 124 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R ALSEGIGFLDAYEAVEDADEGQTAVYTVMGHK A 3 3385.566 3385.5542 -0.0118 0 -3.49 6.897 0.445 1514 1 47 124 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R ETLESAGVYAGQPHGEDVYALVVYSEANAETLDEEVTDLR S 3 4339.0292 4340.0264 0.9972 -1.0034 -1.42 5.309 0.411 1555 1 40 156 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R FDPSTSQFAEFGPFYVGR K 2 2050.9425 2050.9448 0.0023 0 1.12 5.601 0.569 2063 1 27 34 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R FDPSTSQFAEFGPFYVGR K 2 2050.9425 2050.9468 0.0043 0 2.10 4.882 0.63 1348 1 23 34 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 0.9997 K FDTVGGLLK E 2 948.528 948.5288 0.0008 0 0.84 1.926 0.279 474.1 1 13 16 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R HGEGDGFGTMGMFYTVKPEYHEDFVEK F 4 3106.3477 3107.491 1.1433 -1.0034 45.05 6.322 0.455 3245 1 57 156 2 0 1



Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 1 R HGEGDGFGTMGMFYTVKPEYHEDFVEK F 4 3106.3477 3106.3596 0.0119 0 3.83 5.879 0.475 2484 1 53 156 2 0 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 0.9999 R HIKELLTEMR F 3 1268.6911 1268.694 0.0029 0 2.29 3.1 0.292 1345 1 23 36 2 1 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 0.9996 R SDDFSETVDWGRDVLADRPR H 4 2335.0829 2335.0862 0.0033 0 1.41 2.252 0.203 426.1 1 32 114 2 1 1
Y3100_HALMAReview 1 UPF0447 protein rrnAC3100  rrnAC3100 rrnAC3100 669 29.6 10 15 0.9995 K SREYFEGEVDDDSGLAQYIQAR L 3 2547.1513 2547.1504 -0.0009 0 -0.35 2.891 0.258 1059 1 29 84 2 1 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.9996 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8683 0.0026 0 1.69 3.694 0.073 820.5 1 22 28 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.998 R GPINDTLPDPVEIPSHHGPDVQT I 3 2434.1764 2434.1726 -0.0038 0 -1.56 3.422 0.354 905.5 1 30 88 1 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 1 R GPINDTLPDPVEIPSHHGPDVQTIFPDLDIDTMGMK V 4 3910.8757 3912.8909 2.0152 -2.0067 2.17 5.122 0.394 1103 1 49 210 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.9748 R GPINDTLPDPVEIPSHHGPDVQTIFPDLDIDTMGMK V 4 3910.8757 3911.8909 1.0152 -1.0034 3.03 3.613 0.155 615.4 34 36 210 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 1 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8657 0 0 0.00 3.317 0.338 1053 1 23 28 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 1 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8664 0.0007 0 0.45 3.241 0.326 1049 1 23 28 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.992 R LFLIPETLGIDGAGK L 2 1542.8657 1542.8678 0.0021 0 1.36 2.857 0.076 459.9 34 15 28 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 1 R LLAPLRESYGVEK S 2 1473.8191 1473.8185 -0.0006 0 -0.41 3.266 0.418 1285 1 19 24 2 1 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.9855 R LLAPLRESYGVEK S 2 1473.8191 1473.8212 0.0021 0 1.42 2.255 0.185 702.3 1 15 24 2 1 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.9998 - MLHVGINGFGTIGK R 3 1442.7704 1443.7544 0.984 -1.0034 -13.41 3.168 0.27 1428 1 28 52 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.9886 - MLHVGINGFGTIGK R 3 1442.7704 1443.7881 1.0177 -1.0034 9.95 2.143 0.163 537.3 1 22 52 2 0 1

G3P_HALMAReview 1 Glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.59) (GAPDH)(NAD(P)-
dependent glyceraldehyde-3-phosphate dehydrogenase)  gap rrnAC2262 354 27.7 6 14 0.9883 - MLHVGINGFGTIGK R 3 1442.7704 1443.7536 0.9832 -1.0034 -13.97 2.288 0.158 1015 2 24 52 2 0 1

Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 1 R TEWETRVESFLTELGFDVPTDVAPATPTGR D 3 3320.6201 3320.6214 0.0013 0 0.39 4.792 0.364 1037 1 37 116 2 1 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 1 R APTLESDLSISNNAQDELGHAR L 3 2337.1197 2337.1284 0.0087 0 3.72 5.488 0.47 2028 1 38 84 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 1 R APTLESDLSISNNAQDELGHAR L 3 2337.1197 2337.1216 0.0019 0 0.81 5.262 0.478 2410 1 40 84 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9999 M ATTESDLGGPTDLSEEEQR A 2 2033.9025 2033.9031 0.0006 0 0.29 3.939 0.481 1593 1 24 36 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9955 R AVEAQLLR L 2 898.5236 898.5247 0.0011 0 1.22 1.932 0.144 826.3 4 12 14 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.976 R AVEAQLLR L 2 898.5236 898.5241 0.0005 0 0.56 1.71 0.087 703.1 3 11 14 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 1 R IQGEEGYHLEHAESWLDR M 4 2167.9923 2167.9956 0.0033 0 1.52 2.961 0.28 1029 1 44 102 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9999 R IQGEEGYHLEHAESWLDR M 4 2167.9923 2167.9961 0.0038 0 1.75 2.837 0.2 888.6 1 41 102 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9999 R IQGEEGYHLEHAESWLDR M 4 2167.9923 2167.9939 0.0016 0 0.74 2.916 0.228 862.4 1 40 102 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9992 R IQGEEGYHLEHAESWLDR M 4 2167.9923 2167.9898 -0.0025 0 -1.15 2.425 0.126 716.5 1 38 102 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9998 R TEWETRVESFLTELGFDVPTDVAPATPTGR D 3 3320.6201 3320.6228 0.0027 0 0.81 3.585 0.275 426.5 2 32 116 2 1 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 1 R VESFLTELGFDVPTDVAPATPTGR D 2 2518.2591 2518.2635 0.0044 0 1.75 4.703 0.6 1513 1 27 46 2 0 1
Q5UWC9_HALMA 1 Phenylacetic acid degradation protein PaaC  paaC rrnB0249 277 37.5 7 14 0.9994 R YTFWQVR A 2 998.4974 998.5055 0.0081 0 8.11 1.859 0.256 506.4 2 10 12 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 K NAYQESELGDYR F 2 1443.6266 1443.6282 0.0016 0 1.11 3.075 0.4 1959 1 18 22 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 R AFSNGYLVR A 2 1025.5294 1025.5254 -0.004 0 -3.90 2.032 0.416 688 1 14 16 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 0.9999 R AFSNGYLVR A 2 1025.5294 1025.5254 -0.004 0 -3.90 1.924 0.357 456.4 1 12 16 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 0.9998 R AFSNGYLVR A 2 1025.5294 1025.5254 -0.004 0 -3.90 1.95 0.325 817.3 1 15 16 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 0.9997 R AFSNGYLVR A 2 1025.5294 1025.5332 0.0038 0 3.71 1.805 0.316 511.7 1 14 16 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 0.998 K NAYQESELGDYRFTVR A 2 1946.9122 1946.9066 -0.0056 0 -2.88 2.646 0.262 327.5 1 14 30 2 1 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 R NILSEDLADAIVTTAR T 3 1700.8945 1700.8942 -0.0003 0 -0.18 3.426 0.368 1445 1 29 60 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 R NILSEDLADAIVTTAR T 2 1700.8945 1700.8989 0.0044 0 2.59 4.049 0.482 2185 1 24 30 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 R NILSEDLADAIVTTAR T 2 1700.8945 1700.8989 0.0044 0 2.59 3.27 0.447 1924 1 24 30 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 R NILSEDLADAIVTTAR T 2 1700.8945 1700.8933 -0.0012 0 -0.71 3.447 0.498 2193 1 24 30 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 1 R NILSEDLADAIVTTAR T 2 1700.8945 1700.8966 0.0021 0 1.23 3.326 0.479 2103 1 24 30 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 0.9984 R SVTYFTR A 2 872.4392 872.4386 -0.0006 0 -0.69 1.799 0.187 529.2 1 11 12 2 0 1
Q5UXC0_HALMA 1 Hypothetical protein  rrnAC3402 rrnAC3402 166 28.9 5 14 0.9945 R SVTYFTR A 2 872.4392 872.4401 0.0009 0 1.03 1.495 0.221 502.6 2 11 12 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.9786 R KALLTSMSLPNAVK A 3 1471.8432 1471.8449 0.0017 0 1.16 2.719 0.055 501.7 26 21 52 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 1 K ALLTSMSLPNAVK A 2 1343.7482 1343.7505 0.0023 0 1.71 3.431 0.29 1389 1 18 24 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.9965 R GGDFPLGSDKIASLIVLSGVER S 3 2229.2005 2229.198 -0.0025 0 -1.12 3.171 0.207 421.6 33 24 84 2 1 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 1 K GHGVGGDNELGAQVMQENATEVLDELDGR I 3 3009.3734 3009.3775 0.0041 0 1.36 6.672 0.475 3641 1 47 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 1 K GHGVGGDNELGAQVMQENATEVLDELDGR I 3 3009.3734 3009.3772 0.0038 0 1.26 6.179 0.534 2723 1 43 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.9997 K IASLIVLSGVER S 2 1255.75 1256.7454 0.9954 -1.0034 -6.33 2.957 0.265 1459 1 18 22 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.994 R IYEKPVYVLGILPGRDEGGLYQANAGR S 3 2947.5556 2947.5532 -0.0024 0 -0.81 3.13 0.127 510.8 1 29 104 2 1 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 1 R VGLLFASGEAVEGVGESVVDSSEIINTLR G 3 2946.5186 2946.5247 0.0061 0 2.07 4.397 0.412 1183 1 33 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.9988 R VGLLFASGEAVEGVGESVVDSSEIINTLR G 3 2946.5186 2946.5249 0.0063 0 2.14 3.114 0.222 438.1 54 21 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.9879 R VGLLFASGEAVEGVGESVVDSSEIINTLR G 3 2946.5186 2946.5254 0.0068 0 2.31 3.121 0.051 770.5 3 27 112 2 0 1
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 1 R WVEDQTGSMEVR G 2 1451.6396 1452.6454 1.0058 -1.0034 1.69 3.974 0.449 1680 1 20 22 2 0 1 WVEDQTGSM[147]EVR
Q5UXI7_HALMA 1 Cell division protein  ftsZ4 rrnAC3326 357 41.2 9 14 0.9993 R WVEDQTGSMEVR G 2 1451.6396 1451.6394 -0.0002 0 -0.14 2.273 0.217 457.1 2 12 22 2 0 1 WVEDQTGSM[147]EVR
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 1 R LAAFDAEPEAGEVIDGELAVTDDVLVK A 2 2785.3909 2785.3953 0.0044 0 1.58 4.979 0.429 2470 1 28 52 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 1 K AFALGPDATIDPHEHDGATNVFHVVR G 3 2785.3572 2785.3618 0.0046 0 1.65 3.942 0.306 825.6 1 35 100 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 1 K AFALGPDATIDPHEHDGATNVFHVVR G 5 2785.3572 2785.3579 0.0007 0 0.25 3.675 0.309 1108 1 56 200 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9999 K AFALGPDATIDPHEHDGATNVFHVVR G 4 2785.3572 2785.3621 0.0049 0 1.76 2.66 0.247 671 2 42 150 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9999 K AFALGPDATIDPHEHDGATNVFHVVR G 4 2785.3572 2785.3592 0.002 0 0.72 3.057 0.299 631.6 4 39 150 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9999 K AFALGPDATIDPHEHDGATNVFHVVR G 5 2785.3572 2785.3601 0.0029 0 1.04 3.029 0.222 1114 1 57 200 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9993 K AFALGPDATIDPHEHDGATNVFHVVR G 4 2785.3572 2785.3616 0.0044 0 1.58 2.464 0.215 543 8 37 150 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9988 K AFALGPDATIDPHEHDGATNVFHVVR G 4 2785.3572 2785.3631 0.0059 0 2.12 2.554 0.162 604.8 4 39 150 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9988 K AFALGPDATIDPHEHDGATNVFHVVR G 5 2785.3572 2785.3582 0.001 0 0.36 2.732 0.14 997.8 2 52 200 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 1 R GEVTVQQDDTEEAIAAPGVVLNER G 2 2539.2402 2539.2439 0.0037 0 1.46 4.855 0.51 963.2 1 25 46 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 1 R GEVTVQQDDTEEAIAAPGVVLNER G 2 2539.2402 2539.2488 0.0086 0 3.39 4.898 0.56 1058 1 25 46 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 1 R LAAFDAEPEAGEVIDGELAVTDDVLVK A 2 2785.3909 2785.4063 0.0154 0 5.53 5.487 0.409 2496 1 29 52 2 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.9997 D PHEHDGATNVFHVVR G 4 1713.8335 1713.8343 0.0008 0 0.47 4.381 0.364 1987 1 37 84 1 0 1
Q5V0P6_HALMA 1 Hypothetical protein  rrnAC2050 rrnAC2050 108 71.3 4 14 0.998 D PHEHDGATNVFHVVR G 4 1713.8335 1713.8363 0.0028 0 1.63 3.443 0.279 1062 1 32 84 1 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 1 R VMSVLNMSSNSGYKPSVYLDPAEAAEAIEENLVPAGADIIDVG Y 3 5173.5475 5175.5777 2.0302 -2.0067 4.54 4.089 0.468 391.3 1 37 196 2 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9996 R AFDRPMLTATNR E 3 1391.6979 1391.6967 -0.0012 0 -0.86 2.627 0.252 565.7 17 20 44 2 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 1 K DRLEEVAPLVDELDADVPLSLETR Y 3 2693.3759 2693.3838 0.0079 0 2.93 4.899 0.489 1169 1 35 92 2 1 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 1 K DRLEEVAPLVDELDADVPLSLETR Y 3 2693.3759 2693.3902 0.0143 0 5.31 4.832 0.43 1106 1 36 92 2 1 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9999 K MASPPDLASPGALK T 2 1353.6962 1353.7013 0.0051 0 3.77 2.813 0.26 632.8 1 19 26 2 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9488 R THDTRETHDVVKVADALGDER T 3 2363.1465 2365.1494 2.0029 -2.0067 -1.61 2.979 0.097 1005 1 28 80 2 2 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 1 K TIDDIFEALQR D 2 1319.6721 1319.6724 0.0003 0 0.23 3.105 0.447 1417 1 17 20 2 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9999 K TIDDIFEALQR D 2 1319.6721 1319.6754 0.0033 0 2.50 3.595 0.135 1342 1 17 20 2 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 1 K TIIDPAFGGWYDGKEFEDNWEMFR R 3 2922.2959 2923.2981 1.0022 -1.0034 -0.39 4.216 0.358 493.1 1 28 92 2 1 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9969 R TTRPETDSGPTVAELTDVTLR E 3 2258.139 2258.1494 0.0104 0 4.61 3.459 0.068 1969 1 32 80 2 0 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 1 K VVTDSLAEDGHRELAGELR T 3 2066.0392 2066.0376 -0.0016 0 -0.77 2.892 0.428 570.3 1 27 72 2 1 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9992 K VVTDSLAEDGHRELAGELR T 3 2066.0392 2066.0445 0.0053 0 2.57 1.988 0.314 436.2 1 25 72 2 1 1
Q5V599_HALMA 1 Dihydropteroate synthase (EC 2.5.1.15)  folP3 rrnAC0246 385 55.1 11 14 0.9971 K VVTDSLAEDGHRELAGELR T 4 2066.0392 2066.0398 0.0006 0 0.29 1.839 0.235 359.3 25 30 108 2 1 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 0.9681 K VVPNEQVMADDLAGTPEIIGEAVQTILR R 3 2977.543 2977.5569 0.0139 0 4.67 2.738 0.065 328.5 27 25 108 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 0.9998 R EGYADAYEQVK K 2 1271.567 1271.5683 0.0013 0 1.02 2.248 0.308 442.6 5 12 20 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 1 R EGYADAYEQVKK A 2 1399.6619 1399.6651 0.0032 0 2.29 2.939 0.43 372.1 1 16 22 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 1 R FLGDYVTNSR L 2 1170.5669 1170.5684 0.0015 0 1.28 2.383 0.395 893 1 15 18 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 0.9999 R FLGDYVTNSR L 2 1170.5669 1170.5679 0.001 0 0.85 2.244 0.344 1139 1 16 18 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 1 R LGMPDDLDAANWIHFGLTSEDVNNLAQR L 3 3111.472 3112.4781 1.0061 -1.0034 0.88 4.977 0.525 2574 1 44 108 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 1 K VVPNEQVMADDLAGTPEIIGEAVQTILR R 2 2977.543 2978.5454 1.0024 -1.0034 -0.32 3.993 0.498 703.4 1 22 54 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 1 K VVPNEQVMADDLAGTPEIIGEAVQTILR R 2 2977.543 2978.5655 1.0225 -1.0034 6.43 3.704 0.53 1007 1 24 54 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 0.9999 K VVPNEQVMADDLAGTPEIIGEAVQTILRR E 3 3133.6441 3133.6612 0.0171 0 5.46 3.093 0.259 449.3 1 32 112 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 0.9999 K VVPNEQVMADDLAGTPEIIGEAVQTILRR E 3 3133.6441 3133.6255 -0.0186 0 -5.94 3.429 0.245 607.7 1 37 112 2 0 1
Q5V5E7_HALMA 1 Adenylosuccinate lyase (EC 4.3.2.2)  purB rrnAC0192 460 21.3 9 14 0.9996 K VVPNEQVMADDLAGTPEIIGEAVQTILRR E 3 3133.6441 3133.6656 0.0215 0 6.86 2.947 0.216 483.1 1 36 112 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R DPVSVAEMVLWALR D 3 1584.8334 1584.8183 -0.0151 0 -9.53 3.735 0.268 1073 4 24 52 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 0.9972 R DADPSALDGGVLDWGDYR S 2 1920.849 1920.8507 0.0017 0 0.89 1.805 0.3 200.5 22 11 34 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R DPVSVAEMVLWALR D 2 1584.8334 1584.8355 0.0021 0 1.33 3.294 0.384 2111 1 21 26 2 0 1



Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R DPVSVAEMVLWALR D 2 1584.8334 1584.8374 0.004 0 2.52 3.421 0.394 1975 1 21 26 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R DPVSVAEMVLWALR D 2 1584.8334 1584.8375 0.0041 0 2.59 3.259 0.387 1374 1 19 26 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 0.9999 R EGGAIQYVVANAGVYHGTAGETPLTEESYTAFDDHIR T 4 3937.8395 3937.8416 0.0021 0 0.53 3.365 0.218 1223 1 50 216 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R EGMPGYGSYAVSK A 2 1344.602 1344.6029 0.0009 0 0.67 2.594 0.424 385.3 2 14 24 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R EGMPGYGSYAVSK A 2 1344.602 1344.604 0.002 0 1.49 2.345 0.408 530.4 1 16 24 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 0.9977 R EGMPGYGSYAVSK A 2 1344.602 1344.6043 0.0023 0 1.71 2.225 0.216 349.3 18 14 24 2 0 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R GFAADLDTPVGAVDPGQVATDLSGDGGRDPVSVAEMVLWAL D 3 4224.0797 4224.0845 0.0048 0 1.14 6.15 0.558 1843 1 55 164 2 1 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R GFAADLDTPVGAVDPGQVATDLSGDGGRDPVSVAEMVLWAL D 3 4224.0797 4224.0825 0.0028 0 0.66 5.733 0.543 1315 1 49 164 2 1 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 1 R GFAADLDTPVGAVDPGQVATDLSGDGGRDPVSVAEMVLWAL D 3 4224.0797 4226.0777 1.998 -2.0067 -2.06 6.025 0.57 1105 1 47 164 2 1 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 0.9966 R TDVRDEYDVER L 3 1395.6266 1395.6382 0.0116 0 8.31 3.04 0.142 603.8 8 18 40 2 1 1
Q5V5K2_HALMA 1 Short chain dehydrogenase  sdr rrnAC0128 234 58.5 7 14 0.9999 M VPAMDSATAVVTGASR G 2 1531.7664 1531.767 0.0006 0 0.39 3.995 0.482 1025 1 22 30 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 K VMLEYAPEVGSLEDDLYK W 2 2069.9867 2069.9912 0.0045 0 2.17 3.783 0.416 463.9 1 19 34 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 K AYLSDVHPEFFTSELTNK S 2 2097.0055 2097.0115 0.006 0 2.86 4.163 0.497 995.6 1 22 34 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 0.9994 R DAVAEVLAER Y 2 1071.556 1072.5454 0.9894 -1.0034 -13.02 2.955 0.188 1654 1 16 18 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 R DGTLGEWYGYPRPFTQSPTEDELADLHTSLR E 4 3550.6641 3550.6724 0.0083 0 2.34 3.693 0.32 761.5 1 43 180 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 R DGTLGEWYGYPRPFTQSPTEDELADLHTSLR E 4 3550.6641 3550.668 0.0039 0 1.10 4.284 0.429 760.5 1 43 180 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 0.9699 K GFDDLDGLTR W 2 1107.5196 1107.5254 0.0058 0 5.24 1.738 0.084 518.6 3 13 18 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 R IESDFELLTFLSEK V 2 1669.845 1669.8506 0.0056 0 3.35 2.874 0.437 1447 1 19 26 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 R QLGIGVGVNIDDVKR D 3 1581.8838 1581.8853 0.0015 0 0.95 2.919 0.403 865.6 1 25 56 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 0.9999 R TTVTALLEVLPQEHETAETLR D 3 2350.238 2350.2412 0.0032 0 1.36 2.903 0.32 379.4 6 22 80 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 0.9616 R TTVTALLEVLPQEHETAETLRDILSGR T 4 2991.5876 2991.5943 0.0067 0 2.24 2.184 0.063 684.8 8 33 156 2 1 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 K VMLEYAPEVGSLEDDLYK W 2 2069.9867 2069.99 0.0033 0 1.59 4.177 0.425 910 1 24 34 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 0.9981 K VMLEYAPEVGSLEDDLYKWR D 3 2412.1671 2412.1756 0.0085 0 3.52 2.735 0.231 431.9 5 26 76 2 1 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 R YDLPTIANELNPVPSVILK V 2 2095.1565 2096.1653 1.0088 -1.0034 2.60 5.4 0.51 1211 1 23 36 2 0 1
Q5V7B7_HALMA 1 Hypothetical protein  pNG6187 pNG6187 965 17 11 14 1 R YDLPTIANELNPVPSVILK V 2 2095.1565 2095.1604 0.0039 0 1.86 5.406 0.523 1568 1 25 36 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 R ALAEGVVNTFPDLPDDAVVTMK Q 2 2301.1562 2301.1609 0.0047 0 2.04 4.66 0.532 999 1 25 42 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 R ALAEGVVNTFPDLPDDAVVTMK Q 2 2301.1562 2301.1638 0.0076 0 3.30 4.605 0.544 876.3 1 23 42 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 R ALAEGVVNTFPDLPDDAVVTMK Q 2 2301.1562 2301.1565 0.0003 0 0.13 4.791 0.533 968 1 24 42 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 R ALAEGVVNTFPDLPDDAVVTMK Q 2 2301.1562 2301.1626 0.0064 0 2.78 4.757 0.527 834.9 1 23 42 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 0.9999 R ALAEGVVNTFPDLPDDAVVTMK Q 2 2301.1562 2301.1602 0.004 0 1.74 3.073 0.23 598.5 1 20 42 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 R MEAEYVTHESTPASEMATQSTADIIASATATEDGTSEEIGAR V 3 4357.9326 4357.9282 -0.0044 0 -1.01 7.045 0.524 2139 1 47 164 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 R MEAEYVTHESTPASEMATQSTADIIASATATEDGTSEEIGAR V 3 4357.9326 4359.938 2.0054 -2.0067 -0.30 6.688 0.57 2112 1 45 164 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 K QLNVEDDVIEEFLETNPQAGHSQR G 3 2767.3049 2767.3094 0.0045 0 1.63 3.619 0.328 967.3 1 33 92 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 K QLNVEDDVIEEFLETNPQAGHSQR G 3 2767.3049 2767.3096 0.0047 0 1.70 3.191 0.402 1297 1 36 92 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 0.9999 K QLNVEDDVIEEFLETNPQAGHSQR G 3 2767.3049 2767.3113 0.0064 0 2.31 2.942 0.261 927.7 1 31 92 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 0.9999 K QLNVEDDVIEEFLETNPQAGHSQR G 3 2767.3049 2767.3054 0.0005 0 0.18 3.311 0.282 1533 1 35 92 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 M SQQLPDVQASSPDVTVGLNR V 2 2110.0654 2110.0681 0.0027 0 1.28 5.488 0.481 2294 1 29 38 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 1 M SQQLPDVQASSPDVTVGLNR V 2 2110.0654 2110.0686 0.0032 0 1.52 5.698 0.509 1659 1 26 38 2 0 1
Y3309_HALMAReview 1 UPF0343 protein rrnAC3309  rrnAC3309 rrnAC3309 309 39.5 5 14 0.9998 R VAQLDDLRQEVSED - 2 1615.7689 1615.7727 0.0038 0 2.35 2.838 0.382 794.4 1 19 26 2 1 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R AYEEIDDDVREAIEDAAANIR A 3 2377.1033 2377.1035 0.0002 0 0.08 4.106 0.396 1491 1 33 80 2 1 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R AALDNDTSGVLLAR S 2 1414.7416 1414.7426 0.001 0 0.71 3.378 0.375 1438 3 18 26 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 0.9999 R AYEEIDDDVREAIEDAAANIR A 3 2377.1033 2377.1043 0.001 0 0.42 3.746 0.269 1648 1 35 80 2 1 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 0.9999 R DAGVDAVRDDVRDIVSQVHEEGDVALRR F 5 3090.5442 3091.5542 1.01 -1.0034 2.15 2.412 0.316 981.2 1 52 216 2 2 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R FRPLDSAGVYAPGGTAAYPSSALMGVIPAK V 3 2963.5215 2963.5279 0.0064 0 2.16 4.522 0.419 1448 1 39 116 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R IPSAGSVFLGPYSPVAAGDYATGTNHVLPTGGNAR V 3 3413.7004 3413.7034 0.003 0 0.88 5.394 0.456 1487 1 46 136 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R IPSAGSVFLGPYSPVAAGDYATGTNHVLPTGGNAR V 3 3413.7004 3414.7129 1.0125 -1.0034 2.68 5.314 0.445 1261 1 43 136 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R LSEDSLGDIADTITTLAEAEGLDAHAESVR K 3 3098.4891 3098.5042 0.0151 0 4.87 5.713 0.42 904.1 1 38 116 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R LSEDSLGDIADTITTLAEAEGLDAHAESVR K 3 3098.4891 3098.5012 0.0121 0 3.91 5.483 0.447 878.6 1 37 116 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R LSEDSLGDIADTITTLAEAEGLDAHAESVR K 3 3098.4891 3098.4961 0.007 0 2.26 5.079 0.536 1233 1 40 116 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R LSEDSLGDIADTITTLAEAEGLDAHAESVR K 3 3098.4891 3098.4951 0.006 0 1.94 5.673 0.47 1012 1 36 116 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 1 R LSEDSLGDIADTITTLAEAEGLDAHAESVRK R 4 3226.5841 3226.5979 0.0138 0 4.28 4.622 0.288 1307 1 46 180 2 0 1
HISX_HALMAReview 1 Histidinol dehydrogenase (EC 1.1.1.23) (HDH)  hisD rrnAC0272 422 37.7 7 13 0.9999 R LSEDSLGDIADTITTLAEAEGLDAHAESVRK R 4 3226.5841 3227.5711 0.987 -1.0034 -5.07 3.794 0.269 1173 1 46 180 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 3 2330.1125 2330.1162 0.0037 0 1.59 4.834 0.312 1746 1 34 80 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 2 2330.1125 2330.1143 0.0018 0 0.77 5.451 0.498 2626 1 28 40 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 2 2330.1125 2330.1153 0.0028 0 1.20 5.464 0.488 2348 1 27 40 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 2 2330.1125 2330.1216 0.0091 0 3.91 5.317 0.49 2670 1 28 40 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 3 2330.1125 2330.1145 0.002 0 0.86 5.208 0.419 2558 1 37 80 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 2 2330.1125 2330.1299 0.0174 0 7.47 5.268 0.476 2792 1 28 40 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 3 2330.1125 2330.1297 0.0172 0 7.38 5.091 0.375 1790 1 34 80 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K DALEDVDLSEEEIDAIVQTAR N 3 2330.1125 2330.116 0.0035 0 1.50 4.522 0.384 2495 1 37 80 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 0.9951 K IDEIEDFGVFVDLDEYEGKR G 3 2387.1169 2388.128 1.0111 -1.0034 3.25 3.092 0.15 726.5 2 23 76 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K TAEDALEESADR A 2 1305.5684 1305.5771 0.0087 0 6.66 2.899 0.36 793.1 1 19 22 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 0.9999 K TAEDALEESADR A 2 1305.5684 1304.6487 -0.9197 1 61.51 3.248 0.466 620.3 1 18 22 2 0 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K VLDVDESAQQIDLSIKDVNDHQR K 4 2636.3042 2636.3101 0.0059 0 2.24 3.539 0.331 681.4 2 42 132 2 1 1
IF2A_HALMAReview 1 Translation initiation factor 2 alpha subunit (eIF-2-alpha) (aIF2-alpha)  eif2a rrnAC3512 266 28.6 4 13 1 K VLDVDESAQQIDLSIKDVNDHQR K 4 2636.3042 2636.3103 0.0061 0 2.31 4.584 0.476 808.5 1 46 132 2 1 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQR K 2 2735.245 2735.2473 0.0023 0 0.84 4.671 0.199 776.3 1 23 42 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R KQGQVVSTDGNDAQVMDLDTYDTFTMR V 3 3034.3648 3034.3733 0.0085 0 2.80 6.348 0.585 3212 1 39 104 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 K QGQVVSTDGNDAQVMDLDTYDTFTMR V 2 2906.2698 2907.2654 0.9956 -1.0034 -2.67 4.347 0.581 1228 1 22 50 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 K QGQVVSTDGNDAQVMDLDTYDTFTMR V 2 2906.2698 2906.2744 0.0046 0 1.58 4.316 0.559 1237 1 22 50 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQR K 2 2735.245 2735.241 -0.004 0 -1.46 4.849 0.509 771.2 1 23 42 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQR K 3 2735.245 2735.2476 0.0026 0 0.95 5.031 0.41 1743 1 33 84 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQR K 2 2735.245 2735.2459 0.0009 0 0.33 4.784 0.474 699.2 1 23 42 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQR K 3 2735.245 2735.2525 0.0075 0 2.74 4.358 0.469 911 1 33 84 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQR K 2 2735.245 2735.2578 0.0128 0 4.68 4.791 0.506 865.4 1 24 42 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQRK I 3 2863.3399 2863.3469 0.007 0 2.44 5.704 0.339 1230 1 32 88 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQRK I 3 2863.3399 2863.3452 0.0053 0 1.85 5.955 0.363 1285 1 34 88 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQRK I 3 2863.3399 2863.3477 0.0078 0 2.72 5.728 0.356 1159 1 35 88 2 0 1
IF5A_HALMAReview 1 Translation initiation factor 5A (eIF-5A) (Hypusine-containingprotein)  eif5a rrnAC1929 126 39.7 4 13 1 R VPEDIDLQPDDEIEYLQYEEQRK I 3 2863.3399 2863.3482 0.0083 0 2.90 6.274 0.366 1117 1 35 88 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 0.9753 R LDILEYLRDELGER F 2 1732.8995 1732.9108 0.0113 0 6.52 2.771 0.08 419.5 1 16 26 2 1 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R DIEADIVDDGLTAIESNLEEGIAR E 2 2557.2395 2557.2432 0.0037 0 1.45 4.897 0.579 1780 1 25 46 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R DIEADIVDDGLTAIESNLEEGIAR E 3 2557.2395 2557.2417 0.0022 0 0.86 7.056 0.466 3096 1 48 92 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R DIEADIVDDGLTAIESNLEEGIAR E 3 2557.2395 2557.2432 0.0037 0 1.45 5.995 0.478 3490 1 47 92 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R DIEADIVDDGLTAIESNLEEGIAR E 3 2557.2395 2557.239 -0.0005 0 -0.20 5.903 0.467 2791 1 45 92 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R DIEADIVDDGLTAIESNLEEGIAR E 3 2557.2395 2557.2461 0.0066 0 2.58 6.263 0.521 4061 1 49 92 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R DIEADIVDDGLTAIESNLEEGIAR E 2 2557.2395 2557.2398 0.0003 0 0.12 5.63 0.575 2837 1 29 46 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 0.999 R LDILEYLR D 2 1033.5808 1033.5825 0.0017 0 1.64 2.23 0.133 1186 1 13 14 2 0 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 1 R LDILEYLRDELGER F 3 1732.8995 1732.9059 0.0064 0 3.69 3.379 0.384 915.8 1 26 52 2 1 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 0.9999 R LDILEYLRDELGER F 3 1732.8995 1732.904 0.0045 0 2.60 3.467 0.249 692.2 1 25 52 2 1 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 0.9996 R LDILEYLRDELGER F 3 1732.8995 1732.9049 0.0054 0 3.12 3.089 0.231 887 2 26 52 2 1 1
Q5UWD9_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd3 rrnB0238 295 17.6 4 13 0.9105 R LDILEYLRDELGER F 2 1732.8995 1732.907 0.0075 0 4.33 2.596 0.115 274.8 31 13 26 2 1 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.1956 0.0031 0 1.19 5.079 0.438 2476 1 27 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 R ALDAALLEYADR L 2 1319.6721 1319.6654 -0.0067 0 -5.08 2.577 0.368 1004 1 16 22 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 0.9993 K HFDDLLR W 2 914.461 914.4619 0.0009 0 0.98 2.102 0.188 1109 2 11 12 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 0.9996 R KFDVWNVK T 2 1034.5549 1034.5556 0.0007 0 0.68 2.637 0.154 709.5 5 13 14 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 0.9333 R KFDVWNVK T 2 1034.5549 1034.5454 -0.0095 0 -9.18 1.831 0.015 446.4 8 11 14 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 0.9999 R SGADIDPSEYFIEGGQLFDAQEVAQLSTNLDQLVSAVR E 3 4081.9756 4083.9981 2.0225 -2.0067 3.87 3.586 0.309 578.2 1 30 148 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 R TGTSGQGSNYEYVIAR V 2 1701.7958 1701.7982 0.0024 0 1.41 4.06 0.524 1063 1 19 30 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 R TGTSGQGSNYEYVIAR V 2 1701.7958 1702.7854 0.9896 -1.0034 -8.08 3.923 0.459 1078 1 19 30 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 R TGTSGQGSNYEYVIAR V 2 1701.7958 1701.7956 -0.0002 0 -0.12 3.65 0.455 1096 1 20 30 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 R YDGVDLVEYALNR N 2 1525.7412 1525.7409 -0.0003 0 -0.20 3.694 0.47 1266 1 18 24 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.1939 0.0014 0 0.54 5.104 0.492 2915 1 30 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.1951 0.0026 0 1.00 5.023 0.472 2997 1 29 44 2 0 1
Q5UXZ0_HALMA 1 V-type ATP synthase subunit C (EC 3.6.3.14)  ntpC rrnAC3157 357 32.8 7 13 1 K YGDDLDQALSALEEADNLIDFER A 2 2611.1925 2611.2007 0.0082 0 3.14 5.152 0.474 3279 1 30 44 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9997 R VEQSLRDDTPNYADWETVGSDTAIESAR R 3 3124.4221 3125.4292 1.0071 -1.0034 1.20 4.131 0.278 1062 1 37 108 2 1 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 1 R ATDADLGFAHDGDADR G 2 1645.6968 1646.7641 1.0673 -1.0034 38.86 3.502 0.358 737 1 19 30 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9986 R ATDADLGFAHDGDADR G 3 1645.6968 1645.7694 0.0726 0 44.12 2.557 0.16 1065 1 28 60 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 1 K FLELVADRPASEVAADYDDYYNVRR N 3 2946.4148 2947.4287 1.0139 -1.0034 3.58 4.069 0.407 622.4 1 28 96 2 0 1



Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9998 K FLELVADRPASEVAADYDDYYNVRR N 4 2946.4148 2947.4109 0.9961 -1.0034 -2.46 3.163 0.274 712.4 2 34 144 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 1 K IESGDGVVSAVNASQR L 2 1587.7852 1587.7853 0.0001 0 0.06 4.68 0.54 2310 1 25 30 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 1 K IESGDGVVSAVNASQR L 2 1587.7852 1587.7877 0.0025 0 1.57 5.136 0.484 2302 1 25 30 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9998 K LIGADGVELTR S 2 1142.6295 1142.6299 0.0004 0 0.35 2.453 0.24 873.6 1 17 20 2 0 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9999 R TLDRAEELAETMVSR A 2 1719.8461 1719.8474 0.0013 0 0.76 3.969 0.345 1183 1 20 28 2 1 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9975 R TLDRAEELAETMVSR A 2 1719.8461 1720.8654 1.0193 -1.0034 9.27 3.103 0.31 1165 1 20 28 2 1 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9984 R VAQAAGDVWRDDHDRVAIAR D 4 2220.1148 2220.1145 -0.0003 0 -0.14 1.905 0.139 768.4 1 35 114 2 2 1
Q5UZH8_HALMA 1 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB3 rrnAC2522 459 28.5 7 13 0.9999 R VEQSLRDDTPNYADWETVGSDTAIESAR R 3 3124.4221 3124.4224 0.0003 0 0.10 3.471 0.289 493.4 1 31 108 2 1 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 0.9982 R ERSDLEDELDDLPETPMGDQQHLEDEIASLRDQR Q 4 3993.8134 3994.8352 1.0218 -1.0034 4.62 3.674 0.18 803.9 1 44 198 2 2 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R DALVEELTDKR T 2 1287.667 1287.6684 0.0014 0 1.09 2.726 0.401 1314 1 16 20 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R EELTEDVESLEDEVDNLESEDFDEILSLHR E 3 3547.5849 3547.5806 -0.0043 0 -1.21 5.902 0.486 1877 1 41 116 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R EELTEDVESLEDEVDNLESEDFDEILSLHR E 3 3547.5849 3547.5857 0.0008 0 0.23 4.359 0.316 1668 1 39 116 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R EELTEDVESLEDEVDNLESEDFDEILSLHR E 3 3547.5849 3547.5843 -0.0006 0 -0.17 3.799 0.294 463.3 1 24 116 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R EELTEDVESLEDEVDNLESEDFDEILSLHR E 3 3547.5849 3547.5918 0.0069 0 1.94 3.161 0.381 356.3 1 25 116 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 0.9449 R EIIMRPVDIDAIR S 3 1539.8443 1539.8441 -0.0002 0 -0.13 1.585 0.108 370.7 7 16 48 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 0.9996 R EIIMRPVDIDAIRSEVEQLEAEKGDINDELATVESR Q 4 4082.0477 4084.051 2.0033 -2.0067 -0.83 3.977 0.247 953.6 1 42 210 2 2 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R LNSEISDLQSLIQYNEER L 2 2150.0491 2150.0506 0.0015 0 0.70 3.482 0.498 1133 1 20 34 2 0 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 0.9999 K REELAEREEEIDNSSR D 3 1960.9086 1960.9118 0.0032 0 1.63 2.848 0.335 654.3 1 23 60 2 1 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 0.9789 R TELREQIEEKREELAEREEEIDNSSR D 5 3216.5494 3218.5635 2.0141 -2.0067 2.30 2.716 0.12 901 1 49 200 2 3 1
Q5V072_HALMA 1 Hypothetical protein  rrnAC2250 rrnAC2250 653 26.6 9 13 1 R TSFLQSIMAAMGSTQATLK G 3 1984.9962 1984.9882 -0.008 0 -4.03 3.348 0.397 911 1 28 72 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R RPPPGQTAETAHDVLR E 3 1743.9016 1743.9051 0.0035 0 2.01 5.454 0.433 3040 1 34 60 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R AAVGTELVDTLAAIHEVDPTAVGLSDLGR A 3 2889.5083 2890.5081 0.9998 -1.0034 -1.23 6.007 0.558 2458 1 42 112 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R AAVGTELVDTLAAIHEVDPTAVGLSDLGR A 3 2889.5083 2889.5071 -0.0012 0 -0.42 5.184 0.43 1352 1 34 112 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 0.9999 R AAVGTELVDTLAAIHEVDPTAVGLSDLGR A 3 2889.5083 2890.5081 0.9998 -1.0034 -1.23 3.969 0.298 758 3 27 112 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 0.9983 R AAVGTELVDTLAAIHEVDPTAVGLSDLGR A 3 2889.5083 2889.5098 0.0015 0 0.52 2.941 0.207 401 32 23 112 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 0.9975 R AAVGTELVDTLAAIHEVDPTAVGLSDLGR A 3 2889.5083 2889.5042 -0.0041 0 -1.42 2.74 0.176 540.1 7 25 112 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R LVDESALEEFLTR E 2 1520.7722 1520.7854 0.0132 0 8.68 3.423 0.423 2025 1 19 24 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R LVDESALEEFLTR E 2 1520.7722 1520.7738 0.0016 0 1.05 3.736 0.44 2616 1 21 24 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R LVDESALEEFLTR E 2 1520.7722 1520.7769 0.0047 0 3.09 3.741 0.469 2386 1 20 24 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R RPPPGQTAETAHDVLR E 3 1743.9016 1741.8382 -2.0634 2 -36.36 3.807 0.445 1715 1 33 60 2 0 1
Q5V0V7_HALMA 1 Aminoglycoside phosphotransferase  aph rrnAC1980 356 19.9 4 13 1 R RPPPGQTAETAHDVLR E 3 1743.9016 1741.8382 -2.0634 2 -36.36 4.696 0.459 1497 1 33 60 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 0.9998 R VVDFQEKPDNPK S 2 1414.7092 1414.7123 0.0031 0 2.19 2.725 0.23 488 3 13 22 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 0.9791 R DGPALAAYDVGSR E 2 1290.6204 1290.635 0.0146 0 11.31 2.208 0.003 902.4 1 17 24 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K FGVVGALAQLIDR E 2 1357.7718 1357.7707 -0.0011 0 -0.81 4.142 0.233 2593 1 22 24 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K FGVVGALAQLIDR E 2 1357.7718 1357.7654 -0.0064 0 -4.71 3.008 0.297 2499 1 21 24 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K FGVVGALAQLIDR E 2 1357.7718 1357.7766 0.0048 0 3.54 3.562 0.353 2520 1 22 24 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 - MDAIVLAGGYATR L 2 1336.6809 1336.6841 0.0032 0 2.39 3.68 0.436 2150 1 21 24 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 0.9998 - MDAIVLAGGYATR L 2 1336.6809 1336.684 0.0031 0 2.32 2.871 0.182 957.8 1 17 24 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K MLLPVGETTVIDGVLQSLEDDDR I 2 2514.2523 2514.2586 0.0063 0 2.51 5.331 0.575 2216 1 29 44 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K MLLPVGETTVIDGVLQSLEDDDR I 2 2514.2523 2514.2534 0.0011 0 0.44 5.251 0.589 1986 1 28 44 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K MLLPVGETTVIDGVLQSLEDDDR I 2 2514.2523 2514.261 0.0087 0 3.46 3.893 0.295 1014 1 22 44 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K MLLPVGETTVIDGVLQSLEDDDR I 2 2514.2523 2514.2549 0.0026 0 1.03 5.343 0.566 2085 1 28 44 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K MLLPVGETTVIDGVLQSLEDDDR I 2 2514.2523 2514.2652 0.0129 0 5.13 4.206 0.266 1291 1 24 44 2 0 1
Q5V0X5_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4b rrnAC1960 314 23.6 6 13 1 K MLLPVGETTVIDGVLQSLEDDDR I 2 2514.2523 2514.2566 0.0043 0 1.71 4.847 0.566 1703 1 27 44 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 0.9999 R VVQNHLHIVQADFANPSPEEGDPR I 4 2668.2993 2668.305 0.0057 0 2.14 3.604 0.318 623.3 10 39 138 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R IQESHVETLEELIDEADSELDPLESFILPSGSEPGAK L 3 4022.9372 4024.958 2.0208 -2.0067 3.50 6.351 0.536 1192 1 46 144 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R IQESHVETLEELIDEADSELDPLESFILPSGSEPGAK L 3 4022.9372 4024.958 2.0208 -2.0067 3.50 4.543 0.446 1239 1 44 144 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R IQESHVETLEELIDEADSELDPLESFILPSGSEPGAK L 3 4022.9372 4022.9444 0.0072 0 1.79 5.802 0.516 1422 1 46 144 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R IQESHVETLEELIDEADSELDPLESFILPSGSEPGAK L 3 4022.9372 4022.9453 0.0081 0 2.01 5.37 0.505 1648 1 49 144 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R LSDALFTLAR L 2 1105.6131 1105.6154 0.0023 0 2.08 3.244 0.441 1583 1 17 18 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R LSDALFTLAR L 2 1105.6131 1105.616 0.0029 0 2.62 3.441 0.389 1488 1 17 18 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 0.9999 R LSDALFTLAR L 2 1105.6131 1105.6131 0 0 0.00 2.633 0.257 711.1 1 13 18 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 1 R RIEAYGTVDEVNALVGVVRPTGHDDIDEK L 4 3166.5894 3166.5948 0.0054 0 1.71 4.31 0.369 1433 1 48 168 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 0.9997 R RIEAYGTVDEVNALVGVVRPTGHDDIDEK L 4 3166.5894 3167.6109 1.0215 -1.0034 5.73 4.028 0.222 1298 1 48 168 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 0.9999 R VVQNHLHIVQADFANPSPEEGDPR I 4 2668.2993 2668.3025 0.0032 0 1.20 3.359 0.255 808.4 2 42 138 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 0.999 R VVQNHLHIVQADFANPSPEEGDPR I 4 2668.2993 2668.3032 0.0039 0 1.46 3.245 0.133 577.9 2 37 138 2 0 1
Q5V239_HALMA 1 Cobalamin adenosyltransferase  cadT rrnAC1490 178 56.2 4 13 0.9946 R VVQNHLHIVQADFANPSPEEGDPR I 4 2668.2993 2668.3023 0.003 0 1.12 2.993 0.118 611.4 10 33 138 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 0.9993 M PADNVQSLIDQLHEEAEMDRPNDLTPDVGIIMGSDSDLPTMAG R 4 4976.3114 4976.3037 -0.0077 0 -1.55 4.335 0.336 748.8 1 50 276 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 0.9582 R DLHELGTPGFKR E 3 1368.715 1369.6258 0.9108 -1.0034 -67.62 1.858 0.137 951.2 2 21 44 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 0.9522 R DLHELGTPGFKR E 3 1368.715 1369.6269 0.9119 -1.0034 -66.81 2.097 0.162 460.4 67 17 44 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 R LVSYHEGLQADVGEASR D 3 1829.8908 1829.8939 0.0031 0 1.69 2.799 0.338 1164 1 28 64 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 R LVSYHEGLQADVGEASR D 3 1829.8908 1829.8905 -0.0003 0 -0.16 2.566 0.324 1188 1 29 64 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 R LVSYHEGLQADVGEASR D 3 1829.8908 1829.8921 0.0013 0 0.71 3.223 0.413 1408 1 34 64 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 0.9673 M PADNVQSLIDQLHEEAEMDRPNDLTPDVGIIMGSDSDLPTMAG R 4 4976.3114 4976.3081 -0.0033 0 -0.66 4.021 0.233 468.5 9 37 276 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 0.9152 K RPGAYAALADELGFEEQTDYTDAPESR F 3 2971.3471 2972.3479 1.0008 -1.0034 -0.86 2.615 0.069 335.5 6 23 104 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 K SADLPNMTASIAYPLPVIGVPVQEK S 2 2609.3774 2609.3994 0.022 0 8.43 4.844 0.547 935.6 1 23 48 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 K SFNAALSAAQILAR Q 2 1431.7834 1431.7888 0.0054 0 3.77 3.318 0.483 1557 1 21 26 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 K SFNAALSAAQILAR Q 2 1431.7834 1431.7864 0.003 0 2.10 3.201 0.464 1604 1 20 26 2 0 1
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 1 K SVDSVIGMPQGAPMTAVDAGK S 2 2061.98 2062.9654 0.9854 -1.0034 -8.71 3.71 0.392 969.7 1 23 40 2 0 1 SVDSVIGM[147]PQGAPM[147]TAVDAGK
Q5V280_HALMA 1 Phosphoribosylaminoimidazole carboxylase catalytic subunit(EC 4.1.1.21)  purE rrnAC1446 216 75.5 7 13 0.9992 K SVDSVIGMPQGAPMTAVDAGK S 2 2029.9812 2028.067 -1.9142 2 42.27 3.38 0.325 771.5 1 22 40 2 0 1
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1921.9892 0.0035 0 1.82 4.011 0.411 1232 1 35 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 0.987 R GQPLKTWTHKDKGTVVSVGEK A 4 2294.2382 2294.2422 0.004 0 1.74 2.112 0.247 434 10 35 120 2 3 2 Q5V4S1_HALMA ; 
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 0.9866 R GQPLKTWTHKDKGTVVSVGEK A 4 2294.2382 2294.2385 0.0003 0 0.13 2.063 0.159 598.2 1 37 120 2 3 2 Q5V4S1_HALMA ; 
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1923.0082 1.0225 -1.0034 9.96 4.438 0.465 1082 1 34 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1923.0082 1.0225 -1.0034 9.96 4.432 0.489 1081 1 34 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 K SLDDALEIHDKIQQAAR E 3 1921.9857 1921.9882 0.0025 0 1.30 3.968 0.432 901.2 1 31 64 2 1 1
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 M TENVVVLGSGYAGAGAIK S 2 1704.9046 1704.9069 0.0023 0 1.35 5.818 0.575 3199 1 28 34 2 0 2 Q5V4S1_HALMA ; 
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 M TENVVVLGSGYAGAGAIK S 2 1704.9046 1704.9066 0.002 0 1.17 5.883 0.58 3306 1 28 34 2 0 2 Q5V4S1_HALMA ; 
Q5V2L5_HALMA 1 NADH dehydrogenase  yjlD2 rrnAC1301 389 38.8 9 13 1 R WINDMTGVGR A 2 1147.5444 1147.5446 0.0002 0 0.17 3.066 0.467 820.9 1 16 18 2 0 2 Q5V4S1_HALMA ; 
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 0.9985 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 5 3221.5047 3221.5042 -0.0005 0 -0.16 2.564 0.103 690.9 1 53 232 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 R AADAGADVSSAIEQVR E 2 1558.7587 1558.7626 0.0039 0 2.50 3.513 0.451 1997 1 23 30 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 R AADAGADVSSAIEQVREETGGGTTAAGD - 2 2605.1739 2605.1863 0.0124 0 4.76 4.668 0.532 910.4 1 20 54 2 1 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 4 3221.5047 3221.5073 0.0026 0 0.81 5.656 0.5 1777 1 54 174 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 4 3221.5047 3222.491 0.9863 -1.0034 -5.29 5.016 0.316 1492 1 48 174 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 3 3221.5047 3222.5132 1.0085 -1.0034 1.60 6.906 0.457 1369 1 39 116 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 4 3221.5047 3221.5108 0.0061 0 1.89 5.686 0.548 3650 1 60 174 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 4 3237.5041 3237.5005 -0.0036 0 -1.11 4.985 0.457 2277 1 54 174 2 0 1 M[147]DEALVIAAHGSHLNAESSTPTYDHADTIR
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 1 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 4 3221.5047 3221.5059 0.0012 0 0.37 5.613 0.503 2950 1 57 174 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 0.9997 - MDEALVIAAHGSHLNAESSTPTYDHADTIR A 5 3221.5047 3221.5061 0.0014 0 0.43 3.013 0.168 811.3 1 50 232 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 0.9999 R TVDADEVYLVPLFISEGYFTEQVIPR E 2 2999.5168 3000.5254 1.0086 -1.0034 1.75 2.571 0.408 327.3 1 19 50 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 0.9999 R TVDADEVYLVPLFISEGYFTEQVIPR E 2 2999.5168 3000.5254 1.0086 -1.0034 1.75 2.472 0.446 278.1 1 18 50 2 0 1
Q5V2M6_HALMA 1 Chelatase  rrnAC1289 rrnAC1289 293 28.7 4 13 0.9995 R TVDADEVYLVPLFISEGYFTEQVIPR E 2 2999.5168 2999.5323 0.0155 0 5.17 2.068 0.271 266.8 1 18 50 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 0.9557 R EIISDLHQHTGTADVIGVTGSPGAGK S 3 2559.2929 2560.2962 1.0033 -1.0034 -0.02 3.19 0.063 666 6 27 100 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 1 K AGILEIGDVFVVNK A 2 1472.8239 1473.8253 1.0014 -1.0034 -1.32 3.455 0.458 1579 1 20 26 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 1 R EIISDLHQHTGTADVIGVTGSPGAGK S 3 2559.2929 2559.2954 0.0025 0 0.98 3.75 0.325 1587 1 35 100 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 1 R GEGVEDFLDALANHGAYLDR T 3 2161.0076 2161.0105 0.0029 0 1.34 3.202 0.392 898.1 1 30 76 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 1 R GGIEQYVDAVIER H 2 1447.7307 1447.7317 0.001 0 0.69 3.642 0.445 2138 1 19 24 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 1 R GSLGGLSTATTDAVTALDAFGK D 2 2052.0375 2052.042 0.0045 0 2.19 5.519 0.64 1943 1 25 42 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 1 R GSLGGLSTATTDAVTALDAFGK D 2 2052.0375 2052.0435 0.006 0 2.92 5.694 0.612 2754 1 29 42 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 0.9999 - MSDLVADLLAGK H 2 1231.6482 1231.6454 -0.0028 0 -2.27 2.74 0.242 1106 2 17 22 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 0.9995 R VITLIENR S 2 956.5655 956.5655 0 0 0.00 2 0.221 825.3 1 13 14 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 0.9985 R VITLIENR S 2 956.5655 956.5655 0 0 0.00 1.94 0.173 579.9 1 12 14 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 0.9982 R VITLIENR S 2 956.5655 956.5657 0.0002 0 0.21 2.065 0.15 629.7 2 12 14 2 0 1
Q5V3J6_HALMA 1 ArgK protein  argK rrnAC0933 352 34.4 8 13 0.9477 R VITLIENR S 2 956.5655 956.5655 0 0 0.00 1.62 0.061 525.3 3 11 14 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 R SELDYAVEEVVEANEQR F 3 1978.912 1978.9196 0.0076 0 3.84 4.374 0.385 2659 1 34 64 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 R FVDFYNDAQPITLR L 2 1697.8413 1697.8437 0.0024 0 1.41 4.457 0.461 1534 1 23 26 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 R FVDFYNDAQPITLR L 2 1697.8413 1697.8452 0.0039 0 2.30 4.75 0.499 1564 1 23 26 2 0 1



Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 0.9827 R ILEELQDDDLKYR L 3 1648.8308 1648.8314 0.0006 0 0.36 2.475 0.143 282 19 21 48 2 1 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 R KPFESFEDLEKR V 3 1523.762 1523.7616 -0.0004 0 -0.26 3.689 0.319 1420 1 28 44 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 0.9999 R KPFESFEDLEKR V 3 1523.762 1525.7482 1.9862 -2.0067 -13.45 4.281 0.226 1128 1 28 44 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 K RKPFESFEDLEKR V 4 1679.8631 1679.8654 0.0023 0 1.37 3.47 0.252 1269 1 35 72 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 K RKPFESFEDLEKR V 4 1679.8631 1679.8634 0.0003 0 0.18 4.61 0.305 2098 1 37 72 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 R SELDYAVEEVVEANEQR F 2 1978.912 1978.911 -0.001 0 -0.51 4.532 0.43 2515 1 23 32 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 1 R VTEVEFEDIPSGAR S 2 1547.7467 1547.7508 0.0041 0 2.65 2.861 0.369 1110 1 19 26 2 0 1
Q5V587_HALMA 1 Hypothetical protein  rrnAC0258 rrnAC0258 190 60.5 8 13 0.9703 R VTEVEFEDIPSGAR S 2 1547.7467 1547.7516 0.0049 0 3.17 2.477 0.011 574.1 12 15 26 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 R QVELLDIAEELAER G 2 1626.8464 1626.8489 0.0025 0 1.54 3.462 0.475 1305 1 20 26 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 K GVQSLDDIDDLVR N 2 1443.7205 1443.7244 0.0039 0 2.70 2.774 0.346 751.6 1 15 24 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 K IVVDGSNTTGFQR S 2 1392.6997 1392.6961 -0.0036 0 -2.58 2.743 0.374 787.6 1 17 24 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 R QVELLDIAEELAER G 2 1626.8464 1626.8493 0.0029 0 1.78 3.546 0.475 1447 1 20 26 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 R QVELLDIAEELAER G 2 1626.8464 1626.849 0.0026 0 1.60 3.572 0.474 1325 1 20 26 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 R RQVELLDIAEELAER G 3 1782.9475 1782.9472 -0.0003 0 -0.17 3.947 0.306 1609 1 28 56 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 0.9999 R RQVELLDIAEELAER G 3 1782.9475 1784.9782 2.0307 -2.0067 13.46 4.001 0.244 1325 1 26 56 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 0.9966 K VDRYESEFDLGSGLAEQVAYGQR W 3 2588.2143 2588.2219 0.0076 0 2.94 2.678 0.185 804.1 1 26 88 2 1 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 0.9886 K VDRYESEFDLGSGLAEQVAYGQR W 3 2588.2143 2588.2168 0.0025 0 0.97 2.759 0.118 593.5 1 25 88 2 1 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 K VQGLLLSGFDGLVGR E 2 1529.8565 1529.8557 -0.0008 0 -0.52 2.885 0.423 592.5 1 16 28 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 K VQGLLLSGFDGLVGR E 2 1529.8565 1529.8632 0.0067 0 4.38 4.164 0.482 1615 1 22 28 2 0 1
Q5V5U5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit E (EC 6.3.5.-)  gatE rrnAC0023 623 15.4 7 13 1 K VQGLLLSGFDGLVGR E 2 1529.8565 1529.8603 0.0038 0 2.48 3.919 0.471 1865 1 23 28 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R DSQDTLEFSSLRDIAPEIETYPLEEVNEAYGR M 3 3685.7271 3687.7281 2.001 -2.0067 -1.55 5.278 0.403 1542 1 44 124 2 1 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R DIAPEIETYPLEEVNEAYGR M 2 2307.0906 2307.0926 0.002 0 0.87 3.654 0.509 1311 1 25 38 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R DIAPEIETYPLEEVNEAYGR M 2 2307.0906 2307.0862 -0.0044 0 -1.91 3.38 0.524 652.8 1 20 38 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R DSQDTLEFSSLRDIAPEIETYPLEEVNEAYGR M 3 3685.7271 3685.7368 0.0097 0 2.63 3.988 0.318 1265 1 39 124 2 1 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 K ELGADHFINAAETDAGQR L 3 1913.8867 1913.8899 0.0032 0 1.67 3.42 0.305 600.9 2 28 68 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 K ELGADHFINAAETDAGQR L 3 1913.8867 1913.8859 -0.0008 0 -0.42 2.866 0.326 586.3 2 27 68 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R GAVEGWASGHAR D 2 1196.5686 1196.5653 -0.0033 0 -2.76 2.747 0.339 800.6 2 15 22 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R GAVEGWASGHAR D 2 1196.5686 1196.5684 -0.0002 0 -0.17 2.979 0.346 904.3 1 16 22 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 0.999 R GAVEGWASGHAR D 3 1196.5686 1197.5783 1.0097 -1.0034 5.31 3.056 0.244 521 36 19 44 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 0.9999 M SDTMQAAVVPEPGDDFEVVER D 2 2290.0423 2290.0491 0.0068 0 2.97 4.143 0.479 773.1 1 25 40 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 0.9998 M SDTMQAAVVPEPGDDFEVVER D 2 2290.0423 2290.0406 -0.0017 0 -0.74 4.327 0.395 664.3 1 23 40 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R VPGHEVAGHVDAVGDAVDAWDVGDR V 3 2542.1836 2542.1919 0.0083 0 3.26 5.362 0.496 3129 1 41 96 2 0 1
Q5V666_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh6 pNG7289 338 32 6 13 1 R VPGHEVAGHVDAVGDAVDAWDVGDR V 3 2542.1836 2542.1929 0.0093 0 3.66 4.737 0.466 3363 1 43 96 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9901 R IPEENAEDFAASLPMEINWYMTGAVHDHGQR F 4 3527.5874 3527.6004 0.013 0 3.69 2.822 0.032 498.3 2 47 180 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9993 R IPEENAEDFAASLPMEINWYMTGAVHDHGQR F 4 3527.5874 3527.6055 0.0181 0 5.13 2.8 0.133 592.7 1 50 180 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9867 R IPEENAEDFAASLPMEINWYMTGAVHDHGQR F 4 3527.5874 3529.6109 2.0235 -2.0067 4.76 2.468 0.099 313.6 3 38 180 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9474 R IPEENAEDFAASLPMEINWYMTGAVHDHGQR F 4 3527.5874 3528.6109 1.0235 -1.0034 5.71 2.529 0.074 296.9 8 35 180 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 1 - MDYDEFTGEIQHRLELPGTGEAVR A 4 2762.297 2762.3003 0.0033 0 1.19 4.398 0.482 928.9 1 45 138 2 1 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 1 - MDYDEFTGEIQHRLELPGTGEAVR A 4 2762.297 2762.3025 0.0055 0 1.99 3.805 0.447 967.3 1 45 138 2 1 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 1 R MVDAGGWGEAEEAQTGGGPQ - 2 1945.8112 1946.8239 1.0127 -1.0034 4.81 4.429 0.447 1262 1 22 38 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9992 R VADIEGVDPSDAAYHAR V 3 1784.8329 1784.8336 0.0007 0 0.39 2.628 0.185 985 1 29 64 2 0 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 1 R VVVDLTHAVVPAADFQDLRDQLPESEGAENWR E 4 3575.7644 3577.771 2.0066 -2.0067 -0.03 4.657 0.371 966.8 2 42 186 2 1 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9997 R VVVDLTHAVVPAADFQDLRDQLPESEGAENWR E 4 3575.7644 3575.7771 0.0127 0 3.55 3.546 0.233 702.7 2 39 186 2 1 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 1 R VVVDLTHAVVPAADFQDLRDQLPESEGAENWRELFR M 4 4121.0606 4123.0908 2.0302 -2.0067 5.70 5.316 0.44 1222 1 52 210 2 2 1
Q5V6K2_HALMA 1 Hypothetical protein  pNG7140 pNG7140 149 91.9 7 13 0.9093 R VVVDLTHAVVPAADFQDLRDQLPESEGAENWRELFR M 5 4121.0606 4123.0635 2.0029 -2.0067 -0.92 2.445 0.141 571.1 33 54 280 2 2 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9943 A SPEESLLAHIAEDLTHDR E 3 2031.9861 2034.0082 2.0221 -2.0067 7.58 3.863 0.335 2382 1 32 68 1 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9999 R FDDYGMDVNHDQAEFWRPEHTLEPFR T 4 3250.4203 3251.451 1.0307 -1.0034 8.41 3.465 0.304 647.5 1 36 150 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9144 R FDYTVRDDDHRR H 3 1593.7284 1593.73 0.0016 0 1.00 2.068 0.12 460 71 17 44 2 1 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 1 R HLNLALDVGLGER N 2 1405.7677 1407.4646 1.6969 -1.0034 493.36 3.781 0.413 2006 1 21 24 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9879 R HLNLALDVGLGER N 3 1405.7677 1405.7665 -0.0012 0 -0.85 2.643 0.073 567.2 11 23 48 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 1 R LYMPDYLAGPSDVDGDLFDSYELIK T 2 2835.32 2835.3108 -0.0092 0 -3.24 4.113 0.522 600.1 1 21 48 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9998 S PEESLLAHIAEDLTHDR E 3 1944.9541 1946.4381 1.484 -1.0034 247.13 4.589 0.44 1612 1 34 64 1 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9594 R TDAAYDNTYHNKLQGR I 3 1865.8656 1865.8681 0.0025 0 1.34 1.984 0.11 490.2 1 20 60 2 1 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.937 R TDAAYDNTYHNKLQGR I 3 1865.8656 1865.8654 -0.0002 0 -0.11 2.039 0.078 650.3 1 25 60 2 1 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9998 R TLLVASPEESLLAHIAEDLTHDR E 3 2529.3075 2529.3123 0.0048 0 1.90 2.924 0.258 399.2 1 27 88 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9997 R TLLVASPEESLLAHIAEDLTHDR E 4 2529.3075 2529.3081 0.0006 0 0.24 2.822 0.195 678.4 2 44 132 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9996 R TLLVASPEESLLAHIAEDLTHDR E 4 2529.3075 2529.3086 0.0011 0 0.43 2.585 0.152 602.1 1 41 132 2 0 1
Q5V7W8_HALMA 1 Hypothetical protein  pNG4046 pNG4046 270 42.6 8 13 0.9643 R TLLVASPEESLLAHIAEDLTHDR E 4 2529.3075 2529.3089 0.0014 0 0.55 2.619 0.023 646.4 9 39 132 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 M PVYVDFDVPADLEDDALEALEVAR D 2 2660.2857 2660.2976 0.0119 0 4.47 5.394 0.565 823.8 1 26 46 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 R GSAELVFVAEDVQPEEIVMHIPELADEK G 3 3093.5216 3093.5366 0.015 0 4.85 3.841 0.385 1193 1 31 108 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 R GSAELVFVAEDVQPEEIVMHIPELADEK G 3 3093.5216 3093.5342 0.0126 0 4.07 4.242 0.374 1040 1 34 108 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 R GSAELVFVAEDVQPEEIVMHIPELADEK G 3 3093.5216 3093.5369 0.0153 0 4.95 5.595 0.531 1687 1 39 108 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 M PVYVDFDVPADLEDDALEALEVAR D 3 2660.2857 2660.2915 0.0058 0 2.18 4.641 0.506 1458 1 37 92 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 M PVYVDFDVPADLEDDALEALEVAR D 3 2660.2857 2660.2967 0.011 0 4.13 4.88 0.479 1415 1 35 92 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 M PVYVDFDVPADLEDDALEALEVAR D 2 2660.2857 2660.2932 0.0075 0 2.82 5.432 0.57 860.8 1 27 46 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 M PVYVDFDVPADLEDDALEALEVAR D 2 2660.2857 2660.2923 0.0066 0 2.48 5.261 0.588 830 1 26 46 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 1 M PVYVDFDVPADLEDDALEALEVAR D 2 2660.2857 2660.2898 0.0041 0 1.54 5.404 0.558 949 1 27 46 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 0.9999 M PVYVDFDVPADLEDDALEALEVAR D 2 2660.2857 2660.2923 0.0066 0 2.48 5.018 0.36 657.5 1 24 46 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 0.9998 M PVYVDFDVPADLEDDALEALEVAR D 2 2660.2857 2660.2959 0.0102 0 3.83 4.795 0.337 747 1 25 46 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 0.9995 M PVYVDFDVPADLEDDALEALEVAR D 3 2660.2857 2660.3032 0.0175 0 6.58 3.945 0.396 1269 1 34 92 2 0 1
RL7A_HALMAReview 1 50S ribosomal protein L7Ae (Hs6)  rpl7ae rrnAC0103 120 43.3 2 13 0.9984 M PVYVDFDVPADLEDDALEALEVAR D 3 2660.2857 2662.3279 2.0422 -2.0067 13.34 4.316 0.393 1030 1 31 92 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.998 R KVAVDGPVGVNALR S 3 1393.8041 1393.8081 0.004 0 2.87 2.329 0.206 515.5 13 22 52 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9994 R KVAVDGPVGVNALRSEYGTSK Q 3 2146.1382 2146.1375 -0.0007 0 -0.33 3.392 0.21 475.9 1 25 80 2 1 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 1 R SLLDDTAGDLLTELDRPELER Y 2 2370.1914 2370.2039 0.0125 0 5.27 3.628 0.264 507.1 1 18 40 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9999 R SLLDDTAGDLLTELDRPELER Y 3 2370.1914 2370.1883 -0.0031 0 -1.31 3.178 0.255 735.7 1 29 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9998 R SLLDDTAGDLLTELDRPELER Y 3 2370.1914 2370.188 -0.0034 0 -1.43 2.888 0.237 818.7 1 30 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9992 R SLLDDTAGDLLTELDRPELER Y 3 2370.1914 2370.1924 0.001 0 0.42 2.699 0.188 1362 1 37 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9988 R SLLDDTAGDLLTELDRPELER Y 3 2370.1914 2370.1958 0.0044 0 1.86 2.756 0.166 734.4 1 30 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 1 R TALQQLEDAGYVETSENDGRR V 3 2351.0989 2351.0999 0.001 0 0.43 3.277 0.32 618.9 1 25 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9992 R TALQQLEDAGYVETSENDGRR V 3 2351.0989 2351.1074 0.0085 0 3.62 2.504 0.218 534 2 23 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.998 R TALQQLEDAGYVETSENDGRR V 3 2351.0989 2351.1009 0.002 0 0.85 2.432 0.169 582.8 1 24 80 2 0 1
RS19E_HALMAReview 1 30S ribosomal protein S19e (HS12) (E1.3)  rps19e rrnAC3179 153 64.1 5 13 0.9971 R TALQQLEDAGYVETSENDGRR V 3 2351.0989 2351.1026 0.0037 0 1.57 2.198 0.175 669.7 1 24 80 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 R TATDNLQAVLDAAEDFGVR E 2 2004.9752 2004.982 0.0068 0 3.39 5.563 0.623 2648 1 28 36 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 R AGVWPAEELSTDYYVLQVGDTRPTAAR I 3 2964.4617 2964.4688 0.0071 0 2.40 2.818 0.34 417.7 1 33 104 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 R AGVWPAEELSTDYYVLQVGDTRPTAAR I 3 2964.4617 2964.4668 0.0051 0 1.72 2.723 0.454 509.1 1 33 104 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 0.9998 R AGVWPAEELSTDYYVLQVGDTRPTAAR I 3 2964.4617 2966.468 2.0063 -2.0067 -0.13 3.051 0.312 454.2 1 31 104 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 0.9999 R DILSGVLESFEADVDVPEAIR A 2 2273.1427 2273.1487 0.006 0 2.64 3.111 0.229 632 1 18 40 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 0.9925 R KVALTPELTPTVAR M 3 1494.8769 1494.8809 0.004 0 2.68 2.39 0.123 653.9 8 20 52 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 K SGEEIVEELYSFEDK G 2 1772.7992 1772.7987 -0.0005 0 -0.28 3.85 0.562 2378 1 22 28 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 K SGEEIVEELYSFEDK G 2 1772.7992 1772.7997 0.0005 0 0.28 3.42 0.473 2309 1 21 28 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 0.9971 K SGEEIVEELYSFEDKGGR K 3 2042.9433 2042.9455 0.0022 0 1.08 3.289 0.151 599.8 3 24 68 2 1 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 R TATDNLQAVLDAAEDFGVR E 3 2004.9752 2004.9701 -0.0051 0 -2.54 3.044 0.325 569.1 1 24 72 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 1 R TATDNLQAVLDAAEDFGVR E 2 2004.9752 2004.9854 0.0102 0 5.09 4.158 0.591 1833 1 23 36 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 0.9959 R TATDNLQAVLDAAEDFGVR E 3 2004.9752 2005.9882 1.013 -1.0034 4.81 2.381 0.204 669.2 1 24 72 2 0 1
SYH_HALMAReview 1 Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)(HisRS)  hisS rrnAC3183 435 25.3 7 13 0.9996 R TATDNLQAVLDAAEDFGVREHLTVSLTTAR G 4 3213.6266 3213.6421 0.0155 0 4.82 3.258 0.192 596.1 1 40 174 2 1 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 1 R SLQSGGDFVDTVTPGGLLGVGTGLDPAITK G 2 2871.4865 2872.4993 1.0128 -1.0034 3.29 4.926 0.642 1521 1 31 58 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.9999 K GDALAGQVAGPPGSLPPVHETFTMDVDLLER I 3 3188.5812 3189.5779 0.9967 -1.0034 -2.09 3.355 0.35 675.8 1 33 120 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 1 R LGYADATFR R 2 1012.4978 1012.4942 -0.0036 0 -3.56 3.058 0.304 1358 1 14 16 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.974 R LGYADATFRRCPEAEEPEAFTVDEHCDDHDVDTDHLR T 5 4273.8341 4272.8174 -1.0167 1 -3.91 3.877 0.242 489 5 46 288 2 1 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.997 R LIGVGTLR - 2 827.5229 827.5254 0.0025 0 3.02 1.982 0.184 317.8 11 10 14 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.9948 R LIGVGTLR - 2 827.5229 828.5064 0.9835 -1.0034 -23.99 2.289 0.134 494.5 1 13 14 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 1 R SLQSGGDFVDTVTPGGLLGVGTGLDPAITK G 2 2871.4865 2871.5115 0.025 0 8.71 4.404 0.457 1174 1 27 58 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.9986 R SLQSGGDFVDTVTPGGLLGVGTGLDPAITK G 3 2871.4865 2871.4917 0.0052 0 1.81 2.688 0.175 747.3 1 29 116 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.991 R SLQSGGDFVDTVTPGGLLGVGTGLDPAITK G 3 2871.4865 2871.4925 0.006 0 2.09 3.001 0.11 372 20 26 116 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.9975 K TEWQPVTTTVR S 2 1316.6724 1316.6654 -0.007 0 -5.32 2.32 0.204 482.3 49 13 20 2 0 1
IF2G_HALMAReview 1 Translation initiation factor 2 gamma subunit (eIF-2-gamma) (aIF2-gamma)  eif2g rrnAC2827 409 33.7 7 12 0.9998 K TTLVQALSGEWTDQHSEEMKR G 4 2445.1594 2445.1592 -0.0002 0 -0.08 2.61 0.249 539.3 5 33 120 2 0 1



PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R DSFEAPLDVTGLNESFPAVFIR A 2 2423.2009 2423.2097 0.0088 0 3.63 4.349 0.51 1591 1 26 42 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R AGVLAVQGDVSEHGDAIER A 3 1921.9493 1921.9491 -0.0002 0 -0.10 3.51 0.3 792.6 1 27 72 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 0.9998 R AGVLAVQGDVSEHGDAIER A 3 1921.9493 1921.9503 0.001 0 0.52 3.205 0.205 1108 1 33 72 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 0.9997 R AGVLAVQGDVSEHGDAIER A 3 1921.9493 1921.9503 0.001 0 0.52 3.17 0.194 855.3 1 28 72 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 0.9997 R AGVLAVQGDVSEHGDAIER A 3 1921.9493 1921.9531 0.0038 0 1.98 2.948 0.217 1002 1 30 72 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R APVIDYVGEDVEVLATWDDRPVAVR D 3 2783.413 2785.418 2.005 -2.0067 -0.61 4.322 0.478 796.7 1 32 96 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R APVIDYVGEDVEVLATWDDRPVAVR D 3 2783.413 2783.4151 0.0021 0 0.75 4.247 0.465 1212 1 37 96 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R DSFEAPLDVTGLNESFPAVFIR A 2 2423.2009 2423.2095 0.0086 0 3.55 4.672 0.539 1937 1 25 42 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R DSFEAPLDVTGLNESFPAVFIR A 2 2423.2009 2423.2049 0.004 0 1.65 4.917 0.572 2308 1 27 42 2 0 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 1 R QRDSFEAPLDVTGLNESFPAVFIR A 3 2707.3605 2708.3479 0.9874 -1.0034 -5.89 5.771 0.584 2050 1 39 92 2 1 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 0.9998 R QRDSFEAPLDVTGLNESFPAVFIR A 3 2707.3605 2707.3208 -0.0397 0 -14.66 3.973 0.244 1296 1 31 92 2 1 1

PDXT_HALMAReview 1 Glutamine amidotransferase subunit pdxT (EC 2.6.-.-)
(Glutamineamidotransferase glutaminase subunit pdxT)  pdxT rrnAC2369 197 38.6 5 12 0.9993 R TAEVVEIR E 2 915.5025 915.5055 0.003 0 3.28 2.122 0.181 1443 1 13 14 2 0 1

Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 0.9999 K KEEEEDALAAEEEAEEEPEAVTA D 2 2517.0766 2517.0633 -0.0133 0 -5.28 3.93 0.513 1813 1 25 44 1 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R DGLIMEFMDILDQAQDVR E 2 2107.9918 2107.9927 0.0009 0 0.43 3.75 0.317 1838 1 23 34 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R DGLIMEFMDILDQAQDVR E 2 2107.9918 2107.9969 0.0051 0 2.42 4.019 0.271 2175 1 24 34 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 0.9993 R DGLIMEFMDILDQAQDVREDLDGSYER A 3 3172.4329 3173.438 1.0051 -1.0034 0.55 3.305 0.287 615 1 26 104 2 1 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R GAAAALKEHPELTTQSK N 3 1750.9213 1750.9218 0.0005 0 0.29 3.909 0.459 1104 1 26 64 2 1 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R IDEAAEAYEELLENIILAAEVETAMK K 2 2877.4205 2877.4239 0.0034 0 1.18 3.693 0.448 977.8 1 20 50 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R IDEAAEAYEELLENIILAAEVETAMK K 2 2877.4205 2877.4075 -0.013 0 -4.52 3.552 0.456 540.7 1 18 50 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R IDEAAEAYEELLENIILAAEVETAMKK M 3 3005.5155 3006.5481 1.0326 -1.0034 9.73 4.69 0.314 819.5 1 30 104 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R IDEAAEAYEELLENIILAAEVETAMKK M 3 3005.5155 3005.5232 0.0077 0 2.56 4.681 0.459 1055 1 32 104 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 1 R IDEAAEAYEELLENIILAAEVETAMKK M 3 3005.5155 3005.5176 0.0021 0 0.70 4.89 0.446 946.1 1 32 104 2 0 1
Q5UXY5_HALMA 1 V-type ATP synthase subunit D (EC 3.6.3.14)  atpD rrnAC3162 230 46.1 8 12 0.9993 K MLEEIETTKR R 2 1248.6384 1248.6398 0.0014 0 1.12 2.438 0.164 1309 2 14 18 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 0.9967 K DGTLPPQSAELDGETDDGEIAGEEGAVLERPDGSR Q 3 3581.6241 3582.635 1.0109 -1.0034 2.11 2.29 0.248 214.8 2 29 136 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R AGEDIAHVSGGDPNVYGK S 2 1784.8329 1785.8385 1.0056 -1.0034 1.26 3.268 0.444 746.2 1 16 34 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R AGEDIAHVSGGDPNVYGK S 3 1784.8329 1784.8332 0.0003 0 0.17 4.885 0.429 4727 1 42 68 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R AGEDIAHVSGGDPNVYGK S 3 1784.8329 1784.8343 0.0014 0 0.78 4.53 0.411 4957 1 42 68 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R AGEDIAHVSGGDPNVYGK S 3 1784.8329 1784.8354 0.0025 0 1.40 4.67 0.473 4067 1 40 68 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R AGEDIAHVSGGDPNVYGK S 3 1784.8329 1785.8183 0.9854 -1.0034 -10.06 5.072 0.467 4875 1 42 68 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 K DGTLPPQSAELDGETDDGEIAGEEGAVLERPDGSR Q 3 3581.6241 3581.6201 -0.004 0 -1.12 3.173 0.455 358.8 1 40 136 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 0.9996 R QSTAAAAEATRPADYGTLYVVGIGPGLPHDMTQR A 4 3513.731 3514.731 1 -1.0034 -0.95 3.697 0.215 1602 1 44 198 2 0 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R VRAGEDIAHVSGGDPNVYGK S 3 2040.0024 2040.0038 0.0014 0 0.69 3.939 0.447 1063 1 27 76 2 1 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 1 R VRAGEDIAHVSGGDPNVYGK S 3 2040.0024 2040.0041 0.0017 0 0.83 3.637 0.447 1076 1 28 76 2 1 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 0.9989 R VRAGEDIAHVSGGDPNVYGK S 4 2040.0024 2040.002 -0.0004 0 -0.20 2.502 0.199 812.2 4 35 114 2 1 1
Q5UYC1_HALMA 1 Precorrin-3B C17-methyltransferase (EC 2.1.1.131)  cobH rrnAC3005 332 26.8 4 12 0.9982 R VRAGEDIAHVSGGDPNVYGK S 4 2040.0024 2040.0028 0.0004 0 0.20 2.931 0.186 964.5 6 36 114 2 1 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.9706 R LLPPLTIDKDHADAVVDAMAEVVE - 3 2560.3094 2560.3108 0.0014 0 0.55 2.093 0.17 320.9 8 26 92 2 1 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.9995 R AAVAPDMITAAK G 2 1157.6114 1157.6128 0.0014 0 1.21 1.988 0.272 387.7 1 13 22 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.9993 R AAVAPDMITAAK G 2 1157.6114 1157.6153 0.0039 0 3.37 1.919 0.285 377.9 2 13 22 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 1 K ITYVQASYPNAER T 2 1510.7416 1510.7433 0.0017 0 1.13 3.671 0.456 1187 1 18 24 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 1 K ITYVQASYPNAER T 2 1510.7416 1510.7421 0.0005 0 0.33 3.216 0.46 942.2 1 17 24 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.9666 K IVATMQGFHGR T 3 1215.6182 1215.6082 -0.01 0 -8.23 1.718 0.142 221.8 36 16 40 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.988 M SGFVFNEKPIQIER G 3 1662.8729 1662.875 0.0021 0 1.26 2.359 0.339 520.1 2 20 52 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 1 R TGALWNSQR A 2 1031.5148 1031.516 0.0012 0 1.16 2.673 0.331 819 1 14 16 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 1 R TGALWNSQR A 2 1031.5148 1031.5167 0.0019 0 1.84 2.811 0.337 804.8 1 14 16 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.9999 R TGALWNSQR A 2 1031.5148 1031.5171 0.0023 0 2.23 2.66 0.252 1041 1 15 16 2 0 1
Q5UZ52_HALMA 1 Acetylornithine aminotransferase (EC 2.6.1.11)  argD rrnAC2675 375 22.1 6 12 0.9989 R TGALWNSQR A 2 1031.5148 1031.5166 0.0018 0 1.75 2.115 0.221 536.3 7 11 16 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 0.9998 R NVGKISVDELR S 3 1228.6775 1228.6798 0.0023 0 1.87 2.451 0.299 373.2 1 18 40 2 1 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 1 R AADSIAAAVQQGHEVAVVASAMGNTTDELLEEINYDADSADR A 3 4316.9979 4319.0181 2.0202 -2.0067 3.13 4.656 0.447 872 1 35 164 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 1 R AADSIAAAVQQGHEVAVVASAMGNTTDELLEEINYDADSADR A 3 4316.9979 4319.0181 2.0202 -2.0067 3.13 5.634 0.488 1601 1 43 164 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 0.951 K FGGTSLGSGDRINR A 2 1435.7168 1435.7254 0.0086 0 5.99 2.159 0.207 226.5 16 13 26 2 1 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 0.9993 R GAEVVAPSALSYK S 2 1290.6819 1290.6812 -0.0007 0 -0.54 2.158 0.28 545.3 8 13 24 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 1 R GIEAVFLEPGSEDWPIITDEYGEVDVEETQKR A 3 3649.7311 3649.7266 -0.0045 0 -1.23 3.897 0.369 419.1 1 30 124 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 1 R IVDDETLSSVTVEDEIAVIR V 2 2202.1267 2203.1453 1.0186 -1.0034 6.93 3.935 0.457 1224 1 20 38 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 1 R IVDDETLSSVTVEDEIAVIR V 2 2202.1267 2202.1292 0.0025 0 1.14 3.335 0.43 422.6 1 18 38 2 0 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 0.9994 R NVGKISVDELR S 3 1228.6775 1228.6778 0.0003 0 0.24 2.226 0.275 609.9 1 22 40 2 1 1
Q5UZ62_HALMA 1 Aspartokinase (EC 2.7.2.4)  lysC rrnAC2663 391 33.8 7 12 0.9912 R NVGKISVDELR S 3 1228.6775 1228.6796 0.0021 0 1.71 2.158 0.192 376.1 10 18 40 2 1 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 1 R AGADLILTYFAEDLADEL - 2 1938.9462 1938.9489 0.0027 0 1.39 2.74 0.363 789.6 1 16 34 2 0 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 1 R AGADLILTYFAEDLADEL - 2 1938.9462 1938.9505 0.0043 0 2.22 3.723 0.516 1208 1 20 34 2 0 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 1 R AGADLILTYFAEDLADEL - 2 1938.9462 1938.9516 0.0054 0 2.79 2.587 0.341 543 1 16 34 2 0 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 1 R AWAEDGVVQEATR R 2 1430.679 1430.6826 0.0036 0 2.52 3.825 0.29 2193 1 21 24 2 0 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 0.9998 R ETELTASDLIAPVFVDATTDERVPIETMPGHER V 4 3638.7774 3640.771 1.9936 -2.0067 -3.60 3.795 0.285 953.3 1 42 192 2 1 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 1 R VPIEEAVDRVEEVLETGVEAVMLFGIPESK D 4 3283.6897 3284.6992 1.0095 -1.0034 1.87 4.448 0.378 1724 1 46 174 2 1 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 0.9818 R VPIEEAVDRVEEVLETGVEAVMLFGIPESK D 4 3283.6897 3283.6939 0.0042 0 1.28 2.806 0.097 846.3 9 36 174 2 1 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 1 R VPIEEAVDRVEEVLETGVEAVMLFGIPESKDER G 4 3683.8604 3683.8697 0.0093 0 2.52 4.947 0.331 1776 1 49 192 2 2 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 0.9995 R VPIEEAVDRVEEVLETGVEAVMLFGIPESKDER G 4 3683.8604 3684.8811 1.0207 -1.0034 4.71 4.01 0.236 1236 1 43 192 2 2 1
Q5UZA4_HALMA 1 Delta-aminolevulinic acid dehydratase (EC 4.2.1.24)  hemB rrnAC2610 326 29.8 5 12 0.9216 R VPIEEAVDRVEEVLETGVEAVMLFGIPESKDER G 4 3699.8598 3700.8704 1.0106 -1.0034 1.96 3.888 0.136 787.5 38 36 192 2 2 1 VPIEEAVDRVEEVLETGVEAVM[147]LFGIPESKDER
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 1 R GHQYADEGDTFEIDGTEFEVTDVTHR T 3 2967.2795 2968.293 1.0135 -1.0034 3.42 6.825 0.581 2399 1 45 100 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 0.9993 M AQIDAGEILPNDHVQQMAAEGR V 3 2362.1335 2362.1365 0.003 0 1.27 3.582 0.392 1015 1 34 84 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 0.9987 M AQIDAGEILPNDHVQQMAAEGR V 3 2362.1335 2362.1348 0.0013 0 0.55 3.477 0.37 1167 1 33 84 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 0.9986 M AQIDAGEILPNDHVQQMAAEGR V 3 2362.1335 2362.138 0.0045 0 1.91 3.51 0.365 887 1 31 84 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 0.998 M AQIDAGEILPNDHVQQMAAEGR V 3 2362.1335 2362.1385 0.005 0 2.12 3.264 0.382 612.1 3 28 84 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 1 R GHQYADEGDTFEIDGTEFEVTDVTHR T 3 2967.2795 2967.2837 0.0042 0 1.42 6.394 0.617 2121 1 43 100 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 1 R GHQYADEGDTFEIDGTEFEVTDVTHR T 3 2967.2795 2968.2981 1.0186 -1.0034 5.14 6.524 0.533 2304 1 45 100 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 1 R GHQYADEGDTFEIDGTEFEVTDVTHR T 3 2967.2795 2967.2852 0.0057 0 1.92 6.691 0.586 2898 1 46 100 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 0.9974 R GHQYADEGDTFEIDGTEFEVTDVTHR T 4 2967.2795 2967.2852 0.0057 0 1.92 3.874 0.057 1033 1 39 150 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 1 K VHGSFEWDDDSEVVR H 3 1775.7751 1775.7682 -0.0069 0 -3.89 3.942 0.33 1388 1 27 56 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 1 K VHGSFEWDDDSEVVR H 3 1775.7751 1775.7765 0.0014 0 0.79 4.006 0.34 1269 1 29 56 2 0 1
Q5UZW4_HALMA 1 Hypothetical protein  rrnAC2373 rrnAC2373 105 60 3 12 0.9954 K VHGSFEWDDDSEVVR H 3 1775.7751 1775.7799 0.0048 0 2.70 2.561 0.182 420.2 99 21 56 2 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9577 K HTSPIPTLTDNER R 2 1479.7317 1479.7505 0.0188 0 12.71 1.759 0.076 183.1 3 12 24 2 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9631 K HTSPIPTLTDNERR V 3 1635.8329 1635.8341 0.0012 0 0.73 1.756 0.125 356.7 16 19 52 2 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9997 R ILNVVNR E 2 826.5025 826.5034 0.0009 0 1.09 2.152 0.23 565 3 11 12 2 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9997 R ILNVVNR E 2 826.5025 826.5055 0.003 0 3.63 2.191 0.227 541.8 3 11 12 2 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9996 R SIEQLLDDASETLAA D 2 1574.7675 1574.7663 -0.0012 0 -0.76 3.026 0.462 916.9 1 18 28 1 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9998 R VFYVGMSR A 2 957.4742 957.4654 -0.0088 0 -9.19 2.198 0.271 553.4 3 11 14 2 0 1
Q5V057_HALMA 1 Repair helicase  uvrD rrnAC2267 613 7.8 6 12 0.9678 R VFYVGMSR A 2 957.4742 957.4654 -0.0088 0 -9.19 1.674 0.067 623.3 2 11 14 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LHQDIDSGDVSATAIAEEHQAFTESIR D 3 2939.3897 2939.8582 0.4685 0 159.39 5.641 0.596 1400 1 42 104 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LHQDIDSGDVSATAIAEEHQAFTESIR D 4 2939.3897 2939.3836 -0.0061 0 -2.08 4.061 0.337 1567 1 42 156 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 0.9998 R LHQDIDSGDVSATAIAEEHQAFTESIRDR F 4 3210.5177 3211.531 1.0133 -1.0034 3.10 4.822 0.314 870 2 39 168 2 1 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LMQTPGSVVLDVAEDLDSDFIVVPR E 2 2714.3837 2714.4009 0.0172 0 6.34 5.199 0.587 2309 1 26 48 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LMQTPGSVVLDVAEDLDSDFIVVPR E 2 2714.3837 2714.4021 0.0184 0 6.78 4.979 0.606 2269 1 26 48 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LMQTPGSVVLDVAEDLDSDFIVVPR E 3 2714.3837 2714.3916 0.0079 0 2.91 3.459 0.319 574.6 1 27 96 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LMQTPGSVVLDVAEDLDSDFIVVPR E 2 2714.3837 2714.3889 0.0052 0 1.92 4.845 0.611 1911 1 26 48 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 1 R LMQTPGSVVLDVAEDLDSDFIVVPR E 2 2714.3837 2715.4053 1.0216 -1.0034 6.72 5.106 0.616 2085 1 25 48 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 0.9993 R LMQTPGSVVLDVAEDLDSDFIVVPR E 3 2714.3837 2714.3887 0.005 0 1.84 3.115 0.174 712 1 30 96 2 0 1
Q5V099_HALMA 1 Hypothetical protein  rrnAC2221 rrnAC2221 192 44.8 6 12 0.9789 R YDADLHLLFVIDER L 3 1717.8675 1717.8682 0.0007 0 0.41 2.76 0.052 516.2 26 20 52 2 0 1



Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9998 R HLENKREELFEK F 3 1570.8103 1570.8103 0 0 0.00 2.731 0.281 607.3 2 19 44 2 1 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 1 K AVNATLEQAPGR Q 2 1225.6415 1225.6414 -0.0001 0 -0.08 3.135 0.389 1586 1 19 22 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9999 K AVNATLEQAPGR Q 2 1225.6415 1225.6414 -0.0001 0 -0.08 2.657 0.316 960 2 16 22 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9998 K AVTHELMWNR G 3 1255.6131 1255.6137 0.0006 0 0.48 2.562 0.281 366.8 13 16 36 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.997 K GVQAEIEDEVDER Q 2 1487.674 1489.6853 2.0113 -2.0067 3.09 3.061 0.177 2090 1 19 24 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9786 R KEEGSLVLNPAR D 3 1311.7146 1311.7177 0.0031 0 2.36 3.045 0.044 1035 131 23 44 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.95 R KEEGSLVLNPAR D 3 1311.7146 1311.7184 0.0038 0 2.90 3.128 0.004 735 358 20 44 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 1 R LAHTVEMHLDKENLGYEEINIYK S 4 2758.3636 2758.3711 0.0075 0 2.72 4.543 0.375 1998 1 44 132 2 1 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9999 R LAHTVEMHLDKENLGYEEINIYK S 4 2758.3636 2758.3631 -0.0005 0 -0.18 4.024 0.27 1924 1 41 132 2 1 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9897 K NFLQEVGLDPSAVNNR G 2 1771.8853 1771.8889 0.0036 0 2.03 2.055 0.106 345.1 2 14 30 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 1 M TTEDAQAAAGTAEGQGPVEIDPEMAR H 2 2614.1817 2616.1834 2.0017 -2.0067 -1.91 5.032 0.532 1618 1 25 50 2 0 1
Q5V0M7_HALMA 1 Ribonuclease R (EC 3.1.-.-)  vacB rrnAC2072 457 27.1 8 12 0.9991 M TTEDAQAAAGTAEGQGPVEIDPEMAR H 2 2614.1817 2616.19 2.0083 -2.0067 0.61 5.074 0.428 2373 1 27 50 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 R EAGWLDDYALFTALK A 2 1711.8457 1711.8512 0.0055 0 3.21 4.128 0.473 1774 1 23 28 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 0.9998 R AFVDFLDR A 2 981.492 981.4898 -0.0022 0 -2.24 2.292 0.233 654 1 12 14 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 R EAGWLDDYALFTALK A 2 1711.8457 1711.8522 0.0065 0 3.80 3.797 0.539 1685 1 23 28 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 R EAGWLDDYALFTALK A 2 1711.8457 1711.8511 0.0054 0 3.15 3.654 0.505 1750 1 23 28 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 K GFDEFWSIPAEADDPAAGQWR D 2 2364.0447 2364.051 0.0063 0 2.66 4.866 0.565 1016 1 27 40 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 K GFDEFWSIPAEADDPAAGQWR D 2 2364.0447 2364.0491 0.0044 0 1.86 4.854 0.568 1006 1 27 40 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 R GYLTEADTEPPDDFSGQQVNYDR V 2 2616.1252 2617.1248 0.9996 -1.0034 -1.43 4.236 0.464 740.1 1 24 44 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 R LFDLVDIAR I 2 1060.5917 1060.593 0.0013 0 1.23 3.068 0.315 1087 2 15 16 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 1 R LFDLVDIAR I 2 1060.5917 1060.5922 0.0005 0 0.47 3.054 0.327 1085 1 15 16 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 0.9999 R LFDLVDIAR I 2 1060.5917 1061.5907 0.999 -1.0034 -4.10 3.622 0.204 1107 3 15 16 2 0 1
Q5V0X8_HALMA 1 4-alpha-glucanotransferase (EC 2.4.1.25)  malQ rrnAC1957 556 20.3 7 12 0.9999 R QSGVFLHLTSLPGPHGIGDLGAGAR A 4 2456.2924 2456.2954 0.003 0 1.22 2.604 0.282 743.8 2 35 144 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 K YLSELQSGDEVQIVDANGR T 2 2092.0072 2092.0091 0.0019 0 0.91 5 0.446 2184 1 23 36 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 K DGEGDGTVDLPSDFSGSADLSTLR Q 2 2410.0772 2410.0784 0.0012 0 0.50 5.875 0.607 1555 1 31 46 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 K DGEGDGTVDLPSDFSGSADLSTLR Q 2 2410.0772 2410.0789 0.0017 0 0.71 6.049 0.58 1327 1 29 46 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R GLFFVHAETAESPYVASRPFR V 3 2380.1964 2380.1988 0.0024 0 1.01 3.118 0.305 789.3 1 30 80 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R TAVTDLEPGDEILIHHEDTATHFGER I 4 2902.3733 2902.3821 0.0088 0 3.03 3.782 0.412 755.4 1 41 150 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R TAVTDLEPGDEILIHHEDTATHFGER I 4 2902.3733 2902.3836 0.0103 0 3.55 3.22 0.344 709.9 1 38 150 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R TAYETLELGADGVLLDTDEVDEIRK T 3 2764.3654 2764.3711 0.0057 0 2.06 4.032 0.276 1193 1 31 96 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R TAYETLELGADGVLLDTDEVDEIRK T 3 2764.3654 2764.3916 0.0262 0 9.48 3.774 0.265 862.6 1 30 96 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R TAYETLELGADGVLLDTDEVDEIRK T 3 2764.3654 2764.3738 0.0084 0 3.04 4.399 0.416 1503 1 32 96 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 0.9996 R TAYETLELGADGVLLDTDEVDEIRK T 3 2764.3654 2764.376 0.0106 0 3.83 2.779 0.251 515.4 5 23 96 2 0 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 R VQAETEDSDRIETLLQNAETIK V 2 2502.2449 2502.2351 -0.0098 0 -3.92 4.608 0.41 1639 1 23 42 2 1 1
Q5V143_HALMA 1 3-dehydroquinate synthase (EC 4.2.3.4)  aroB rrnAC1879 388 35.3 6 12 1 K YLSELQSGDEVQIVDANGR T 2 2092.0072 2092.9944 0.9872 -1.0034 -7.72 5.253 0.363 2488 1 24 36 2 0 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9966 R VLEEENLIEPSSQGAITTEQTGEFVDDLDEKVDEIIDKLEGMK I 4 4821.321 4823.3194 1.9984 -2.0067 -1.72 3.339 0.149 636 1 48 252 2 2 1 VLEEENLIEPSSQGAITTEQTGEFVDDLDEKVDEIIDKLEGM[147]K
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9691 - MIDRLEKEVDMLER H 3 1775.891 1776.8781 0.9871 -1.0034 -9.15 2.221 0.192 546.3 5 21 52 2 2 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 1 R MVIENEPIGIVK M 2 1340.7373 1340.7377 0.0004 0 0.30 3.462 0.352 1328 1 18 22 2 0 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9999 R MVIENEPIGIVK M 2 1340.7373 1340.7382 0.0009 0 0.67 3.885 0.103 1408 1 18 22 2 0 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9999 R MVIENEPIGIVK M 2 1340.7373 1340.7375 0.0002 0 0.15 3.889 0.11 1579 1 19 22 2 0 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9997 R MVIENEPIGIVK M 2 1356.7367 1356.7332 -0.0035 0 -2.58 2.6 0.197 1368 1 18 22 2 0 1 M[147]VIENEPIGIVK
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9999 K VDEIIDKLEGMK I 3 1388.7221 1388.7226 0.0005 0 0.36 3.119 0.301 686.1 1 24 44 2 1 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9832 K VDEIIDKLEGMK I 3 1404.7215 1404.7282 0.0067 0 4.77 2.895 0.064 674.3 3 21 44 2 1 1 VDEIIDKLEGM[147]K
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 1 R VLEEENLIEPSSQGAITTEQTGEFVDDLDEKVDEIIDKLEGMK I 3 4805.3216 4806.3286 1.007 -1.0034 0.76 5.458 0.526 650.1 1 38 168 2 2 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9929 R VLEEENLIEPSSQGAITTEQTGEFVDDLDEKVDEIIDKLEGMKIE - 4 5732.7401 5734.7705 2.0304 -2.0067 4.13 3.249 0.24 566.8 1 47 306 2 3 1
Q5V2N2_HALMA 1 Hypothetical protein  rrnAC1282 rrnAC1282 101 77.2 5 12 0.9892 R VLEEENLIEPSSQGAITTEQTGEFVDDLDEKVDEIIDKLEGMKIE - 4 5748.7395 5749.7573 1.0178 -1.0034 2.51 3.484 0.224 605.5 1 54 306 2 3 1 VLEEENLIEPSSQGAITTEQTGEFVDDLDEKVDEIIDKLEGM[147]KIED
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 0.9999 R TPHGADADLDDILTAMEERDPYITLETLVADVK R 4 3626.7661 3628.771 2.0049 -2.0067 -0.50 4.104 0.308 915.1 1 38 192 2 1 1
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 1 R DPYITLETLVADVK R 2 1575.8396 1575.8421 0.0025 0 1.59 4.116 0.484 2088 1 22 26 2 0 1
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 1 R DPYITLETLVADVKR D 3 1731.9407 1731.9453 0.0046 0 2.66 3.779 0.318 1133 1 32 56 2 0 1
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 1 - MQVLGIVGHSDSGK T 2 1426.7238 1426.7254 0.0016 0 1.12 3.783 0.369 1922 1 21 26 2 0 1
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 0.9481 D PYITLETLVADVKR D 3 1616.9137 1617.9381 1.0244 -1.0034 13.02 2.728 0.285 1283 1 27 52 1 0 1
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 1 K TGVVDAGEDIVFVVILAGHR T 3 2066.116 2066.1145 -0.0015 0 -0.73 4.3 0.45 987.1 1 32 76 2 0 1
Q5V2W7_HALMA 1 Molybdenum cofactor biosynthesis protein  moaE rrnAC1186 275 30.2 8 12 1 R TPHGADADLDDILTAMEERDPYITLETLVADVK R 4 3626.7661 3626.7893 0.0232 0 6.40 3.944 0.285 986.3 1 39 192 2 1 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 0.9416 R IHSAVHHAQGEPDEQIVALEEETSELFEER F 5 3428.612 3430.6135 2.0015 -2.0067 -1.52 2.979 0.194 790.4 183 40 232 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R ESPDETDPQVVGDIAMFGMTQR I 2 2422.078 2422.0845 0.0065 0 2.68 4.973 0.548 2187 1 29 42 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R ESPDETDPQVVGDIAMFGMTQR I 2 2422.078 2422.0835 0.0055 0 2.27 4.986 0.531 1870 1 28 42 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R FGQSFAELTGHDH - 3 1444.6371 1444.6366 -0.0005 0 -0.35 3.943 0.405 1715 1 28 48 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R FGQSFAELTGHDH - 3 1444.6371 1444.6396 0.0025 0 1.73 3.583 0.388 1637 1 28 48 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R FGQSFAELTGHDH - 3 1444.6371 1444.6388 0.0017 0 1.18 3.728 0.357 1359 1 28 48 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R IHSAVHHAQGEPDEQIVALEEETSELFEER F 3 3428.612 3429.6079 0.9959 -1.0034 -2.17 5.788 0.439 3503 1 45 116 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 1 R IHSAVHHAQGEPDEQIVALEEETSELFEER F 5 3428.612 3430.6135 2.0015 -2.0067 -1.52 4.314 0.374 2327 1 58 232 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 0.9998 R IHSAVHHAQGEPDEQIVALEEETSELFEER F 5 3428.612 3428.6189 0.0069 0 2.01 3.211 0.191 1939 1 55 232 2 0 1
Q5V317_HALMA 1 Hypothetical protein  rrnAC1130 rrnAC1130 95 98.9 4 12 0.9905 R IHSAVHHAQGEPDEQIVALEEETSELFEER F 4 3428.612 3429.6109 0.9989 -1.0034 -1.30 2.739 0.102 660.3 2 36 174 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 0.9982 R WLDVGRPWELLEANEWK L 3 2140.0741 2140.085 0.0109 0 5.09 3.248 0.095 851.8 1 26 64 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 0.9993 R GATLLGEDTHVGHGVELK N 3 1831.9428 1831.943 0.0002 0 0.11 2.32 0.237 413 2 23 68 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 K NTVLMADSNVPHVSYVGDSVIGR D 3 2429.2009 2429.2034 0.0025 0 1.03 3.644 0.37 1834 1 37 88 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 0.9948 K NTVLMADSNVPHVSYVGDSVIGR D 3 2429.2009 2429.2078 0.0069 0 2.84 3.249 0.061 1004 1 29 88 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 R SGAHVGPNAYIR G 3 1240.6312 1240.6315 0.0003 0 0.24 3.443 0.332 1898 1 28 44 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 R SGAHVGPNAYIR G 3 1240.6312 1240.6317 0.0005 0 0.40 3.927 0.322 2288 1 30 44 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 R VDDPTSYGVLSTEGDTITGIVEKPDDPPTDLANAGAYVFPAEAR D 3 4563.1816 4564.1944 1.0128 -1.0034 2.07 5.151 0.512 1169 1 40 172 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 K VIEESTVTAVAVDR W 2 1487.7831 1487.784 0.0009 0 0.60 3.87 0.406 1781 1 21 26 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 K VIEESTVTAVAVDR W 2 1487.7831 1488.7854 1.0023 -1.0034 -0.71 4.279 0.437 2148 1 22 26 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 R WLDVGRPWELLEANEWK L 3 2140.0741 2140.0865 0.0124 0 5.79 4.482 0.467 958.4 1 30 64 2 0 1
Q5V359_HALMA 1 Glucose-1-phosphate thymidylyltransferase  rffH1 rrnAC1081 393 35.1 7 12 1 R WLDVGRPWELLEANEWK L 3 2140.0741 2140.0794 0.0053 0 2.48 4.033 0.314 745 1 28 64 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 1 R MDGQSVGVVANQPR V 2 1456.7092 1456.7116 0.0024 0 1.65 3.87 0.393 1328 1 20 26 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 1 R LIQDLDLLQR K 2 1225.703 1225.7038 0.0008 0 0.65 3.248 0.293 1601 1 17 18 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9997 R LIQDLDLLQR K 2 1225.703 1225.7033 0.0003 0 0.24 2.539 0.178 894.4 1 14 18 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 1 R MDGQSVGVVANQPR V 2 1456.7092 1456.71 0.0008 0 0.55 3.832 0.392 1311 1 20 26 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 1 R MDGQSVGVVANQPR V 2 1456.7092 1456.7116 0.0024 0 1.65 3.532 0.353 1331 1 20 26 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 1 R MDGQSVGVVANQPR V 2 1456.7092 1456.711 0.0018 0 1.24 3.738 0.376 1080 1 19 26 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9966 R NVVVGFSR M 2 876.4817 877.4854 1.0037 -1.0034 0.40 2.131 0.213 693.9 2 12 14 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9993 K RFAGDAVVTGYGEVDGRK V 3 1895.9489 1896.8781 0.9292 -1.0034 -39.11 3.163 0.231 765.1 2 27 68 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9899 K SGVAHFSYPSEEEALENIRR L 3 2290.0978 2291.1082 1.0104 -1.0034 3.08 2.372 0.175 516.2 2 21 76 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9993 M SQQEEPDDETGAPDDAVEELR Q 2 2328.9829 2329.9854 1.0025 -1.0034 -0.36 4.497 0.413 1185 1 24 40 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9992 M SQQEEPDDETGAPDDAVEELR Q 2 2328.9829 2330.0054 1.0225 -1.0034 8.22 4.576 0.397 1123 1 25 40 2 0 1
Q5V3M3_HALMA 1 Acetyl-CoA carboxylase alpha subunit  accA rrnAC0903 527 19.7 7 12 0.9992 R VSAGTLDIDAAEK A 2 1288.651 1288.6519 0.0009 0 0.70 1.859 0.305 400 3 13 24 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 1 R EYVAESPTATFDDVGGLAEVK Q 2 2197.0426 2197.0374 -0.0052 0 -2.37 5.057 0.523 2511 1 30 40 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 1 K AEANAPAILFVDEIDSIAGSR D 2 2158.0906 2158.0948 0.0042 0 1.95 5.184 0.574 2714 1 30 40 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 1 K AEANAPAILFVDEIDSIAGSR D 2 2158.0906 2158.0996 0.009 0 4.17 4.916 0.558 2687 1 30 40 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 0.9508 K AEANAPAILFVDEIDSIAGSRDEDADMENRVVAQLLTLMDGLE G 4 4887.3542 4889.375 2.0208 -2.0067 2.88 2.539 0.058 290.9 2 40 264 2 2 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 1 R AVANEVDAYFDTISGPEIVSK Y 2 2224.0899 2224.0938 0.0039 0 1.75 4.147 0.5 848.7 1 19 40 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 1 R EVASAYGPEEATENAEEVEITPAHFSEALER E 3 3374.5426 3374.5508 0.0082 0 2.43 4.857 0.454 793.1 1 37 120 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 0.9999 R EVASAYGPEEATENAEEVEITPAHFSEALER E 3 3374.5426 3375.5479 1.0053 -1.0034 0.58 4.348 0.25 644.3 1 33 120 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 0.9997 R IAAQTHGFVGADLASLTTEAAMAALR T 3 2585.3271 2585.3379 0.0108 0 4.18 2.736 0.248 513.3 1 27 100 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 0.9771 R QTAPSIIFLDEIDAIASHR G 3 2096.0902 2096.0911 0.0009 0 0.43 2.36 0.122 436.1 71 22 72 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 0.9749 R QTAPSIIFLDEIDAIASHR G 3 2096.0902 2096.0923 0.0021 0 1.00 2.427 0.076 585.2 11 23 72 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 1 R VVSQLLAELDGITENPNLVVLAATNRR D 3 2904.6032 2904.6031 -0.0001 0 -0.03 3.664 0.35 702.3 1 25 104 2 0 1
Q5V3V9_HALMA 1 Cell division control protein 48  cdc48c rrnAC0807 705 29.1 10 12 0.964 R VVSQLLAELDGITENPNLVVLAATNRR D 4 2904.6032 2905.6109 1.0077 -1.0034 1.50 3.353 0.045 707.2 3 39 156 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AGAVENLDSIIDEAYGVMVAR G 3 2192.0783 2192.0818 0.0035 0 1.60 4.861 0.49 2395 1 39 80 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AEASDVANAVLDGTDAVMLSGETAIGDHPAR V 3 3052.4407 3053.438 0.9973 -1.0034 -1.98 5.102 0.459 1017 1 35 120 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AEASDVANAVLDGTDAVMLSGETAIGDHPAR V 3 3052.4407 3052.4448 0.0041 0 1.34 3.894 0.389 762.7 1 30 120 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AEASDVANAVLDGTDAVMLSGETAIGDHPAR V 3 3052.4407 3052.4448 0.0041 0 1.34 5.001 0.502 1128 1 36 120 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AEASDVANAVLDGTDAVMLSGETAIGDHPAR V 3 3052.4407 3052.4319 -0.0088 0 -2.88 5.756 0.571 758.6 1 31 120 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AGAVENLDSIIDEAYGVMVAR G 2 2192.0783 2192.0806 0.0023 0 1.05 4.931 0.543 1661 1 24 40 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AGAVENLDSIIDEAYGVMVAR G 2 2192.0783 2192.0821 0.0038 0 1.73 5.192 0.514 2545 1 28 40 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AGAVENLDSIIDEAYGVMVAR G 2 2192.0783 2192.0816 0.0033 0 1.51 5.687 0.523 3014 1 29 40 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 1 R AGAVENLDSIIDEAYGVMVAR G 2 2192.0783 2192.0821 0.0038 0 1.73 5.626 0.514 2914 1 29 40 2 0 1



Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 0.9418 R KGVNVPGVELDLPTITENDEQELDVAAEKEPDFVAASFVR D 4 4340.17 4342.1709 2.0009 -2.0067 -1.34 3.179 0.015 629.4 1 41 234 2 1 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 0.9997 K YRPSIPIVASTPSER V 3 1671.8944 1671.8937 -0.0007 0 -0.42 2.775 0.215 814.4 1 28 56 2 0 1
Q5V4I8_HALMA 1 Pyruvate kinase (EC 2.7.1.40)  pykA rrnAC0546 610 17.5 4 12 0.9791 K YRPSIPIVASTPSER V 3 1671.8944 1671.8937 -0.0007 0 -0.42 1.97 0.107 411.6 4 21 56 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 0.9999 R GTAGEAYNVGDEHAPTLR E 3 1856.8653 1856.8644 -0.0009 0 -0.48 2.754 0.304 911.7 1 27 68 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 1 R GLGWSSTPHETALAVTVAEHLENDR T 3 2689.3096 2689.3281 0.0185 0 6.88 3.877 0.386 649.1 1 30 96 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 0.9991 R GLGWSSTPHETALAVTVAEHLENDR T 4 2689.3096 2689.3133 0.0037 0 1.38 2.756 0.142 353.9 2 34 144 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 1 R GTAGEAYNVGDEHAPTLR E 3 1856.8653 1856.8678 0.0025 0 1.35 3.228 0.348 1750 1 34 68 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 0.9999 R GTAGEAYNVGDEHAPTLR E 3 1856.8653 1856.8649 -0.0004 0 -0.22 2.419 0.298 998 1 26 68 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 0.9999 R GTAGEAYNVGDEHAPTLR E 3 1856.8653 1856.8678 0.0025 0 1.35 2.743 0.273 933 1 25 68 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 0.9884 R GTAGEAYNVGDEHAPTLREWVDLLAR V 4 2839.3889 2839.3938 0.0049 0 1.73 2.633 0.063 553.5 2 32 150 2 1 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 0.9968 R QNPFTNAEVAHIEGDRR E 4 1952.9453 1952.9488 0.0035 0 1.79 2.262 0.105 687.6 3 33 96 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 1 R VAEYDRVVVPSDGLSLWQMAYVEDVASALR L 3 3337.6652 3337.6812 0.016 0 4.79 4.653 0.349 1152 1 32 116 2 1 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 1 R VHETDVETIGVGER E 2 1539.7529 1539.7504 -0.0025 0 -1.62 3.188 0.506 1243 1 20 26 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 1 R VVVPSDGLSLWQMAYVEDVASALR L 2 2604.3257 2604.3269 0.0012 0 0.46 4.974 0.573 1110 1 26 46 2 0 1
Q5V5G5_HALMA 1 Hypothetical protein  rrnAC0171 rrnAC0171 359 31.2 7 12 1 R VVVPSDGLSLWQMAYVEDVASALR L 3 2604.3257 2605.3467 1.021 -1.0034 6.78 4.155 0.404 1015 1 30 92 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 0.9927 K LPPVVETDR A 2 1024.5553 1024.5454 -0.0099 0 -9.66 1.698 0.164 389.3 2 12 16 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 R AADTMHLHQLYASPALVEAAR D 3 2264.1372 2264.1428 0.0056 0 2.47 4.112 0.254 1815 1 33 80 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 0.9994 R AADTMHLHQLYASPALVEAAR D 4 2264.1372 2264.1338 -0.0034 0 -1.50 3.085 0.229 715.9 12 34 120 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 R AAESLSFADVPDGGEVALGVGSR G 2 2203.0757 2203.0828 0.0071 0 3.22 5.526 0.579 1409 1 31 44 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 R GIANLPTIVAGVVDAVSDAGYEPFVFPAMGSHGGATGEGQR A 3 4013.9581 4015.9883 2.0302 -2.0067 5.85 5.495 0.558 848 1 45 160 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 R GIANLPTIVAGVVDAVSDAGYEPFVFPAMGSHGGATGEGQR A 3 4013.9581 4014.9678 1.0097 -1.0034 1.58 4.663 0.531 713.3 1 40 160 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 R GIANLPTIVAGVVDAVSDAGYEPFVFPAMGSHGGATGEGQR A 3 4013.9581 4014.9688 1.0107 -1.0034 1.83 4.777 0.468 990.6 1 45 160 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 R RPFSINEPAPETPDIKR I 3 1966.0272 1965.9982 -0.029 0 -14.75 3.895 0.36 1281 1 31 64 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 0.9994 R RPFSINEPAPETPDIKR I 3 1966.0272 1965.0049 -1.0223 1 -11.34 3.974 0.3 1050 2 30 64 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 1 K WAVDWSFR Q 2 1065.5032 1065.5062 0.003 0 2.82 2.512 0.275 1039 1 14 14 2 0 1
Q5V6W2_HALMA 1 Hypothetical protein  pNG7016 pNG7016 452 30.5 7 12 0.994 K WAVDWSFR Q 2 1065.5032 1065.5054 0.0022 0 2.06 1.741 0.185 231.5 6 10 14 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9998 K AGAGPHGESGVPLLIVLR D 3 1741.9839 1741.9877 0.0038 0 2.18 3.255 0.197 1146 1 25 68 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.999 K AGAGPHGESGVPLLIVLR D 3 1741.9839 1741.9848 0.0009 0 0.52 2.612 0.197 752.2 3 21 68 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9937 K AGAGPHGESGVPLLIVLR D 3 1741.9839 1741.9964 0.0125 0 7.18 2.388 0.108 941.7 1 24 68 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 1 K AISDEERPVGMFDILAFTEREEYYR V 3 3035.4335 3035.43 -0.0035 0 -1.15 4.561 0.407 1027 1 32 96 2 1 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9999 K AISDEERPVGMFDILAFTEREEYYR V 4 3035.4335 3035.439 0.0055 0 1.81 2.12 0.265 305.5 1 40 144 2 1 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9998 K AISDEERPVGMFDILAFTEREEYYR V 4 3035.4335 3035.438 0.0045 0 1.48 2.016 0.236 476.9 1 40 144 2 1 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9906 K AISDEERPVGMFDILAFTEREEYYR V 4 3035.4335 3035.4395 0.006 0 1.98 2.248 0.052 334.4 1 32 144 2 1 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9883 R DVLGYADNRK E 2 1149.5778 1149.5854 0.0076 0 6.61 1.862 0.085 734.1 1 13 18 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 0.9968 K RLSVPNSWPVER K 3 1438.7681 1438.7702 0.0021 0 1.46 2.212 0.194 410.6 20 17 44 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 1 R YALNEDNVLINGK A 2 1461.7463 1461.7478 0.0015 0 1.03 3.275 0.381 1433 1 17 24 2 0 1
RS4E_HALMAReview 1 30S ribosomal protein S4E (HS3)  rps4e rrnAC1600 234 33.3 5 12 1 R YALNEDNVLINGK A 2 1461.7463 1461.75 0.0037 0 2.53 3.051 0.421 1420 1 18 24 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 K ILNELSDYVAGLNR D 2 1575.8256 1575.8245 -0.0011 0 -0.70 2.635 0.469 1662 1 20 26 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 R DHLETEVEQQR T 2 1382.6426 1382.6432 0.0006 0 0.43 3.394 0.411 1231 1 16 20 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 R HSAAHVFAQALQR L 3 1434.748 1434.7495 0.0015 0 1.05 4.243 0.352 2033 1 28 48 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 R HSAAHVFAQALQR L 3 1434.748 1434.7458 -0.0022 0 -1.53 4.389 0.363 2499 1 30 48 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 K IDFAFEDALGR H 2 1252.6088 1252.6117 0.0029 0 2.32 3.246 0.422 1427 1 18 20 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 K IDFAFEDALGR H 2 1252.6088 1252.6094 0.0006 0 0.48 2.776 0.446 942 1 17 20 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 K IDFAFEDALGR H 2 1252.6088 1252.6083 -0.0005 0 -0.40 2.862 0.272 1027 1 15 20 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 K ILNELSDYVAGLNR D 2 1575.8256 1575.8255 -0.0001 0 -0.06 3.365 0.491 2161 1 21 26 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 K SVGGDEIWEKAESQLESVLEEQDIDYVVEEGDGAFYGPK I 3 4315.9808 4315.9839 0.0031 0 0.72 5.473 0.46 1973 1 42 152 2 1 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 R VYGTAFPTEDALDEFLEQR R 2 2200.0324 2200.0445 0.0121 0 5.50 4.506 0.538 1018 1 24 36 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 R VYGTAFPTEDALDEFLEQR R 2 2200.0324 2200.0374 0.005 0 2.27 3.748 0.516 984.3 1 24 36 2 0 1
SYT_HALMAReview 1 Threonyl-tRNA synthetase (EC 6.1.1.3) (Threonine--tRNA ligase)(ThrRS)  thrS rrnAC3462 642 16.7 6 12 1 R VYGTAFPTEDALDEFLEQR R 2 2200.0324 2200.0349 0.0025 0 1.14 5.235 0.516 1218 1 26 36 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9998 R AALEDLVEPLL - 2 1181.6543 1181.659 0.0047 0 3.98 2.254 0.292 526.7 2 14 20 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 1 K ADPDIVTGAVDAAAR V 2 1440.7208 1440.7204 -0.0004 0 -0.28 3.651 0.52 1759 1 23 28 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 1 K ADPDIVTGAVDAAAR V 2 1440.7208 1440.7206 -0.0002 0 -0.14 3.846 0.524 1811 1 23 28 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 1 K ADPDIVTGAVDAAAR V 2 1440.7208 1440.7223 0.0015 0 1.04 3.69 0.564 1786 1 23 28 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 1 K ADPDIVTGAVDAAAR V 2 1440.7208 1440.7188 -0.002 0 -1.39 3.726 0.521 1887 1 24 28 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9974 - MFVLVNLK A 2 962.5623 962.5655 0.0032 0 3.32 1.85 0.197 594.2 4 11 14 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9974 - MFVLVNLK A 2 962.5623 962.5633 0.001 0 1.04 2.182 0.083 836.5 1 13 14 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9896 - MFVLVNLK A 2 962.5623 962.5615 -0.0008 0 -0.83 1.931 0.054 668.1 1 12 14 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 1 D PDGVAVEPPELIGTGTPVSK A 2 1962.0309 1962.0331 0.0022 0 1.12 4.672 0.486 1054 1 26 38 1 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9999 D PDGVAVEPPELIGTGTPVSK A 2 1962.0309 1962.0409 0.01 0 5.10 4.065 0.506 825 1 24 38 1 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9996 R VAVAPQAAQISAVAETGVETWAQHVSAVEHGSHTGSTLAEAA L 5 5743.8215 5745.8135 1.992 -2.0067 -2.56 2.962 0.194 576.1 1 59 456 2 0 1
TPIS_HALMAReview 1 Triosephosphate isomerase (EC 5.3.1.1) (TIM) (Triose-phosphateisomerase)  tpiA rrnAC0537 215 52.1 5 12 0.9991 R VAVAPQAAQISAVAETGVETWAQHVSAVEHGSHTGSTLAEAA L 5 5743.8215 5745.8135 1.992 -2.0067 -2.56 2.722 0.161 607.2 1 62 456 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R LVLAAPEESDIETVYDFEDGR I 2 2367.1118 2367.117 0.0052 0 2.20 5.078 0.56 1522 1 26 40 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R AADIPEYVADGAADVGITGLDQVR E 2 2415.1918 2415.2085 0.0167 0 6.91 5.28 0.528 3117 1 30 46 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R AADIPEYVADGAADVGITGLDQVR E 2 2415.1918 2415.2031 0.0113 0 4.68 5.116 0.502 2598 1 28 46 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R AADIPEYVADGAADVGITGLDQVR E 2 2415.1918 2415.1934 0.0016 0 0.66 5.26 0.516 2763 1 29 46 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 0.9916 R AVFETISSLK D 2 1093.6019 1093.6038 0.0019 0 1.74 2.168 0.085 537.5 5 13 18 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R LAVVDEVLESSVR L 2 1414.7667 1414.7686 0.0019 0 1.34 3.59 0.41 1587 1 19 24 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R LAVVDEVLESSVR L 2 1414.7667 1414.7699 0.0032 0 2.26 3.5 0.386 1212 1 17 24 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 1 R LVLAAPEESDIETVYDFEDGR I 2 2367.1118 2367.1135 0.0017 0 0.72 5.187 0.572 1530 1 26 40 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 0.9706 D PDVTVLYAR A 2 1032.5604 1033.0254 0.465 0 450.34 2.239 0.243 930.1 1 13 16 1 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 0.9969 R QLHADTVDPDVTVLYAR A 3 1911.969 1911.9724 0.0034 0 1.78 2.275 0.166 591.1 2 21 64 2 0 1
HIS1_HALMAReview 1 ATP phosphoribosyltransferase (EC 2.4.2.17) (ATP-PRTase) (ATP-PRT)  hisG rrnAC2835 282 30.1 6 11 0.9881 R QLHADTVDPDVTVLYAR A 3 1911.969 1911.9723 0.0033 0 1.73 2.373 0.13 626.1 22 20 64 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9999 K AGSETVTLAPPARPTFEVK A 3 1970.0473 1970.0492 0.0019 0 0.96 2.624 0.303 448.6 1 24 72 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 1 K AGSETVTLAPPARPTFEVK A 2 1970.0473 1970.0854 0.0381 0 19.34 2.805 0.391 349.2 1 16 36 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 1 K AGSETVTLAPPARPTFEVK A 3 1970.0473 1970.0482 0.0009 0 0.46 2.845 0.415 465.4 2 24 72 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9999 K AGSETVTLAPPARPTFEVK A 2 1970.0473 1970.0539 0.0066 0 3.35 2.483 0.284 255.3 1 14 36 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9998 K AGSETVTLAPPARPTFEVK A 3 1970.0473 1970.0484 0.0011 0 0.56 2.584 0.258 480.3 1 25 72 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9995 R EAIASYLR K 2 921.492 921.4934 0.0014 0 1.52 1.85 0.258 653.3 1 12 14 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9995 R EAIASYLRK V 2 1049.5869 1049.5854 -0.0015 0 -1.43 2.372 0.239 234.7 17 10 16 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9995 R EAIASYLRK V 2 1049.5869 1049.5854 -0.0015 0 -1.43 2.307 0.259 211.9 24 10 16 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 0.9576 M PEEVLFK S 2 860.4643 860.4655 0.0012 0 1.39 2.507 0.15 817.8 2 11 12 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 1 K VADNLDSGADITLK A 2 1430.7253 1430.729 0.0037 0 2.59 2.809 0.342 795.2 1 16 26 2 0 1
Q5UW82_HALMA 1 Hypothetical protein  rrnB0306 rrnB0306 95 51.6 5 11 1 K VADNLDSGADITLK A 2 1430.7253 1430.7257 0.0004 0 0.28 3.356 0.466 1190 1 20 26 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 1 R LAAPISDASVVAGMLNTR H 2 1784.9454 1784.9472 0.0018 0 1.01 5.588 0.565 2948 1 28 34 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 0.9998 M AVAILTHDAFPDR A 2 1424.7412 1424.7398 -0.0014 0 -0.98 3.637 0.42 1314 1 17 24 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 0.9967 M AVAILTHDAFPDR A 2 1424.7412 1424.7439 0.0027 0 1.90 2.793 0.339 852.9 1 16 24 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 1 R HLDDDAAADAVAGYSAALDAPATDPVR H 3 2667.2412 2667.2437 0.0025 0 0.94 3.526 0.389 646.2 1 29 104 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 1 R LAAEHGAELHDLR K 3 1430.7266 1430.7262 -0.0004 0 -0.28 3.306 0.338 1589 1 30 48 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 1 R LAAEHGAELHDLR K 3 1430.7266 1430.7283 0.0017 0 1.19 2.897 0.311 1333 1 27 48 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 1 R LAAEHGAELHDLR K 3 1430.7266 1430.726 -0.0006 0 -0.42 2.95 0.294 1072 1 26 48 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 1 R LAAEHGAELHDLR K 3 1430.7266 1430.7263 -0.0003 0 -0.21 2.91 0.326 1023 1 25 48 2 0 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 0.9998 R VHDSLPDVQDAPVVASMADAPEVDALVIGISPIGGEFDESWRED T 4 4902.3658 4904.3609 1.9951 -2.0067 -2.37 4.353 0.271 653.9 1 50 270 2 1 1
Q5UX72_HALMA 1 Hypothetical protein  rrnAC3454 rrnAC3454 336 35.4 6 11 0.9995 R VHDSLPDVQDAPVVASMADAPEVDALVIGISPIGGEFDESWRED T 4 4902.3658 4903.3657 0.9999 -1.0034 -0.70 4.787 0.241 694.9 1 50 270 2 1 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 1 R AIADWIIEHIHENEKLPGSR D 4 2327.2022 2327.2093 0.0071 0 3.05 2.428 0.413 758.8 1 43 114 2 1 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 0.9999 R AIADWIIEHIHENEK L 3 1816.9108 1816.9132 0.0024 0 1.32 3.454 0.22 540.6 1 28 56 2 0 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 1 R AIADWIIEHIHENEKLPGSR D 4 2327.2022 2327.2049 0.0027 0 1.16 2.666 0.302 847.2 1 43 114 2 1 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 0.9999 R AIADWIIEHIHENEKLPGSR D 4 2327.2022 2327.2019 -0.0003 0 -0.13 2.213 0.293 923 1 45 114 2 1 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 1 R ELQAIDADDDDEGIR A 2 1673.738 1673.7389 0.0009 0 0.54 3.783 0.438 982.7 1 21 28 2 0 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 1 R ELQAIDADDDDEGIR A 2 1673.738 1673.7373 -0.0007 0 -0.42 3.631 0.399 825.8 1 19 28 2 0 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 1 R VQRPTVAEAMK R 3 1228.6598 1228.6581 -0.0017 0 -1.38 3.72 0.385 1143 1 27 40 2 0 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 1 R VVAAADEHQSASFGASQR D 3 1829.8656 1829.8686 0.003 0 1.64 3.493 0.373 1567 1 37 68 2 0 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 0.997 R VVAAADEHQSASFGASQR D 3 1829.8656 1830.8781 1.0125 -1.0034 5.00 2.492 0.205 1092 1 30 68 2 0 1
Q5UX81_HALMA 1 Hypothetical protein  rrnAC3443 rrnAC3443 199 32.2 5 11 0.9923 R VVAAADEHQSASFGASQR D 2 1829.8656 1829.8834 0.0178 0 9.73 1.967 0.152 437.2 3 14 34 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 0.9885 R ILLGSVAEIVVR R 2 1267.7863 1268.6054 0.8191 -1.0034 -145.33 2.037 0.18 807.3 1 16 22 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 1 K ATAEDLLDDLESEVTEAGVESVER V 3 2576.1977 2576.2005 0.0028 0 1.09 4.691 0.333 1537 1 32 92 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 1 K ATAEDLLDDLESEVTEAGVESVER V 2 2576.1977 2576.201 0.0033 0 1.28 3.566 0.446 2063 1 26 46 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 1 K ATAEDLLDDLESEVTEAGVESVER V 2 2576.1977 2576.2029 0.0052 0 2.02 4.018 0.555 1473 1 24 46 2 0 1



Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 0.9999 K ATAEDLLDDLESEVTEAGVESVER V 3 2576.1977 2578.2598 2.0621 -2.0067 21.50 4.997 0.289 855.9 6 26 92 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 1 R ILLGSVAEIVVR R 2 1267.7863 1267.7854 -0.0009 0 -0.71 2.858 0.466 849.5 1 16 22 2 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 0.9428 A TAEDLLDDLESEVTEAGVESVER V 2 2505.1606 2506.2053 1.0447 -1.0034 16.51 3.008 0.334 330.1 15 12 44 1 0 1
Q5UXC7_HALMA 1 Universal stress protein family  usp24 rrnAC3395 146 39 5 11 1 K VIVEYADDHDISQIVMGSHGR S 3 2340.1168 2340.1236 0.0068 0 2.91 4.401 0.397 927.2 1 29 80 2 0 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 0.9999 - MVIAYVMVK A 2 1052.5762 1052.5764 0.0002 0 0.19 2.301 0.265 823 1 14 16 2 0 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 K AHTGDADRLKDDIEAVDGVVEAHIVAGDVDFIAK V 4 3560.7747 3562.771 1.9963 -2.0067 -2.92 6.236 0.52 2223 1 51 198 2 2 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 K DVAATHIQEIQGVETTQTYIAMD - 2 2533.2006 2534.2127 1.0121 -1.0034 3.45 3.937 0.391 585.1 1 20 44 2 0 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 R LKDDIEAVDGVVEAHIVAGDVDFIAK V 3 2737.4174 2737.4256 0.0082 0 3.00 7.042 0.519 3132 1 47 100 2 1 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 R LKDDIEAVDGVVEAHIVAGDVDFIAK V 4 2737.4174 2737.4265 0.0091 0 3.32 4.275 0.4 1818 1 46 150 2 1 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 R LKDDIEAVDGVVEAHIVAGDVDFIAK V 4 2737.4174 2737.4219 0.0045 0 1.64 4.538 0.416 1607 1 43 150 2 1 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 R LKDDIEAVDGVVEAHIVAGDVDFIAK V 3 2737.4174 2737.4182 0.0008 0 0.29 6.636 0.498 3674 1 48 100 2 1 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 0.9992 - MVIAYVMVK A 2 1052.5762 1052.5741 -0.0021 0 -2.00 2.287 0.17 724.7 2 14 16 2 0 1
Q5UXL9_HALMA 1 Transcription regulator  trh5 rrnAC3290 76 100 6 11 1 K VNVETPAEVKDVAATHIQEIQGVETTQTYIAMD - 3 3599.7665 3600.7881 1.0216 -1.0034 5.07 4.683 0.41 2083 1 40 128 2 1 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R GVLDPEAETTQR S 2 1314.6415 1314.6428 0.0013 0 0.99 2.89 0.467 713.3 1 16 22 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R GVLDPEAETTQR S 2 1314.6415 1314.6398 -0.0017 0 -1.29 2.622 0.374 698.9 1 16 22 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R GVLDPEAETTQR S 2 1314.6415 1314.6428 0.0013 0 0.99 3.047 0.47 683.9 1 16 22 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R LGFDLNDLR S 2 1061.5505 1061.2053 -0.3452 0 -325.18 2.826 0.337 1267 2 14 16 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R LGFDLNDLR S 2 1061.5505 1061.5509 0.0004 0 0.38 2.944 0.309 1360 1 14 16 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R LGFDLNDLR S 2 1061.5505 1061.5518 0.0013 0 1.22 3.07 0.304 1769 1 15 16 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R LLANPTIHDYDVEVTETE - 2 2057.9793 2057.9837 0.0044 0 2.14 3.762 0.371 766.7 1 20 34 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R LLANPTIHDYDVEVTETE - 2 2057.9793 2057.979 -0.0003 0 -0.15 4.105 0.462 804.1 1 21 34 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 1 R LLANPTIHDYDVEVTETE - 2 2057.9793 2057.9856 0.0063 0 3.06 4.231 0.493 810.3 1 20 34 2 0 1
Q5UXN8_HALMA 1 Hypothetical protein  rrnAC3269 rrnAC3269 84 90.5 5 11 0.9983 R SADVFELDLDADSADDAAERAEEMAER L 3 2940.2567 2940.2576 0.0009 0 0.31 2.806 0.211 732.1 1 28 104 2 1 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 0.9999 K LFEQFGIEEFDEVLPEVPNPHYLMR R 3 3047.4739 3048.4881 1.0142 -1.0034 3.56 3.706 0.281 1028 1 30 96 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 0.9939 R FMTGLTGGK M 2 910.4582 910.4584 0.0002 0 0.22 1.667 0.263 237.3 38 10 16 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 1 K LFEQFGIEEFDEVLPEVPNPHYLMR R 3 3047.4739 3049.4781 2.0042 -2.0067 -0.82 4.502 0.413 830.8 1 30 96 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 1 R NATDAAFEALIEAIDGEK R 3 1876.9054 1876.9083 0.0029 0 1.55 4.735 0.27 1086 16 27 68 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 1 R NATDAAFEALIEAIDGEK R 2 1876.9054 1877.9054 1 -1.0034 -1.78 4.486 0.338 1649 1 22 34 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 0.9999 R NATDAAFEALIEAIDGEKR V 3 2033.0065 2031.9682 -1.0383 1 -18.84 3.187 0.437 507.2 1 27 72 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 0.907 R NATDAAFEALIEAIDGEKR V 3 2033.0065 2033.0147 0.0082 0 4.03 1.778 0.09 257.9 47 20 72 2 0 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 0.9654 R QAYDAREEYAEDADRPR C 3 2053.9089 2053.9124 0.0035 0 1.70 2.538 0.062 659.9 1 26 64 2 1 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 0.9398 R QAYDAREEYAEDADRPR C 3 2053.9089 2053.9092 0.0003 0 0.15 2.554 0.029 676.9 1 25 64 2 1 1
Q5UYF5_HALMA 1 Tryptophanyl-tRNA synthetase (EC 6.1.1.2)  trpS rrnAC2965 549 16.6 6 11 1 R VYDEHIDTFDLDHAEAEELAR Q 3 2487.119 2487.1302 0.0112 0 4.50 6 0.528 2706 1 37 80 2 0 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 0.9963 K TSFIVYPDVDYPGLLLELLEPFADR D 2 2881.4789 2882.4688 0.9899 -1.0034 -4.67 2.499 0.193 404 1 15 48 2 0 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 1 R ARGDADIAAIGHPENATNGTELK V 3 2320.1407 2320.1446 0.0039 0 1.68 4.605 0.371 1075 1 30 88 2 1 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 0.9954 R ARGDADIAAIGHPENATNGTELK V 3 2320.1407 2321.1406 0.9999 -1.0034 -1.49 3.558 0.208 708.8 6 28 88 2 1 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 1 R GWLDEHYPGVNVEAVASTAR G 3 2170.0443 2170.0491 0.0048 0 2.21 4.2 0.382 1987 1 32 76 2 0 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 1 K TSFIVYPDVDYPGLLLELLEPFADR D 2 2881.4789 2882.4854 1.0065 -1.0034 1.09 4.049 0.555 1101 1 21 48 2 0 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 1 K TSFIVYPDVDYPGLLLELLEPFADR D 2 2881.4789 2881.4915 0.0126 0 4.37 3.958 0.546 989.6 1 22 48 2 0 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 0.9998 K TSFIVYPDVDYPGLLLELLEPFADRDINLTR V 3 3593.8657 3594.8863 1.0206 -1.0034 4.80 3.58 0.319 285 1 27 120 2 1 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 0.9905 K TSFIVYPDVDYPGLLLELLEPFADRDINLTR V 3 3593.8657 3593.8853 0.0196 0 5.45 2.389 0.163 238.3 1 24 120 2 1 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 0.9176 M TTVTLGPEGTYSHR A 3 1517.7474 1518.7582 1.0108 -1.0034 4.91 2.577 0.296 529.7 3 22 52 2 0 1
Q5UYG9_HALMA 1 Prephenate dehydratase (EC 4.2.1.51)  pheA rrnAC2950 271 38 7 11 0.9998 K VLAEDIQDR S 2 1057.5404 1057.5454 0.005 0 4.73 2.498 0.206 528.5 2 13 16 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 1 K ASGQNADVIVTEVEPR R 2 1683.8427 1683.8439 0.0012 0 0.71 3.822 0.338 1487 1 20 30 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 1 R AMDDDGELDYPVFAVNDTPMKR L 3 2498.1093 2498.1001 -0.0092 0 -3.68 4.591 0.421 1455 1 36 84 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9998 R ELVENGDDYEAGVHAVPDRLDK E 3 2440.1506 2441.168 1.0174 -1.0034 5.76 3.411 0.336 1183 1 31 84 2 1 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 1 R GVDDEEYYEAIEAVIGHKPTITVDDGMDLVAAIHEDYPELIDTII L 5 6181.9477 6182.94 0.9923 -1.0034 -1.79 6.932 0.365 1688 1 73 448 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9999 R IGMAMHVEAK T 2 1085.5361 1085.5454 0.0093 0 8.57 2.448 0.297 910.6 2 14 18 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9998 K KASGQNADVIVTEVEPR R 3 1811.9377 1811.9406 0.0029 0 1.60 2.812 0.238 832.6 1 22 64 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9993 K KASGQNADVIVTEVEPR R 3 1811.9377 1811.9398 0.0021 0 1.16 2.884 0.172 1262 1 26 64 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 1 K LDAEGVDFDSLTDTQAEYMDSWQHGT - 2 2930.2188 2930.2198 0.001 0 0.34 3.457 0.482 1065 1 20 50 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9989 R LNVLAEGR L 2 870.4923 870.4854 -0.0069 0 -7.93 2.173 0.171 806.9 3 12 14 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9981 R LNVLAEGR L 2 870.4923 870.4854 -0.0069 0 -7.93 2.224 0.142 652.8 6 11 14 2 0 1

Q5UYR1_HALMA 1 Adenosylhomocysteinase (EC 3.3.1.1) (AdoHcyase) (S-adenosyl-L-
homocysteine hydrolase)  ahcY rrnAC2840 425 40.9 9 11 0.9956 R NGVQTYEMADGR R 2 1339.5826 1339.5653 -0.0173 0 -12.91 2.616 0.043 678.3 2 15 22 2 0 1

Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 1 R LDTVLDAFDAPLYAYGSHPR R 3 2220.0851 2220.0896 0.0045 0 2.03 3.278 0.332 1641 1 36 76 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 1 R EHADALDAVVLTHQHGDHVQR L 4 2347.1417 2347.1453 0.0036 0 1.53 3.501 0.37 1464 1 43 120 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 1 R EHADALDAVVLTHQHGDHVQR L 4 2347.1417 2347.1421 0.0004 0 0.17 3.729 0.374 1629 1 45 120 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 0.9999 R EHADALDAVVLTHQHGDHVQR L 5 2347.1417 2347.1448 0.0031 0 1.32 3.862 0.276 1512 3 45 160 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 0.9996 R EHADALDAVVLTHQHGDHVQR L 3 2347.1417 2347.1414 -0.0003 0 -0.13 2.931 0.21 654.8 1 28 80 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 0.9995 R EHADALDAVVLTHQHGDHVQR L 4 2347.1417 2347.1419 0.0002 0 0.09 2.886 0.203 743.4 5 36 120 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 1 R LDTVLDAFDAPLYAYGSHPR R 3 2220.0851 2220.0899 0.0048 0 2.16 3.506 0.468 1452 1 38 76 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 1 R LDTVLDAFDAPLYAYGSHPR R 3 2220.0851 2220.0862 0.0011 0 0.50 3.536 0.427 1369 1 38 76 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 0.935 R LDTVLDAFDAPLYAYGSHPR R 3 2220.0851 2220.0877 0.0026 0 1.17 2.138 0.04 413.3 7 23 76 2 0 1
Q5UYU7_HALMA 1 Flavoprotein  fprA rrnAC2800 232 26.7 3 11 0.9893 R MPAGVEHMYSGHGGVFHGDVR E 4 2239.0051 2239.0091 0.004 0 1.79 1.907 0.04 580.8 2 35 120 2 0 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 1 K FTDTDGMNAQIK E 2 1339.6078 1339.6092 0.0014 0 1.05 3.461 0.453 1562 1 19 22 2 0 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 0.9178 K ELLTDPDIR E 2 1070.5608 1070.5653 0.0045 0 4.20 1.695 0.008 490.5 2 12 16 2 0 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 0.9992 R ESNTSVVLNAASEHEQFDLDLKE - 3 2574.2085 2574.2139 0.0054 0 2.10 2.568 0.264 787.6 1 29 88 2 1 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 0.9972 R ESNTSVVLNAASEHEQFDLDLKE - 3 2574.2085 2574.209 0.0005 0 0.19 2.433 0.215 556.9 1 26 88 2 1 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 1 K FTDTDGMNAQIK E 2 1339.6078 1339.6096 0.0018 0 1.34 3.29 0.384 1594 1 19 22 2 0 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 1 K FTDTDGMNAQIKELLTDPDIR E 3 2392.158 2392.1619 0.0039 0 1.63 4.159 0.452 2609 1 39 80 2 1 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 0.9988 K LGYDVTAIIQLK V 2 1332.7653 1334.7053 1.94 -1.0034 702.79 2.877 0.249 1138 1 18 22 2 0 1
Q5UYW6_HALMA 1 Transcription regulator AsnC family  asnC1 rrnAC2779 152 48.7 6 11 0.9197 M TYENLDRELVNALLGDGR A 2 2047.0334 2047.0374 0.004 0 1.95 2.919 0.303 447.3 1 18 34 2 1 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R MATEGLDYEHVLAEAQDLGVAEADPTFDVDGTDAALK G 3 3876.7887 3877.7952 1.0065 -1.0034 0.81 6.438 0.452 1942 1 44 144 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R ESEGNVLFEATVGGAMPILSTIDDFDPSHITAVR G 3 3587.7453 3589.7481 2.0028 -2.0067 -1.09 6.728 0.603 1371 1 45 132 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R ESEGNVLFEATVGGAMPILSTIDDFDPSHITAVR G 3 3587.7453 3589.7481 2.0028 -2.0067 -1.09 5.577 0.541 1313 1 44 132 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 0.9999 R ESEGNVLFEATVGGAMPILSTIDDFDPSHITAVR G 3 3587.7453 3588.7581 1.0128 -1.0034 2.63 3.614 0.288 453.1 1 25 132 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R GAGGPETASAVLADIGRL - 2 1653.8686 1653.8708 0.0022 0 1.33 4.173 0.455 1850 1 22 34 2 1 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R GAGGPETASAVLADIGRL - 2 1653.8686 1653.8654 -0.0032 0 -1.93 4.294 0.462 2285 1 24 34 2 1 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R GVLNGTANFILSR M 2 1360.7463 1360.7454 -0.0009 0 -0.66 2.688 0.403 525.6 1 14 24 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R GVLNGTANFILSR M 2 1360.7463 1360.7454 -0.0009 0 -0.66 2.986 0.373 911.7 1 17 24 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R LVPDNAPLAVSGTR N 2 1408.7674 1408.7678 0.0004 0 0.28 2.417 0.549 162 3 15 26 2 0 1
Q5UZT1_HALMA 1 Homoserine dehydrogenase (EC 1.1.1.3)  hom rrnAC2408 314 36.9 5 11 1 R MATEGLDYEHVLAEAQDLGVAEADPTFDVDGTDAALK G 3 3876.7887 3878.7979 2.0092 -2.0067 0.64 7.064 0.53 2044 1 48 144 2 0 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 1 R ISDKQDVIDIKDAVYDGDVVVADITR H 3 2861.4658 2862.4881 1.0223 -1.0034 6.62 7.229 0.525 3740 1 44 100 2 2 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9986 K DDDQLIITPAGVGIAR E 2 1652.8733 1652.8771 0.0038 0 2.30 2.54 0.196 664.2 11 15 30 2 0 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9845 R ISDKQDVIDIK D 3 1272.6925 1272.6936 0.0011 0 0.86 2.874 0.096 1025 18 22 40 2 1 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9788 R ISDKQDVIDIK D 3 1272.6925 1272.6937 0.0012 0 0.94 3.094 0.047 1250 9 25 40 2 1 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 1 R ISDKQDVIDIKDAVYDGDVVVADITR H 3 2861.4658 2861.4717 0.0059 0 2.06 6.154 0.411 2734 1 40 100 2 2 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9998 R ISDKQDVIDIKDAVYDGDVVVADITR H 4 2861.4658 2861.4729 0.0071 0 2.48 3.281 0.251 1219 2 37 150 2 2 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9197 R ISDKQDVIDIKDAVYDGDVVVADITR H 4 2861.4658 2862.4741 1.0083 -1.0034 1.73 2.898 0.031 1376 2 39 150 2 2 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9982 K QVANEVGGDIVQKDDDQLIITPAGVGIAR E 3 2990.5672 2990.5728 0.0056 0 1.87 3.439 0.166 544.6 1 29 112 2 1 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9999 R TMEHISDELK Q 2 1201.5649 1202.5653 1.0004 -1.0034 -2.46 2.665 0.35 735.5 2 13 18 2 0 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9986 R TMEHISDELK Q 2 1201.5649 1201.5624 -0.0025 0 -2.08 2.317 0.17 526.2 6 12 18 2 0 1
Q5V0L5_HALMA 1 Hypothetical protein  rrnAC2085 rrnAC2085 173 50.3 6 11 0.9983 R TMEHISDELK Q 2 1201.5649 1201.5661 0.0012 0 1.00 2.147 0.221 421.8 17 11 18 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.9993 R MVDDGGVAQQIVR T 2 1402.6919 1402.6905 -0.0014 0 -1.00 2.456 0.175 712.7 1 15 24 2 0 1 M[147]VDDGGVAQQIVR
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 1 K GAPSHDFEEVDAAVTAAEHLEAK G 3 2393.1135 2395.1182 2.0047 -2.0067 -0.84 4.881 0.366 2912 1 46 88 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 1 K GAPSHDFEEVDAAVTAAEHLEAK G 3 2393.1135 2393.1135 0 0 0.00 4.845 0.302 2571 1 46 88 2 0 1



Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.999 K GAPSHDFEEVDAAVTAAEHLEAK G 4 2393.1135 2393.1148 0.0013 0 0.54 2.743 0.114 1701 1 47 132 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 1 R MVDDGGVAQQIVR T 2 1386.6925 1386.7053 0.0128 0 9.23 3.518 0.367 2029 1 21 24 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 1 R MVDDGGVAQQIVR T 2 1386.6925 1386.6934 0.0009 0 0.65 2.933 0.369 1319 1 18 24 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.9824 K VLLGSTAQDVLLSAERPVTITGESVVLGDGIRR V 4 3420.894 3421.8909 0.9969 -1.0034 -1.89 2.343 0.136 366.3 9 37 192 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.9999 K YLTSLPNIPDSVEATVLFVFPHQDYK G 3 2992.5222 2992.5393 0.0171 0 5.71 2.895 0.312 282.8 1 30 100 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.9997 K YLTSLPNIPDSVEATVLFVFPHQDYK G 3 2992.5222 2993.5279 1.0057 -1.0034 0.79 2.627 0.382 147.7 30 20 100 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.9994 K YLTSLPNIPDSVEATVLFVFPHQDYK G 3 2992.5222 2992.5362 0.014 0 4.68 2.453 0.237 239.5 1 26 100 2 0 1
Q5V0U0_HALMA 1 Universal stress protein family  usp9 rrnAC2000 272 34.9 4 11 0.955 K YLTSLPNIPDSVEATVLFVFPHQDYK G 3 2992.5222 2992.5384 0.0162 0 5.41 2.437 0.068 173.5 25 23 100 2 0 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 0.941 R DAVSDEAALRQEIKDLVAESYPSWWVPDAIR L 4 3528.7525 3528.7434 -0.0091 0 -2.58 3.1 0.057 537.1 17 32 180 2 2 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 R DAVSDEAALRQEIKDLVAESYPSWWVPDAIR L 3 3528.7525 3528.761 0.0085 0 2.41 5.975 0.512 1608 1 41 120 2 2 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 R DAVSDEAALRQEIKDLVAESYPSWWVPDAIR L 3 3528.7525 3528.7642 0.0117 0 3.32 5.81 0.463 1455 1 39 120 2 2 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 R DAVSDEAALRQEIKDLVAESYPSWWVPDAIR L 3 3528.7525 3528.7642 0.0117 0 3.32 5.996 0.571 1552 1 40 120 2 2 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 R DAVSDEAALRQEIKDLVAESYPSWWVPDAIR L 3 3528.7525 3528.7739 0.0214 0 6.06 5.975 0.506 1606 1 42 120 2 2 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 0.9994 K MYWTQVMALMTSQAGIK T 3 1957.9464 1958.9481 1.0017 -1.0034 -0.84 3.048 0.255 368.9 4 23 64 2 0 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 K QTLRDEYVDESVIETVAENAPAT - 2 2549.2133 2549.2171 0.0038 0 1.49 3.969 0.45 1324 1 23 44 2 1 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 R SHSAGLPIAGLEFK V 3 1425.7616 1425.7582 -0.0034 0 -2.38 3.415 0.429 1757 1 29 52 2 0 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 K VVNTDGEEVPWDGESLGELWMR G 2 2517.1482 2517.1438 -0.0044 0 -1.75 3.163 0.344 296.9 1 17 42 2 0 1
Q5V0W0_HALMA 1 Medium-chain fatty acid-CoA ligase  alkK4 rrnAC1977 551 19.4 5 11 1 K VVNTDGEEVPWDGESLGELWMR G 2 2517.1482 2517.1577 0.0095 0 3.77 4.178 0.466 680 1 23 42 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R AVAHFLSGLGGSR - 2 1270.6782 1270.6801 0.0019 0 1.50 2.29 0.385 1024 1 17 24 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R AVAHFLSGLGGSR - 3 1270.6782 1270.6806 0.0024 0 1.89 3.232 0.338 1056 2 25 48 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R AVAHFLSGLGGSR - 3 1270.6782 1270.6784 0.0002 0 0.16 2.889 0.313 904.3 1 24 48 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R AVAHFLSGLGGSR - 2 1270.6782 1270.6853 0.0071 0 5.59 2.497 0.428 1081 1 18 24 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R AVAHFLSGLGGSR - 3 1270.6782 1270.6803 0.0021 0 1.65 3.33 0.356 1138 1 26 48 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R AVAHFLSGLGGSR - 3 1270.6782 1270.6791 0.0009 0 0.71 3.559 0.33 729.2 1 23 48 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R QLHDAGLDALAVVGAR H 3 1604.8634 1604.8628 -0.0006 0 -0.37 3.834 0.267 997.6 7 24 60 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R SVADLGDIEIPAGGVEQVQR A 2 2052.0487 2052.075 0.0263 0 12.82 4.886 0.443 1623 1 25 38 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R SVADLGDIEIPAGGVEQVQR A 2 2052.0487 2052.0611 0.0124 0 6.04 4.812 0.419 1284 1 22 38 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R SVADLGDIEIPAGGVEQVQR A 2 2052.0487 2052.0554 0.0067 0 3.27 5.047 0.434 1555 1 25 38 2 0 1
Q5V1C2_HALMA 1 Probable formimidoylglutamase (EC 3.5.3.8)  hutG rrnAC1789 307 16 3 11 1 R SVADLGDIEIPAGGVEQVQR A 2 2052.0487 2052.043 -0.0057 0 -2.78 4.808 0.401 1980 1 27 38 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9979 D SDAELADAPSRPAAK R 2 1497.7423 1497.7462 0.0039 0 2.60 3.01 0.357 532.1 1 16 28 1 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9867 R ARPGDMGFDVMHYNVHK T 4 1972.9036 1972.9057 0.0021 0 1.06 2.646 0.106 714.5 22 29 96 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 1 R DIEHVADIVHDAGGLLYYDGANLNALLGR A 3 3093.5519 3094.5681 1.0162 -1.0034 4.15 4.645 0.389 764.6 1 27 112 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 1 R DIEHVADIVHDAGGLLYYDGANLNALLGR A 3 3093.5519 3093.572 0.0201 0 6.50 4.178 0.329 1048 1 32 112 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9999 R DIEHVADIVHDAGGLLYYDGANLNALLGR A 4 3093.5519 3093.564 0.0121 0 3.91 4.003 0.22 1278 1 41 168 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9988 R DIEHVADIVHDAGGLLYYDGANLNALLGR A 4 3093.5519 3093.5469 -0.005 0 -1.62 3.726 0.156 813.2 5 37 168 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 1 R SLDQLAAAFNAVAGDSDAELADAPSRPAAK R 3 2941.4417 2941.4541 0.0124 0 4.22 4.076 0.304 1108 1 36 116 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9993 R SLDQLAAAFNAVAGDSDAELADAPSRPAAK R 3 2941.4417 2941.4483 0.0066 0 2.24 3.466 0.15 835.7 1 33 116 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9975 R SLDQLAAAFNAVAGDSDAELADAPSRPAAK R 3 2941.4417 2941.4439 0.0022 0 0.75 3.074 0.115 835.6 1 29 116 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 0.9959 R SLDQLAAAFNAVAGDSDAELADAPSRPAAK R 3 2941.4417 2942.438 0.9963 -1.0034 -2.40 3.235 0.149 704.9 1 28 116 2 0 1
Q5V233_HALMA 1 Selenocysteine lyase (EC 4.4.1.16)  nifS rrnAC1497 568 16.7 5 11 1 K TFATPHGGGGPGAGPVGVR E 3 1690.8539 1690.8543 0.0004 0 0.24 4.49 0.468 1008 1 34 72 2 0 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 0.9733 R EYKEEHADFVDFEPFTDIIQQPGGGSHEFTIER S 4 3866.77 3867.771 1.001 -1.0034 -0.61 2.777 0.063 619.6 1 38 192 2 1 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 1 R DIDVIAADEPDIAPTIGAQR I 2 2079.0484 2079.0464 -0.002 0 -0.96 4.615 0.465 2340 1 27 38 2 0 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 1 R DIDVIAADEPDIAPTIGAQR I 2 2079.0484 2079.0547 0.0063 0 3.03 3.672 0.455 1942 1 25 38 2 0 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 0.9745 R EYKEEHADFVDFEPFTDIIQQPGGGSHEFTIER S 5 3866.77 3867.7637 0.9937 -1.0034 -2.50 3.412 0.015 980.1 1 56 256 2 1 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 0.9976 K ILYGEEAAR E 2 1020.524 1020.5254 0.0014 0 1.37 1.997 0.142 822.5 1 15 16 2 0 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 1 R RGEQLSPFTTGAVTGNEVDR M 3 2133.045 2133.0486 0.0036 0 1.69 4.413 0.249 1505 1 34 76 2 0 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 1 M SDEDADDDTGSESDAGVSSDGAAAVPVGVK L 2 2822.1849 2823.1839 0.999 -1.0034 -1.54 5.01 0.637 1448 1 27 58 2 0 1
Q5V246_HALMA 1 Hypothetical protein  rrnAC1481 rrnAC1481 364 35.4 6 11 1 M SDEDADDDTGSESDAGVSSDGAAAVPVGVK L 2 2822.1849 2822.1997 0.0148 0 5.24 3.735 0.561 693.9 1 20 58 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R FTEQFADILDAFEALDDVPETER E 2 2670.2337 2670.2334 -0.0003 0 -0.11 5.38 0.598 1608 1 25 44 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R ESLSQEEALQNASDTEEGQFK G 2 2339.0401 2339.0403 0.0002 0 0.09 3.392 0.482 867.9 1 17 40 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R ESLSQEEALQNASDTEEGQFK G 2 2339.0401 2339.0484 0.0083 0 3.55 4.15 0.579 1372 1 23 40 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R ESLSQEEALQNASDTEEGQFKGPK V 3 2621.2093 2621.1973 -0.012 0 -4.58 4.048 0.382 583.9 2 28 92 2 1 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R ESLSQEEALQNASDTEEGQFKGPK V 3 2621.2093 2621.21 0.0007 0 0.27 3.718 0.335 631.1 1 27 92 2 1 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R FTEQFADILDAFEALDDVPETER E 2 2670.2337 2670.2334 -0.0003 0 -0.11 5.459 0.617 1969 1 27 44 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 1 R FTEQFADILDAFEALDDVPETER E 2 2670.2337 2670.2495 0.0158 0 5.92 5.729 0.584 2006 1 27 44 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 0.9998 R FTEQFADILDAFEALDDVPETER E 3 2670.2337 2671.2381 1.0044 -1.0034 0.39 3.576 0.279 482 1 25 88 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 0.9992 R FTEQFADILDAFEALDDVPETER E 3 2670.2337 2671.2381 1.0044 -1.0034 0.39 3.507 0.208 555.7 1 26 88 2 0 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 0.9695 R FTEQFADILDAFEALDDVPETEREAELSNVMRPDETR E 4 4297.9961 4299.0049 1.0088 -1.0034 1.27 3.166 0.053 744.8 1 40 216 2 1 1
Q5V2G5_HALMA 1 Glutamyl-tRNA(Gln) amidotransferase subunit C (EC 6.3.5.-)  gatC rrnAC1356 92 85.9 5 11 0.9602 M SDPAVDPEEVKHVADLAR V 3 1946.9697 1946.9696 -0.0001 0 -0.05 2.207 0.354 369.3 1 24 68 2 1 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 0.9416 R VFTSVRPESISEVDADTR D 3 2006.9909 2007.0082 0.0173 0 8.62 2.052 0.075 376 24 20 68 2 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 0.9895 D ATATDSGATEPTTDEEVADAAEK G 2 2278.9924 2280.0254 1.033 -1.0034 13.01 3.103 0.363 523.8 1 22 44 1 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 1 R LFLVGVLTELEQVNDDVLR A 2 2171.1838 2171.188 0.0042 0 1.93 5.117 0.427 2104 1 25 36 2 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 1 R LFLVGVLTELEQVNDDVLR A 2 2171.1838 2171.1851 0.0013 0 0.60 4.733 0.404 1956 1 24 36 2 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 1 R LFLVGVLTELEQVNDDVLR A 2 2171.1838 2171.1902 0.0064 0 2.95 4.694 0.429 1790 1 24 36 2 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 1 R LFLVGVLTELEQVNDDVLR A 2 2171.1838 2171.1902 0.0064 0 2.95 3.763 0.424 1226 1 22 36 2 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 0.9999 D PPMFVAVTGK A 2 1045.563 1045.5642 0.0012 0 1.15 3.454 0.454 1335 1 16 18 1 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 0.9999 D PPMFVAVTGK A 2 1045.563 1045.5639 0.0009 0 0.86 3.313 0.451 1124 1 15 18 1 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 0.9907 D SGATEPTTDEEVADAAEK G 2 1819.7959 1820.8009 1.005 -1.0034 0.91 3.155 0.365 579.7 1 21 34 1 0 1
Q5V313_HALMA 1 Hypothetical protein  rrnAC1135 rrnAC1135 573 13.8 6 11 0.9971 R TFQPDDSDRVFTSVRPESISEVDADTR D 4 3068.4323 3068.4373 0.005 0 1.63 2.39 0.158 502.4 4 33 156 2 1 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 1 R YAFLQEYMEHDEQR H 3 1857.7992 1857.804 0.0048 0 2.58 3.588 0.42 589 1 24 52 2 0 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 1 K AQENVVVGYIEEVVVTGTQGTK S 3 2319.1958 2319.1958 0 0 0.00 5.193 0.47 1824 1 36 84 2 0 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 1 K AQENVVVGYIEEVVVTGTQGTK S 3 2319.1958 2319.1968 0.001 0 0.43 4.633 0.307 1493 1 32 84 2 0 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 0.9999 K ASGVSPAPYIAQLAIER A 2 1741.9363 1741.9344 -0.0019 0 -1.09 2.552 0.298 647.7 1 17 32 2 0 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 0.9998 K FASAAALADAGVPVPDALLALSSDLLNEERDR F 3 3266.6783 3266.6895 0.0112 0 3.43 3.684 0.263 725.8 1 33 124 2 1 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 1 R LLLSSDEHPAEGIGLGMTISR L 3 2195.1256 2195.1265 0.0009 0 0.41 4.867 0.521 1325 1 36 80 2 0 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 1 R TNVALGGEVEDMTGELPER V 2 2015.947 2015.9511 0.0041 0 2.03 4.026 0.572 1883 1 24 36 2 0 1
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 0.9999 R TNVALGGEVEDMTGELPER V 2 2031.9464 2032.9654 1.019 -1.0034 7.70 3.96 0.282 475.6 3 19 36 2 0 1 TNVALGGEVEDM[147]TGELPER
Q5V351_HALMA 1 Hypothetical protein  rrnAC1089 rrnAC1089 450 33.8 8 11 0.9773 R TNVALGGEVEDMTGELPER V 2 2031.9464 2029.9597 -1.9867 2 6.55 3.116 0.173 392.8 4 17 36 2 0 1 TNVALGGEVEDM[147]TGELPER
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 1 R VTELVTETLPTEGLVDIEEPVYAFDR T 2 2934.475 2934.4817 0.0067 0 2.28 3.766 0.595 559.7 1 21 50 2 0 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 1 R DADEHKWTYEAGITQVAK R 3 2060.9803 2060.9827 0.0024 0 1.16 4.143 0.359 1720 1 33 68 2 1 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 1 R DADEHKWTYEAGITQVAK R 3 2060.9803 2060.9815 0.0012 0 0.58 4.957 0.391 1279 1 31 68 2 1 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 0.9998 K DGHVPDGESLLLVQMNEPWSIANYDEHPDTLIDDIASR T 4 4260.9909 4261.0015 0.0106 0 2.49 4.045 0.172 451.9 1 42 222 2 0 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 1 R LEDDEGADLGHFDAALLTPPAPQTADLLGQSR W 3 3332.616 3332.617 0.001 0 0.30 4.738 0.287 705.8 1 34 124 2 0 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 0.9366 R LLDDDRLADPDWTDHQHWR Y 4 2403.0992 2403.0911 -0.0081 0 -3.37 2.123 0.043 459.3 10 33 108 2 1 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 1 R NGLETGEAIADSR - 2 1331.6317 1331.6322 0.0005 0 0.38 3.219 0.462 1897 1 20 24 2 0 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 0.9997 R NLAVVGAGGAGAAAAYALR D 3 1671.9056 1671.9081 0.0025 0 1.50 2.715 0.231 903.9 1 28 72 2 0 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 0.9185 R NLAVVGAGGAGAAAAYALR D 2 1671.9056 1673.4854 1.5798 -1.0034 344.79 2 0.197 305.9 7 13 36 2 0 1
Q5V3G2_HALMA 1 Flavin-containing amine-oxidoreductase  aor3 rrnAC0970 344 54.4 9 11 0.9999 R TGDIGTGRDADEHKWTYEAGITQVAK R 4 2818.3522 2819.3709 1.0187 -1.0034 5.45 4.817 0.321 2884 1 51 150 2 2 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 R LYHAGAAMADLLSK K 3 1459.7493 1459.7504 0.0011 0 0.75 3.799 0.326 1282 1 29 52 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 K GEIADELNVSR E 2 1201.5939 1201.5926 -0.0013 0 -1.08 3.018 0.339 1862 1 18 20 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 0.9982 R GVPVYSLLQVIR V 2 1342.7972 1342.7736 -0.0236 0 -17.58 3.043 0.039 1073 2 17 22 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 K HQWDDDESETSDGSFSR N 2 1996.7671 1996.7854 0.0183 0 9.16 3.726 0.461 889.6 1 16 32 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 K HQWDDDESETSDGSFSR N 2 1996.7671 1997.7754 1.0083 -1.0034 2.48 3.865 0.414 1476 1 21 32 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 K KGDDVDLTIGIEK A 2 1401.7351 1401.7356 0.0005 0 0.36 4.037 0.425 2430 1 21 24 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 K KGDDVDLTIGIEK A 3 1401.7351 1401.7367 0.0016 0 1.14 3.714 0.274 1451 1 26 48 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 K KGDDVDLTIGIEK A 2 1401.7351 1401.7361 0.001 0 0.71 3.982 0.46 2159 1 21 24 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 1 R LYHAGAAMADLLSK K 3 1459.7493 1459.7511 0.0018 0 1.23 3.85 0.276 1146 1 27 52 2 0 1
Q5V3K1_HALMA 1 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE2 rrnAC0927 212 48.1 7 11 0.9928 - MKNIDDLVDSASDLAQR G 3 1889.9153 1889.9119 -0.0034 0 -1.80 2.73 0.126 1213 1 27 64 2 1 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R ALGQVTSDEVETGDTVEPVYVEELRDPDAGIK V 3 3430.6627 3432.668 2.0053 -2.0067 -0.41 6.412 0.484 1200 1 40 124 2 1 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R ALGQVTSDEVETGDTVEPVYVEELRDPDAGIK V 3 3430.6627 3430.6485 -0.0142 0 -4.14 6.505 0.494 1454 1 42 124 2 1 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R ALGQVTSDEVETGDTVEPVYVEELRDPDAGIK V 3 3430.6627 3430.6514 -0.0113 0 -3.29 6.779 0.506 1856 1 44 124 2 1 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 0.9998 R ALGQVTSDEVETGDTVEPVYVEELRDPDAGIKVPESQDWDGYR W 4 4763.2362 4763.2476 0.0114 0 2.39 3.548 0.225 886 1 44 252 2 2 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R ALGQVTSDEVETGDTVEPVYVEELRDPDAGIKVPESQDWDGYR - 4 5260.4636 5262.4507 1.9871 -2.0067 -3.73 4.721 0.428 888.6 1 46 276 2 3 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R ALGQVTSDEVETGDTVEPVYVEELRDPDAGIKVPESQDWDGYR - 4 5260.4636 5262.4507 1.9871 -2.0067 -3.73 5.036 0.442 725.5 1 44 276 2 3 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R EPNTLAIVEFDVTDIDDASDEFVR A 2 2709.2657 2709.2793 0.0136 0 5.02 4.673 0.527 2313 1 27 46 2 0 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R EPNTLAIVEFDVTDIDDASDEFVR A 2 2709.2657 2709.2722 0.0065 0 2.40 4.888 0.544 2341 1 27 46 2 0 1
Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R EPNTLAIVEFDVTDIDDASDEFVR A 2 2709.2657 2709.2766 0.0109 0 4.02 4.95 0.529 1744 1 28 46 2 0 1



Q5V3M9_HALMA 1 Hypothetical protein  rrnAC0895 rrnAC0895 126 70.6 5 11 1 R TGEVVTWTHSTATPPGVR E 3 1894.9537 1894.9525 -0.0012 0 -0.63 3.897 0.45 1413 1 30 68 2 0 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9999 R TYDEVLDAVQHFFEEDKPVAALCHGPQILAAADVLDGYEMTS A 4 5197.4147 5197.4507 0.036 0 6.93 3.922 0.226 1125 1 45 276 2 0 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 1 R GHDFVLNATMADVNPSDYDALVVPGGR A 3 2845.3386 2845.3404 0.0018 0 0.63 3.982 0.299 724.5 1 33 104 2 0 1 GHDFVLNATM[147]ADVNPSDYDALVVPGGR
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 1 R GHDFVLNATMADVNPSDYDALVVPGGR A 3 2829.3392 2829.3408 0.0016 0 0.57 4.779 0.406 852.4 1 35 104 2 0 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 1 R GHDFVLNATMADVNPSDYDALVVPGGR A 3 2829.3392 2829.345 0.0058 0 2.05 4.646 0.294 817.2 1 33 104 2 0 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9996 R GHDFVLNATMADVNPSDYDALVVPGGR A 3 2829.3392 2829.3423 0.0031 0 1.10 3.65 0.209 471 8 25 104 2 0 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 1 K TAIHDFRGDQTYMESR G 3 1925.869 1925.8701 0.0011 0 0.57 3.575 0.37 1646 1 32 60 2 1 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9999 K TAIHDFRGDQTYMESR G 3 1925.869 1925.871 0.002 0 1.04 3.065 0.326 1324 1 30 60 2 1 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9998 K TAIHDFRGDQTYMESR G 3 1925.869 1925.8681 -0.0009 0 -0.47 2.974 0.281 1400 1 32 60 2 1 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9991 K TAIHDFRGDQTYMESR G 2 1925.869 1925.8854 0.0164 0 8.52 2.693 0.311 1141 1 18 30 2 1 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9672 K TAIHDFRGDQTYMESR G 2 1925.869 1925.8766 0.0076 0 3.95 2.097 0.193 410.2 2 13 30 2 1 1
Q5V4N8_HALMA 1 Putative intracellular protease (EC 3.2.-.-)  pip rrnAC0489 196 45.9 3 11 0.9939 R TYDEVLDAVQHFFEEDKPVAALCHGPQILAAADVLDGYEMTS A 4 5197.4147 5196.3731 -1.0416 1 -8.00 4.223 0.188 868.7 1 46 276 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 1 R ALDAVSEDDSDTGGVNDAR I 2 1905.8188 1905.8203 0.0015 0 0.79 4.442 0.548 3025 1 28 36 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 1 R ALDAVSEDDSDTGGVNDAR I 2 1905.8188 1905.8233 0.0045 0 2.36 3.784 0.532 1857 1 25 36 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 0.9795 R AYTDALEEFLEENGTGEDMIQEFGER L 3 2992.292 2992.2915 -0.0005 0 -0.17 2.539 0.101 483.3 19 22 100 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 0.9104 R AYTDALEEFLEENGTGEDMIQEFGER L 3 2992.292 2993.3181 1.0261 -1.0034 7.60 2.473 0.097 401.7 17 22 100 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 1 R LVDTVPDDVAVEDLGFHPEYGSEYWDINENR I 3 3592.627 3592.6299 0.0029 0 0.81 2.963 0.391 1027 1 46 120 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 1 R LVDTVPDDVAVEDLGFHPEYGSEYWDINENR I 3 3592.627 3592.6392 0.0122 0 3.40 3.932 0.445 892.9 1 45 120 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 0.9999 R LVDTVPDDVAVEDLGFHPEYGSEYWDINENR I 3 3592.627 3592.6311 0.0041 0 1.14 2.669 0.309 815.5 1 44 120 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 1 D PPLDEDQEDLVGGGDEAVR D 2 2009.9178 2009.917 -0.0008 0 -0.40 5.284 0.442 2371 1 26 36 1 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 0.9998 D PPLDEDQEDLVGGGDEAVR D 2 2009.9178 2010.921 1.0032 -1.0034 -0.07 5.05 0.484 1652 1 22 36 1 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 1 K RFEADEFPVPAIAFNLTSR R 3 2179.1062 2179.1084 0.0022 0 1.01 3.55 0.383 1417 1 31 72 2 0 1
Q5V4W6_HALMA 1 Hypothetical protein  rrnAC0399 rrnAC0399 365 31.2 5 11 0.9999 K RFEADEFPVPAIAFNLTSR R 3 2179.1062 2180.1082 1.002 -1.0034 -0.62 3.148 0.341 629.7 2 24 72 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 0.9146 R APVSAGDDVVIHG C 2 1235.6146 1234.6305 -0.9841 1 12.87 2.897 0.393 1838 1 20 24 1 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 1 R AEELGAVATVNAQEVDDPAK A 2 2025.9854 2025.9853 -0.0001 0 -0.05 4.121 0.631 2246 1 27 38 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 1 R AEELGAVATVNAQEVDDPAK A 2 2025.9854 2025.9854 0 0 0.00 3.914 0.577 1950 1 26 38 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 1 R AEELGAVATVNAQEVDDPAK A 2 2025.9854 2025.987 0.0016 0 0.79 4.471 0.35 2049 1 27 38 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 0.9968 R AEELGAVATVNAQEVDDPAK A 2 2025.9854 2026.9854 1 -1.0034 -1.65 3.982 0.047 1161 2 21 38 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 0.9805 R APVSAGDDVVIHG C 2 1235.6146 1234.6316 -0.983 1 13.76 3.192 0.463 1792 1 20 24 1 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 0.9237 R APVSAGDDVVIHG C 2 1235.6146 1234.6327 -0.9819 1 14.65 2.819 0.412 1735 1 20 24 1 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 1 - MQAVLLEEFQEPLTVQEVERPEPEPDGAVAEVIGCGICR S 3 4280.0803 4279.0865 -0.9938 1 1.45 6.276 0.489 2123 1 50 152 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 1 - MQAVLLEEFQEPLTVQEVERPEPEPDGAVAEVIGCGICR S 3 4280.0803 4281.0982 1.0179 -1.0034 3.40 5.675 0.505 2209 1 50 152 2 0 1
Q5V5E8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh3 rrnAC0191 355 23.7 4 11 1 R YSEMLDMVESSK L 2 1417.6105 1417.6106 0.0001 0 0.07 4.06 0.504 1872 1 19 22 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9995 M SESEEELPDNDEEWREILSDEEYR I 3 2997.2635 2997.26 -0.0035 0 -1.17 3.814 0.46 1060 1 34 92 2 1 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 1 R KFESETGWPSFWDVYQEGNVETR A 3 2790.2561 2790.2605 0.0044 0 1.58 4.515 0.457 1347 1 35 88 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 1 R KFESETGWPSFWDVYQEGNVETR A 3 2790.2561 2790.251 -0.0051 0 -1.83 3.377 0.333 803 1 29 88 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9692 M SESEEELPDNDEEWREILSDEEYR I 3 2997.2635 2997.2664 0.0029 0 0.97 3.332 0.288 526.1 1 30 92 2 1 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9999 R TEVVCAECGGHLGHVFDDGPEPSGK R 3 2539.1107 2537.0989 -2.0118 2 -4.65 4.355 0.343 691 1 34 96 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9997 R TEVVCAECGGHLGHVFDDGPEPSGK R 3 2539.1107 2537.1004 -2.0103 2 -4.06 4.079 0.328 606.6 1 32 96 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9982 R TEVVCAECGGHLGHVFDDGPEPSGK R 3 2539.1107 2537.0943 -2.0164 2 -6.46 3.736 0.256 565 1 32 96 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9476 R TEVVCAECGGHLGHVFDDGPEPSGK R 4 2539.1107 2537.1001 -2.0106 2 -4.17 2.257 0.226 345 45 38 144 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9999 R TEVVCAECGGHLGHVFDDGPEPSGKR Y 3 2695.2119 2693.1829 -2.029 2 -10.76 4.724 0.352 1178 1 34 100 2 0 1
Q5V5L8_HALMA 1 Peptide methionine sulfoxide reductase msrB (EC 1.8.4.6)  msrB rrnAC0109 134 54.5 4 11 0.9876 R TEVVCAECGGHLGHVFDDGPEPSGKR Y 5 2695.2119 2693.1961 -2.0158 2 -5.86 1.971 0.16 724.2 1 53 200 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 1 R TTVAGLIAAVLGIER D 2 1482.877 1482.8793 0.0023 0 1.55 2.743 0.373 817.8 1 17 28 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 0.9967 K LPDPMDLR Q 2 955.4797 955.4854 0.0057 0 5.97 2.074 0.152 402.2 9 10 14 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 0.9887 K LPDPMDLR Q 2 955.4797 955.4854 0.0057 0 5.97 1.809 0.123 498.6 5 10 14 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 0.9673 K LSVKLPDPMDLR Q 3 1382.7591 1384.4782 1.7191 -1.0034 517.62 2.451 0.133 388.8 1 21 44 2 1 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 1 R TLNMPVNALSTAADNLK S 2 1771.9138 1771.9168 0.003 0 1.69 4.148 0.523 1763 1 26 32 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 1 R TTTAFTTYAYNPDAEPLR V 2 2030.9585 2030.9733 0.0148 0 7.29 3.324 0.424 849.5 1 17 34 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 1 R TTVAGLIAAVLGIER D 2 1482.877 1482.8802 0.0032 0 2.16 3.491 0.404 1279 1 21 28 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 1 R TTVAGLIAAVLGIER D 2 1482.877 1482.8797 0.0027 0 1.82 3.966 0.314 1362 1 22 28 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 0.9661 R TTVAGLIAAVLGIER D 3 1482.877 1482.8781 0.0011 0 0.74 2.566 0.055 481.5 40 21 56 2 0 1
Q5V7X2_HALMA 1 Hypothetical protein  pNG4050 pNG4050 265 26.8 6 11 0.9565 R TTVAGLIAAVLGIER D 2 1482.877 1482.8819 0.0049 0 3.30 1.573 0.133 479.5 4 12 28 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 R YLLVNEFEQLAEMHDPEQLLITAR S 3 2871.4476 2871.4571 0.0095 0 3.31 4.865 0.526 1298 1 38 92 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 0.9262 K EATEQVADITLAQAQEMAMDALDTSVVADEIR E 3 3433.6228 3434.627 1.0042 -1.0034 0.25 2.704 0.138 196 243 22 124 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 R LGNVVTDEYQGQYSVK L 2 1798.8737 1798.8755 0.0018 0 1.00 3.885 0.49 1276 1 20 30 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 R LGNVVTDEYQGQYSVK L 2 1798.8737 1798.8791 0.0054 0 3.00 4.443 0.477 1879 1 23 30 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 0.9997 R LTTLVDDYRVPLDEAQR S 2 2003.0323 2003.0392 0.0069 0 3.44 3.149 0.332 528.8 1 16 32 2 1 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 M SNSNIQQEAQDIHDQLPESVDASPEDIEER L 3 3392.524 3393.5181 0.9941 -1.0034 -2.73 6.364 0.512 2931 1 45 116 1 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 M SNSNIQQEAQDIHDQLPESVDASPEDIEER L 3 3392.524 3392.5327 0.0087 0 2.56 6.387 0.425 2078 1 41 116 1 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 M SNSNIQQEAQDIHDQLPESVDASPEDIEER L 3 3392.524 3392.5335 0.0095 0 2.80 6.034 0.422 2704 1 44 116 1 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 R YLLVNEFEQLAEMHDPEQLLITAR S 3 2871.4476 2871.4512 0.0036 0 1.25 5.031 0.517 1263 1 39 92 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 R YLLVNEFEQLAEMHDPEQLLITAR S 3 2871.4476 2871.4546 0.007 0 2.44 4.77 0.552 1616 1 39 92 2 0 1
Q5V851_HALMA 1 Hypothetical protein  pNG2007 pNG2007 372 32 5 11 1 R YLLVNEFEQLAEMHDPEQLLITAR S 3 2871.4476 2871.4502 0.0026 0 0.91 5.009 0.509 1001 1 35 92 2 0 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R LAELAPEKLEELEAEDEGEDHPLPDLPSAEEYDTVR M 3 4047.896 4048.8963 1.0003 -1.0034 -0.75 6.545 0.571 1699 1 44 140 2 1 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 0.9993 R DAFEYTGDDIDAVREEGVDVIHWAPADGPALR L 4 3498.6328 3498.6355 0.0027 0 0.77 3.16 0.203 544.2 3 36 186 2 1 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R LAELAPEKLEELEAEDEGEDHPLPDLPSAEEYDTVR M 3 4047.896 4048.898 1.002 -1.0034 -0.33 5.726 0.538 2074 1 46 140 2 1 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R LAELAPEKLEELEAEDEGEDHPLPDLPSAEEYDTVR M 3 4047.896 4047.9077 0.0117 0 2.89 6.256 0.526 1873 1 44 140 2 1 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 0.999 R LAELAPEKLEELEAEDEGEDHPLPDLPSAEEYDTVR M 4 4047.896 4047.9029 0.0069 0 1.70 3.492 0.169 706.9 2 36 210 2 1 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 0.9905 R LAELAPEKLEELEAEDEGEDHPLPDLPSAEEYDTVR M 4 4047.896 4049.8909 1.9949 -2.0067 -2.92 3.89 0.163 522.7 6 38 210 2 1 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R NYDTDDVVQFER I 2 1499.6528 1499.6532 0.0004 0 0.27 3.243 0.454 2007 1 19 22 2 0 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R NYDTDDVVQFER I 2 1499.6528 1499.6454 -0.0074 0 -4.93 3.628 0.526 2050 1 19 22 2 0 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R TMDGDVSGVAEPGLR N 2 1502.7035 1502.7061 0.0026 0 1.73 3.215 0.451 1296 1 19 28 2 0 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 1 R TMDGDVSGVAEPGLR N 2 1502.7035 1502.7099 0.0064 0 4.26 3.046 0.468 994.9 1 18 28 2 0 1
SYE_HALMAReview 1 Glutamyl-tRNA synthetase (EC 6.1.1.17) (Glutamate--tRNA ligase)(GluRS)  gltX rrnAC0085 579 19 5 11 0.9863 R VAPNPNGPWHIGHAR M 4 1621.8226 1621.8222 -0.0004 0 -0.25 1.405 0.08 370 6 27 84 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 0.997 R HVSFDVQSMR Y 2 1204.5659 1204.5683 0.0024 0 1.99 1.91 0.226 245.7 12 9 18 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 1 K ASVSDEEFEER A 2 1296.547 1296.5478 0.0008 0 0.62 2.984 0.477 1037 1 16 20 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 1 R EGELVVTPPSATDPDWIGR N 2 2038.0007 2038.0038 0.0031 0 1.52 2.773 0.357 256.1 6 12 36 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 1 R EGELVVTPPSATDPDWIGR N 2 2038.0007 2038.0023 0.0016 0 0.79 4.111 0.527 868.5 1 23 36 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 0.996 R FVLPIGTK V 2 873.5324 873.533 0.0006 0 0.69 1.925 0.152 649.3 4 12 14 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 0.9689 R MLMHVADMR A 2 1118.508 1118.5054 -0.0026 0 -2.32 1.905 0.022 1025 2 14 16 2 0 1 MLMHVADM[147]R
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 0.9998 K TFEYYEQEMK G 2 1366.5751 1366.5745 -0.0006 0 -0.44 2.365 0.225 971.1 1 14 18 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 1 K VNIVMSMNAR M 2 1133.5685 1133.5691 0.0006 0 0.53 2.513 0.31 1359 1 16 18 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 1 R YVSFDDVDPEAVR E 2 1510.694 1510.6934 -0.0006 0 -0.40 3.679 0.52 1563 1 20 24 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 0.9984 R YVSFDDVDPEAVR E 2 1510.694 1510.6953 0.0013 0 0.86 2.244 0.2 172.2 5 13 24 2 0 1
THYX_HALMAReview 1 Thymidylate synthase thyX (EC 2.1.1.148) (TS) (TSase)  thyX rrnAC1121 247 36.4 9 11 1 R YVSFDDVDPEAVREGELVVTPPSATDPDWIGR N 3 3530.6841 3531.698 1.0139 -1.0034 2.99 4.865 0.458 901.5 1 38 124 2 1 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 0.984 R TGQNIEPDTAAELASHPNIR A 3 2133.045 2133.0454 0.0004 0 0.19 2.115 0.092 619.6 1 27 76 2 0 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 0.9992 K AASGDMNQISEIIER T 2 1632.7777 1631.8727 -0.905 1 58.18 3.635 0.314 931 1 20 28 2 0 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 1 R AQAIHHELGPLFR A 3 1487.7997 1487.8032 0.0035 0 2.35 3.948 0.434 771.3 1 26 48 2 0 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 0.9999 R LESAGVDGLVPVGSTGESATLSHDEHIEVVEAVIDAVDDVPVIA E 4 5155.532 5154.398 -1.134 1 -25.99 4.884 0.433 642 2 42 306 2 0 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 1 R LSDEHLDHLRDVLATLETEDLEDEYAEAER - 3 3525.6383 3525.6387 0.0004 0 0.11 7.14 0.527 3483 1 45 116 2 1 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 1 R LSDEHLDHLRDVLATLETEDLEDEYAEAER - 5 3525.6383 3525.6646 0.0263 0 7.46 4.866 0.45 2741 1 60 232 2 1 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 1 R LSDEHLDHLRDVLATLETEDLEDEYAEAER - 3 3525.6383 3526.6582 1.0199 -1.0034 4.69 6.999 0.549 3413 1 42 116 2 1 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 0.9964 R LSDEHLDHLRDVLATLETEDLEDEYAEAER - 4 3525.6383 3525.6626 0.0243 0 6.89 2.459 0.121 923.4 2 35 174 2 1 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 0.9992 R TGQNIEPDTAAELASHPNIR A 3 2133.045 2133.0484 0.0034 0 1.59 2.708 0.189 860 1 26 76 2 0 1
DAPA_HALMAReview 1 Dihydrodipicolinate synthase (EC 4.2.1.52) (DHDPS)  dapA rrnAC0207 306 42.5 5 10 0.998 R TGQNIEPDTAAELASHPNIR A 3 2133.045 2133.0474 0.0024 0 1.13 2.619 0.149 773.9 1 25 76 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 1 K TIQDEGEDVDSAR A 2 1433.627 1433.6454 0.0184 0 12.83 3.49 0.438 1800 1 21 24 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 1 K ADTLGSLEALSSTLEEEEIPVMR A 2 2489.2207 2489.2322 0.0115 0 4.62 3.953 0.329 541.1 1 19 44 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 0.9998 K LFEDDVIYQLVESYDDHVTAIEEAQQEQILENITRPAK F 4 4461.1863 4463.211 2.0247 -2.0067 4.03 3.442 0.237 997.3 1 47 222 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 1 R TEQEFEQVDEVAAADGVK I 2 1963.9011 1963.8988 -0.0023 0 -1.17 5.863 0.483 3262 1 26 34 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 0.9999 R TEQEFEQVDEVAAADGVK I 2 1963.9011 1963.9085 0.0074 0 3.77 3.232 0.212 808 1 16 34 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 1 K TIQDEGEDVDSAR A 2 1433.627 1433.6314 0.0044 0 3.07 3.5 0.462 1556 1 20 24 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 1 K TIQDEGEDVDSAR A 2 1433.627 1433.6254 -0.0016 0 -1.12 3.104 0.417 1038 1 18 24 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 0.9981 K TIQDEGEDVDSAR A 2 1433.627 1433.6284 0.0014 0 0.98 2.391 0.122 796.5 1 17 24 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 1 R TPIVAVLGHVDHGK T 3 1441.8041 1441.8081 0.004 0 2.77 3.213 0.318 856.9 3 22 52 2 0 1
IF2P_HALMAReview 1 Probable translation initiation factor IF-2  infB rrnAC3203 601 17.6 5 10 0.9844 R TPIVAVLGHVDHGK T 3 1441.8041 1442.8194 1.0153 -1.0034 8.29 2.65 0.129 605.8 7 22 52 2 0 1



LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 0.9603 R MVAAAAITGEVSDVR D 2 1488.7606 1488.6454 -0.1152 0 -77.38 1.656 0.082 415.1 1 13 28 2 0 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 1 R AAEEEGLKDIFEEAGFEWR N 3 2225.0276 2225.0271 -0.0005 0 -0.22 3.778 0.329 1514 1 34 72 2 1 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 1 R AAEEEGLKDIFEEAGFEWR N 3 2225.0276 2225.0323 0.0047 0 2.11 3.78 0.319 1674 1 32 72 2 1 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 1 R AAEEEGLKDIFEEAGFEWR N 3 2225.0276 2225.0449 0.0173 0 7.78 3.68 0.337 879.4 1 24 72 2 1 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 0.9997 R AGYVNPDETTYEWLEETDYFQEHPEK F 3 3189.3727 3189.3765 0.0038 0 1.19 3.161 0.239 237.2 3 24 100 2 0 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 1 R DAGIQFSDPTTGDQGIVHVIGPEQGITQPGK T 3 3161.5629 3161.5628 -0.0001 0 -0.03 4.462 0.418 685.6 1 30 120 2 0 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 1 R DAGIQFSDPTTGDQGIVHVIGPEQGITQPGK T 3 3161.5629 3161.5645 0.0016 0 0.51 5.404 0.472 941.6 1 35 120 2 0 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 0.9953 K DIILEIIR R 2 983.6015 983.6054 0.0039 0 3.97 1.937 0.14 273.1 4 11 14 2 0 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 0.96 K DIILEIIR R 2 983.6015 983.5854 -0.0161 0 -16.37 1.555 0.17 230.3 43 9 14 2 0 1

LEU2_HALMAReview 1 3-isopropylmalate dehydratase large subunit (EC 4.2.1.33)(Isopropylmalate
isomerase) (Alpha-IPM isomerase) (IPMI)  leuC rrnAC0334 473 23.5 6 10 1 K FEELKPYWESIR S 3 1595.7984 1595.7982 -0.0002 0 -0.13 2.757 0.341 577.8 1 21 44 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 1 R EPNMNAMEYLLAESQER M 3 2023.8979 2023.9032 0.0053 0 2.62 4.01 0.418 1785 1 29 64 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 1 R AVALENATNVAAK G 2 1270.6881 1270.6869 -0.0012 0 -0.94 3.799 0.456 2255 1 20 24 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 0.9308 R AVALENATNVAAK G 2 1270.6881 1270.6913 0.0032 0 2.52 1.911 0.143 242.4 393 10 24 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 1 R DGLGGASFASEDLAEDAETEDRPAVQVGDPYSEK L 3 3524.5703 3525.5779 1.0076 -1.0034 1.21 5.05 0.5 1607 1 41 132 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 1 R DGLGGASFASEDLAEDAETEDRPAVQVGDPYSEK L 3 3524.5703 3524.5865 0.0162 0 4.60 5.825 0.533 1432 1 41 132 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 0.9402 R LVVVGDTALEGK T 2 1199.6761 1199.6768 0.0007 0 0.58 1.641 0.064 469.3 2 13 22 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 0.9305 R TITAEAQEPGNKLVLVGNATGR D 3 2238.1968 2238.1953 -0.0015 0 -0.67 2.443 0.093 556.8 14 23 84 2 1 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 0.9934 R TSVLPGDDAALLAIR E 2 1510.8355 1510.8368 0.0013 0 0.86 2.144 0.099 567.7 1 17 28 2 0 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 0.9768 R VHEREPNMNAMEYLLAESQER M 4 2545.1689 2545.1785 0.0096 0 3.77 2.572 0.002 1129 1 35 120 2 1 1

PURL_HALMAReview 1 Phosphoribosylformylglycinamidine synthase II (EC 6.3.5.3) (FGAMsynthase
II)  purL rrnAC1390 720 17.9 8 10 0.9999 R VVFETTDPAAVR E 2 1303.6772 1303.678 0.0008 0 0.61 2.557 0.297 1184 1 18 22 2 0 1

Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 1 K VMFGTDYPMIDPETWLESFAR D 2 2504.1392 2504.1411 0.0019 0 0.76 4.785 0.557 1178 1 24 40 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 0.9881 K DKVMFGTDYPMIDPETWLESFAR D 3 2747.2611 2748.2779 1.0168 -1.0034 4.90 3.216 0.151 721.3 1 26 88 2 1 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 1 K VMFGTDYPMIDPETWLESFAR D 2 2504.1392 2504.1424 0.0032 0 1.28 4.801 0.541 1290 1 25 40 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 1 K VMFGTDYPMIDPETWLESFAR D 2 2504.1392 2504.1526 0.0134 0 5.35 4.575 0.457 824.9 1 21 40 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 1 K VMFGTDYPMIDPETWLESFAR D 2 2504.1392 2504.1338 -0.0054 0 -2.16 4.447 0.55 1122 1 23 40 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 0.9863 K VMFGTDYPMIDPETWLESFAR D 2 2520.1386 2520.2854 0.1468 0 58.25 2.127 0.206 139.7 241 10 40 2 0 1 VM[147]FGTDYPMIDPETWLESFAR
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 1 K YGNPMLIDDVAAAHPDLDILIAHPAFPWEK E 4 3328.659 3328.6665 0.0075 0 2.25 3.977 0.335 877.7 1 46 174 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 1 K YGNPMLIDDVAAAHPDLDILIAHPAFPWEK E 4 3328.659 3328.6651 0.0061 0 1.83 3.176 0.291 837.6 1 47 174 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 0.9999 K YIDDQVLHYAGTVLK D 3 1733.8988 1733.9025 0.0037 0 2.13 2.215 0.319 469.3 2 25 56 2 0 1
Q5UWC4_HALMA 1 Amidohydrolase  rrnB0255 rrnB0255 259 26.3 4 10 0.9411 K YIDDQVLHYAGTVLK D 3 1733.8988 1733.9015 0.0027 0 1.56 1.977 0.074 246.7 22 19 56 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R ALADDGAFDDDDVVVLVNPVAGSK E 2 2401.1649 2401.1756 0.0107 0 4.46 4.545 0.433 1477 1 24 46 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R ALADDGAFDDDDVVVLVNPVAGSK E 2 2401.1649 2401.1748 0.0099 0 4.12 4.326 0.47 1588 1 25 46 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 0.984 R GLICTACGAETDSTADR C 2 1682.724 1680.7104 -2.0136 2 -8.08 2.511 0.238 701.7 1 15 32 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 0.9999 - METTAAFR G 2 925.4327 925.4334 0.0007 0 0.76 2.181 0.326 366.3 2 11 14 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 0.9998 - METTAAFR G 2 925.4327 925.4326 -0.0001 0 -0.11 1.967 0.315 356.4 4 11 14 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R VATPSTGNGAQANAAYAAR A 2 1789.8707 1789.8692 -0.0015 0 -0.84 3.768 0.565 691.8 1 23 36 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R VATPSTGNGAQANAAYAAR A 2 1789.8707 1789.874 0.0033 0 1.84 3.119 0.493 510.9 1 20 36 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R YDDAASVSDEELADASDGWVSVAPGHPFR I 3 3062.353 3062.365 0.012 0 3.92 5.672 0.61 848.7 1 38 112 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R YDDAASVSDEELADASDGWVSVAPGHPFR I 3 3062.353 3062.3609 0.0079 0 2.58 4.936 0.595 1298 1 42 112 2 0 1
Q5UX29_HALMA 1 Threonine synthase (EC 4.2.3.1)  thrC1 rrnAC3505 390 24.9 5 10 1 R YDDAASVSDEELADASDGWVSVAPGHPFR I 3 3062.353 3062.3574 0.0044 0 1.44 3.611 0.478 595.5 1 29 112 2 0 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 0.9706 R SLHPLDATVELADALVDLAALTGEDRYR N 4 3023.5563 3023.5591 0.0028 0 0.93 2.723 0.102 649.3 19 33 162 2 1 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 1 R LQQPQTLTVGAEAGTDLHR A 2 2034.0494 2035.2454 1.196 -1.0034 94.71 3.18 0.43 587.7 1 17 36 2 0 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 0.9754 R LQQPQTLTVGAEAGTDLHR A 3 2034.0494 2034.051 0.0016 0 0.79 2.329 0.063 520.9 3 26 72 2 0 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 1 R SLHPLDATVELADALVDLAALTGEDRYR N 3 3023.5563 3024.5781 1.0218 -1.0034 6.10 4.021 0.473 657.7 1 36 108 2 1 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 1 R SLHPLDATVELADALVDLAALTGEDRYR N 3 3023.5563 3023.5647 0.0084 0 2.78 4.12 0.54 1129 1 45 108 2 1 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 1 R SLHPLDATVELADALVDLAALTGEDRYR N 3 3023.5563 3023.5596 0.0033 0 1.09 4.488 0.479 820.1 1 41 108 2 1 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 1 R SLHPLDATVELADALVDLAALTGEDRYR N 3 3023.5563 3025.5681 2.0118 -2.0067 1.69 3.28 0.45 505.5 1 33 108 2 1 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 0.9969 R TVEFALVR A 2 933.5283 933.5254 -0.0029 0 -3.11 1.974 0.137 602 2 12 14 2 0 1
Q5UXK1_HALMA 1 Hypothetical protein  rrnAC3311 rrnAC3311 537 17.3 5 10 0.9382 R YTGTEAYRDAAQR T 3 1500.6957 1500.6962 0.0005 0 0.33 1.451 0.239 203.8 85 16 48 2 1 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.9962 R LAHTQFDIPISDVR T 3 1610.8416 1610.8437 0.0021 0 1.30 2.278 0.158 955.4 4 24 52 2 0 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.9991 R LAHTQFDIPISDVR T 3 1610.8416 1610.8454 0.0038 0 2.36 2.405 0.19 992.4 1 25 52 2 0 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.9977 R LAHTQFDIPISDVR T 3 1610.8416 1610.8583 0.0167 0 10.37 2.176 0.182 988 2 24 52 2 0 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.9751 R TAIVYGTETEETRADDRLK T 3 2167.0757 2167.0789 0.0032 0 1.48 2.03 0.168 439.4 5 23 72 2 2 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.9283 R TAIVYGTETEETRADDRLK T 3 2167.0757 2167.0801 0.0044 0 2.03 2.313 0.162 217.3 491 16 72 2 2 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 1 R VLLVDNFAR R 2 1045.592 1045.5932 0.0012 0 1.15 2.602 0.313 860.2 1 14 16 2 0 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.9999 R VLLVDNFAR R 2 1045.592 1045.5917 -0.0003 0 -0.29 2.432 0.232 772.3 1 14 16 2 0 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 1 R YADLIGGQSQSFEDGVDDIFGTLTR Y 2 2703.2664 2703.2715 0.0051 0 1.89 5.22 0.582 2132 1 25 48 2 0 1
Q5UXQ9_HALMA 1 UDP-sulfoquinovose synthase  sqdB rrnAC3246 390 21.8 5 10 0.945 R YADLIGGQSQSFEDGVDDIFGTLTR Y 3 2703.2664 2704.252 0.9856 -1.0034 -6.57 2.795 0.091 335.9 11 22 96 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9998 R EHGESVLAEIESLAADIGQSVTTELLEGKPSAR I 4 3435.7369 3437.7569 2.02 -2.0067 3.87 3.593 0.242 1089 1 44 192 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9873 R EHGESVLAEIESLAADIGQSVTTELLEGKPSAR I 4 3435.7369 3437.771 2.0341 -2.0067 7.97 3.092 0.052 792.1 1 40 192 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 1 R LLVTTDGSENADTATR H 2 1662.806 1662.8067 0.0007 0 0.42 4.253 0.599 2488 1 25 30 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9999 R LREHGESVLAEIESLAADIGQSVTTELLEGKPSAR I 4 3704.9221 3705.9309 1.0088 -1.0034 1.47 3.951 0.302 2098 1 50 204 2 1 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9999 R LREHGESVLAEIESLAADIGQSVTTELLEGKPSAR I 5 3704.9221 3705.9136 0.9915 -1.0034 -3.20 4.389 0.256 2320 1 67 272 2 1 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9992 R LREHGESVLAEIESLAADIGQSVTTELLEGKPSAR I 5 3704.9221 3706.9226 2.0005 -2.0067 -1.67 3.557 0.167 1585 1 57 272 2 1 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9432 - MYDHILVPVDGSDEATAAAR R 3 2130.0051 2130.1001 0.095 0 44.60 2.411 0.011 835.1 4 26 76 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9998 R QLLGSVTSQLLR T 2 1313.7667 1313.7687 0.002 0 1.52 2.348 0.282 382.8 3 12 22 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 1 K RLLGGVTEQVLHR T 3 1476.8525 1476.8556 0.0031 0 2.10 3.531 0.299 1349 1 25 48 2 0 1
Q5UXX6_HALMA 1 Universal stress protein  usp19 rrnAC3171 298 32.2 6 10 0.9166 K RLLGGVTEQVLHR T 3 1476.8525 1477.8682 1.0157 -1.0034 8.36 2.396 0.022 819.8 1 23 48 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 0.996 R LEMDEDPSESETEENDADADETDDNADDDGRR L 3 3599.3357 3600.3379 1.0022 -1.0034 -0.32 2.437 0.213 875.4 1 36 124 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 0.9998 R AEEVERLEMDEDPSESETEENDADADETDDNADDDGRR L 4 4312.6701 4313.6646 0.9945 -1.0034 -2.05 4.138 0.291 1427 1 51 222 2 1 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 0.9995 R LEMDEDPSESETEENDADADETDDNADDDGRR L 3 3615.3351 3617.3181 1.983 -2.0067 -6.56 3.155 0.265 864.1 1 36 124 2 0 1 LEM[147]DEDPSESETEENDADADETDDNADDDGRR
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 0.9792 R LEMDEDPSESETEENDADADETDDNADDDGRR L 3 3615.3351 3617.3482 2.0131 -2.0067 1.77 2.091 0.172 247.3 1 22 124 2 0 1 LEM[147]DEDPSESETEENDADADETDDNADDDGRR
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 1 K MGEEVTVDVEDIHESGAGVGR T 3 2184.9957 2184.9947 -0.001 0 -0.46 4.068 0.378 1584 1 34 80 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 1 K MGEEVTVDVEDIHESGAGVGR T 3 2184.9957 2184.9966 0.0009 0 0.41 4.457 0.408 1766 1 36 80 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 1 K MGEEVTVDVEDIHESGAGVGR T 3 2184.9957 2185.002 0.0063 0 2.88 4.178 0.414 1176 1 35 80 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 1 K MGEEVTVDVEDIHESGAGVGR T 2 2184.9957 2184.9854 -0.0103 0 -4.71 4.447 0.461 1225 1 20 40 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 1 K MGEEVTVDVEDIHESGAGVGR T 2 2184.9957 2184.9929 -0.0028 0 -1.28 4.548 0.481 1847 1 26 40 2 0 1
Q5UYZ9_HALMA 1 TRAM domain protein  rrnAC2740 rrnAC2740 150 39.3 3 10 1 K MGEEVTVDVEDIHESGAGVGR T 3 2200.9951 2200.9915 -0.0036 0 -1.64 3.232 0.288 1152 1 30 80 2 0 1 M[147]GEEVTVDVEDIHESGAGVGR
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 1 R YVSAPDDLSGIVSEAETFLQEHDGKLR V 4 2975.4512 2975.4585 0.0073 0 2.45 3.099 0.373 931.2 1 48 156 2 1 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9998 K QKLEYYEVDESK A 2 1529.7249 1529.7244 -0.0005 0 -0.33 2.395 0.439 299.9 1 15 22 2 1 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9997 K QKLEYYEVDESK A 3 1529.7249 1529.7257 0.0008 0 0.52 2.947 0.272 760.5 5 20 44 2 1 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9991 K QKLEYYEVDESK A 3 1529.7249 1529.7273 0.0024 0 1.57 2.718 0.235 931.5 5 21 44 2 1 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9954 K QKLEYYEVDESK A 2 1529.7249 1529.7267 0.0018 0 1.18 2.412 0.29 126.5 12 11 22 2 1 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9785 R YVSAPDDLSGIVSEAETFLQEHDGK L 3 2706.266 2706.2722 0.0062 0 2.29 1.791 0.141 358.6 3 29 96 2 0 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.973 R YVSAPDDLSGIVSEAETFLQEHDGK L 3 2706.266 2706.2715 0.0055 0 2.03 1.845 0.134 245.1 6 23 96 2 0 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9999 R YVSAPDDLSGIVSEAETFLQEHDGKLR V 4 2975.4512 2976.451 0.9998 -1.0034 -1.19 3.364 0.337 879.7 1 46 156 2 1 1
Q5UZD5_HALMA 1 Hypothetical protein  rrnAC2575 rrnAC2575 194 20.1 3 10 0.9945 R YVSAPDDLSGIVSEAETFLQEHDGKLR V 4 2975.4512 2975.4534 0.0022 0 0.74 2.65 0.125 450.9 4 38 156 2 1 1



Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 1 R DAGINVIQAGAEQYSEALTIILTGHLVNTDLSDTLSR I 3 3897.996 3899.0181 1.0221 -1.0034 4.81 3.719 0.344 349.7 2 26 144 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 0.9532 R ALEPIATNGGNLLSIFHER G 3 2051.08 2053.0581 1.9781 -2.0067 -13.94 1.993 0.129 398.7 1 26 72 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 0.917 R ALEPIATNGGNLLSIFHER G 3 2051.08 2051.0828 0.0028 0 1.37 1.76 0.08 200.5 15 21 72 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 0.9999 R FDGIVDALR D 2 1004.5291 1004.5243 -0.0048 0 -4.78 2.551 0.267 905.7 1 15 16 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 1 R IHESTDATVTDLSLSAPEGTDDASSAR I 3 2745.2577 2745.2637 0.006 0 2.19 3.62 0.318 498.1 1 31 104 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 1 R IHESTDATVTDLSLSAPEGTDDASSAR I 3 2745.2577 2745.2647 0.007 0 2.55 3.297 0.329 327.8 5 25 104 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 1 R LATEEGAVDETMSAIR T 2 1707.803 1707.7956 -0.0074 0 -4.33 4.481 0.521 1927 1 25 30 2 0 1 LATEEGAVDETM[147]SAIR
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 1 R LATEEGAVDETMSAIR T 2 1691.8036 1691.8039 0.0003 0 0.18 3.104 0.282 1661 1 23 30 2 0 1
Q5UZT0_HALMA 1 Hypothetical protein  rrnAC2410 rrnAC2410 177 67.8 6 10 0.9727 R LELVDEPGELLR A 2 1381.7453 1381.7454 0.0001 0 0.07 1.988 0.149 206.8 114 10 22 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 0.9993 R IGLSEEIADIALFLASPASSYIVGQTITAAGVPR L 4 3429.8395 3429.8477 0.0082 0 2.39 3.04 0.131 744.1 1 41 198 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 1 K AGVSNLTSTLSAEWADR D 2 1776.8642 1777.8654 1.0012 -1.0034 -1.21 4.878 0.561 2011 1 22 32 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 1 K AGVSNLTSTLSAEWADR D 2 1776.8642 1777.8654 1.0012 -1.0034 -1.21 5.048 0.561 2126 1 23 32 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 0.9 K AGVSNLTSTLSAEWADRDIR I 3 2161.0763 2161.0791 0.0028 0 1.30 2.057 0.057 719 1 29 76 2 1 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 0.9933 R AIITGASSGIGR A 2 1101.6142 1102.6054 0.9912 -1.0034 -11.03 2.233 0.177 771.5 1 17 22 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 1 R IGLSEEIADIALFLASPASSYIVGQTITAAGVPR L 4 3429.8395 3429.8406 0.0011 0 0.32 4.111 0.375 739.4 1 41 198 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 0.9999 R IGLSEEIADIALFLASPASSYIVGQTITAAGVPR L 4 3429.8395 3429.8391 -0.0004 0 -0.12 3.678 0.296 513.4 7 39 198 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 0.9413 R IGLSEEIADIALFLASPASSYIVGQTITAAGVPR L 4 3429.8395 3430.8477 1.0082 -1.0034 1.41 2.742 0.156 499.5 85 34 198 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 1 R RIGLSEEIADIALFLASPASSYIVGQTITAAGVPR L 3 3585.9406 3587.948 2.0074 -2.0067 0.20 5.188 0.431 536.9 1 35 136 2 0 1
Q5V0V4_HALMA 1 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG4 rrnAC1984 269 24.9 5 10 1 R RIGLSEEIADIALFLASPASSYIVGQTITAAGVPR L 3 3585.9406 3585.9673 0.0267 0 7.45 3.821 0.315 375.6 1 30 136 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9999 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.8804 0.0005 0 0.29 2.952 0.341 1319 1 30 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9995 D AEIDDDPGTTDVAGGPDDTTR T 2 2116.9032 2116.9253 0.0221 0 10.44 3.149 0.443 946.2 1 22 40 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 1 M DAEIDDDPGTTDVAGGPDDTTR T 2 2231.9302 2232.9419 1.0117 -1.0034 3.74 5.439 0.514 1883 1 28 42 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9989 M DAEIDDDPGTTDVAGGPDDTTR T 2 2231.9302 2231.9253 -0.0049 0 -2.20 2.713 0.441 362.1 1 17 42 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9955 M DAEIDDDPGTTDVAGGPDDTTR T 2 2231.9302 2231.9309 0.0007 0 0.31 3.885 0.212 1222 1 24 42 1 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8422 0.0024 0 1.63 2.856 0.281 854.7 1 19 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 1 K FILPQELTSLVGR Y 2 1471.8398 1471.8419 0.0021 0 1.43 2.633 0.404 994 1 20 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9997 K FILPQELTSLVGR Y 2 1471.8398 1471.8454 0.0056 0 3.80 2.589 0.199 846 1 20 24 2 0 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9997 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.8797 -0.0002 0 -0.12 3.653 0.202 1570 1 33 60 2 1 1
Q5V1B0_HALMA 1 Hypothetical protein  rrnAC1803 rrnAC1803 396 12.9 4 10 0.9954 R SAIETAEGDKQSNIIR A 3 1730.8799 1730.881 0.0011 0 0.64 2.465 0.169 1293 1 31 60 2 1 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.9628 M TAVGIDAMEIWTGK L 2 1490.7439 1490.7453 0.0014 0 0.94 2.238 0.275 869.7 1 16 26 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.97 R ASSFPDVYEDIVTMGANAAHR L 3 2250.0375 2250.0406 0.0031 0 1.38 1.611 0.133 331 2 24 80 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.9916 K EFAFDGWGR M 2 1083.4774 1083.4854 0.008 0 7.38 1.703 0.154 347.2 2 10 16 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.9987 R GTDVGDLLAEEIGHQPMR S 3 1936.9312 1936.9334 0.0022 0 1.14 2.726 0.157 568.5 1 25 68 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.9977 R GTDVGDLLAEEIGHQPMR S 3 1936.9312 1936.9342 0.003 0 1.55 2.47 0.171 529.1 3 25 68 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 1 R HELTFAEYEQVHDVHNHDTEADVEEFTAPEK E 4 3665.6182 3666.6109 0.9927 -1.0034 -2.91 4.953 0.438 1778 1 43 180 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.986 R SVNVYLAR M 2 920.5079 920.5055 -0.0024 0 -2.61 1.84 0.058 958.7 1 13 14 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.9999 M TAVGIDAMEIWTGK L 2 1490.7439 1490.7464 0.0025 0 1.68 3.537 0.521 1711 1 20 26 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 0.9997 M TAVGIDAMEIWTGK L 2 1490.7439 1490.7462 0.0023 0 1.54 2.997 0.498 1463 1 20 26 2 0 1
Q5V1G0_HALMA 1 Hydroxymethylglutaryl-CoA synthase (EC 2.3.3.10)  mvaS rrnAC1740 445 30.6 8 10 1 R YQDWYANTIEPTLEISR E 2 2098.0007 2097.9981 -0.0026 0 -1.24 3.712 0.5 772.6 1 18 32 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R AVLNAFQGGFPVVERPFEPAAAALADHGVDIDADELLAR V 4 4061.0646 4061.0752 0.0106 0 2.61 3.28 0.301 805.8 1 46 228 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R AVLNAFQGGFPVVERPFEPAAAALADHGVDIDADELLAR V 4 4061.0646 4061.0796 0.015 0 3.69 3.962 0.366 1141 1 53 228 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R AVLNAFQGGFPVVERPFEPAAAALADHGVDIDADELLAR V 4 4061.0646 4061.0647 0.0001 0 0.02 3.332 0.28 878.3 1 49 228 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 0.9912 R AVLNAFQGGFPVVERPFEPAAAALADHGVDIDADELLAR V 4 4061.0646 4063.0911 2.0265 -2.0067 4.88 3.232 0.069 832.5 1 48 228 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R MAEHWDVSEDDWDTLFSTR I 3 2338.98 2338.9807 0.0007 0 0.30 3.288 0.418 1488 1 30 72 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 0.9996 R MAEHWDVSEDDWDTLFSTR I 3 2338.98 2338.979 -0.001 0 -0.43 2.97 0.198 1162 1 27 72 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R VQDLDDAGVLTR F 2 1300.6623 1300.6625 0.0002 0 0.15 3.445 0.364 1389 1 19 22 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R VQDLDDAGVLTR F 2 1300.6623 1300.6652 0.0029 0 2.23 2.996 0.382 1219 1 18 22 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 1 R VQDLDDAGVLTR F 2 1300.6623 1300.663 0.0007 0 0.54 2.996 0.351 1196 1 18 22 2 0 1
Q5V1I6_HALMA 1 Heme biosynthesis protein NirH  nirH rrnAC1711 351 19.9 3 10 0.9999 R VQDLDDAGVLTR F 2 1300.6623 1300.6623 0 0 0.00 2.889 0.246 1105 1 17 22 2 0 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 1 R FESANNFPTNIGFGSSSSGFAAAAMALVEAAGLDMTRPEISTVA R 3 4562.1846 4562.209 0.0244 0 5.35 6.17 0.598 816.3 1 42 176 2 0 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 1 R AVTGAFSHLR T 2 1057.5669 1057.5674 0.0005 0 0.47 2.729 0.277 1203 1 17 18 2 0 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 1 K ETEEAHKEAAESHMFESR M 3 2116.912 2116.9151 0.0031 0 1.46 3.364 0.333 584.4 1 24 68 2 1 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 1 K ETEEAHKEAAESHMFESR M 3 2116.912 2116.9158 0.0038 0 1.80 3.243 0.368 1101 1 28 68 2 1 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 0.9996 K ETEEAHKEAAESHMFESR M 3 2116.912 2116.9124 0.0004 0 0.19 2.288 0.311 745.2 1 29 68 2 1 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 1 R FESANNFPTNIGFGSSSSGFAAAAMALVEAAGLDMTRPEISTVA R 3 4562.1846 4562.1875 0.0029 0 0.64 4.721 0.536 649.1 1 43 176 2 0 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 0.9998 R TIEIFNAVR E 2 1061.5869 1061.588 0.0011 0 1.04 2.232 0.251 1059 1 15 16 2 0 1
Q5V240_HALMA 1 Diphosphomevalonate decarboxylase (EC 4.1.1.33)  dmd rrnAC1489 324 33.6 6 10 0.9998 R TIEIFNAVR E 2 1061.5869 1061.5878 0.0009 0 0.85 2.407 0.224 896.1 1 14 16 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 0.9371 R DAIRDADRVFAEFYTSR L 3 2030.981 2031.9682 0.9872 -1.0034 -7.95 2.399 0.129 378.4 2 21 64 2 2 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R AGSPDPLVAADTLDELATQTFGDPLHLLVIPGSLHPLEADTLES - 3 5146.6238 5148.6382 2.0144 -2.0067 1.50 3.855 0.383 370.5 1 28 200 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R AGSPDPLVAADTLDELATQTFGDPLHLLVIPGSLHPLEADTLES - 3 5146.6238 5147.6363 1.0125 -1.0034 1.78 3.756 0.384 521.5 1 31 200 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 0.9999 R AGSPDPLVAADTLDELATQTFGDPLHLLVIPGSLHPLEADTLES - 3 5146.6238 5147.6343 1.0105 -1.0034 1.39 4.148 0.284 332 3 28 200 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 0.9898 R AGSPDPLVAADTLDELATQTFGDPLHLLVIPGSLHPLEADTLES - 3 5146.6238 5147.625 1.0012 -1.0034 -0.42 3.571 0.15 179.5 40 22 200 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R IVHGTTAQTAAGSLTGLQNYR F 3 2158.113 2158.1111 -0.0019 0 -0.88 3.839 0.274 1539 2 32 80 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R LIGTDIETLEDTLETSIER R 2 2147.0845 2147.0879 0.0034 0 1.58 5.283 0.55 2349 1 26 36 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R LIGTDIETLEDTLETSIER R 2 2147.0845 2147.0916 0.0071 0 3.31 4.886 0.594 2377 1 25 36 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R LIGTDIETLEDTLETSIER R 2 2147.0845 2147.0945 0.01 0 4.66 5.779 0.58 1719 1 23 36 2 0 1
Q5V2B7_HALMA 1 Diphthine synthase (EC 2.1.1.98)  dph5 rrnAC1406 259 41.7 4 10 1 R LIGTDIETLEDTLETSIER R 2 2147.0845 2147.0896 0.0051 0 2.38 4.099 0.49 799.6 1 17 36 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 K HGIESVADELDDQLENTDLVK V 2 2339.1128 2339.1167 0.0039 0 1.67 4.588 0.618 3571 1 29 40 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 R GGTTAEELADDLAEMVNASVIQVR G 3 2488.2115 2488.2124 0.0009 0 0.36 3.933 0.304 1030 1 31 92 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 R GGTTAEELADDLAEMVNASVIQVR G 3 2488.2115 2488.2171 0.0056 0 2.25 4.128 0.414 1181 1 33 92 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 R GGTTAEELADDLAEMVNASVIQVR G 2 2488.2115 2488.2178 0.0063 0 2.53 4.415 0.341 1827 1 27 46 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 R GGTTAEELADDLAEMVNASVIQVR G 2 2488.2115 2489.2053 0.9938 -1.0034 -3.84 4.157 0.466 1846 1 26 46 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 R GGTTAEELADDLAEMVNASVIQVR G 2 2488.2115 2489.2254 1.0139 -1.0034 4.24 4.24 0.449 2028 1 27 46 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 R GGTTAEELADDLAEMVNASVIQVR G 3 2488.2115 2488.2222 0.0107 0 4.30 3.754 0.323 1130 1 31 92 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 0.9796 R GGTTAEELADDLAEMVNASVIQVR G 3 2488.2115 2488.2168 0.0053 0 2.13 2.813 0.035 343.8 2 29 92 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 K HGIESVADELDDQLENTDLVK V 3 2339.1128 2339.1189 0.0061 0 2.61 3.871 0.262 955.8 1 33 80 2 0 1
Q5V2H3_HALMA 1 Hypothetical protein  rrnAC1348 rrnAC1348 82 54.9 2 10 1 K HGIESVADELDDQLENTDLVK V 2 2339.1128 2339.1243 0.0115 0 4.92 5.678 0.607 2714 1 27 40 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 R GYGLVATDLLDEIPSVLWQR D 2 2244.179 2244.187 0.008 0 3.56 4.733 0.353 1556 1 25 38 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 R GYGLVATDLLDEIPSVLWQR D 2 2244.179 2244.1922 0.0132 0 5.88 3.977 0.321 1115 1 23 38 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 R GYGLVATDLLDEIPSVLWQR D 2 2244.179 2244.1804 0.0014 0 0.62 4.293 0.336 1429 1 25 38 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 R GYGLVATDLLDEIPSVLWQR D 2 2244.179 2244.1831 0.0041 0 1.83 4.108 0.319 1536 1 25 38 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 - MLTGSEMGVVDENAAALGVPR K 2 2116.0292 2116.0384 0.0092 0 4.35 4.389 0.166 458.9 2 21 40 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 - MLTGSEMGVVDENAAALGVPR K 2 2116.0292 2116.0413 0.0121 0 5.72 4.948 0.383 669 1 22 40 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 1 R TGNPGMTVGGTGDVLAGVTGALASVQDPLDAAAIAAYTVGSV V 3 4172.0695 4174.0581 1.9886 -2.0067 -4.34 4.46 0.344 733.2 1 31 176 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 0.999 R TGNPGMTVGGTGDVLAGVTGALASVQDPLDAAAIAAYTVGSV V 3 4172.0695 4174.0879 2.0184 -2.0067 2.80 3.669 0.196 568.8 1 32 176 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 0.9982 R VLLLGRPDAISTTIAR E 3 1695.0043 1695.0042 -0.0001 0 -0.06 2.083 0.2 690.8 1 27 60 2 0 1
Q5V2Y3_HALMA 1 Hypothetical protein  rrnAC1168 rrnAC1168 480 21.2 4 10 0.9565 R VLLLGRPDAISTTIAR E 3 1695.0043 1695.0062 0.0019 0 1.12 1.966 0.074 400.5 6 22 60 2 0 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 1 R GSADRLDLAEGDEVSAVIK A 3 1943.98 1943.9844 0.0044 0 2.26 4.776 0.31 2971 1 37 72 2 1 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 1 R GSADRLDLAEGDEVSAVIK A 3 1943.98 1943.9829 0.0029 0 1.49 5.362 0.303 3346 1 40 72 2 1 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 1 R GSADRLDLAEGDEVSAVIK A 3 1943.98 1943.9835 0.0035 0 1.80 4.711 0.326 3404 1 40 72 2 1 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 0.9974 R GSADRLDLAEGDEVSAVIK A 2 1943.98 1943.9804 0.0004 0 0.21 4.124 0.081 2539 1 26 36 2 1 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 0.9922 R GSADRLDLAEGDEVSAVIK A 3 1943.98 1944.9682 0.9882 -1.0034 -7.79 3.388 0.147 1030 1 29 72 2 1 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 1 R LDLAEGDEVSAVIK A 2 1457.7613 1457.7654 0.0041 0 2.81 3.267 0.425 1184 1 18 26 2 0 1
Q5V437_HALMA 1 Molybdenum-pterin binding protein  mop rrnAC0722 69 27.5 2 10 1 R LDLAEGDEVSAVIK A 2 1457.7613 1459.7654 2.0041 -2.0067 -1.78 3.923 0.413 1713 1 20 26 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 1 R LVAAAQHPDVNVIGHPTGR Y 3 1951.0388 1950.8908 -0.148 0 -75.86 3.585 0.351 1045 1 30 72 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 1 R AAENIRDFPGAIEGLAAEGEDSVGEIDAVGDAISSK V 3 3572.7118 3572.699 -0.0128 0 -3.58 5.093 0.437 2503 1 50 140 2 1 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 1 R IVDPSEFGAALQYFTGSK D 3 1928.952 1928.9544 0.0024 0 1.24 3.207 0.295 734.3 3 26 68 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 0.9999 R IVDPSEFGAALQYFTGSK D 3 1928.952 1930.9882 2.0362 -2.0067 15.29 3.411 0.286 1481 1 32 68 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 1 R NDEIATLLEEFADLLDAK G 2 2019.0048 2019.0149 0.0101 0 5.00 4.335 0.47 1548 1 23 34 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 1 R NDEIATLLEEFADLLDAK G 2 2019.0048 2019.0138 0.009 0 4.46 5.06 0.494 1439 1 24 34 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 1 K SVGSLYEALGITTLDELEAAAEAGEIQAVSGFGAK T 3 3466.7355 3467.7383 1.0028 -1.0034 -0.16 4.411 0.485 834.6 1 31 136 2 0 1
Q5V479_HALMA 1 DNA polymerase IV  polX rrnAC0669 578 27.5 8 10 0.9282 K SVGSLYEALGITTLDELEAAAEAGEIQAVSGFGAK T 3 3466.7355 3467.7383 1.0028 -1.0034 -0.16 3.061 0.094 319.6 89 22 136 2 0 1
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 0.9834 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3105.4158 3106.418 1.0022 -1.0034 -0.37 2.969 0.111 482.5 2 25 112 2 0 1
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 1 R DVFTDAGFGVPVEFSPSEMLNEK I 2 2514.1624 2514.167 0.0046 0 1.83 4.499 0.538 584 1 22 44 2 0 1
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 1 R DVFTDAGFGVPVEFSPSEMLNEK I 2 2514.1624 2514.1687 0.0063 0 2.51 4.713 0.575 708.2 1 24 44 2 0 1
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 1 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3105.4158 3105.4219 0.0061 0 1.96 4.074 0.287 552.6 1 25 112 2 0 1
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 0.9999 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3105.4158 3106.418 1.0022 -1.0034 -0.37 3.331 0.322 573.8 2 26 112 2 0 1



Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 0.9906 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3121.4152 3122.4295 1.0143 -1.0034 3.51 5.294 0.48 1010 1 32 112 2 0 1 LVGMAPDNEEM[147]ADIVADTGEIVDEAFQNL
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 0.9859 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3121.4152 3121.418 0.0028 0 0.90 3.452 0.093 499.1 1 24 112 2 0 1 LVGM[147]APDNEEMADIVADTGEIVDEAFQNL
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 0.9572 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3105.4158 3105.4314 0.0156 0 5.02 2.564 0.021 494.1 3 24 112 2 0 1
Q5V6L0_HALMA 1 Hypothetical protein  pNG7131 pNG7131 146 58.2 3 10 0.9486 R LVGMAPDNEEMADIVADTGEIVDEAFQNL - 3 3121.4152 3122.4353 1.0201 -1.0034 5.37 3.522 0.17 677.5 1 26 112 2 0 1 LVGM[147]APDNEEMADIVADTGEIVDEAFQNL
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 0.9999 K VEFHDMGPLNDR S 3 1428.6456 1429.6581 1.0125 -1.0034 6.40 3.42 0.249 1314 1 27 44 2 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 1 R DVDLSQVHYLAGPVHVNGAEPGDLLK V 3 2742.3977 2743.388 0.9903 -1.0034 -4.76 5.673 0.341 2089 1 37 100 2 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 1 R DVDLSQVHYLAGPVHVNGAEPGDLLK V 3 2742.3977 2742.408 0.0103 0 3.76 6.909 0.516 3340 1 44 100 2 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 1 R DVDLSQVHYLAGPVHVNGAEPGDLLK V 3 2742.3977 2742.4075 0.0098 0 3.57 6.32 0.48 3175 1 43 100 2 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 1 R DVDLSQVHYLAGPVHVNGAEPGDLLK V 3 2742.3977 2743.418 1.0203 -1.0034 6.18 6.574 0.495 3594 1 45 100 2 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 1 D PDEAEEAAEVAAR T 2 1356.6157 1356.6156 -0.0001 0 -0.07 4.593 0.465 2694 1 21 24 1 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 0.9999 D PDEAEEAAEVAAR T 2 1356.6157 1356.6181 0.0024 0 1.77 4.682 0.407 2978 1 22 24 1 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 0.9993 K QFGYTGQQALHILGTVPVEGR Q 3 2270.1807 2270.1844 0.0037 0 1.63 3.13 0.191 434.4 4 23 80 2 0 1
Q5V6S4_HALMA 1 Formamidase  fmdA pNG7060 433 29.6 6 10 0.9799 R TVPPREHGGNHDIKDLSIGSTVYFPVYVEGAK F 5 3481.763 3482.7637 1.0007 -1.0034 -0.76 2.69 0.051 1441 1 56 248 2 2 1
EF1B_HALMAReview 1 Elongation factor 1-beta (EF-1-beta) (aEF-1beta)  ef1b rrnAC0261 88 29.5 2 9 0.9195 K VMPESPEVDLDDLQERLEGVLPEGTK I 3 2910.4213 2910.4331 0.0118 0 4.05 2.176 0.111 166.9 11 25 100 2 1 1 VM[147]PESPEVDLDDLQERLEGVLPEGTK
EF1B_HALMAReview 1 Elongation factor 1-beta (EF-1-beta) (aEF-1beta)  ef1b rrnAC0261 88 29.5 2 9 0.9982 R LEGVLPEGTK I 2 1041.5706 1041.5713 0.0007 0 0.67 2.147 0.184 770 5 14 18 2 0 1
EF1B_HALMAReview 1 Elongation factor 1-beta (EF-1-beta) (aEF-1beta)  ef1b rrnAC0261 88 29.5 2 9 0.9915 K VMPESPEVDLDDLQERLEGVLPEGTK I 3 2894.4219 2894.4268 0.0049 0 1.69 1.707 0.329 114.6 111 24 100 2 1 1
EF1B_HALMAReview 1 Elongation factor 1-beta (EF-1-beta) (aEF-1beta)  ef1b rrnAC0261 88 29.5 2 9 0.9834 K VMPESPEVDLDDLQERLEGVLPEGTK I 3 2910.4213 2910.4209 -0.0004 0 -0.14 2.448 0.162 188.7 6 24 100 2 1 1 VM[147]PESPEVDLDDLQERLEGVLPEGTK
EF1B_HALMAReview 1 Elongation factor 1-beta (EF-1-beta) (aEF-1beta)  ef1b rrnAC0261 88 29.5 2 9 0.9368 K VMPESPEVDLDDLQERLEGVLPEGTK I 3 2910.4213 2910.4248 0.0035 0 1.20 1.565 0.154 201 1 27 100 2 1 1 VM[147]PESPEVDLDDLQERLEGVLPEGTK

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 1 R FVNSGTEATVSAVR L 2 1436.7259 1436.6454 -0.0805 0 -56.03 3.301 0.458 1758 1 21 26 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 1 R AGLQDILEDQAPEYTVVGR D 2 2073.0378 2073.0452 0.0074 0 3.57 4.571 0.515 1176 1 21 36 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 0.9999 R AGLQDILEDQAPEYTVVGR D 3 2073.0378 2073.0347 -0.0031 0 -1.50 2.977 0.297 593.6 15 23 72 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 1 K SEIIEQFTPAGDVFQSGTFSGHPVTMAAGLETLR Y 3 3592.7508 3593.7681 1.0173 -1.0034 3.88 4.725 0.449 573.3 1 36 132 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 0.9998 K SEIIEQFTPAGDVFQSGTFSGHPVTMAAGLETLR Y 3 3608.7502 3609.7403 0.9901 -1.0034 -3.67 4.189 0.257 313.4 3 29 132 2 0 1 SEIIEQFTPAGDVFQSGTFSGHPVTM[147]AAGLETLR

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 1 R YAAEHDVYGHVNDLGER L 3 1943.8762 1943.8783 0.0021 0 1.08 4.373 0.408 2440 1 35 64 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 1 R YAAEHDVYGHVNDLGER L 3 1943.8762 1943.8766 0.0004 0 0.21 4.401 0.445 2348 1 35 64 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 0.9978 R YAAEHDVYGHVNDLGER L 4 1943.8762 1943.8775 0.0013 0 0.67 2.069 0.085 567.3 1 32 96 2 0 1

GSA_HALMAReview 1 Glutamate-1-semialdehyde 2,1-aminomutase (EC 5.4.3.8) (GSA)(Glutamate-1-
semialdehyde aminotransferase) (GSA-AT)  hemL rrnAC2628 445 18.9 4 9 0.9361 R YAAEHDVYGHVNDLGER L 3 1943.8762 1943.8781 0.0019 0 0.98 2.075 0.051 686.1 12 24 64 2 0 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 0.9999 R LWDTHWDGTVASHPVEGQTQVEATEER L 4 3077.4115 3077.4014 -0.0101 0 -3.28 3.184 0.222 1289 1 43 156 2 0 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 1 R AFTALLFDENDR I 2 1410.6779 1410.6791 0.0012 0 0.85 3.169 0.438 1328 1 19 22 2 0 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 1 R AFTALLFDENDRILLAQR A 3 2105.1269 2105.136 0.0091 0 4.32 4.193 0.344 1372 1 31 68 2 1 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 0.9999 R LWDTHWDGTVASHPVEGQTQVEATEERLEEELGVDPSQYQNL V 4 4948.3176 4950.3306 2.013 -2.0067 1.27 5.175 0.311 1104 1 51 252 2 1 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 1 R QEVIAVDADDNEEGLVNR L 2 1984.9337 1984.9457 0.012 0 6.05 3.211 0.499 589.2 1 16 34 2 0 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 1 R QEVIAVDADDNEEGLVNR L 2 1984.9337 1984.9356 0.0019 0 0.96 3.41 0.281 1020 1 21 34 2 0 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 1 R QEVIAVDADDNEEGLVNR L 2 1984.9337 1984.9453 0.0116 0 5.84 4.865 0.538 1975 1 27 34 2 0 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 0.9998 R QEVIAVDADDNEEGLVNRLDAHTGDGVR H 3 3006.4279 3007.388 0.9601 -1.0034 -14.39 3.689 0.321 572.8 1 29 108 2 1 1

IDI_HALMAReview 1 Isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) (IPP
isomerase)(Isopentenyl pyrophosphate isomerase) (IPP:DMAPP isomerase)  idi rrnAC3484 187 47.6 6 9 0.9986 R QEVIAVDADDNEEGLVNRLDAHTGDGVR H 3 3006.4279 3008.437 2.0091 -2.0067 0.80 3.47 0.252 525.6 1 28 108 2 1 1

NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 R ELGSGEGSAAAEGDSDESDSSSGVDEDDVELVAMR A 3 3487.4221 3489.4312 2.0091 -2.0067 0.69 4.191 0.438 1023 1 32 136 2 0 1 ELGSGEGSAAAEGDSDESDSSSGVDEDDVELVAM[147]R
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 R ELGSGEGSAAAEGDSDESDSSSGVDEDDVELVAMR A 3 3487.4221 3488.4263 1.0042 -1.0034 0.24 4.264 0.52 1182 1 38 136 2 0 1 ELGSGEGSAAAEGDSDESDSSSGVDEDDVELVAM[147]R
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 R TPDEELVFDDAEVQLMEAQGQK T 2 2491.1424 2491.1563 0.0139 0 5.58 5.121 0.423 1706 1 24 42 2 0 1
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 R TPDEELVFDDAEVQLMEAQGQK T 2 2491.1424 2491.145 0.0026 0 1.04 5.912 0.604 2121 1 26 42 2 0 1
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 R TPDEELVFDDAEVQLMEAQGQK T 2 2491.1424 2491.1526 0.0102 0 4.09 5.621 0.565 1622 1 24 42 2 0 1
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 0.9996 R TPDEELVFDDAEVQLMEAQGQK T 3 2491.1424 2491.148 0.0056 0 2.25 3.936 0.208 701.5 33 26 84 2 0 1
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 0.9837 R TPDEELVFDDAEVQLMEAQGQK T 3 2491.1424 2491.1782 0.0358 0 14.37 3.669 0.072 485.3 257 22 84 2 0 1
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 K TYQVVGEPESR E 2 1263.6095 1263.6093 -0.0002 0 -0.16 3.208 0.389 1334 1 17 20 2 0 1
NAC_HALMAReview 1 Nascent polypeptide-associated complex protein  nac rrnAC0214 130 52.3 3 9 1 K TYQVVGEPESR E 2 1263.6095 1263.6107 0.0012 0 0.95 3.275 0.358 1401 1 17 20 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 1 R RGDVSEATDVIHAVK E 3 1595.8267 1595.8266 -0.0001 0 -0.06 4.486 0.349 3017 1 33 56 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 0.9999 K ATFVDEDDLSQR I 2 1394.6314 1395.6454 1.014 -1.0034 7.64 2.976 0.364 1195 1 17 22 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 0.9934 R DIAQAFRK A 2 947.5188 947.52 0.0012 0 1.27 1.859 0.18 886.1 19 12 14 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 0.9949 R ETGGSAFLANIIEKPALGEPFSVEYGDQVIDWQHAR D 4 3943.938 3944.9644 1.0264 -1.0034 5.84 3.724 0.137 566 3 37 210 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 0.9095 R ETGGSAFLANIIEKPALGEPFSVEYGDQVIDWQHAR D 4 3943.938 3944.9636 1.0256 -1.0034 5.64 3.242 0.032 579.4 7 37 210 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 0.9999 R GVLATIREAANAVR E 3 1439.8208 1440.8181 0.9973 -1.0034 -4.20 3.533 0.32 1121 1 25 52 2 1 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 1 R RGDVSEATDVIHAVK E 3 1595.8267 1595.8278 0.0011 0 0.69 4.798 0.434 3030 1 34 56 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 1 R VYHEDYGVDHVGLRPTVAYGPYR E 4 2662.2928 2662.2952 0.0024 0 0.90 3.708 0.377 1130 1 42 132 2 0 1
Q5UWG0_HALMA 1 UDP-glucose 4-epimerase  galE10 rrnB0210 319 33.9 6 9 1 R VYHEDYGVDHVGLRPTVAYGPYR E 4 2662.2928 2662.2881 -0.0047 0 -1.77 2.978 0.344 1164 1 42 132 2 0 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 1 R VVLVNSNPATIMTDPEMADKVYLEPINTEAISEIIR K 3 3985.0428 3987.0681 2.0253 -2.0067 4.67 6.453 0.582 1687 1 45 140 2 1 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 1 R AMDVVYNDEDLETYIEEAVR V 2 2373.0682 2373.072 0.0038 0 1.60 4.598 0.498 1711 1 22 38 2 0 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 0.9982 R FKEVADAAEAAR D 3 1276.6411 1276.6422 0.0011 0 0.86 3.419 0.164 1068 18 22 44 2 1 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 0.9924 R FKEVADAAEAAR D 3 1276.6411 1276.6427 0.0016 0 1.25 3.605 0.088 1200 29 23 44 2 1 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 0.9416 R FKEVADAAEAAR D 3 1276.6411 1276.6427 0.0016 0 1.25 2.713 0.04 654.9 13 23 44 2 1 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 1 R STTITLDDGESVTDLDEDSLIDRVESAVDEVGGLPVIAR T 3 4101.0125 4103.0479 2.0354 -2.0067 7.00 6.105 0.643 2894 1 49 152 2 1 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 1 R STTITLDDGESVTDLDEDSLIDRVESAVDEVGGLPVIAR T 3 4101.0125 4101.003 -0.0095 0 -2.32 6.581 0.644 4097 1 54 152 2 1 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 0.9996 R TILLIGSGPIK I 2 1110.7012 1110.7061 0.0049 0 4.41 2.208 0.24 1027 1 15 20 2 0 1
Q5UXF4_HALMA 1 Carbamoylphosphate synthetase large subunit (EC 6.3.5.5)  carB rrnAC3360 1083 11.5 6 9 0.9893 K VDLVLSR N 2 800.4756 800.4654 -0.0102 0 -12.74 2.023 0.015 781.8 1 11 12 2 0 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 0.994 R LRSGNAGVVATNTVR N 2 1513.8325 1513.8354 0.0029 0 1.92 2.115 0.278 842.2 1 17 28 2 1 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 1 R FGEPATMGDNTTLTGQQGTR F 2 2080.9484 2080.9453 -0.0031 0 -1.49 2.988 0.398 423.7 1 16 38 2 0 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 1 R FGEPATMGDNTTLTGQQGTR F 2 2080.9484 2080.9405 -0.0079 0 -3.80 3.921 0.539 1649 1 24 38 2 0 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 1 R FVASQTGTGKDPAPSESQSNPLPAGHDLVR V 3 3062.5057 3062.5252 0.0195 0 6.37 3.327 0.382 635.7 1 29 116 2 1 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 1 R FVASQTGTGKDPAPSESQSNPLPAGHDLVR V 3 3062.5057 3064.5081 2.0024 -2.0067 -1.40 4.777 0.366 894.6 1 36 116 2 1 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 1 R FVASQTGTGKDPAPSESQSNPLPAGHDLVR V 4 3062.5057 3062.5049 -0.0008 0 -0.26 4.27 0.308 1344 1 53 174 2 1 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 0.9993 R LRSGNAGVVATNTVR N 3 1513.8325 1513.8322 -0.0003 0 -0.20 2.995 0.288 691.6 89 19 56 2 1 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 0.9713 R LRSGNAGVVATNTVR N 3 1513.8325 1513.8363 0.0038 0 2.51 2.041 0.119 472.1 1 16 56 2 1 1
Q5UY79_HALMA 1 Hypothetical protein  rrnAC3055 rrnAC3055 442 20.1 4 9 1 R SAERPYSFTITGNTVSNASAAGIR L 3 2469.2248 2469.2315 0.0067 0 2.71 4.087 0.404 1364 1 33 92 2 0 1
Q5UY86_HALMA 1 Aspartate aminotransferase  aspC2 rrnAC3046 381 25.2 5 9 0.9844 R IGHMGEHTVESIKELTDAIEDVADL - 3 2721.3167 2722.3281 1.0114 -1.0034 2.96 2.545 0.194 820.9 1 30 96 2 1 1
Q5UY86_HALMA 1 Aspartate aminotransferase  aspC2 rrnAC3046 381 25.2 5 9 1 R DALESGDYDAVGAVMNETSTGVR N 2 2356.0489 2357.0454 0.9965 -1.0034 -2.91 5.998 0.581 2009 1 29 44 2 0 1
Q5UY86_HALMA 1 Aspartate aminotransferase  aspC2 rrnAC3046 381 25.2 5 9 0.9999 K HMLDETHDARDQRHQEMAEYTR E 5 2768.2143 2768.2158 0.0015 0 0.54 3.078 0.245 2044 1 53 168 2 2 1
Q5UY86_HALMA 1 Aspartate aminotransferase  aspC2 rrnAC3046 381 25.2 5 9 0.9998 R IGHMGEHTVESIK E 3 1436.7082 1436.7116 0.0034 0 2.37 2.784 0.28 363.3 17 21 48 2 0 1
Q5UY86_HALMA 1 Aspartate aminotransferase  aspC2 rrnAC3046 381 25.2 5 9 0.9788 R IGHMGEHTVESIKELTDAIEDVADL - 3 2721.3167 2722.3281 1.0114 -1.0034 2.96 2.708 0.165 1036 1 32 96 2 1 1
Q5UY86_HALMA 1 Aspartate aminotransferase  aspC2 rrnAC3046 381 25.2 5 9 1 K TLYLPGPTEVREDVIEAMAEPMFGHR M 3 2957.4415 2959.448 2.0065 -2.0067 -0.07 4.443 0.406 531.2 1 29 100 2 1 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 1 R VANDLLGIEYDVIEINPLVDTFLDAYPDAEGDQLAVGNLR V 3 4359.1798 4359.1675 -0.0123 0 -2.82 2.884 0.321 312.8 1 29 156 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 1 R AVLNYLVGNHEQALVLGTGNR S 3 2237.1916 2237.1011 -0.0905 0 -40.45 4.395 0.391 1432 1 34 80 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 0.9996 R AVLNYLVGNHEQALVLGTGNR S 3 2237.1916 2238.188 0.9964 -1.0034 -3.11 3.164 0.255 994.4 1 28 80 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 1 K HVGVPDDLAEK T 2 1178.5931 1178.5933 0.0002 0 0.17 3.367 0.352 935.5 1 17 20 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 1 K HVGVPDDLAEK T 2 1178.5931 1178.5929 -0.0002 0 -0.17 3.031 0.28 1111 1 18 20 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 1 K HVGVPDDLAEK T 2 1178.5931 1178.593 -0.0001 0 -0.08 3.269 0.362 813.1 1 16 20 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 1 K HVGVPDDLAEK T 2 1178.5931 1178.5937 0.0006 0 0.51 2.785 0.344 917.1 1 17 20 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 0.9983 R SEALVGYYTK Y 2 1129.5655 1129.5686 0.0031 0 2.74 2.416 0.131 896.3 4 13 18 2 0 1
Q5UZL2_HALMA 1 NH(3)-dependent NAD(+) synthetase (EC 6.3.1.5)  nadE1 rrnAC2486 277 29.6 4 9 0.9999 R VANDLLGIEYDVIEINPLVDTFLDAYPDAEGDQLAVGNLR V 4 4359.1798 4359.1953 0.0155 0 3.56 4.294 0.217 975.7 2 41 234 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 1 K AADGEWFEVFLAQETLAR T 2 2051.9952 2051.9976 0.0024 0 1.17 3.26 0.393 1033 1 21 34 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 1 K AADGEWFEVFLAQETLAR T 3 2051.9952 2051.9998 0.0046 0 2.24 4.157 0.248 1237 1 27 68 2 0 1



Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 1 K AADGEWFEVFLAQETLAR T 3 2051.9952 2051.9849 -0.0103 0 -5.02 4.301 0.385 1835 1 31 68 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 0.9641 K AADGEWFEVFLAQETLAR T 3 2051.9952 2052.9981 1.0029 -1.0034 -0.22 2.526 0.112 564.8 7 23 68 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 1 R SEEFDVAIIPTTYAETTLSEK S 2 2343.1369 2343.1458 0.0089 0 3.80 3.754 0.458 811.5 1 24 40 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 1 R SEEFDVAIIPTTYAETTLSEK S 2 2343.1369 2343.138 0.0011 0 0.47 3.466 0.337 592.6 1 21 40 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 0.991 K SVGDPVHLEVDVVAK Y 3 1562.8304 1562.8322 0.0018 0 1.15 1.954 0.215 177.9 104 18 56 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 1 R TFFDNLDGGDQVNLER A 2 1838.8435 1839.8454 1.0019 -1.0034 -0.79 4.354 0.491 2372 1 24 30 2 0 1
Q5UZW9_HALMA 1 Ribiflavin synthase alpha chain (EC 2.5.1.9)  ribC rrnAC2367 192 36.5 4 9 0.9999 R TFFDNLDGGDQVNLER A 2 1838.8435 1836.8964 -1.9471 2 28.77 3.437 0.504 2932 1 25 30 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R VQMPNKGDELHHFGWNACSSSCHMDGLER R 4 3284.4008 3283.3965 -1.0043 1 -1.31 4.81 0.457 808.1 1 39 168 2 1 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R DFLVDFGDLPEGPAR A 2 1646.794 1646.8007 0.0067 0 4.07 2.919 0.518 1011 1 20 28 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 0.9177 R DFLVDFGDLPEGPAR A 2 1646.794 1646.8053 0.0113 0 6.86 3.114 0.436 1414 1 22 28 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R LNFWDWEDGVIEQTIDLGEDGLIPLEAR F 2 3242.5771 3242.5962 0.0191 0 5.89 4.935 0.513 1407 1 24 54 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R LNFWDWEDGVIEQTIDLGEDGLIPLEAR F 2 3242.5771 3242.5801 0.003 0 0.93 4.922 0.455 1185 1 23 54 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R LNFWDWEDGVIEQTIDLGEDGLIPLEAR F 2 3242.5771 3242.5823 0.0052 0 1.60 4.667 0.435 836.2 1 22 54 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R WDPPGEIEMNYDYWYQPR Q 2 2358.0051 2358.0052 0.0001 0 0.04 4.407 0.537 629.9 1 23 34 2 0 1
Q5V0D5_HALMA 1 Selenium-binding protein  seb rrnAC2175 464 23.5 5 9 1 R WDPPGEIEMNYDYWYQPR Q 2 2358.0051 2358.0069 0.0018 0 0.76 4.404 0.532 731.5 1 25 34 2 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 1 K IALHIDERPAEDVIAEGNVDAAEDAVAIKNDFLEEATDRDAK A 5 4548.2256 4548.2217 -0.0039 0 -0.86 6.199 0.367 2549 1 70 328 2 2 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 1 K IALHIDERPAEDVIAEGNVDAAEDAVAIK N 3 3043.5462 3043.5625 0.0163 0 5.36 6.512 0.546 4250 1 50 112 2 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 1 K IALHIDERPAEDVIAEGNVDAAEDAVAIK N 3 3043.5462 3043.5581 0.0119 0 3.91 6.687 0.562 3262 1 47 112 2 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 0.9996 K IALHIDERPAEDVIAEGNVDAAEDAVAIK N 4 3043.5462 3043.5557 0.0095 0 3.12 3.132 0.156 1198 1 45 168 2 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 0.998 K IALHIDERPAEDVIAEGNVDAAEDAVAIK N 4 3043.5462 3044.5591 1.0129 -1.0034 3.14 3.16 0.144 1152 1 45 168 2 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 0.9999 K NDFLEEATDR D 2 1208.5309 1209.9453 1.4144 -1.0034 340.12 2.991 0.324 1699 1 17 18 2 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 0.9664 D PDNPVFDR V 2 958.4508 958.5101 0.0593 0 61.87 2.202 0.227 876 1 13 14 1 0 1
Q5V0L8_HALMA 1 Hypothetical protein dhp  dhp rrnAC2082 130 38.5 4 9 0.9657 D PDNPVFDR V 2 958.4508 958.4514 0.0006 0 0.63 2.421 0.201 738.8 2 12 14 1 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 1 R IVLEAVQEIPYGEDASVAQVAR M 2 2356.2274 2356.2278 0.0004 0 0.17 5.165 0.58 1391 1 30 42 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 0.9911 R IISLSFPSQPEADAGEDHALLDRIDEYLQGVEDDFADVTVGLTA I 4 5328.5586 5329.5747 1.0161 -1.0034 2.39 3.295 0.112 529.2 1 39 288 2 1 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 1 R IVLEAVQEIPYGEDASVAQVAR M 2 2356.2274 2356.23 0.0026 0 1.10 4.838 0.568 1386 1 30 42 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 1 R IVLEAVQEIPYGEDASVAQVAR M 2 2356.2274 2356.2329 0.0055 0 2.33 4.984 0.591 1121 1 28 42 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 1 R IVLEAVQEIPYGEDASVAQVAR M 2 2356.2274 2356.2285 0.0011 0 0.47 4.841 0.571 1280 1 29 42 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 0.9998 R IVLEAVQEIPYGEDASVAQVAR M 2 2356.2274 2356.2342 0.0068 0 2.89 3.655 0.119 733.9 1 23 42 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 1 R MTPDLNDDEEDDLAQVR E 2 1974.8476 1974.8559 0.0083 0 4.20 4.501 0.575 1018 1 24 32 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 1 R MTPDLNDDEEDDLAQVR E 2 1974.8476 1974.8522 0.0046 0 2.33 4.728 0.52 1006 1 25 32 2 0 1
Q5V114_HALMA 1 6-O-methylguanine DNA methyltransferase DNA binding domain  rrnAC1916 rrnAC1916 167 58.7 4 9 0.9222 R YVQLGEAGDR I 2 1106.5356 1107.8654 1.3298 -1.0034 295.02 2.255 0.091 1137 1 15 18 2 0 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 0.9999 R GSLSDRFEDFYLSER G 3 1819.8377 1819.8382 0.0005 0 0.27 3.228 0.308 1276 1 25 56 2 1 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 0.9998 R ETGGVVETDRDEAHDLLDAAWER G 3 2583.1837 2584.1782 0.9945 -1.0034 -3.43 4.091 0.296 1511 1 35 88 2 1 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 1 R FEVTQPLFHAGYRDDVKDYLDVCADQDIAVCPYSPLAGGFLTG Y 4 4833.3094 4832.3155 -0.9939 1 1.26 5.109 0.434 994.8 1 46 258 2 2 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 1 R GSLSDRFEDFYLSER G 3 1819.8377 1819.8405 0.0028 0 1.54 3.849 0.353 1447 1 26 56 2 1 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 0.9904 R GSLSDRFEDFYLSER G 2 1819.8377 1819.8402 0.0025 0 1.37 2.759 0.149 583.4 1 16 28 2 1 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 1 R TDNDDPTAFEGPEGSR G 2 1706.702 1707.7053 1.0033 -1.0034 -0.03 3.934 0.4 1315 1 20 30 2 0 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 0.9999 R TDNDDPTAFEGPEGSR G 2 1706.702 1706.704 0.002 0 1.17 3.005 0.248 977.2 1 20 30 2 0 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 1 R TVDQLDENVGATDISLSDDQFNR I 2 2551.1674 2551.166 -0.0014 0 -0.55 5.478 0.61 2459 1 30 44 2 0 1
Q5V122_HALMA 1 Probable oxidoreductase  tas rrnAC1906 343 36.2 6 9 1 R TVDQLDENVGATDISLSDDQFNR I 2 2551.1674 2551.1648 -0.0026 0 -1.02 5.277 0.606 2038 1 28 44 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R VQENKPLASDLLESDDAYLVVFDAPGTTASDIQVR Y 3 3775.8792 3776.8936 1.0144 -1.0034 2.93 5.841 0.579 1786 1 47 136 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R DIGSSISDAIFENIGR A 2 1692.8319 1692.8286 -0.0033 0 -1.95 3.471 0.435 1922 1 23 30 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 0.9995 R FRDFYDGFEMR Y 3 1481.6398 1481.6482 0.0084 0 5.67 3.3 0.176 1320 1 24 40 2 1 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R GLALDGSVTLPSDAAVDPETAQATLK S 2 2539.3017 2539.3111 0.0094 0 3.70 4.35 0.279 636.9 1 22 50 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R GLALDGSVTLPSDAAVDPETAQATLK S 2 2539.3017 2539.3172 0.0155 0 6.10 4.705 0.489 673.1 1 23 50 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R VQENKPLASDLLESDDAYLVVFDAPGTTASDIQVR Y 3 3775.8792 3776.888 1.0088 -1.0034 1.44 5.867 0.584 1330 1 42 136 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R VQENKPLASDLLESDDAYLVVFDAPGTTASDIQVR Y 3 3775.8792 3775.8872 0.008 0 2.12 6.701 0.556 1338 1 43 136 2 0 1
Q5V154_HALMA 1 Putative Hsp20  rrnAC1867 rrnAC1867 251 35.1 4 9 1 R VQENKPLASDLLESDDAYLVVFDAPGTTASDIQVR Y 3 3775.8792 3776.888 1.0088 -1.0034 1.44 5.351 0.602 1342 1 44 136 2 0 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 1 K VEQIHPTAAMTLVGSVGGAQSFIR S 3 2468.2845 2469.2779 0.9934 -1.0034 -4.03 4.341 0.51 1139 1 34 92 2 0 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 0.9999 R AEADLYEVR R 2 1064.5138 1064.4854 -0.0284 0 -26.68 2.54 0.243 905.2 1 13 16 2 0 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 1 R RDEPLSIHALATLAGNFAR G 3 2051.0912 2051.0933 0.0021 0 1.02 3.864 0.353 1827 1 32 72 2 0 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 1 R RDEPLSIHALATLAGNFAR G 3 2051.0912 2051.0933 0.0021 0 1.02 4.008 0.328 1337 1 27 72 2 0 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 0.9395 R SLRAEADLYEVR R 3 1420.731 1421.7382 1.0072 -1.0034 2.71 2.561 0.147 579.3 37 19 44 2 1 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 1 K VEQIHPTAAMTLVGSVGGAQSFIR S 3 2468.2845 2469.3081 1.0236 -1.0034 8.20 3.56 0.458 1508 1 37 92 2 0 1
Q5V1D5_HALMA 1 Proteasome subunit alpha  psmA1 rrnAC1772 230 32.2 5 9 1 K VEQIHPTAAMTLVGSVGGAQSFIR S 3 2468.2845 2468.2901 0.0056 0 2.27 3.799 0.408 1562 1 36 92 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R SFAALGVEDSRWQDPEPTDATAAFVDLLGR A 3 3233.5629 3235.5681 2.0052 -2.0067 -0.46 6.66 0.473 3268 1 47 116 2 1 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R LVEFLDTVTDEEDDYFER S 2 2233.9903 2233.9961 0.0058 0 2.60 5.431 0.514 1975 1 25 34 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R SFAALGVEDSRWQDPEPTDATAAFVDLLGR A 3 3233.5629 3233.564 0.0011 0 0.34 5.911 0.374 3016 1 45 116 2 1 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R TVTLEQQFFETAYEETAETPDHEVSP - 2 2997.3403 2998.3455 1.0052 -1.0034 0.62 3.39 0.481 570.5 1 20 50 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R TVTLEQQFFETAYEETAETPDHEVSP - 2 2997.3403 2997.3448 0.0045 0 1.50 3.843 0.524 505.7 1 20 50 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R WQDPEPTDATAAFVDLLGR A 2 2101.0116 2101.0208 0.0092 0 4.38 4.989 0.534 2419 1 29 36 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R WQDPEPTDATAAFVDLLGR A 2 2101.0116 2101.0171 0.0055 0 2.62 4.674 0.599 2834 1 29 36 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 1 R WQDPEPTDATAAFVDLLGR A 2 2101.0116 2101.0137 0.0021 0 1.00 3.181 0.379 477.4 1 16 36 2 0 1
Q5V1D9_HALMA 1 Transcriptional regulator putative  tenA-2 rrnAC1767 255 29 4 9 0.9995 R WQDPEPTDATAAFVDLLGR A 2 2101.0116 2101.0193 0.0077 0 3.66 2.708 0.174 1023 1 20 36 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 1 K GGWELAVDDFQALGSGPAR A 2 1944.933 1944.9342 0.0012 0 0.62 4.295 0.428 1703 1 23 36 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 0.9551 R AAELAVFR L 2 875.4865 875.4884 0.0019 0 2.17 1.525 0.069 341.7 1 11 14 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 1 R ALVAEEEAFQR I 2 1261.6302 1261.6254 -0.0048 0 -3.80 2.254 0.414 636.8 1 16 20 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 1 R APVAPVADDEATAMAR T 2 1583.7613 1583.7611 -0.0002 0 -0.13 3.406 0.437 1120 1 24 30 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 1 R APVAPVADDEATAMAR T 2 1583.7613 1583.7654 0.0041 0 2.59 3.952 0.494 933 1 22 30 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 1 R LAELGFDPVSVLSASGR A 2 1716.9046 1716.9103 0.0057 0 3.32 5.177 0.555 2106 1 25 32 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 1 R LAELGFDPVSVLSASGR A 2 1716.9046 1716.9114 0.0068 0 3.96 5.025 0.558 2429 1 27 32 2 0 1
Q5V1S0_HALMA 1 N(5)N(10)-methenyltetrahydromethanopterin cyclohydrolase(EC 3.5.4.27)  mch rrnAC1616 310 22.9 6 9 0.9746 D PVSVLSASGR A 2 971.54 971.5454 0.0054 0 5.56 2.244 0.264 980.4 1 16 18 1 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 0.9988 R DIVDAALER D 2 1000.5189 1000.5254 0.0065 0 6.50 2.153 0.151 943.4 1 14 16 2 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 1 K AYDSLAEVPGEIDIVDVFRPSDEVR D 3 2790.3712 2790.3799 0.0087 0 3.12 2.949 0.385 409.6 1 27 96 2 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 0.9985 K AYDSLAEVPGEIDIVDVFRPSDEVR D 3 2790.3712 2792.378 2.0068 -2.0067 0.04 2.525 0.315 208 20 20 96 2 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 0.9987 M PVTSDDELREILEHDR V 4 1922.9334 1922.9347 0.0013 0 0.68 2.884 0.35 782.3 1 33 90 2 1 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 1 K YLSEQGYEVIPVNPFADEIFGQK A 2 2642.2904 2642.2893 -0.0011 0 -0.42 4.097 0.492 656.3 1 24 44 2 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 1 K YLSEQGYEVIPVNPFADEIFGQK A 2 2642.2904 2642.2947 0.0043 0 1.63 3.944 0.492 635.1 1 24 44 2 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 1 K YLSEQGYEVIPVNPFADEIFGQK A 2 2642.2904 2642.2967 0.0063 0 2.38 4.455 0.534 643.7 1 23 44 2 0 1
Q5V2L2_HALMA 1 Hypothetical protein  rrnAC1304 rrnAC1304 136 53.7 4 9 1 K YLSEQGYEVIPVNPFADEIFGQK A 2 2642.2904 2642.2901 -0.0003 0 -0.11 4.16 0.564 653.8 1 24 44 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 1 R MTNIGTAAATDALAIAADDLYEVR A 2 2465.2108 2465.2168 0.006 0 2.43 4.192 0.484 839.4 1 20 46 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 1 R AGMTFPGAYALMAR S 2 1455.7003 1455.6991 -0.0012 0 -0.82 3.192 0.325 509.1 1 17 26 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 0.9995 R AGMTFPGAYALMAR S 2 1455.7003 1455.7021 0.0018 0 1.24 2.387 0.232 318.5 2 14 26 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 0.9563 R DGDRPINLSGGLK A 3 1340.7048 1340.7066 0.0018 0 1.34 2.027 0.053 453.4 5 23 48 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 0.9998 R IAGASVTQFGK H 2 1077.5818 1077.5785 -0.0033 0 -3.06 2.589 0.252 558.7 3 13 20 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 1 R MTNIGTAAATDALAIAADDLYEVR A 3 2465.2108 2465.2151 0.0043 0 1.74 4.426 0.464 1280 1 32 92 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 1 R MTNIGTAAATDALAIAADDLYEVR A 2 2465.2108 2465.2185 0.0077 0 3.12 4.904 0.583 1404 1 26 46 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 1 R NGEAEVVVVGGAER M 2 1384.6946 1384.6939 -0.0007 0 -0.51 3.915 0.451 2414 1 22 26 2 0 1
Q5V3J9_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.16)  acaB4 rrnAC0929 388 24.5 6 9 1 R SYFDQYGGSHEDLAHIAVK N 3 2135.9912 2135.9844 -0.0068 0 -3.18 2.58 0.399 953.1 1 35 72 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 0.9991 R NYADHAEEMDSELPDRPMLFLK A 4 2620.1937 2622.211 2.0173 -2.0067 4.05 3.28 0.287 436.8 21 33 126 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 1 R NYADHAEEMDSELPDRPMLFLK A 3 2620.1937 2620.1946 0.0009 0 0.34 5.069 0.309 1618 1 32 84 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 1 R NYADHAEEMDSELPDRPMLFLK A 4 2620.1937 2620.1968 0.0031 0 1.18 3.321 0.301 622.3 2 37 126 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 0.9983 R NYADHAEEMDSELPDRPMLFLK A 3 2636.1931 2635.3882 -0.8049 1 74.01 3.579 0.278 536.4 1 25 84 2 0 1 NYADHAEEMDSELPDRPM[147]LFLK
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 0.9935 R NYADHAEEMDSELPDRPMLFLK A 4 2636.1931 2636.1907 -0.0024 0 -0.91 2.582 0.053 523.4 2 35 126 2 0 1 NYADHAEEM[147]DSELPDRPMLFLK
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 0.9838 R NYADHAEEMDSELPDRPMLFLK A 4 2620.1937 2620.199 0.0053 0 2.02 3.174 0.108 474.2 34 33 126 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 1 R WTVEDGEPVVTAAAGPYGR I 2 1973.9483 1973.951 0.0027 0 1.37 5.417 0.623 1476 1 26 36 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 1 R WTVEDGEPVVTAAAGPYGR I 2 1973.9483 1973.9475 -0.0008 0 -0.41 5.345 0.595 1709 1 27 36 2 0 1
Q5V4M0_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEa rrnAC0511 257 16 2 9 1 R WTVEDGEPVVTAAAGPYGR I 2 1973.9483 1973.9545 0.0062 0 3.14 5.183 0.608 1670 1 27 36 2 0 1
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 K FESGDFSMTAMELNTK L 2 1806.7804 1806.7807 0.0003 0 0.17 4.282 0.556 2509 1 24 30 2 0 1
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 K FESGDFSMTAMELNTK L 2 1838.7792 1838.7721 -0.0071 0 -3.86 3.875 0.563 2163 1 23 30 2 0 1 FESGDFSM[147]TAM[147]ELNTK
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 K FESGDFSMTAMELNTK L 2 1806.7804 1806.7836 0.0032 0 1.77 4.174 0.561 2293 1 24 30 2 0 1
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 K FESGDFSMTAMELNTK L 2 1806.7804 1806.783 0.0026 0 1.44 4.57 0.536 2579 1 24 30 2 0 1
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 0.9996 K FESGDFSMTAMELNTK L 2 1822.7798 1822.7793 -0.0005 0 -0.27 4.441 0.464 1530 1 21 30 2 0 1 FESGDFSM[147]TAMELNTK
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 R SQFVEAFEEADYPISSPMDLVPALPGGPSTK F 2 3278.5693 3278.574 0.0047 0 1.43 4.655 0.489 701.9 1 23 60 2 0 1
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 R SQFVEAFEEADYPISSPMDLVPALPGGPSTK F 2 3278.5693 3279.5855 1.0162 -1.0034 3.92 3.287 0.587 456.8 1 19 60 2 0 1
Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 R SQFVEAFEEADYPISSPMDLVPALPGGPSTK F 2 3278.5693 3278.6189 0.0496 0 15.13 4.548 0.57 783.2 1 24 60 2 0 1



Q5V4N5_HALMA 1 Hypothetical protein  rrnAC0494 rrnAC0494 101 46.5 2 9 1 R SQFVEAFEEADYPISSPMDLVPALPGGPSTK F 2 3278.5693 3278.5789 0.0096 0 2.93 3.681 0.543 591.4 1 20 60 2 0 1
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 1 R VLGTVLDDYDR D 2 1264.6299 1264.6254 -0.0045 0 -3.56 2.954 0.352 1201 1 17 20 2 0 1
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 1 R GYLTRPHEQVEETVR G 3 1812.9118 1812.9081 -0.0037 0 -2.04 3.437 0.359 916.9 1 24 56 2 0 1
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 0.9975 R HVGASSMWTHQFADALR T 3 1912.9002 1912.8982 -0.002 0 -1.05 2.494 0.161 514.9 3 23 64 2 0 1
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 0.9863 R HVGASSMWTHQFADALR T 3 1928.8996 1928.9 0.0004 0 0.21 2.233 0.08 398.3 1 21 64 2 0 1 HVGASSM[147]WTHQFADALR
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 0.9468 R LGMDTVDLYQTHR W 3 1547.7402 1548.7282 0.988 -1.0034 -9.92 1.99 0.168 388.5 49 22 48 2 0 1
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 1 R LGMDTVDLYQTHRWDYDTPIEQTLR A 3 3065.4553 3065.4519 -0.0034 0 -1.11 3.665 0.346 1738 1 34 96 2 1 1
Q5V4P5_HALMA 1 Putative NAD(P)H-dependent xylose reductase  yajO rrnAC0482 325 32.3 7 9 1 R VLGTVLDDYDRDGQVVATK G 2 2063.0535 2063.0591 0.0056 0 2.71 4.288 0.469 1062 1 18 36 2 1 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VGVLGATGAVGQR L 2 1183.6673 1183.6675 0.0002 0 0.17 2.782 0.359 1258 1 19 24 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R LIQLLDPHPEFEIAALTASDASVGETYKDAAK W 4 3412.7402 3412.7801 0.0399 0 11.69 2.507 0.318 709.1 1 48 186 2 1 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VGVLGATGAVGQR L 2 1183.6673 1183.6692 0.0019 0 1.61 3.394 0.466 1726 1 21 24 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VGVLGATGAVGQR L 2 1183.6673 1183.6682 0.0009 0 0.76 3.047 0.426 1706 1 21 24 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VGVLGATGAVGQR L 2 1183.6673 1183.6695 0.0022 0 1.86 3.494 0.418 1708 1 21 24 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VNSPIPEDVAGLEVR A 2 1593.8362 1593.8426 0.0064 0 4.02 3.868 0.516 1009 1 22 28 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VNSPIPEDVAGLEVR A 2 1593.8362 1594.8454 1.0092 -1.0034 3.67 3.733 0.5 944 1 21 28 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 1 R VNSPIPEDVAGLEVR A 2 1593.8362 1593.8408 0.0046 0 2.89 3.152 0.574 841.3 1 20 28 2 0 1
Q5V4Z3_HALMA 1 Aspartate-semialdehyde dehydrogenase (EC 1.2.1.11)  asd rrnAC0365 345 27.2 4 9 0.996 R VSTLQAVSGAGYSGVTSMEIIDNAIPHIGGEEQK M 3 3457.7035 3458.7066 1.0031 -1.0034 -0.07 2.699 0.203 338.3 2 23 132 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 1 K GLIDDGVLGEIHHFR G 3 1676.8634 1676.8639 0.0005 0 0.30 2.761 0.343 946.2 1 33 56 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 1 R FLLGDAAGEITDVSGHLR T 3 1869.9584 1869.9638 0.0054 0 2.89 2.648 0.379 595.4 1 33 68 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 1 R FLLGDAAGEITDVSGHLR T 3 1869.9584 1869.9613 0.0029 0 1.55 2.541 0.404 460.3 1 31 68 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 0.9999 R FLLGDAAGEITDVSGHLR T 3 1869.9584 1869.9549 -0.0035 0 -1.87 2.725 0.31 611.9 1 32 68 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 0.9983 K GLIDDGVLGEIHHFR G 3 1676.8634 1676.8676 0.0042 0 2.50 2.123 0.194 944.9 1 34 56 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 1 R GQYLQDWLVDPEAPWSWR N 2 2245.0592 2245.063 0.0038 0 1.69 5.257 0.501 1845 1 27 34 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 1 R GQYLQDWLVDPEAPWSWR N 2 2245.0592 2245.0681 0.0089 0 3.96 5.347 0.547 1809 1 26 34 2 0 1
Q5V577_HALMA 1 Oxidoreductase  yrbE rrnAC0268 381 16.3 5 9 0.9973 M TLDIGMLGYR F 2 1137.5852 1137.5854 0.0002 0 0.18 2.856 0.309 1119 1 16 18 1 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 0.9951 R RPSFSGLTQYFLSR G 3 1657.8576 1657.8682 0.0106 0 6.39 2.959 0.093 715.2 9 22 52 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 1 R IEAYTAVVEFLDDHV - 2 1719.8355 1719.8438 0.0083 0 4.83 4.025 0.539 2783 1 23 28 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 1 R IEAYTAVVEFLDDHV - 2 1719.8355 1719.839 0.0035 0 2.04 3.763 0.532 2352 1 21 28 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 1 R IEAYTAVVEFLDDHV - 2 1719.8355 1719.8438 0.0083 0 4.83 4.719 0.459 2310 1 22 28 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 1 R IEAYTAVVEFLDDHV - 2 1719.8355 1719.8435 0.008 0 4.65 4.928 0.534 2907 1 24 28 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 0.999 R IEAYTAVVEFLDDHV - 3 1719.8355 1720.8382 1.0027 -1.0034 -0.38 3.147 0.191 809.7 1 26 56 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 0.9533 R LSLEGDLDIVR S 2 1228.6663 1229.2654 0.5991 -1.0034 -329.02 2.567 0.045 695.1 8 14 20 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 0.9974 R RPSFSGLTQYFLSR G 3 1657.8576 1657.8607 0.0031 0 1.87 2.527 0.124 678.1 1 22 52 2 0 1
Q5V5G0_HALMA 1 Prolyl oligopeptidase family protein  pop rrnAC0178 574 10.8 4 9 1 R VPVGEAEQIAEQAAEQGVPVEK L 2 2277.1488 2277.1516 0.0028 0 1.23 4.175 0.414 961.1 1 21 42 2 0 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 0.9999 R LPSGPVDTGGIHVR R 3 1403.7521 1403.7542 0.0021 0 1.50 2.38 0.339 509.4 11 21 52 2 0 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 1 K LDDEEFMVTTGGGNSPGIHGGHLEDEAPATVSVHVEEGAK S 4 4087.8705 4087.8931 0.0226 0 5.53 7.793 0.432 1877 1 62 234 2 0 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 1 R LPSGPVDTGGIHVR R 3 1403.7521 1403.7527 0.0006 0 0.43 3.476 0.442 1228 1 30 52 2 0 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 1 R LPSGPVDTGGIHVR R 3 1403.7521 1403.7514 -0.0007 0 -0.50 3.676 0.504 633 1 25 52 2 0 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 1 R LPSGPVDTGGIHVR R 3 1403.7521 1403.7544 0.0023 0 1.64 3.422 0.48 977.8 1 28 52 2 0 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 1 R RFEPHAGEKDYFVDR G 4 1864.8856 1864.8878 0.0022 0 1.18 3.366 0.38 1327 2 37 84 2 1 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 0.9998 R RFEPHAGEKDYFVDR G 4 1864.8856 1864.8866 0.001 0 0.54 2.832 0.264 675.8 4 28 84 2 1 1

Q5V5Z1_HALMA 1 Sacrosine dehydrogenase\glycine cleavage T-protein (EC 1.5.3.1)(EC 2.1.2.10)  gcvT1 pNG7370 850 10 5 9 1 R SIAEYMSEGPHQPVGR D 3 1756.8202 1756.822 0.0018 0 1.02 2.869 0.343 966.8 1 31 60 2 0 1

Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 0.9999 R NQEIAEDLIDMVEDVLEQR R 3 2258.0736 2259.0843 1.0107 -1.0034 3.25 3.646 0.299 1481 1 27 72 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 1 R ANLDLLLPNVEIVDTALFR L 2 2125.1783 2125.1865 0.0082 0 3.86 4.022 0.464 619 1 21 36 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 0.9999 R ANLDLLLPNVEIVDTALFR L 2 2125.1783 2125.1861 0.0078 0 3.67 2.576 0.309 355.1 1 15 36 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 0.9429 R ASMAGVDIDLIVR D 2 1358.7228 1360.2053 1.4825 -1.0034 352.65 1.744 0.146 547.2 1 15 24 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 0.9168 R FLAIVTR N 2 818.5014 819.5079 1.0065 -1.0034 3.85 1.966 0.075 704.5 10 11 12 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 1 R FTLDLLLSDNR K 2 1305.6928 1305.7053 0.0125 0 9.57 2.593 0.332 813.6 1 14 20 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 1 R NQEIAEDLIDMVEDVLEQR R 3 2258.0736 2258.0935 0.0199 0 8.81 4.026 0.361 1369 1 32 72 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 1 R NQEIAEDLIDMVEDVLEQR R 3 2258.0736 2258.0774 0.0038 0 1.68 3.352 0.343 1360 1 30 72 2 0 1
Q5V654_HALMA 1 Polyphosphate kinase (EC 2.7.4.1)  ppk pNG7302 818 9.5 6 9 0.9985 R SLSLAVLTR H 2 958.5811 958.5854 0.0043 0 4.49 1.823 0.213 932.2 1 14 16 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 1 R HAEPALSSMELETIEVEEWGNDELAEVAER G 3 3382.5511 3382.5601 0.009 0 2.66 4.853 0.382 1026 1 35 116 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 1 R AATHALEQAEQHGAELHAVFVVDTDR H 4 2814.3685 2814.3748 0.0063 0 2.24 3.703 0.366 1135 1 40 150 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 0.9995 R GDAVDVEVTTR C 2 1160.5673 1161.5736 1.0063 -1.0034 2.54 2.802 0.243 1398 1 17 20 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 0.9994 R GDAVDVEVTTR C 2 1160.5673 1162.5653 1.998 -2.0067 -7.50 2.936 0.276 1124 1 17 20 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 0.9998 R HAEPALSSMELETIEVEEWGNDELAEVAER G 3 3382.5511 3383.5879 1.0368 -1.0034 9.89 3.146 0.291 563 1 27 116 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 1 - MYDTIVVATDGSADANR A 2 1797.8203 1797.8225 0.0022 0 1.22 4.168 0.61 1786 1 24 32 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 1 - MYDTIVVATDGSADANR A 2 1797.8203 1797.8247 0.0044 0 2.45 4.253 0.642 1815 1 24 32 2 0 1
Q5V6K0_HALMA 1 Universal stress protein  usp31 pNG7142 140 69.3 5 9 0.9991 R VVQNAGRPVLVAT - 2 1322.767 1322.7709 0.0039 0 2.95 1.901 0.257 675.7 1 18 24 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R DLFNEIADLFDETFEK T 2 1944.8993 1944.8927 -0.0066 0 -3.39 5.02 0.559 2596 1 24 30 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R DLFNEIADLFDETFEK T 2 1944.8993 1944.9018 0.0025 0 1.29 4.191 0.548 2160 1 22 30 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R DLFNEIADLFDETFEK T 2 1944.8993 1944.9018 0.0025 0 1.29 4.128 0.312 2032 1 21 30 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R DLFNEIADLFDETFEK T 2 1944.8993 1944.9048 0.0055 0 2.83 4.26 0.222 2557 1 23 30 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R DLFNEIADLFDETFEK T 2 1944.8993 1944.8998 0.0005 0 0.26 4.067 0.549 2331 1 22 30 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R DLFNEIADLFDETFEK T 2 1944.8993 1944.8994 0.0001 0 0.05 5.655 0.573 2377 1 22 30 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 0.9999 K RTDLSQSIGEGVSVFGFGK E 3 1983.0061 1984.0127 1.0066 -1.0034 1.64 3.28 0.336 755.4 1 24 72 2 0 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 1 R VEDARDLFNEIADLFDETFEK T 3 2515.1754 2515.1802 0.0048 0 1.91 4.865 0.281 1682 1 32 80 2 1 1
Q5V7D9_HALMA 1 Partition protein  parA2 pNG6012 272 20.2 4 9 0.9655 R VEQNAEHRDTIEEIK S 3 1809.8857 1809.8853 -0.0004 0 -0.22 2.349 0.074 804.2 1 25 56 2 1 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R TYETDDGDTNVSLRPEHLTVVDADTR N 4 2918.353 2918.3557 0.0027 0 0.93 3.348 0.273 623.4 1 39 150 2 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R IVGPTGTFFTYAGQYQPEAAAMLR E 2 2588.2733 2588.283 0.0097 0 3.75 4.911 0.588 1205 1 22 46 2 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R IVGPTGTFFTYAGQYQPEAAAMLR E 2 2588.2733 2588.2818 0.0085 0 3.28 4.999 0.6 1420 1 24 46 2 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R IVGPTGTFFTYAGQYQPEAAAMLR E 2 2588.2733 2588.2769 0.0036 0 1.39 4.758 0.591 1209 1 22 46 2 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R IVGPTGTFFTYAGQYQPEAAAMLR E 2 2588.2733 2588.2876 0.0143 0 5.52 4.186 0.526 828.4 1 18 46 2 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 0.9995 D PPVFVALVGKPR T 3 1278.7812 1278.7857 0.0045 0 3.52 3.313 0.383 1109 1 24 44 1 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 0.9972 D PPVFVALVGKPR T 3 1278.7812 1278.7833 0.0021 0 1.64 3.345 0.295 1304 1 26 44 1 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R TYETDDGDTNVSLRPEHLTVVDADTR N 3 2918.353 2919.3377 0.9847 -1.0034 -6.39 4.486 0.433 984.8 1 34 100 2 0 1
Q5V850_HALMA 1 Hypothetical protein  pNG2008 pNG2008 244 25.4 4 9 1 R TYETDDGDTNVSLRPEHLTVVDADTR N 3 2918.353 2919.3379 0.9849 -1.0034 -6.32 4.479 0.392 871.9 1 33 100 2 0 1
RS17_HALMAReview 1 30S ribosomal protein S17P (HmaS17) (HS14)  rps17p rrnAC1603 112 77.7 5 9 0.9414 R SRVPAHAPDCLDLAVGDTVTIAECRPLSK T 3 3033.5375 3032.5293 -1.0082 1 -2.70 3.553 0.185 575.1 2 27 112 2 1 1
RS17_HALMAReview 1 30S ribosomal protein S17P (HmaS17) (HS14)  rps17p rrnAC1603 112 77.7 5 9 1 R GQTLNGEVASTDMEK T 2 1578.7195 1578.7213 0.0018 0 1.14 3.345 0.517 766.9 1 17 28 2 0 1
RS17_HALMAReview 1 30S ribosomal protein S17P (HmaS17) (HS14)  rps17p rrnAC1603 112 77.7 5 9 1 K SHVVVGVVADEQDGDA - 2 1595.7427 1595.7451 0.0024 0 1.50 4.787 0.569 1653 1 21 30 2 0 1
RS17_HALMAReview 1 30S ribosomal protein S17P (HmaS17) (HS14)  rps17p rrnAC1603 112 77.7 5 9 1 K SHVVVGVVADEQDGDA - 2 1595.7427 1595.7431 0.0004 0 0.25 4.249 0.516 2239 1 24 30 2 0 1
RS17_HALMAReview 1 30S ribosomal protein S17P (HmaS17) (HS14)  rps17p rrnAC1603 112 77.7 5 9 0.932 R SRVPAHAPDCLDLAVGDTVTIAECRPLSK T 4 3033.5375 3031.5283 -2.0092 2 -3.03 3.074 0.192 372.1 13 36 168 2 1 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 1 K EVTIIEGFDPK D 2 1246.6445 1246.6466 0.0021 0 1.68 2.593 0.358 904.7 1 15 20 2 0 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 0.9997 K DVDMDSLSSDLK S 2 1323.5864 1323.5874 0.001 0 0.76 2.695 0.182 1074 1 16 22 2 0 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 1 K EVTIIEGFDPK D 2 1246.6445 1246.6454 0.0009 0 0.72 2.498 0.451 801.9 1 14 20 2 0 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 0.9997 K EVTIIEGFDPK D 2 1246.6445 1246.6463 0.0018 0 1.44 2.389 0.281 515.2 8 12 20 2 0 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 1 K EVTIIEGFDPKDVDMDSLSSDLK S 3 2552.2203 2552.2183 -0.002 0 -0.78 3.519 0.412 2007 1 38 88 2 1 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 1 K EVTIIEGFDPKDVDMDSLSSDLK S 3 2552.2203 2552.2227 0.0024 0 0.94 4.027 0.407 3437 1 44 88 2 1 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 1 K EVTIIEGFDPKDVDMDSLSSDLK S 2 2552.2203 2552.2222 0.0019 0 0.74 3.8 0.491 459.4 1 20 44 2 1 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 0.999 D PKDVDMDSLSSDLK S 3 1548.7341 1548.7282 -0.0059 0 -3.81 3.49 0.407 1431 1 27 52 1 1 1
SUI1_HALMAReview 1 Protein translation factor SUI1 homolog  sui1 rrnAC2445 97 23.7 4 9 0.9944 D PKDVDMDSLSSDLK S 3 1548.7341 1548.7329 -0.0012 0 -0.77 3.034 0.356 1202 1 26 52 1 1 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 0.9994 K AGEDDAVRDHITEVVASVPVPVK V 3 2402.2441 2402.2488 0.0047 0 1.96 3.848 0.19 1451 1 32 88 2 1 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 1 K AGEDDAVRDHITEVVASVPVPVK V 3 2402.2441 2402.25 0.0059 0 2.46 3.875 0.319 1829 1 36 88 2 1 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 1 K AGEDDAVRDHITEVVASVPVPVK V 3 2402.2441 2402.2464 0.0023 0 0.96 4.707 0.362 1841 1 36 88 2 1 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 0.9996 K AGEDDAVRDHITEVVASVPVPVK V 3 2402.2441 2402.2476 0.0035 0 1.46 3.429 0.237 1250 1 34 88 2 1 1



DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 1 R EWQAETAGETVTEPESDR D 2 2033.8814 2033.8844 0.003 0 1.48 3.592 0.578 1080 1 21 34 2 0 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 1 K TATGFSEGGATVHDVEILSK Y 2 2017.9956 2017.9954 -0.0002 0 -0.10 4.703 0.588 2051 1 23 38 2 0 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 0.9968 K TATGFSEGGATVHDVEILSK Y 3 2017.9956 2017.9994 0.0038 0 1.88 2.081 0.18 607 1 28 76 2 0 1

DEOC_HALMAReview 1 Probable deoxyribose-phosphate aldolase (EC
4.1.2.4)(Phosphodeoxyriboaldolase) (Deoxyriboaldolase) (DERA)  deoC rrnAC3429 231 32.5 4 8 0.9915 R VGQLVADADAAYLK T 2 1432.7562 1432.7564 0.0002 0 0.14 2.107 0.114 431.9 3 13 26 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 0.9999 K IYNLLSTEIAQSVANEVDGIR Q 2 2304.1961 2304.2017 0.0056 0 2.43 2.498 0.294 564.2 1 16 40 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 1 K IYNLLSTEIAQSVANEVDGIR Q 2 2304.1961 2304.2075 0.0114 0 4.95 4.012 0.43 1744 1 23 40 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 1 K IYNLLSTEIAQSVANEVDGIR Q 2 2304.1961 2304.201 0.0049 0 2.13 4.952 0.548 2675 1 26 40 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 1 K LTGEYAESNPVVGQDVK V 2 1804.8843 1804.886 0.0017 0 0.94 4.439 0.522 1650 1 21 32 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 1 K LTGEYAESNPVVGQDVK V 2 1804.8843 1804.8828 -0.0015 0 -0.83 4.2 0.486 1582 1 21 32 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 1 R NIHVQPASGLAVEDQDIEVVER K 3 2417.2186 2417.2212 0.0026 0 1.08 4.655 0.459 1200 1 31 84 2 0 1

METK_HALMAReview 1 S-adenosylmethionine synthetase (EC 2.5.1.6) (Methionineadenosyltransferase)
(AdoMet synthetase)  mat rrnAC1233 400 18.8 4 8 0.9775 R NIHVQPASGLAVEDQDIEVVER K 3 2417.2186 2418.218 0.9994 -1.0034 -1.63 2.486 0.22 201 300 19 84 2 0 1

PYRI_HALMAReview 1 Aspartate carbamoyltransferase regulatory chain  pyrI rrnAC1224 155 52.9 5 8 1 R ELSQNEVDVLSLIAPAATINIIR D 2 2478.3693 2478.3748 0.0055 0 2.22 4.215 0.414 1590 1 28 44 2 0 1
PYRI_HALMAReview 1 Aspartate carbamoyltransferase regulatory chain  pyrI rrnAC1224 155 52.9 5 8 1 R ELSQNEVDVLSLIAPAATINIIR D 2 2478.3693 2478.3802 0.0109 0 4.40 4.004 0.391 1101 1 24 44 2 0 1
PYRI_HALMAReview 1 Aspartate carbamoyltransferase regulatory chain  pyrI rrnAC1224 155 52.9 5 8 0.9974 R FAVGDDGVR C 2 934.4508 934.4455 -0.0053 0 -5.67 2.028 0.18 516.2 6 12 16 2 0 1
PYRI_HALMAReview 1 Aspartate carbamoyltransferase regulatory chain  pyrI rrnAC1224 155 52.9 5 8 0.9962 K GRVERPSVVEGVLECPNHNCITTENEPVDSR F 4 3434.6307 3432.6138 -2.0169 2 -4.92 3.496 0.229 1007 1 40 180 2 1 1
PYRI_HALMAReview 1 Aspartate carbamoyltransferase regulatory chain  pyrI rrnAC1224 155 52.9 5 8 0.996 K GRVERPSVVEGVLECPNHNCITTENEPVDSR F 4 3434.6307 3433.6109 -1.0198 1 -5.76 3.459 0.249 1548 1 48 180 2 1 1
PYRI_HALMAReview 1 Aspartate carbamoyltransferase regulatory chain  pyrI rrnAC1224 155 52.9 5 8 0.9985 R VERPSVVEGVLECPNHNCITTENEPVDSR F 4 3221.5081 3219.4961 -2.012 2 -3.72 3.074 0.241 1342 1 45 168 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 0.9806 R EYAFEGATPDIHGYAHVSR E 4 2118.9759 2118.9749 -0.001 0 -0.47 2.461 0.026 640.5 4 35 108 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 1 R EATLVGDVTIGPNANVWPGVVLR G 2 2376.2801 2376.2801 0 0 0.00 4.588 0.545 1017 1 25 44 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 1 R EATLVGDVTIGPNANVWPGVVLR G 2 2376.2801 2376.2971 0.017 0 7.15 4.03 0.547 790.5 1 22 44 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 1 R EATLVGDVTIGPNANVWPGVVLR G 2 2376.2801 2376.2827 0.0026 0 1.09 4.636 0.575 1129 1 25 44 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 1 R EATLVGDVTIGPNANVWPGVVLR G 2 2376.2801 2376.2859 0.0058 0 2.44 4.388 0.56 946.2 1 24 44 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 0.9651 R ESAIGDGAIVHASTVGEK V 3 1739.869 1739.8712 0.0022 0 1.26 1.879 0.128 242.1 23 21 68 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 0.9941 R EYAFEGATPDIHGYAHVSR E 3 2118.9759 2118.971 -0.0049 0 -2.31 2.651 0.119 537.7 5 21 72 2 0 1
Q5UX68_HALMA 1 Anhydrase family 3 protein  rrnAC3458 rrnAC3458 170 35.3 3 8 0.9908 R EYAFEGATPDIHGYAHVSR E 4 2118.9759 2118.9771 0.0012 0 0.57 1.889 0.1 430.1 8 30 108 2 0 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 1 M AKQPHLLVEPGDLTDIALVPGDPGRVDR I 4 2977.5985 2977.6043 0.0058 0 1.95 5.554 0.621 2163 1 48 162 2 2 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 1 M AKQPHLLVEPGDLTDIALVPGDPGRVDR I 4 2977.5985 2977.6001 0.0016 0 0.54 4.823 0.571 1943 1 50 162 2 2 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 0.999 M AKQPHLLVEPGDLTDIALVPGDPGRVDR I 3 2977.5985 2978.6182 1.0197 -1.0034 5.49 3.969 0.491 645.6 1 29 108 2 2 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 1 R VGTTGALQEGIEIGDMVVANGAAK D 3 2300.1682 2300.1729 0.0047 0 2.04 5.715 0.404 2139 1 40 92 2 0 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 1 R VGTTGALQEGIEIGDMVVANGAAK D 3 2300.1682 2300.1717 0.0035 0 1.52 5.137 0.415 1995 1 37 92 2 0 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 1 R VGTTGALQEGIEIGDMVVANGAAK D 3 2300.1682 2300.1719 0.0037 0 1.61 4.676 0.482 1835 1 37 92 2 0 1
Q5UX90_HALMA 1 Uridine phosphorylase (EC 2.4.2.3)  udp1 rrnAC3434 241 21.6 2 8 1 R VGTTGALQEGIEIGDMVVANGAAK D 3 2300.1682 2300.1717 0.0035 0 1.52 5.409 0.388 2535 1 43 92 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 K GTPDEDQLLDLLAQYDADLIALAR Y 3 2628.3282 2628.323 -0.0052 0 -1.98 4.946 0.408 2072 1 36 92 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 K GTPDEDQLLDLLAQYDADLIALAR Y 3 2628.3282 2628.3335 0.0053 0 2.02 4.931 0.38 1690 1 35 92 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 K GTPDEDQLLDLLAQYDADLIALAR Y 2 2628.3282 2628.3452 0.017 0 6.47 4.534 0.544 1262 1 23 46 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 K GTPDEDQLLDLLAQYDADLIALAR Y 2 2628.3282 2629.3313 1.0031 -1.0034 -0.10 4.476 0.484 1175 1 22 46 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 K GTPDEDQLLDLLAQYDADLIALAR Y 2 2628.3282 2628.3408 0.0126 0 4.79 3.83 0.481 758.6 1 19 46 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 0.9996 K GTPDEDQLLDLLAQYDADLIALAR Y 2 2628.3282 2628.3198 -0.0084 0 -3.20 3.721 0.117 350.9 7 14 46 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 R IAGVTAHYVTTDLDQGPIITQR A 2 2368.2386 2369.2454 1.0068 -1.0034 1.46 4.883 0.469 1395 1 23 42 2 0 1
Q5UXN5_HALMA 1 Formyltetrahydrofolate deformylase (EC 3.5.1.10) (EC 2.1.2.2)  purU rrnAC3272 277 20.6 3 8 1 K LHLDDEVNVHR G 3 1345.6738 1345.6881 0.0143 0 10.63 3.393 0.309 1500 1 24 40 2 0 1
Q5UXR9_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4c rrnAC3232 396 15.4 4 8 0.9879 R DRVQDHFGPTYR G 3 1489.7062 1489.7071 0.0009 0 0.60 2.64 0.098 962.5 2 23 44 2 1 1
Q5UXR9_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4c rrnAC3232 396 15.4 4 8 0.9869 R DRVQDHFGPTYR G 3 1489.7062 1489.7077 0.0015 0 1.01 2.386 0.128 745.9 3 21 44 2 1 1
Q5UXR9_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4c rrnAC3232 396 15.4 4 8 0.9159 R DRVQDHFGPTYR G 3 1489.7062 1489.7068 0.0006 0 0.40 2.65 0.01 655.2 6 19 44 2 1 1
Q5UXR9_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4c rrnAC3232 396 15.4 4 8 0.9999 R GRVVESARDEQVWVDNSAR V 3 2172.0672 2172.0694 0.0022 0 1.01 3.235 0.316 402.1 4 21 72 2 2 1
Q5UXR9_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4c rrnAC3232 396 15.4 4 8 0.9995 K PMLPAANRPILEHVFDALVEAGIEK L 4 2729.4574 2729.4615 0.0041 0 1.50 4.021 0.351 1247 1 38 144 1 0 1
Q5UXR9_HALMA 1 Glucose-1-phosphate thymidylyltransferase  graD4c rrnAC3232 396 15.4 4 8 0.9984 K PMLPAANRPILEHVFDALVEAGIEK L 3 2729.4574 2730.4881 1.0307 -1.0034 10.02 4.221 0.393 849.2 1 29 96 1 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 1 K SVYEASETESTVR L 2 1456.6681 1456.6768 0.0087 0 5.97 2.56 0.385 443.5 4 12 24 2 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 1 K DLIDEGYIGEPLFVHGNMTEPILELVPDPDQWR L 3 3806.8501 3808.8682 2.0181 -2.0067 2.99 3.645 0.381 631.7 1 35 128 2 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 1 R DWQEQTATDNPVR F 2 1558.7012 1558.7014 0.0002 0 0.13 3.654 0.503 2038 1 21 24 2 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 1 R DWQEQTATDNPVR F 2 1558.7012 1558.7055 0.0043 0 2.76 4.223 0.48 1845 1 20 24 2 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 0.9998 R FLLDADPVAVR G 2 1214.6659 1214.6641 -0.0018 0 -1.48 2.434 0.247 1060 1 17 20 2 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 1 K SVYEASETESTVR L 2 1456.6681 1456.6706 0.0025 0 1.72 3.18 0.504 1474 1 18 24 2 0 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 0.9999 K SVYEASETESTVRLD - 2 1684.7791 1684.7793 0.0002 0 0.12 3.483 0.357 1589 1 21 28 2 1 1
Q5UY95_HALMA 1 Xylose dehydrogenase  gfo6 rrnAC3034 360 20 5 8 0.9562 K SVYEASETESTVRLD - 2 1684.7791 1684.7787 -0.0004 0 -0.24 2.414 0.103 899 1 17 28 2 1 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 2 2634.4268 2635.4419 1.0151 -1.0034 4.46 4.18 0.473 505.5 1 20 50 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2634.4268 0 0 0.00 5.535 0.409 1864 1 39 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 2 2634.4268 2635.4392 1.0124 -1.0034 3.44 4.707 0.431 651.1 1 23 50 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 2 2634.4268 2635.4278 1.001 -1.0034 -0.89 4.637 0.508 583.3 1 22 50 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2634.4292 0.0024 0 0.91 5.24 0.385 1224 1 33 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2635.448 1.0212 -1.0034 6.78 5.04 0.466 1452 1 38 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R LGIPVDAAFLELAEPAIDEAIAGLAR A 3 2634.4268 2636.4356 2.0088 -2.0067 0.80 5.166 0.387 1634 1 38 100 2 0 1
Q5UYB6_HALMA 1 Colbalt chelase thioredoxin (EC 4.99.1.-)  cbiK rrnAC3011 407 11.8 2 8 1 R VEASFIGVTEPLLDDTLHDIAK T 3 2382.2318 2382.2342 0.0024 0 1.01 3.791 0.429 710.4 1 28 84 2 0 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 0.9849 R VPHSSGLLNEQVTPETELGK G 3 2134.0906 2133.0476 -1.043 1 -20.15 4.381 0.174 774.1 20 27 76 2 0 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 1 K KVTPEWVHTAVDR S 3 1536.8048 1536.8054 0.0006 0 0.39 3.112 0.424 1073 1 24 48 2 0 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 1 R SHRPSEWYETGWEKVEEIR F 4 2417.14 2417.1424 0.0024 0 0.99 6.329 0.477 4829 1 54 108 2 1 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 1 R SSVGGADLEETGMK S 2 1379.6238 1379.6254 0.0016 0 1.16 2.409 0.457 577.9 1 14 26 2 0 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 0.9998 R TNADIDEWAGAPDTPPLSDEEYDRVQELYR D 3 3464.5644 3465.5752 1.0108 -1.0034 2.15 4.207 0.297 708.7 1 29 116 2 1 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 0.9996 R TNADIDEWAGAPDTPPLSDEEYDRVQELYR D 3 3464.5644 3465.5779 1.0135 -1.0034 2.93 3.895 0.274 825.8 1 31 116 2 1 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 0.9233 R VPHSSGLLNEQVTPETELGK G 3 2134.0906 2133.0476 -1.043 1 -20.15 3.266 0.149 744.6 11 25 76 2 0 1
Q5UYK1_HALMA 1 General stress protein 69  gsp rrnAC2912 350 28.6 6 8 0.9975 R VPHSSGLLNEQVTPETELGKGDHR S 4 2599.299 2599.3015 0.0025 0 0.96 4.063 0.145 708.4 4 39 138 2 1 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 0.9995 K HGWLQEER E 2 1053.4992 1053.5042 0.005 0 4.75 2.239 0.169 1110 1 13 14 2 0 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 0.9998 R FLAEVSPGLVK R 2 1158.6648 1158.6654 0.0006 0 0.52 2.484 0.25 801.2 2 14 20 2 0 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 0.9991 R FLAEVSPGLVK R 2 1158.6648 1158.6654 0.0006 0 0.52 2.371 0.171 828.5 2 14 20 2 0 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 0.9983 R FLAEVSPGLVK R 2 1158.6648 1158.6654 0.0006 0 0.52 2.13 0.186 893 3 14 20 2 0 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 1 K HGWLQEER E 2 1053.4992 1053.5047 0.0055 0 5.22 2.587 0.317 1094 1 13 14 2 0 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 0.9996 K HGWLQEER E 2 1053.4992 1053.5062 0.007 0 6.64 2.467 0.182 822.8 4 12 14 2 0 1
Q5UYS0_HALMA 1 DNA-directed RNA polymerase subunit E'  rpoE' rrnAC2829 192 14.6 3 8 0.9969 R TLTVGDAVR A 2 930.5134 930.5146 0.0012 0 1.29 2.015 0.122 690.8 1 14 16 2 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 0.9033 M SNPELDVVEFLLTATIYSER R 3 2295.1634 2295.1714 0.008 0 3.49 2.392 0.238 787 1 24 76 1 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 0.9341 R ALAHDLDLPFVEVK L 3 1565.8453 1565.8458 0.0005 0 0.32 2.376 0.027 713.1 39 21 52 2 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 1 R APEEVEMTLADLVLTTDQEDEIQK I 3 2716.3 2716.2937 -0.0063 0 -2.32 4.085 0.344 1037 1 31 92 2 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 0.9998 R DLAEEWFLER V 2 1306.6193 1306.6254 0.0061 0 4.67 2.291 0.25 1099 1 15 18 2 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 1 R RFDEIVNFPKPDSGMR A 3 1906.9359 1906.9394 0.0035 0 1.84 3.505 0.288 1446 1 31 60 2 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 0.9986 R RFDEIVNFPKPDSGMR A 3 1906.9359 1906.9413 0.0054 0 2.83 2.498 0.166 957.7 1 26 60 2 0 1
Q5UYS9_HALMA 1 Cell division protein FtsH (EC 3.4.24.-)  ftsH rrnAC2818 492 24.4 7 8 1 R TTLTQQDLEDAIIDFEERDNLK N 3 2606.2711 2606.2774 0.0063 0 2.42 2.971 0.366 873.6 1 30 84 2 1 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 1 R IEFRPLAAQPTVDDAIGFAAVFAGLMESLPR L 4 3301.7169 3301.7254 0.0085 0 2.57 3.716 0.25 1305 1 39 180 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 1 R HQEGNLLEGSFVDWFE - 2 1905.8533 1905.8546 0.0013 0 0.68 2.885 0.372 842.3 1 18 30 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 1 R IEFRPLAAQPTVDDAIGFAAVFAGLMESLPR L 4 3301.7169 3302.7217 1.0048 -1.0034 0.44 4.323 0.369 1906 1 45 180 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 0.9999 R IEFRPLAAQPTVDDAIGFAAVFAGLMESLPR L 4 3301.7169 3301.731 0.0141 0 4.27 3.826 0.203 1529 1 44 180 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 0.9997 R IEFRPLAAQPTVDDAIGFAAVFAGLMESLPR L 3 3301.7169 3302.7383 1.0214 -1.0034 5.47 3.292 0.272 656.6 1 29 120 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 0.9993 R IEFRPLAAQPTVDDAIGFAAVFAGLMESLPR L 3 3301.7169 3302.7383 1.0214 -1.0034 5.47 3.162 0.241 643 1 28 120 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 0.9935 R LEHPIQSLDWETAK Q 3 1665.8362 1665.9081 0.0719 0 43.16 2.417 0.166 266.3 64 22 52 2 0 1
Q5UYX1_HALMA 1 Hypothetical protein  rrnAC2772 rrnAC2772 538 13.2 4 8 0.9812 R QLLELIGFEK E 2 1188.6754 1188.6795 0.0041 0 3.45 1.844 0.089 211.7 3 12 18 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 1 R ENDFTSSLDILLEELEDGDYDR L 2 2587.1449 2587.7854 0.6405 -1.0034 -140.25 4.288 0.548 1669 1 23 42 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 1 K GIYLSFEEDESDLR E 2 1671.7628 1671.7587 -0.0041 0 -2.45 3.281 0.405 1710 1 20 26 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 1 K TGIEGLDDILNGGIVK N 2 1612.8672 1612.8776 0.0104 0 6.45 3.975 0.44 2249 1 23 30 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 1 K TGIEGLDDILNGGIVK N 2 1612.8672 1612.8678 0.0006 0 0.37 4.117 0.444 1770 1 22 30 2 0 1



Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 1 K TGIEGLDDILNGGIVK N 2 1612.8672 1612.8654 -0.0018 0 -1.12 4.076 0.419 1667 1 21 30 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 1 K TGIEGLDDILNGGIVK N 2 1612.8672 1612.8692 0.002 0 1.24 4.201 0.459 2284 1 24 30 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 0.9993 K TGIEGLDDILNGGIVK N 2 1612.8672 1612.8654 -0.0018 0 -1.12 3.796 0.025 2050 1 23 30 2 0 1
Q5V0B5_HALMA 1 Circadian regulator  kaiC1 rrnAC2202 241 21.6 3 8 0.9973 K TGIEGLDDILNGGIVK N 2 1612.8672 1613.8493 0.9821 -1.0034 -13.18 3.013 0.143 1439 1 20 30 2 0 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 0.9993 K GATIADVLDMTVEEAYDFFESHSGIR R 3 2872.3225 2872.3252 0.0027 0 0.94 3.359 0.161 752.5 1 29 100 2 0 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 0.9997 R ATGDLADGEEDDGATSDR I 2 1793.7187 1793.7254 0.0067 0 3.74 2.101 0.311 610.1 2 15 34 2 0 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 0.9999 R DNDRLLNTLEELRDLGNTLLVVEHDTETMR R 4 3523.7576 3523.7542 -0.0034 0 -0.96 4.022 0.241 1249 1 41 174 2 2 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 0.9989 R EVGEQSAQNMVSR L 2 1433.6569 1433.6654 0.0085 0 5.93 1.952 0.232 555.8 1 13 24 2 0 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 0.9996 K GATIADVLDMTVEEAYDFFESHSGIR R 3 2872.3225 2872.3235 0.001 0 0.35 2.958 0.256 357.3 11 22 100 2 0 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 1 R LGQPSTTLSGGEAQR V 2 1500.7532 1500.7532 0 0 0.00 4.187 0.432 1391 1 21 28 2 0 1
Q5V0I6_HALMA 1 Excinuclease ABC subunit A  uvrA rrnAC2116 992 12.2 7 8 0.9957 K STLMHDVLYK G 2 1205.6114 1206.6454 1.034 -1.0034 25.42 1.79 0.279 385.2 1 15 18 2 0 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 1 K FIGSGFTFR N 2 1030.5236 1030.5254 0.0018 0 1.75 2.207 0.365 453.2 1 14 16 2 0 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 0.9361 K DADLDSVSAAKER L 2 1375.6579 1375.6559 -0.002 0 -1.45 2.162 0.137 509.8 3 13 24 2 1 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 1 K FIGSGFTFR N 2 1030.5236 1030.5249 0.0013 0 1.26 2.623 0.3 448.8 1 14 16 2 0 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 1 K FIGSGFTFR N 2 1030.5236 1030.5236 0 0 0.00 2.589 0.388 406.7 4 13 16 2 0 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 1 R IGTLPLAATANEMDVPVTVVGTSSK F 2 2470.2989 2470.3106 0.0117 0 4.74 4.915 0.609 1478 1 27 48 2 0 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 1 R LLETIDEVVTEIETSK D 2 1817.951 1817.9629 0.0119 0 6.55 3.222 0.518 1520 1 21 30 2 0 1
Q5V0X9_HALMA 1 Translation initiation factor eIF-2B subunit delta  eif2BD2 rrnAC1956 283 27.9 5 8 1 R QIEEMETQSSSIAAVK A 2 1749.8455 1749.8466 0.0011 0 0.63 4.222 0.528 2376 1 24 30 2 0 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 0.9909 M AIETDVLVVGGGATGAGVAR D 2 1811.9741 1811.9779 0.0038 0 2.10 2.642 0.31 596.1 1 20 38 2 0 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 0.9899 R ERVPDLASDVER A 3 1384.6946 1386.4281 1.7335 -1.0034 527.30 2.806 0.176 870.7 3 21 44 2 1 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 1 R GFFLLDHADDGVDNMASIVGGK L 3 2277.0736 2277.0786 0.005 0 2.20 3.533 0.297 770.7 1 27 84 2 0 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 1 R GFFLLDHADDGVDNMASIVGGK L 3 2277.0736 2277.0738 0.0002 0 0.09 3.575 0.294 1017 1 32 84 2 0 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 1 R GFFLLDHADDGVDNMASIVGGK L 3 2277.0736 2277.0796 0.006 0 2.63 4.045 0.32 832.9 1 25 84 2 0 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 0.9056 R GFFLLDHADDGVDNMASIVGGK L 3 2277.0736 2277.0821 0.0085 0 3.73 2.306 0.017 593.9 18 22 84 2 0 1
Q5V0Y0_HALMA 1 Glycerol-3-phosphate dehydrogenase subunit A (EC 1.1.99.5)  glpA rrnAC1955 406 13.3 4 8 0.9954 R VPDLASDVER A 2 1099.5509 1099.9253 0.3744 0 340.50 1.97 0.178 385.6 9 12 18 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 0.9893 K DMVFDARPSDAIAIALR V 3 1859.9563 1859.9601 0.0038 0 2.04 2.546 0.095 707.9 6 22 64 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 1 K DMVFDARPSDAIAIALR V 3 1859.9563 1859.964 0.0077 0 4.14 4.107 0.321 1135 1 30 64 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 1 K IDAEQYTDDR R 2 1224.5258 1224.5255 -0.0003 0 -0.24 3.404 0.199 1369 2 16 18 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 0.9999 K IDAEQYTDDR R 2 1224.5258 1224.5237 -0.0021 0 -1.71 2.844 0.196 1321 1 16 18 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 1 - MEHDATVEGVGVGVSEEGSGTPVVLLR A 3 2723.3436 2723.3465 0.0029 0 1.06 5.986 0.441 4452 1 49 104 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 1 - MEHDATVEGVGVGVSEEGSGTPVVLLR A 3 2723.3436 2723.3408 -0.0028 0 -1.03 6.096 0.457 2418 1 39 104 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 1 - MEHDATVEGVGVGVSEEGSGTPVVLLR A 3 2723.3436 2723.3474 0.0038 0 1.40 5.654 0.487 3566 1 45 104 2 0 1
Q5V1K9_HALMA 1 Hypothetical protein  rrnAC1684 rrnAC1684 153 35.3 3 8 0.9998 - MEHDATVEGVGVGVSEEGSGTPVVLLR A 3 2723.3436 2724.3379 0.9943 -1.0034 -3.32 4.032 0.236 912.8 1 31 104 2 0 1
Q5V216_HALMA 1 Orotidine 5'-phosphate decarboxylase (EC 4.1.1.23)  pyrF rrnAC1515 277 36.1 5 8 0.9678 R ELVPDIPFLVPGVGAQGGDAEAAVEHGLADGVGLVNSSR G 3 3811.938 3813.9678 2.0298 -2.0067 6.06 2.447 0.14 230 4 30 152 2 0 1
Q5V216_HALMA 1 Orotidine 5'-phosphate decarboxylase (EC 4.1.1.23)  pyrF rrnAC1515 277 36.1 5 8 0.987 R ELVPDIPFLVPGVGAQGGDAEAAVEHGLADGVGLVNSSR G 3 3811.938 3812.948 1.01 -1.0034 1.74 2.166 0.2 227.7 3 28 152 2 0 1
Q5V216_HALMA 1 Orotidine 5'-phosphate decarboxylase (EC 4.1.1.23)  pyrF rrnAC1515 277 36.1 5 8 0.9753 R LPDSVLDADLPR W 2 1309.6878 1309.1454 -0.5424 1 349.40 2.312 0.303 442.9 12 12 22 2 0 1
Q5V216_HALMA 1 Orotidine 5'-phosphate decarboxylase (EC 4.1.1.23)  pyrF rrnAC1515 277 36.1 5 8 1 R QYAQILDEDEGPAADAITVNPFLGR D 2 2702.3187 2703.3211 1.0024 -1.0034 -0.35 3.541 0.479 936.9 1 19 48 2 0 1
Q5V216_HALMA 1 Orotidine 5'-phosphate decarboxylase (EC 4.1.1.23)  pyrF rrnAC1515 277 36.1 5 8 1 R TSNPGGEDLQDLELASGEK L 2 1958.9069 1958.9054 -0.0015 0 -0.77 4.697 0.579 1041 1 25 36 2 0 1
Q5V216_HALMA 1 Orotidine 5'-phosphate decarboxylase (EC 4.1.1.23)  pyrF rrnAC1515 277 36.1 5 8 1 R TSNPGGEDLQDLELASGEK L 2 1958.9069 1958.9053 -0.0016 0 -0.82 4.745 0.605 1057 1 25 36 2 0 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 1 R GAVDLHTTQYDLGDVNTVAQMLEDR E 3 2760.3024 2761.4749 1.1725 -1.0034 61.28 4.631 0.407 1725 1 34 96 2 0 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9981 R GAVDLHTTQYDLGDVNTVAQMLEDREIDGR A 3 3330.5786 3332.6182 2.0396 -2.0067 9.88 3.564 0.229 797.8 1 30 116 2 1 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9893 R GAVDLHTTQYDLGDVNTVAQMLEDREIDGR A 4 3330.5786 3330.5791 0.0005 0 0.15 3.005 0.037 860.8 1 42 174 2 1 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9821 R GAVDLHTTQYDLGDVNTVAQMLEDREIDGR A 4 3330.5786 3330.5823 0.0037 0 1.11 3.269 0.009 943.7 1 47 174 2 1 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9887 D PADIAPHADAGITAYHAAK K 3 1888.9431 1889.4381 0.495 0 262.05 3.176 0.276 845.1 1 27 72 1 0 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9696 D PADIAPHADAGITAYHAAK K 4 1888.9431 1888.9461 0.003 0 1.59 2.982 0.197 900.4 3 34 108 1 0 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9057 D PADIAPHADAGITAYHAAK K 4 1888.9431 1888.9468 0.0037 0 1.96 3.252 0.096 1384 1 38 108 1 0 1
Q5V2C1_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh4 rrnAC1402 347 17 4 8 0.9995 R SVIPLPEGVDPADIAPHADAGITAYHAAK K 3 2895.4766 2896.4781 1.0015 -1.0034 -0.64 2.441 0.308 254.3 1 29 112 2 0 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 1 R GAGFLQIMQFFDETR T 2 1758.8399 1758.8428 0.0029 0 1.65 4.039 0.4 1402 1 20 28 2 0 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 0.9979 R FAENEIKPVATEYDTEEKFPR E 4 2512.2122 2512.1209 -0.0913 0 -36.34 3.343 0.25 480.3 44 30 120 2 1 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 1 R GAGFLQIMQFFDETR T 2 1758.8399 1758.8416 0.0017 0 0.97 4.688 0.465 1904 1 21 28 2 0 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 1 R GAGFLQIMQFFDETR T 2 1758.8399 1758.8426 0.0027 0 1.54 4.69 0.508 1971 1 21 28 2 0 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 1 K ITQIYEGTTEIQK N 2 1522.7879 1522.7892 0.0013 0 0.85 3.174 0.41 1797 1 19 24 2 0 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 1 R TGVAAQGVGIAR G 2 1098.6145 1098.6054 -0.0091 0 -8.28 2.716 0.318 601.8 1 17 22 2 0 1
Q5V356_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdG rrnAC1084 385 15.8 4 8 1 R TGVAAQGVGIAR G 2 1098.6145 1098.6054 -0.0091 0 -8.28 3.07 0.302 1266 1 19 22 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 1 R APDEVVQAAVQEDVDVVGISILSGAHNTLVPK I 3 3269.7143 3270.7281 1.0138 -1.0034 3.20 7.005 0.536 2583 1 47 124 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 1 R APDEVVQAAVQEDVDVVGISILSGAHNTLVPK I 3 3269.7143 3269.7227 0.0084 0 2.57 7.011 0.526 2392 1 49 124 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 1 R APDEVVQAAVQEDVDVVGISILSGAHNTLVPK I 3 3269.7143 3269.732 0.0177 0 5.41 7.082 0.532 3247 1 53 124 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 1 R DAGFEVIYSGLHR A 2 1462.7205 1462.7223 0.0018 0 1.23 2.443 0.432 694.7 1 16 24 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 0.9991 R DAGFEVIYSGLHR A 3 1462.7205 1462.7171 -0.0034 0 -2.32 2.219 0.204 543.5 1 23 48 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 0.9941 R DAGFEVIYSGLHR A 3 1462.7205 1462.7182 -0.0023 0 -1.57 1.875 0.156 605.8 1 24 48 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 1 R GQGVDEIFGPGASMEEMIDYIHENAPER - 3 3090.3699 3090.3755 0.0056 0 1.81 5.762 0.488 1260 1 40 108 2 0 1
Q5V3J5_HALMA 1 Putative methylmalonyl-CoA mutase  mcmA3 rrnAC0934 156 46.8 3 8 1 R GQGVDEIFGPGASMEEMIDYIHENAPER - 3 3090.3699 3090.3823 0.0124 0 4.01 5.518 0.464 1076 1 38 108 2 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 1 R DVGPDTVAIDFETPEAFDAQPGQFVK L 2 2792.3181 2792.3184 0.0003 0 0.11 4.907 0.621 1232 1 24 50 2 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 1 R AVVLAGGPGVGPAVGIAER A 2 1688.9573 1688.9586 0.0013 0 0.77 3.786 0.373 701.2 1 24 36 2 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 1 R AVVLAGGPGVGPAVGIAER A 2 1688.9573 1688.9611 0.0038 0 2.25 5.184 0.432 1826 1 28 36 2 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 1 R DVGPDTVAIDFETPEAFDAQPGQFVK L 2 2792.3181 2792.3128 -0.0053 0 -1.90 4.667 0.536 850.3 1 21 50 2 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 1 K LTLGVDGEDISR F 2 1273.6514 1273.6514 0 0 0.00 2.982 0.348 1163 1 18 22 2 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 0.999 G MDEQVLDVVAVR D 2 1372.702 1372.7028 0.0008 0 0.58 3.53 0.314 2172 1 20 22 1 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 0.9972 G MDEQVLDVVAVR D 2 1372.702 1372.7022 0.0002 0 0.15 3.417 0.26 1761 1 18 22 1 0 1
Q5V442_HALMA 1 FAD\NAD binding oxidoreductase (EC 1.18.1.3)  rrnAC0717 rrnAC0717 232 29.7 4 8 0.9913 G MDEQVLDVVAVR D 2 1372.702 1372.7021 0.0001 0 0.07 2.607 0.293 684.3 1 15 22 1 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 0.9998 R LDEPDVVALLFGSGK L 3 1558.8242 1558.8294 0.0052 0 3.34 2.808 0.221 934 1 27 56 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 R LDEPDVVALLFGSGK L 2 1558.8242 1558.8299 0.0057 0 3.66 4.963 0.574 2047 1 24 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 R LDEPDVVALLFGSGK L 2 1558.8242 1558.8284 0.0042 0 2.69 5.562 0.564 2097 1 24 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 R LDEPDVVALLFGSGK L 2 1558.8242 1558.8261 0.0019 0 1.22 4.594 0.282 1752 1 22 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 R LDEPDVVALLFGSGK L 2 1558.8242 1558.8253 0.0011 0 0.71 5.322 0.535 1763 1 22 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 R LDEPDVVALLFGSGK L 2 1558.8242 1558.8279 0.0037 0 2.37 3.361 0.322 1220 1 19 28 2 0 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 K RKEDAEEAVDTIVER L 2 1758.8748 1758.8792 0.0044 0 2.50 4.614 0.383 2122 1 24 28 2 1 1
Q5V470_HALMA 1 TATA-box binding protein E  tbpE rrnAC0681 186 16.1 2 8 1 K RKEDAEEAVDTIVER L 3 1758.8748 1758.8771 0.0023 0 1.31 4.112 0.28 2586 1 33 56 2 1 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 0.9999 R LHSTLELPLEDAYDFFEDPDLPPEIADIDITRR N 4 3854.889 3854.9195 0.0305 0 7.91 3.67 0.288 512.7 9 35 192 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 1 R IVDGEERPAAINVAEEPR D 3 1963.9963 1965.0082 1.0119 -1.0034 4.35 4.064 0.336 990.8 1 32 68 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 1 R IVDGEERPAAINVAEEPR D 3 1963.9963 1963.9882 -0.0081 0 -4.12 3.906 0.285 896.8 1 30 68 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 1 R IVDGEERPAAINVAEEPR D 3 1963.9963 1965.0082 1.0119 -1.0034 4.35 4.544 0.31 1098 1 33 68 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 0.9793 R IVDGEERPAAINVAEEPR D 2 1963.9963 1964.0003 0.004 0 2.04 2.061 0.086 237.3 5 14 34 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 1 R LHSTLELPLEDAYDFFEDPDLPPEIADIDITR R 3 3698.7879 3700.8081 2.0202 -2.0067 3.65 5.693 0.508 2339 1 44 124 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 1 R LHSTLELPLEDAYDFFEDPDLPPEIADIDITR R 3 3698.7879 3700.8081 2.0202 -2.0067 3.65 6.068 0.481 2736 1 47 124 2 0 1
Q5V493_HALMA 1 Hypothetical protein  rrnAC0655 rrnAC0655 218 23.4 3 8 1 R LHSTLELPLEDAYDFFEDPDLPPEIADIDITR R 3 3698.7879 3698.7989 0.011 0 2.97 6.295 0.55 2469 1 45 124 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 0.9998 R LNAVLDTVTTDEEIQAYLEAQNINPVAR K 3 3099.5724 3100.5982 1.0258 -1.0034 7.24 3.581 0.271 916.6 1 33 108 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 1 R DSHPYYSIPLAADILDDLLDEFYDIR Q 3 3068.4655 3069.4739 1.0084 -1.0034 1.65 3.772 0.367 719.6 1 29 100 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 0.9648 R DSHPYYSIPLAADILDDLLDEFYDIR Q 3 3068.4655 3069.479 1.0135 -1.0034 3.31 2.836 0.094 568.6 4 23 100 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 1 R LNAVLDTVTTDEEIQAYLEAQNINPVAR K 3 3099.5724 3099.5772 0.0048 0 1.55 4.747 0.474 1101 1 36 108 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 1 R LNAVLDTVTTDEEIQAYLEAQNINPVAR K 2 3099.5724 3099.6045 0.0321 0 10.36 4.29 0.59 963 1 20 54 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 1 R LNAVLDTVTTDEEIQAYLEAQNINPVAR K 3 3099.5724 3099.5821 0.0097 0 3.13 4.44 0.465 1091 1 35 108 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 1 R LNAVLDTVTTDEEIQAYLEAQNINPVAR K 3 3099.5724 3100.5681 0.9957 -1.0034 -2.47 4.422 0.453 1023 1 35 108 2 0 1
Q5V4L1_HALMA 1 Hypothetical protein  rrnAC0521 rrnAC0521 270 34.1 3 8 0.9956 K QAGVEFNGAADHGLDEADEAVIIALATTLHDIGHVVHR D 5 3960.9718 3962.9636 1.9918 -2.0067 -3.76 3.09 0.134 1062 4 56 296 2 0 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 0.9963 M SIETDTAADIDGDRVEALATEFGEAIAELPVYQR F 3 3664.7744 3665.7681 0.9937 -1.0034 -2.63 4.311 0.406 856.4 1 33 132 2 1 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 1 K DAVENHDEAQAAIKEFEQIREEFMLAR Q 4 3188.5196 3189.531 1.0114 -1.0034 2.52 4.553 0.367 1645 1 44 156 2 2 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 1 K DAVENHDEAQAAIKEFEQIREEFMLAR Q 4 3188.5196 3188.5283 0.0087 0 2.73 4.862 0.275 1605 1 45 156 2 2 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 0.9999 K DAVENHDEAQAAIKEFEQIREEFMLAR Q 4 3188.5196 3188.5242 0.0046 0 1.44 3.745 0.283 1463 1 43 156 2 2 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 0.9999 K DAVENHDEAQAAIKEFEQIREEFMLAR Q 4 3188.5196 3188.522 0.0024 0 0.75 4.404 0.252 1546 1 43 156 2 2 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 0.9997 M SIETDTAADIDGDRVEALATEFGEAIAELPVYQR F 3 3664.7744 3664.7725 -0.0019 0 -0.52 4.375 0.464 526.7 1 28 132 2 1 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 0.9997 M SIETDTAADIDGDRVEALATEFGEAIAELPVYQR F 3 3664.7744 3664.7857 0.0113 0 3.08 4.481 0.459 1045 1 40 132 2 1 1
Q5V4W3_HALMA 1 Hypothetical protein  rrnAC0403 rrnAC0403 132 46.2 2 8 0.9993 M SIETDTAADIDGDRVEALATEFGEAIAELPVYQR F 3 3664.7744 3664.7791 0.0047 0 1.28 4.585 0.408 887 1 35 132 2 1 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 1 K HLPVIDEHQDYVGMVSSTDITQALS - 3 2754.317 2754.3206 0.0036 0 1.31 3.42 0.36 1235 1 34 96 2 0 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 1 K HLPVIDEHQDYVGMVSSTDITQALS - 3 2754.317 2754.3255 0.0085 0 3.09 3.79 0.367 1216 1 35 96 2 0 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 0.9996 K HLPVIDEHQDYVGMVSSTDITQALS - 3 2754.317 2754.3206 0.0036 0 1.31 2.866 0.216 908.6 1 33 96 2 0 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 0.9988 K HLPVIDEHQDYVGMVSSTDITQALS - 3 2754.317 2754.3203 0.0033 0 1.20 3.139 0.148 735.8 1 27 96 2 0 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 1 R IEDIMSTPLETISADETVK A 2 2107.0287 2107.0274 -0.0013 0 -0.62 3.576 0.465 899 1 22 36 2 0 1 IEDIM[147]STPLETISADETVK



Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 1 R IEDIMSTPLETISADETVK A 2 2091.0293 2091.0366 0.0073 0 3.49 4.697 0.503 1034 1 24 36 2 0 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 1 R IEDIMSTPLETISADETVK A 2 2091.0293 2091.0371 0.0078 0 3.73 4.385 0.468 786.1 1 23 36 2 0 1
Q5V578_HALMA 1 Inosine monophosphate dehydrogenase (EC 1.1.1.205)  imd1 rrnAC0267 126 34.9 2 8 1 R IEDIMSTPLETISADETVK A 2 2091.0293 2091.033 0.0037 0 1.77 4.454 0.569 1158 1 25 36 2 0 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 0.9997 R SSGVVLGPAAGGR V 2 1126.6094 1126.6076 -0.0018 0 -1.60 2.486 0.213 1678 1 22 24 2 0 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 1 R ADLETIVPLLR A 2 1238.7234 1238.7249 0.0015 0 1.21 2.987 0.355 995.3 1 16 20 2 0 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 0.9993 R ADLETIVPLLR A 2 1238.7234 1238.7254 0.002 0 1.61 2.138 0.21 829.6 1 15 20 2 0 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 1 R AGDAGLDVDFLPPSAVLETR A 2 2042.032 2042.0324 0.0004 0 0.20 4.092 0.436 548.3 1 20 38 2 0 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 1 R EPVTEALESPGNAR F 2 1468.7158 1468.7184 0.0026 0 1.77 2.724 0.356 458.9 3 14 26 2 0 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 1 R VGNTVTHLLDREDVATVAAVEPTAALLNR Q 3 3044.6254 3044.6123 -0.0131 0 -4.30 4.541 0.462 532.1 1 27 112 2 1 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 1 R VGNTVTHLLDREDVATVAAVEPTAALLNR Q 3 3044.6254 3044.6431 0.0177 0 5.81 4.467 0.362 720.8 1 29 112 2 1 1
Q5V5K8_HALMA 1 Hypothetical protein  rrnAC0120 rrnAC0120 250 43.6 6 8 1 R VYYAGFGEPIDFEDSYATPTVK T 2 2468.1423 2468.1428 0.0005 0 0.20 4.783 0.562 1340 1 27 42 2 0 1
Q5V5L3_HALMA 1 Inosine-5'-monophosphate dehydrogenase related protein V  guaB5 rrnAC0114 194 50.5 5 8 1 R GNEPVGVATDRDVLAYIVDGGDPETATVGDVMR E 3 3387.6252 3389.648 2.0228 -2.0067 4.75 5.662 0.514 1237 1 36 128 2 1 1
Q5V5L3_HALMA 1 Inosine-5'-monophosphate dehydrogenase related protein V  guaB5 rrnAC0114 194 50.5 5 8 0.9974 T ADGEPLGTLTEHDILSTAR L 2 1994.9909 1994.9434 -0.0475 0 -23.81 3.077 0.336 958.5 1 20 36 1 0 1
Q5V5L3_HALMA 1 Inosine-5'-monophosphate dehydrogenase related protein V  guaB5 rrnAC0114 194 50.5 5 8 0.9351 R ESIPTIGPDAGLPAAR D 2 1563.8256 1563.8394 0.0138 0 8.82 1.537 0.077 560.7 1 16 30 2 0 1
Q5V5L3_HALMA 1 Inosine-5'-monophosphate dehydrogenase related protein V  guaB5 rrnAC0114 194 50.5 5 8 0.9999 R EYVGASESDDLLETTELLIREDQHPILVLR G 4 3452.7675 3452.7754 0.0079 0 2.29 2.204 0.272 551.8 1 40 174 2 1 1
Q5V5L3_HALMA 1 Inosine-5'-monophosphate dehydrogenase related protein V  guaB5 rrnAC0114 194 50.5 5 8 0.9953 R EYVGASESDDLLETTELLIREDQHPILVLR G 4 3452.7675 3454.771 2.0035 -2.0067 -0.93 2.415 0.143 519.7 1 37 174 2 1 1
Q5V5L3_HALMA 1 Inosine-5'-monophosphate dehydrogenase related protein V  guaB5 rrnAC0114 194 50.5 5 8 0.9915 D PETATVGDVMR E 2 1174.5652 1174.5633 -0.0019 0 -1.62 2.987 0.228 718.3 1 16 20 1 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 0.9987 R DASDLAIIGSGAQAR G 2 1443.7317 1443.7245 -0.0072 0 -4.99 3.007 0.071 1593 1 20 28 2 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 1 R DAHFTLPIFDADSGDPLAVLDGASMNPHK T 3 3050.4444 3050.44 -0.0044 0 -1.44 4.792 0.439 984.6 1 31 112 2 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 1 R DAHFTLPIFDADSGDPLAVLDGASMNPHK T 3 3050.4444 3050.4446 0.0002 0 0.07 5.035 0.48 650.5 1 27 112 2 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 0.9999 R DAHFTLPIFDADSGDPLAVLDGASMNPHK T 4 3050.4444 3050.4444 0 0 0.00 3.481 0.214 992.2 1 39 168 2 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 0.9994 K TGAAGAVGVDALAR R 2 1227.6571 1227.6654 0.0083 0 6.76 2.193 0.234 511.8 1 19 26 2 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 1 R VTQDAGSFINALDAGVVDEDHVHAELGDIVAGNASGR Q 4 3718.7823 3718.7959 0.0136 0 3.66 4.707 0.284 1243 1 45 216 2 0 1
Q5V5T2_HALMA 1 Ornithine cyclodeaminase (EC 4.3.1.12)  ocd1 rrnAC0038 335 28.4 5 8 0.9994 R VTQDAGSFINALDAGVVDEDHVHAELGDIVAGNASGR Q 4 3718.7823 3719.7718 0.9895 -1.0034 -3.72 3.705 0.195 1074 1 47 216 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 R LDPTPDELVVFVGDLVR K 3 1883.004 1883.0059 0.0019 0 1.01 3.272 0.324 949.8 1 27 64 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 R LDPTPDELVVFVGDLVR K 2 1883.004 1884.0054 1.0014 -1.0034 -1.04 4.642 0.543 1094 1 22 32 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 R LDPTPDELVVFVGDLVR K 3 1883.004 1883.0077 0.0037 0 1.96 3.253 0.347 1351 1 27 64 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 R LDPTPDELVVFVGDLVR K 2 1883.004 1883.011 0.007 0 3.72 4.924 0.579 1485 1 25 32 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 R LDPTPDELVVFVGDLVR K 2 1883.004 1884.0054 1.0014 -1.0034 -1.04 4.553 0.592 1549 1 25 32 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 R LDPTPDELVVFVGDLVR K 2 1883.004 1883.0081 0.0041 0 2.18 3.392 0.56 976.6 1 21 32 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 K SIAEHELTELLNMR S 3 1654.8348 1654.8351 0.0003 0 0.18 3.603 0.248 1177 1 25 52 2 0 1
Q5V655_HALMA 1 Serine\threonine protein phosphatase (EC 3.1.3.16)  pphA pNG7301 236 13.1 2 8 1 K SIAEHELTELLNMR S 3 1654.8348 1654.836 0.0012 0 0.73 4.065 0.199 1315 1 26 52 2 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 1 K AHLFNYLGVGSQDGSAFMETAR T 3 2370.1063 2370.1123 0.006 0 2.53 4.563 0.398 1438 1 30 84 2 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 1 R AEEWQAVISAGDGAAAALNILTK E 2 2298.1855 2298.1944 0.0089 0 3.87 4.825 0.519 1443 1 24 44 2 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 1 R AEEWQAVISAGDGAAAALNILTK E 3 2298.1855 2299.1929 1.0074 -1.0034 1.76 3.958 0.391 1103 1 33 88 2 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 0.9992 R AEEWQAVISAGDGAAAALNILTKEEGEHFHDFDTPADADAMF - 4 4872.1773 4872.2075 0.0302 0 6.20 4.417 0.147 669.5 1 44 270 2 1 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 1 K AHLFNYLGVGSQDGSAFMETAR T 2 2370.1063 2370.1106 0.0043 0 1.81 4.588 0.34 1918 1 26 42 2 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 0.9997 M TDVLIVGGGPAGLSAALFAQK N 2 1984.0993 1985.0854 0.9861 -1.0034 -8.69 4.684 0.468 1897 1 26 40 1 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 1 R TQVDSFGVNR K 2 1121.5465 1121.5452 -0.0013 0 -1.16 2.381 0.374 1144 1 16 18 2 0 1
Q5V675_HALMA 1 Putative pyridine nucleotide-disulphide oxidoreductase  pNG7279 pNG7279 199 50.3 6 8 0.9569 R TQVDSFGVNRK Q 3 1249.6415 1249.6427 0.0012 0 0.96 2.183 0.102 268.1 328 15 40 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 1 R AYADELLADVLQGTLDPSPIFTK T 2 2476.2737 2476.2827 0.009 0 3.63 3.421 0.302 915.7 1 19 44 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 1 R AYADELLADVLQGTLDPSPIFTK T 2 2476.2737 2476.2803 0.0066 0 2.67 3.537 0.364 984.2 1 20 44 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 1 R AYADELLADVLQGTLDPSPIFTK T 2 2476.2737 2476.2769 0.0032 0 1.29 4.004 0.426 1638 1 25 44 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 1 R AYADELLADVLQGTLDPSPIFTK T 2 2476.2737 2476.2791 0.0054 0 2.18 3.77 0.386 1535 1 24 44 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 1 R GPGDITVEEVPRPEIESPTDAIVR V 3 2575.3129 2575.3208 0.0079 0 3.07 3.746 0.309 531.9 1 28 92 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 1 R GPGDITVEEVPRPEIESPTDAIVR V 3 2575.3129 2575.3279 0.015 0 5.82 3.377 0.334 634.6 1 27 92 2 0 1
Q5V676_HALMA 1 Alcohol dehydrogenase (EC 1.1.1.1)  adh12 pNG7278 384 16.7 4 8 0.9997 R VGHEPMGIVEEVGDDVR S 3 1836.8676 1837.8682 1.0006 -1.0034 -1.50 3.249 0.266 940.1 2 23 64 2 0 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 0.9992 R SAPPVKYTAEGDPQK G 2 1586.794 1586.7948 0.0008 0 0.50 2.672 0.322 736.9 1 21 28 2 1 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 0.9996 R FAEAHESAYGYR A 3 1399.6157 1399.6157 0 0 0.00 2.237 0.246 639.2 2 20 44 2 0 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 0.9448 R QDRPSLYDLSAEKPTPLVPR R 4 2281.2066 2281.2185 0.0119 0 5.22 2.489 0.059 688 45 31 114 2 0 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 0.999 R SAPPVKYTAEGDPQK G 2 1586.794 1586.7945 0.0005 0 0.32 2.666 0.306 704.3 1 21 28 2 1 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 0.9998 R TTEGVINERPIK T 2 1355.7409 1355.7433 0.0024 0 1.77 2.61 0.222 887.1 1 14 22 2 0 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 1 R TTTDGVEQPVNEDEVR S 2 1787.8173 1787.818 0.0007 0 0.39 4.156 0.371 957.7 1 21 30 2 0 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 1 R TTTDGVEQPVNEDEVR S 2 1787.8173 1787.8155 -0.0018 0 -1.01 4.435 0.399 1093 1 22 30 2 0 1
Q5V6I2_HALMA 1 N-methylhydaintoinase A (EC 3.5.2.9)  hyuA pNG7164 664 14.6 6 8 1 R YAGQSFELTVDVDRPFDTADAR E 3 2472.1557 2472.1587 0.003 0 1.21 3.828 0.46 1029 1 34 84 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9117 - MFDSILVPTDGSEHATR A 3 1874.8832 1874.882 -0.0012 0 -0.64 2.268 0.001 715.5 9 22 64 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9998 R FIMGSTTER L 2 1040.4961 1040.4965 0.0004 0 0.38 2.604 0.186 612.8 1 14 16 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9992 R FIMGSTTER L 2 1040.4961 1040.4954 -0.0007 0 -0.67 2.387 0.187 492.6 7 13 16 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9991 R FIMGSTTER L 2 1040.4961 1040.4962 0.0001 0 0.10 2.406 0.191 517.7 12 13 16 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9985 R FIMGSTTER L 2 1040.4961 1040.4969 0.0008 0 0.77 2.411 0.133 493.1 5 13 16 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9466 R HADVPVFTVR A 2 1139.6087 1139.9253 0.3166 0 277.81 1.992 0.3 580.5 2 14 18 2 0 1
Q5V6K3_HALMA 1 Universal stress protein  usp13 pNG7139 300 16 4 8 0.9995 R YLAGSVTESVVR H 2 1279.6772 1279.6803 0.0031 0 2.42 2.739 0.14 979.5 1 16 22 2 0 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 0.9577 R LRDHMDENPGDYQNK R 3 1830.7955 1832.7982 2.0027 -2.0067 -2.18 2.884 0.093 994.9 1 24 56 2 1 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 1 R GSSDSDKPAADEPPEWSDVDEDAIEAR V 3 2887.2268 2887.2271 0.0003 0 0.10 5.851 0.455 2307 1 42 104 2 0 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 1 R GSSDSDKPAADEPPEWSDVDEDAIEAR V 3 2887.2268 2887.2354 0.0086 0 2.98 5.916 0.419 2033 1 43 104 2 0 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 0.9966 K LRDEGVQGTPIPDVSLATGK K 3 2052.0851 2052.0862 0.0011 0 0.54 2.538 0.203 677.4 2 25 76 2 1 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 0.9553 K LRDEGVQGTPIPDVSLATGK K 3 2052.0851 2052.0869 0.0018 0 0.88 2.345 0.119 577.2 11 23 76 2 1 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 0.997 R LRDHMDENPGDYQNKR A 4 1986.8966 1986.9016 0.005 0 2.52 2.933 0.165 1097 7 33 90 2 1 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 0.9793 R RGSSDSDKPAADEPPEWSDVDEDAIEAR V 4 3043.3279 3044.3311 1.0032 -1.0034 -0.05 2.436 0.042 915.6 1 38 162 2 0 1
RS15_HALMAReview 1 30S ribosomal protein S15P\S13e (HmaS15) (HS11)  rps15p rrnAC1426 156 51.9 6 8 0.9285 R VVELAEQGHSPSEIGLK L 3 1791.9366 1791.9379 0.0013 0 0.73 2.239 0.045 297.7 36 21 64 2 0 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 1 R KLLGSAGEHETESEEFLAR L 3 2102.028 2102.0269 -0.0011 0 -0.52 4.51 0.44 1938 1 35 72 2 0 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 1 R IADEANLIGR Y 2 1070.572 1070.5653 -0.0067 0 -6.26 2.753 0.317 1461 1 17 18 2 0 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 0.9985 R KLLGSAGEHETESEEFLAR L 3 2102.028 2102.0266 -0.0014 0 -0.67 2.379 0.196 697 2 25 72 2 0 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 0.9978 R KLLGSAGEHETESEEFLAR L 4 2102.028 2102.0301 0.0021 0 1.00 2.506 0.078 1231 1 33 108 2 0 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 1 K LLGSAGEHETESEEFLAR L 3 1973.933 1973.9367 0.0037 0 1.87 2.802 0.393 395.6 1 25 68 2 0 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 1 R YGLKNKEELWR A 3 1434.7619 1434.7582 -0.0037 0 -2.58 3.029 0.38 1065 1 21 40 2 2 1
RS4_HALMAReview 1 30S ribosomal protein S4P (HmaS4)  rps4p rrnAC0059 171 23.4 4 8 0.9999 R YGLKNKEELWR A 3 1434.7619 1436.3181 1.5562 -1.0034 385.33 3.154 0.323 1101 1 20 40 2 2 1
DAPB_HALMAReview 1 Dihydrodipicolinate reductase (EC 1.3.1.26) (DHPR)  dapB rrnAC0206 249 26.9 4 7 0.9404 R LISEAVGTLDDYDLELMETHHNR K 4 2670.2595 2670.2649 0.0054 0 2.02 2.756 0.045 679.7 38 33 132 2 0 1
DAPB_HALMAReview 1 Dihydrodipicolinate reductase (EC 1.3.1.26) (DHPR)  dapB rrnAC0206 249 26.9 4 7 0.9987 R AGDVRGEHELVLAGNDEVLSLSHR A 5 2572.2993 2572.3069 0.0076 0 2.95 3.42 0.111 1937 1 52 184 2 1 1
DAPB_HALMAReview 1 Dihydrodipicolinate reductase (EC 1.3.1.26) (DHPR)  dapB rrnAC0206 249 26.9 4 7 1 R GEHELVLAGNDEVLSLSHR A 3 2074.0443 2074.0479 0.0036 0 1.74 4.394 0.432 3873 1 39 72 2 0 1
DAPB_HALMAReview 1 Dihydrodipicolinate reductase (EC 1.3.1.26) (DHPR)  dapB rrnAC0206 249 26.9 4 7 1 R KVDAPSGTASSILDVIQEER D 3 2114.0855 2114.0855 0 0 0.00 4.1 0.254 1887 1 32 76 2 0 1
DAPB_HALMAReview 1 Dihydrodipicolinate reductase (EC 1.3.1.26) (DHPR)  dapB rrnAC0206 249 26.9 4 7 1 R LISEAVGTLDDYDLELMETHHNR K 3 2670.2595 2670.2654 0.0059 0 2.21 3.12 0.322 750.4 1 34 88 2 0 1
DAPB_HALMAReview 1 Dihydrodipicolinate reductase (EC 1.3.1.26) (DHPR)  dapB rrnAC0206 249 26.9 4 7 0.9954 R LISEAVGTLDDYDLELMETHHNR K 4 2670.2595 2670.2617 0.0022 0 0.82 2.985 0.038 911.7 1 38 132 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 0.9999 R YHHGEVNEYTLSK A 3 1575.7317 1575.7282 -0.0035 0 -2.22 3.623 0.215 1056 2 24 48 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 1 R AGLAALDDDEHVER S 3 1509.7059 1509.6981 -0.0078 0 -5.17 2.866 0.336 682.2 2 24 52 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 0.9985 K AYGLAGIR L 2 819.4603 819.4611 0.0008 0 0.98 1.781 0.213 609.3 1 12 14 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 0.9994 R IVYLTSPHNPTGAEFTTDAVR T 3 2288.1437 2289.158 1.0143 -1.0034 4.79 3.051 0.242 1213 1 31 80 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 0.9999 K LASNENMFGPSPDAVEAIR G 2 2016.9575 2016.964 0.0065 0 3.22 3.274 0.26 476.4 2 15 36 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 0.9999 R YHHGEVNEYTLSK A 3 1575.7317 1575.7321 0.0004 0 0.25 3.142 0.265 923.9 5 23 48 2 0 1

HIS8_HALMAReview 1 Histidinol-phosphate aminotransferase (EC 2.6.1.9) (Imidazole acetol-
phosphate transaminase)  hisC rrnAC0529 360 20.8 5 7 0.9996 R YHHGEVNEYTLSK A 3 1575.7317 1575.7333 0.0016 0 1.02 3.511 0.156 1196 5 23 48 2 0 1

Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC1 rrnB0206 372 16.4 3 7 0.9999 R EAAMSAIQDGMGDSYTSNK G 2 1990.8293 1990.8122 -0.0171 0 -8.59 3.333 0.257 426.3 2 16 36 2 0 1 EAAMSAIQDGM[147]GDSYTSNK
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC1 rrnB0206 372 16.4 3 7 1 R EAAMSAIQDGMGDSYTSNK G 2 1974.8299 1974.8264 -0.0035 0 -1.77 3.958 0.612 1806 1 24 36 2 0 1
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC1 rrnB0206 372 16.4 3 7 1 R EAAMSAIQDGMGDSYTSNK G 2 2006.8287 2006.8253 -0.0034 0 -1.69 2.085 0.476 319 1 13 36 2 0 1 EAAM[147]SAIQDGM[147]GDSYTSNK
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC1 rrnB0206 372 16.4 3 7 1 R EAAMSAIQDGMGDSYTSNK G 2 1990.8293 1991.8253 0.996 -1.0034 -3.69 4.367 0.489 1287 1 21 36 2 0 1 EAAMSAIQDGM[147]GDSYTSNK
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC1 rrnB0206 372 16.4 3 7 1 R EAAMSAIQDGMGDSYTSNK G 2 1974.8299 1974.8467 0.0168 0 8.51 5.292 0.534 2366 1 25 36 2 0 1
Q5UWG4_HALMA 1 Aspartate aminotransferase (EC 2.6.1.1)  aspC1 rrnB0206 372 16.4 3 7 0.9999 R EAAMSAIQDGMGDSYTSNK G 2 2006.8287 2007.824 0.9953 -1.0034 -4.01 3.308 0.357 933.3 1 19 36 2 0 1 EAAM[147]SAIQDGM[147]GDSYTSNK
Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 0.9996 R LVIDVLKPHDPPLLTFTK Q 3 2045.1925 2043.9982 -1.1943 1 -95.00 3.06 0.376 672.6 1 30 68 2 0 1
Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 0.9834 D PPLLTFTK Q 2 915.5429 915.5421 -0.0008 0 -0.87 2.248 0.263 617.3 1 12 14 1 0 1
Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 0.9703 D PPLLTFTK Q 2 915.5429 915.5413 -0.0016 0 -1.75 2.193 0.237 667.3 1 13 14 1 0 1
Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 1 K QLAEIESVEGVTSSLIELDQEVQNIK L 2 2870.476 2870.4859 0.0099 0 3.45 3.776 0.511 907.8 1 21 50 2 0 1



Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 0.9999 K QLAEIESVEGVTSSLIELDQEVQNIK L 3 2870.476 2870.4802 0.0042 0 1.46 3.833 0.223 642.9 1 25 100 2 0 1
Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 1 R RLVIDVLKPHDPPLLTFTK Q 4 2201.2936 2201.2932 -0.0004 0 -0.18 3.087 0.315 1171 1 36 108 2 0 1
Q5UWH7_HALMA 1 Hypothetical protein  rrnB0191 rrnB0191 96 46.9 4 7 0.9978 R RLVIDVLKPHDPPLLTFTK Q 4 2201.2936 2201.2937 0.0001 0 0.05 3.018 0.098 1053 2 35 108 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 1 R TGAVTAQFDAEDVLR A 2 1591.7842 1591.7835 -0.0007 0 -0.44 3.274 0.362 2085 1 21 28 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 1 R AAQTYEGVLLPSSTPDHLVVK L 3 2224.1739 2224.1797 0.0058 0 2.61 3.56 0.445 953.5 1 27 80 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 1 R AAQTYEGVLLPSSTPDHLVVK L 3 2224.1739 2224.1792 0.0053 0 2.38 3.382 0.35 935.8 1 28 80 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 1 R AAQTYEGVLLPSSTPDHLVVK L 2 2224.1739 2224.1699 -0.004 0 -1.80 3.911 0.352 640.3 1 21 40 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 0.999 R AAQTYEGVLLPSSTPDHLVVK L 3 2224.1739 2224.1787 0.0048 0 2.16 2.483 0.223 486.3 4 22 80 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 1 R DAFETVGAKPLGEVDYDIDGESTVTFHR E 3 3067.441 3068.438 0.997 -1.0034 -2.07 5.282 0.47 1497 1 35 108 2 0 1
Q5UX82_HALMA 1 L-asparaginase (EC 3.5.1.1)  asbA rrnAC3442 415 15.4 3 7 1 R TGAVTAQFDAEDVLR A 2 1591.7842 1591.7851 0.0009 0 0.57 2.922 0.436 1223 1 22 28 2 0 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 0.9995 D PGGDVDPTQHQVLAR V 3 1588.7957 1588.7958 0.0001 0 0.06 3.502 0.388 940.7 1 27 56 1 0 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 0.9876 D PDPGGDVDPTQHQVLAR V 3 1800.8754 1800.8754 0 0 0.00 3.084 0.271 1086 1 33 64 1 0 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 1 R QLDDVLDAENVEVIDPDPGGDVDPTQHQVLAR V 3 3468.6645 3468.679 0.0145 0 4.18 5.178 0.414 1085 1 38 124 2 0 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 0.9999 R QLDDVLDAENVEVIDPDPGGDVDPTQHQVLAR V 3 3468.6645 3469.688 1.0235 -1.0034 5.81 3.729 0.301 955.8 1 36 124 2 0 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 1 R TRVDSLESQVEQQDGDIEELEEK L 3 2675.2409 2675.242 0.0011 0 0.41 6.086 0.496 2085 1 34 88 2 1 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 1 R TRVDSLESQVEQQDGDIEELEEKLK R 3 2916.42 2916.4173 -0.0027 0 -0.93 6.519 0.436 4083 1 46 96 2 2 1
Q5UXH3_HALMA 1 Heat shock protein GrpE protein  grpE rrnAC3340 226 35.4 6 7 0.9944 R VDSDQPDGAIADVHRPGYEMADK V 3 2485.1179 2485.1157 -0.0022 0 -0.89 2.72 0.127 329.2 5 26 88 2 0 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 0.9871 K GHGVGADNELGAEIAEEDIDEVQGAIDNIPVHEVDAFLIVAGLG H 4 5521.7125 5522.7217 1.0092 -1.0034 1.06 3.774 0.096 557.7 3 42 336 2 0 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 0.9733 R ALLVMAGPPEHLNR K 3 1516.8184 1516.8173 -0.0011 0 -0.73 2.255 0.03 400.6 1 20 52 2 0 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 1 R IKELQQVAIEAQDNIDDIR N 3 2210.1542 2210.1609 0.0067 0 3.03 3.692 0.35 1026 1 29 72 2 1 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 0.9979 R QTGESVEGGYDHINEEIVR R 2 2130.9818 2131.9854 1.0036 -1.0034 0.12 2.62 0.211 392.6 1 16 36 2 0 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 1 K VAASILLAGVHNVPR I 3 1515.8885 1515.8917 0.0032 0 2.11 4.221 0.317 919.6 1 28 56 2 0 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 0.9999 K VAASILLAGVHNVPR I 3 1515.8885 1515.8781 -0.0104 0 -6.86 2.904 0.299 569.2 15 23 56 2 0 1
Q5UXM5_HALMA 1 Cell division protein  ftsZ5 rrnAC3284 393 31.6 5 7 0.9998 K VAASILLAGVHNVPR I 3 1515.8885 1515.8891 0.0006 0 0.40 3.869 0.141 993.8 1 30 56 2 0 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 1 R EPAIIFIDEIDAIAAK R 2 1727.9345 1728.9372 1.0027 -1.0034 -0.38 3.461 0.429 1071 1 21 30 2 0 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 0.9999 R DLFELAAEREPAIIFIDEIDAIAAK R 3 2772.4585 2772.4619 0.0034 0 1.23 3.772 0.343 424.9 6 23 96 2 1 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 0.9999 R DLFELAAEREPAIIFIDEIDAIAAK R 3 2772.4585 2772.451 -0.0075 0 -2.71 4.445 0.267 762.5 1 26 96 2 1 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 0.9957 R EAVEEPLVNAEQFR E 2 1629.7998 1629.8028 0.003 0 1.84 2.37 0.157 409.9 16 14 26 2 0 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 0.9974 R EAVEEPLVNAEQFREVGIEPPSGVLLHGPPGTGK T 4 3551.826 3552.8509 1.0249 -1.0034 6.07 3.099 0.168 423.9 1 36 198 2 1 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 1 R EPAIIFIDEIDAIAAK R 2 1727.9345 1727.9396 0.0051 0 2.95 3.466 0.511 1201 1 23 30 2 0 1
Q5UXV8_HALMA 1 Proteasome-activating nucleotidase 1  pan1 rrnAC3190 406 21.2 8 7 1 R TMMQLLSEMDGFDER G 2 1801.7685 1801.7683 -0.0002 0 -0.11 4.42 0.54 2205 1 23 28 2 0 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14)  atpG rrnAC3152 110 27.3 2 7 0.9988 R IQEAEQEADEIVEEAEQDREDR I 3 2630.1579 2630.1597 0.0018 0 0.68 3.037 0.216 337.9 2 26 84 2 1 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14)  atpG rrnAC3152 110 27.3 2 7 0.9999 R IQEAEQEADEIVEEAEQDREDR I 3 2630.1579 2630.1616 0.0037 0 1.41 3.028 0.331 392.5 1 26 84 2 1 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14)  atpG rrnAC3152 110 27.3 2 7 0.9983 R IQEAEQEADEIVEEAEQDREDR I 3 2630.1579 2630.1656 0.0077 0 2.93 2.799 0.205 605.8 1 32 84 2 1 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14)  atpG rrnAC3152 110 27.3 2 7 0.9907 R IQEAEQEADEIVEEAEQDREDR I 3 2630.1579 2630.1594 0.0015 0 0.57 2.892 0.128 324.9 2 26 84 2 1 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14)  atpG rrnAC3152 110 27.3 2 7 0.9976 M PRPEVLDRIQEAEQEADEIVEEAEQDREDR I 4 3592.6877 3592.6792 -0.0085 0 -2.37 4.532 0.307 897.5 1 42 174 2 2 1
Q5UXZ4_HALMA 1 Vacuolar (H+)-ATPase G subunit (EC 3.6.3.14)  atpG rrnAC3152 110 27.3 2 7 0.997 M PRPEVLDRIQEAEQEADEIVEEAEQDREDR I 4 3592.6877 3594.6909 2.0032 -2.0067 -0.97 5.081 0.36 1196 1 48 174 2 2 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 1 R TVEEWFDDLTEFER R 2 1814.7999 1814.7954 -0.0045 0 -2.48 3.26 0.547 1386 1 18 26 2 0 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 0.9999 R DVPAEYHIESAQDLAAELAEQGADDLIAEAK R 3 3281.5575 3280.625 -0.9325 1 20.57 3.977 0.41 1062 1 36 120 2 0 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 0.9991 R DVPAEYHIESAQDLAAELAEQGADDLIAEAK R 3 3281.5575 3281.5655 0.008 0 2.44 3.93 0.156 434.9 11 23 120 2 0 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 0.9898 R DVPAEYHIESAQDLAAELAEQGADDLIAEAK R 3 3281.5575 3282.5779 1.0204 -1.0034 5.20 3.383 0.175 354.5 82 21 120 2 0 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 1 R HEAEQEHEGDAGDGDDADPDTDEEEEHPYDR T 4 3508.2955 3509.291 0.9955 -1.0034 -2.24 4.608 0.351 1166 1 50 180 2 0 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 1 R HEAEQEHEGDAGDGDDADPDTDEEEEHPYDR T 4 3508.2955 3510.291 1.9955 -2.0067 -3.19 4.525 0.32 1047 1 45 180 2 0 1
Q5UY52_HALMA 1 Porphobilinogen deaminase (EC 2.5.1.61)  hemC rrnAC3086 389 19.5 3 7 0.9995 R TVEEWFDDLTEFER R 2 1814.7999 1815.8253 1.0254 -1.0034 12.15 3.684 0.167 1768 1 19 26 2 0 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein  moxR5 rrnAC3062 343 27.4 4 7 0.9999 R QILDAVGSAVIADDHFLETVMTGILAR G 3 2854.4898 2854.4937 0.0039 0 1.37 3.482 0.23 1017 1 30 104 2 0 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein  moxR5 rrnAC3062 343 27.4 4 7 0.9996 R QILDAVGSAVIADDHFLETVMTGILAR G 3 2854.4898 2855.4981 1.0083 -1.0034 1.73 3.008 0.275 804.2 1 28 104 2 0 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein  moxR5 rrnAC3062 343 27.4 4 7 0.9989 R QILDAVGSAVIADDHFLETVMTGILAR G 3 2854.4898 2855.5122 1.0224 -1.0034 6.67 3.506 0.195 932.2 1 28 104 2 0 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein  moxR5 rrnAC3062 343 27.4 4 7 0.9998 K QVTVDGVTHDLPEPFFVIATQNPVEQEGTFGLPEAQR D 3 4065.0119 4067.0181 2.0062 -2.0067 -0.12 4.373 0.243 1031 1 35 144 2 0 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein  moxR5 rrnAC3062 343 27.4 4 7 0.9996 K TLTAQSFATALDLSFKR V 3 1868.9996 1869.0072 0.0076 0 4.07 2.206 0.262 486.7 1 24 64 2 0 1
Q5UY73_HALMA 1 Methanol dehydrogenase regulatory protein  moxR5 rrnAC3062 343 27.4 4 7 0.9133 K TLTAQSFATALDLSFKR V 3 1868.9996 1870.7482 1.7486 -1.0034 398.74 2.28 0.162 280.4 313 21 64 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 1 R GYTILNDVDALDQQGR T 2 1776.8642 1776.8673 0.0031 0 1.74 3.869 0.562 2352 1 24 30 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 1 R LLTEDGPVTGEYVDGVVHADDGQYVVGR D 3 2959.4199 2959.4263 0.0064 0 2.16 4.579 0.435 1220 1 37 108 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 1 R LLTEDGPVTGEYVDGVVHADDGQYVVGR D 3 2959.4199 2960.438 1.0181 -1.0034 4.98 4.532 0.38 982.7 1 36 108 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 0.9999 R LLTEDGPVTGEYVDGVVHADDGQYVVGR D 3 2959.4199 2960.416 0.9961 -1.0034 -2.45 3.806 0.277 903.7 1 33 108 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 0.9989 R QSANTSEMLFGPHEVVAYLSK R 3 2307.1205 2307.1148 -0.0057 0 -2.47 2.433 0.221 428.5 3 26 80 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 0.9985 R QSANTSEMLFGPHEVVAYLSK R 3 2307.1205 2307.1223 0.0018 0 0.78 2.712 0.219 278.7 24 23 80 2 0 1
Q5UY90_HALMA 1 2-hydroxyhepta-24-diene-1,7-dioate isomerase  hpcEb rrnAC3039 238 27.3 3 7 0.9849 R QSANTSEMLFGPHEVVAYLSK R 3 2307.1205 2307.1131 -0.0074 0 -3.21 2.733 0.088 379.3 15 24 80 2 0 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 1 K TRYDEAVTVAIGR - 2 1449.7576 1449.7575 -0.0001 0 -0.07 3.875 0.479 1641 1 20 24 2 1 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 0.9791 K APDSDGEVAENIAIVAFER K 3 2001.9643 2004.0382 2.0739 -2.0067 33.57 2.793 0.131 685 8 22 72 2 0 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 1 R KADEEGMLAAAEEWGLGVIAFEK E 3 2463.1991 2463.2031 0.004 0 1.62 3.982 0.441 1318 1 34 88 2 0 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 1 R KADEEGMLAAAEEWGLGVIAFEK E 3 2463.1991 2463.1975 -0.0016 0 -0.65 3.261 0.343 1172 1 29 88 2 0 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 1 R SKELIGWPGIAEASAIAAGSEHDLLAEK T 3 2862.4763 2862.356 -0.1203 0 -42.03 5.258 0.359 1068 1 36 108 2 1 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 1 R SKELIGWPGIAEASAIAAGSEHDLLAEK T 3 2862.4763 2862.3516 -0.1247 0 -43.56 4.808 0.294 1913 1 40 108 2 1 1
Q5UYC3_HALMA 1 Cobalamin biosynthesis protein G  cbiG rrnAC3003 323 25.7 4 7 0.9922 R SKELIGWPGIAEASAIAAGSEHDLLAEK T 4 2862.4763 2862.4824 0.0061 0 2.13 3.357 0.089 788.1 3 41 162 2 1 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 1 K VGHNEDDDGTDIPVN - 2 1595.6699 1595.6719 0.002 0 1.25 2.567 0.369 414.2 1 19 28 2 0 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 1 R LPEAVDDGETTASYDSGVLTVR L 2 2294.0914 2294.0962 0.0048 0 2.09 5.674 0.573 3106 1 29 42 2 0 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 1 R LPEAVDDGETTASYDSGVLTVR L 2 2294.0914 2294.0926 0.0012 0 0.52 6.282 0.604 4448 1 33 42 2 0 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 1 R SVRLPEAVDDGETTASYDSGVLTVR L 3 2636.2929 2636.2935 0.0006 0 0.23 3.929 0.35 1426 1 32 96 2 1 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 0.9997 K VGHNEDDDGTDIPVN - 2 1595.6699 1595.6641 -0.0058 0 -3.63 2.191 0.284 340.6 1 18 28 2 0 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 0.9992 K VGHNEDDDGTDIPVN - 2 1595.6699 1595.6729 0.003 0 1.88 2.188 0.222 343 1 18 28 2 0 1
Q5UYH0_HALMA 1 Small heat shock protein  hsp20a rrnAC2949 135 29.6 3 7 0.9974 K VGHNEDDDGTDIPVN - 2 1595.6699 1595.6718 0.0019 0 1.19 2.07 0.207 240.1 4 15 28 2 0 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 0.9958 R DTDTVVEAAAPLGR T 2 1413.7099 1413.711 0.0011 0 0.78 2.252 0.103 856.7 1 17 26 2 0 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 1 R LGTDYLDLYLVHWPNPATSIR E 3 2443.2536 2443.2622 0.0086 0 3.52 4.779 0.473 2977 1 39 80 2 0 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 0.9996 R SPAQIVLK W 2 854.5225 854.5232 0.0007 0 0.82 2.397 0.159 1064 1 13 14 2 0 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 1 R TKVFADDIIQDLSEKYDR S 3 2155.0797 2155.0813 0.0016 0 0.74 5.323 0.513 1417 1 37 68 2 2 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 0.9999 K VFADDIIQDLSEKYDR S 3 1925.937 1925.9362 -0.0008 0 -0.42 2.65 0.351 616.1 1 29 60 2 1 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 0.995 K VFADDIIQDLSEKYDR S 3 1925.937 1925.9369 -0.0001 0 -0.05 2.297 0.183 480.9 1 27 60 2 1 1
Q5UYI9_HALMA 1 Oxidoreductase  yafB-4 rrnAC2927 264 23.1 5 7 0.9862 K VFADDIIQDLSEKYDR S 3 1925.937 1925.9427 0.0057 0 2.96 2.227 0.152 343.7 2 23 60 2 1 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 0.9503 R ITVFSDYVCPFCYLGR E 2 1881.8793 1879.8701 -2.0092 2 -4.89 2.89 0.113 933 1 17 30 2 0 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 0.9749 R EDELEVDWHPFDLR S 3 1798.8162 1799.8366 1.0204 -1.0034 9.48 2.242 0.131 766 3 21 52 2 0 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 1 R NPDGSIDHSVDDGKDDEYYEQAK E 3 2596.0837 2596.0862 0.0025 0 0.96 4.241 0.373 943.5 1 31 88 2 1 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 0.9934 R NPDGSIDHSVDDGKDDEYYEQAK E 3 2596.0837 2597.0781 0.9944 -1.0034 -3.45 3.13 0.186 752 1 28 88 2 1 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 1 K RNPDGSIDHSVDDGKDDEYYEQAK E 4 2752.1848 2752.19 0.0052 0 1.89 4.739 0.363 1581 1 38 138 2 1 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 1 K RNPDGSIDHSVDDGKDDEYYEQAK E 4 2752.1848 2752.176 -0.0088 0 -3.20 5.401 0.431 2207 1 47 138 2 1 1
Q5UZP5_HALMA 1 Thioredoxin  trxA9 rrnAC2450 211 25.6 4 7 1 K RNPDGSIDHSVDDGKDDEYYEQAK E 4 2752.1848 2752.1829 -0.0019 0 -0.69 4.62 0.325 1272 1 38 138 2 1 1
Q5UZQ8_HALMA 1 Putative phosphoesterase  rrnAC2435 rrnAC2435 162 52.5 4 7 0.9993 R IEVADHVIHAGDFDSK G 4 1751.8478 1751.8498 0.002 0 1.14 2.74 0.165 849.9 3 33 90 2 0 1
Q5UZQ8_HALMA 1 Putative phosphoesterase  rrnAC2435 rrnAC2435 162 52.5 4 7 0.9937 R IEVADHVIHAGDFDSK G 4 1751.8478 1751.8487 0.0009 0 0.51 2.182 0.158 496 27 28 90 2 0 1
Q5UZQ8_HALMA 1 Putative phosphoesterase  rrnAC2435 rrnAC2435 162 52.5 4 7 1 R LLNPGSVTGASPADRPTMLTATVEDGTLSVAQHEL - 3 3547.7828 3548.7979 1.0151 -1.0034 3.31 4.964 0.482 2233 1 42 136 2 0 1
Q5UZQ8_HALMA 1 Putative phosphoesterase  rrnAC2435 rrnAC2435 162 52.5 4 7 1 R LLNPGSVTGASPADRPTMLTATVEDGTLSVAQHEL - 3 3547.7828 3548.7979 1.0151 -1.0034 3.31 4.832 0.493 1884 1 41 136 2 0 1
Q5UZQ8_HALMA 1 Putative phosphoesterase  rrnAC2435 rrnAC2435 162 52.5 4 7 0.995 R LLNPGSVTGASPADRPTMLTATVEDGTLSVAQHEL - 3 3563.7822 3564.7749 0.9927 -1.0034 -2.99 3.332 0.133 1336 1 35 136 2 0 1 LLNPGSVTGASPADRPTM[147]LTATVEDGTLSVAQHEL
Q5UZQ8_HALMA 1 Putative phosphoesterase  rrnAC2435 rrnAC2435 162 52.5 4 7 0.9606 D PQIGLPER A 2 908.5079 908.6454 0.1375 0 151.35 2.26 0.27 419.3 11 10 14 1 0 1
Q5V113_HALMA 1 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)  glpQ2 rrnAC1917 333 23.4 3 7 1 R DYDDSVPVAFLFWDSIEEGLEVTR R 2 2801.3072 2801.3357 0.0285 0 10.17 4.911 0.599 1583 1 23 46 2 0 1
Q5V113_HALMA 1 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)  glpQ2 rrnAC1917 333 23.4 3 7 1 R ALDLVSEYDNDILVSSFYEAALATVR D 2 2873.4334 2873.4563 0.0229 0 7.97 3.752 0.516 346.7 1 16 50 2 0 1
Q5V113_HALMA 1 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)  glpQ2 rrnAC1917 333 23.4 3 7 1 R DYDDSVPVAFLFWDSIEEGLEVTR R 2 2801.3072 2801.3089 0.0017 0 0.61 4.329 0.612 1325 1 21 46 2 0 1
Q5V113_HALMA 1 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)  glpQ2 rrnAC1917 333 23.4 3 7 1 R DYDDSVPVAFLFWDSIEEGLEVTR R 2 2801.3072 2802.3257 1.0185 -1.0034 5.41 3.845 0.577 1148 1 22 46 2 0 1
Q5V113_HALMA 1 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)  glpQ2 rrnAC1917 333 23.4 3 7 0.9997 R DYDDSVPVAFLFWDSIEEGLEVTR R 2 2801.3072 2801.2891 -0.0181 0 -6.46 2.122 0.297 349.9 1 13 46 2 0 1
Q5V113_HALMA 1 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.46)  glpQ2 rrnAC1917 333 23.4 3 7 1 R RADMVEVDVVPTADGTLVTFHDNGLAER D 3 3026.4767 3026.4837 0.007 0 2.31 6.891 0.532 2469 1 44 108 2 0 1
Q5V237_HALMA 1 Hypothetical protein  rrnAC1492 rrnAC1492 56 55.4 2 7 0.95 M SLELEHYCPECEEYRDFWK V 3 2475.0511 2473.0403 -2.0108 2 -4.36 4.468 0.348 895.8 1 27 72 2 1 1
Q5V237_HALMA 1 Hypothetical protein  rrnAC1492 rrnAC1492 56 55.4 2 7 0.9909 M SLELEHYCPECEEYRDFWK V 3 2475.0511 2473.0459 -2.0052 2 -2.10 4.362 0.441 1089 1 29 72 2 1 1
Q5V237_HALMA 1 Hypothetical protein  rrnAC1492 rrnAC1492 56 55.4 2 7 0.9175 M SLELEHYCPECEEYRDFWK V 3 2475.0511 2473.0384 -2.0127 2 -5.13 4.17 0.338 1142 1 29 72 2 1 1
Q5V237_HALMA 1 Hypothetical protein  rrnAC1492 rrnAC1492 56 55.4 2 7 0.9969 K WHCPECDYGFVR I 3 1510.6122 1508.5983 -2.0139 2 -9.20 3.385 0.211 700.4 2 23 44 2 0 1
Q5V237_HALMA 1 Hypothetical protein  rrnAC1492 rrnAC1492 56 55.4 2 7 0.9951 K WHCPECDYGFVR I 3 1510.6122 1508.6004 -2.0118 2 -7.81 2.785 0.228 699.1 1 22 44 2 0 1
Q5V237_HALMA 1 Hypothetical protein  rrnAC1492 rrnAC1492 56 55.4 2 7 0.9893 K WHCPECDYGFVR I 3 1510.6122 1508.5933 -2.0189 2 -12.51 2.796 0.189 887.1 1 25 44 2 0 1
Q5V2S7_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA1 rrnAC1231 342 21.3 4 7 1 K VGALEQLGAEVIQYGEDYDEAREHIEDLATQR E 4 3616.7281 3617.731 1.0029 -1.0034 -0.12 5.421 0.39 1913 1 54 186 2 1 1
Q5V2S7_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA1 rrnAC1231 342 21.3 4 7 1 R AWQDETLDALDSVDTIAEGVATR V 2 2475.1765 2475.1797 0.0032 0 1.29 5.202 0.538 3038 1 29 44 2 0 1
Q5V2S7_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA1 rrnAC1231 342 21.3 4 7 1 K VGALEQLGAEVIQYGEDYDEAR E 2 2424.1445 2424.1489 0.0044 0 1.82 5.595 0.553 2497 1 26 42 2 0 1
Q5V2S7_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA1 rrnAC1231 342 21.3 4 7 1 K VGALEQLGAEVIQYGEDYDEAREHIEDLATQR E 4 3616.7281 3616.7219 -0.0062 0 -1.71 6.032 0.502 1852 1 51 186 2 1 1



Q5V2S7_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA1 rrnAC1231 342 21.3 4 7 1 R VPFALPTEILQAGLADFR L 2 1957.0673 1958.0653 0.998 -1.0034 -2.73 5.696 0.547 1488 1 28 34 2 0 1
Q5V2S7_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA1 rrnAC1231 342 21.3 4 7 0.9999 R VPFALPTEILQAGLADFR L 3 1957.0673 1957.0646 -0.0027 0 -1.38 2.741 0.261 517.8 1 23 68 2 0 1
Q5V311_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp1 rrnAC1138 168 36.9 3 7 1 R SDRDVVQEHLLR D 3 1465.7637 1466.7682 1.0045 -1.0034 0.78 3.68 0.378 1343 1 22 44 2 1 1
Q5V311_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp1 rrnAC1138 168 36.9 3 7 1 R SDAFNDIAQSFER D 2 1498.6688 1498.6696 0.0008 0 0.53 3.472 0.5 1751 1 19 24 2 0 1
Q5V311_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp1 rrnAC1138 168 36.9 3 7 1 R SDAFNDIAQSFER D 2 1498.6688 1498.6695 0.0007 0 0.47 3.47 0.547 1703 1 20 24 2 0 1
Q5V311_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp1 rrnAC1138 168 36.9 3 7 0.9642 R SDRDVVQEHLLR D 3 1465.7637 1466.7682 1.0045 -1.0034 0.78 2.647 0.166 612.1 37 18 44 2 1 1
Q5V311_HALMA 1 Fructose-16-bisphosphatase (EC 3.1.3.11)  fbp1 rrnAC1138 168 36.9 3 7 0.916 R VHFESAPLAYLVEAAGGASSDGSQSLLDVEPDGIHDR T 4 3808.818 3809.8111 0.9931 -1.0034 -2.69 3.016 0.099 519.7 34 37 216 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 0.9998 R HYSLVKPQYR G 3 1289.688 1289.6927 0.0047 0 3.64 2.677 0.2 899.4 1 20 36 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 0.9988 R ATEMEDWQIELLELLRR E 3 2144.0936 2144.0977 0.0041 0 1.91 2.141 0.213 530.8 1 20 64 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 1 R HYSLVKPQYR G 3 1289.688 1289.6902 0.0022 0 1.71 3.336 0.217 885.6 1 20 36 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 0.9998 R HYSLVKPQYR G 3 1289.688 1289.6903 0.0023 0 1.78 3.255 0.16 1131 1 22 36 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 0.9985 R HYSLVKPQYR G 3 1289.688 1289.6781 -0.0099 0 -7.68 2.758 0.104 797.5 1 18 36 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 0.9947 R LEPPAWLTDIPGHLDDLDPEDAR V 3 2584.2445 2584.249 0.0045 0 1.74 1.878 0.183 302.1 1 31 88 2 0 1
Q5V370_HALMA 1 Stage V sporulation protein R-like  spoVR rrnAC1070 679 11.3 4 7 0.9999 K VLGSGGLNPYSLGLEIWEYVENTENRR E 3 3064.5254 3064.5342 0.0088 0 2.87 2.67 0.284 367.1 1 25 104 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 0.9998 R AGHAQDIVTVER I 3 1294.6629 1294.6659 0.003 0 2.32 3.288 0.238 1032 27 23 44 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 1 R AGHAQDIVTVER I 2 1294.6629 1294.6642 0.0013 0 1.00 3.28 0.409 1419 1 18 22 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 1 R AGHAQDIVTVER I 2 1294.6629 1294.6659 0.003 0 2.32 3.541 0.379 1254 1 17 22 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 0.9987 R AGHAQDIVTVER I 3 1294.6629 1294.6657 0.0028 0 2.16 3.146 0.168 732.7 63 20 44 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 0.9984 R AGHAQDIVTVER I 3 1294.6629 1294.6652 0.0023 0 1.78 2.87 0.159 946.4 18 23 44 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 1 R IPADELGLGQGTPSQIR K 2 1750.9213 1750.9129 -0.0084 0 -4.80 4.316 0.596 1853 1 24 32 2 0 1
Q5V3Q9_HALMA 1 Hypothetical protein  rrnAC0862 rrnAC0862 224 12.9 2 7 1 R IPADELGLGQGTPSQIR K 2 1750.9213 1750.9112 -0.0101 0 -5.77 4.936 0.562 1954 1 24 32 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 1 R NVVEAIFHAADEVGASAIAYR S 3 2202.1069 2202.1099 0.003 0 1.36 3.312 0.353 1014 2 27 80 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 1 R LMQFLSGDLSLK L 2 1350.7217 1350.7282 0.0065 0 4.81 3.538 0.312 1805 1 19 22 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 1 R NVVEAIFHAADEVGASAIAYR S 3 2202.1069 2202.1072 0.0003 0 0.14 3.303 0.312 896.3 1 28 80 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 0.9996 R NVVEAIFHAADEVGASAIAYR S 3 2202.1069 2202.1035 -0.0034 0 -1.54 2.944 0.241 554.1 8 23 80 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 0.9995 R NVVEAIFHAADEVGASAIAYR S 3 2202.1069 2202.1116 0.0047 0 2.13 2.957 0.208 777.4 2 26 80 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 1 R TVFPDADDHTAYSR N 2 1593.7059 1593.7063 0.0004 0 0.25 2.543 0.374 701.6 1 20 26 2 0 1
Q5V403_HALMA 1 Universal stress protein  usp17 rrnAC0758 151 31.1 3 7 1 R TVFPDADDHTAYSR N 2 1593.7059 1593.7084 0.0025 0 1.57 3.134 0.457 633 1 19 26 2 0 1
Q5V449_HALMA 1 Hypothetical protein  rrnAC0708 rrnAC0708 195 24.1 2 7 1 R LADIGIETVGELAAADAADIAADTDLSESR V 3 2972.4462 2972.4566 0.0104 0 3.50 3.917 0.37 914.4 1 31 116 2 0 1
Q5V449_HALMA 1 Hypothetical protein  rrnAC0708 rrnAC0708 195 24.1 2 7 1 R LADIGIETVGELAAADAADIAADTDLSESR V 3 2972.4462 2972.4536 0.0074 0 2.49 4.354 0.347 666 1 28 116 2 0 1
Q5V449_HALMA 1 Hypothetical protein  rrnAC0708 rrnAC0708 195 24.1 2 7 1 R LADIGIETVGELAAADAADIAADTDLSESR V 3 2972.4462 2972.4466 0.0004 0 0.13 4.909 0.456 1096 1 33 116 2 0 1
Q5V449_HALMA 1 Hypothetical protein  rrnAC0708 rrnAC0708 195 24.1 2 7 1 R LADIGIETVGELAAADAADIAADTDLSESR V 2 2972.4462 2972.4585 0.0123 0 4.14 4.909 0.594 2033 1 28 58 2 0 1
Q5V449_HALMA 1 Hypothetical protein  rrnAC0708 rrnAC0708 195 24.1 2 7 1 R LADIGIETVGELAAADAADIAADTDLSESR V 2 2972.4462 2972.448 0.0018 0 0.61 5.615 0.628 2214 1 29 58 2 0 1
Q5V449_HALMA 1 Hypothetical protein  rrnAC0708 rrnAC0708 195 24.1 2 7 1 K SALGLDGTGSSTSGTNR D 2 1579.7438 1580.7323 0.9885 -1.0034 -9.40 4.085 0.572 1495 1 22 32 2 0 1
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 1 R TEPSPEDMDVTVNTGYEASK M 2 2168.9419 2168.9505 0.0086 0 3.97 3.565 0.476 678.3 1 22 38 2 0 1
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 0.9999 R DFTHVDDIVR G 2 1215.5884 1215.641 0.0526 0 43.27 2.457 0.29 1002 1 15 18 2 0 1
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 0.9996 R DFTHVDDIVR G 2 1215.5884 1215.6316 0.0432 0 35.54 2.337 0.197 750.8 1 16 18 2 0 1
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 1 R TEPSPEDMDVTVNTGYEASK M 2 2168.9419 2169.938 0.9961 -1.0034 -3.34 4.608 0.448 972.3 1 26 38 2 0 1
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 0.9999 R TEPSPEDMDVTVNTGYEASK M 2 2184.9413 2185.9409 0.9996 -1.0034 -1.72 3.383 0.328 735.5 1 22 38 2 0 1 TEPSPEDM[147]DVTVNTGYEASK
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 1 R VLVTGGGGFIGANLANK L 2 1586.878 1586.8797 0.0017 0 1.07 4.604 0.408 1915 1 26 32 2 0 1
Q5V4R9_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE rrnAC0452 305 20 4 7 1 R VNVEGFVNTVEQAR D 2 1560.7896 1560.7945 0.0049 0 3.14 3.751 0.48 1669 1 19 26 2 0 1
Q5V4W4_HALMA 1 Universal stress protein  usp15 rrnAC0402 149 39.6 4 7 1 R IQADAEASGVDATTTLK H 2 1689.8421 1689.8456 0.0035 0 2.07 4.963 0.518 2806 1 26 32 2 0 1
Q5V4W4_HALMA 1 Universal stress protein  usp15 rrnAC0402 149 39.6 4 7 0.9991 K HGRPAESVIETADEADVDLLVLGTK R 3 2634.35 2632.3081 -2.0419 2 -15.91 4.122 0.271 865.2 1 31 96 2 0 1
Q5V4W4_HALMA 1 Universal stress protein  usp15 rrnAC0402 149 39.6 4 7 1 K HGRPAESVIETADEADVDLLVLGTKR R 3 2790.4512 2790.3169 -0.1343 0 -48.13 4.032 0.29 1283 1 35 100 2 0 1
Q5V4W4_HALMA 1 Universal stress protein  usp15 rrnAC0402 149 39.6 4 7 1 K HGRPAESVIETADEADVDLLVLGTKR R 4 2790.4512 2790.4529 0.0017 0 0.61 4.938 0.377 1911 1 43 150 2 0 1
Q5V4W4_HALMA 1 Universal stress protein  usp15 rrnAC0402 149 39.6 4 7 1 R IQADAEASGVDATTTLK H 2 1689.8421 1689.8448 0.0027 0 1.60 4.941 0.548 2529 1 25 32 2 0 1
Q5V4W4_HALMA 1 Universal stress protein  usp15 rrnAC0402 149 39.6 4 7 1 R IQADAEASGVDATTTLK H 2 1689.8421 1689.8435 0.0014 0 0.83 5.154 0.497 2487 1 25 32 2 0 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 0.9796 R SIGYGHDESHWKDVVSTLR M 4 2185.0552 2185.0564 0.0012 0 0.55 1.811 0.021 460.4 1 39 108 2 1 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 0.9981 R IGANFDPSHLYWQGIDVTEAIR L 3 2501.2339 2503.2307 1.9968 -2.0067 -3.96 3.281 0.184 739 1 32 84 2 0 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 0.9977 R IGANFDPSHLYWQGIDVTEAIR L 3 2501.2339 2503.2295 1.9956 -2.0067 -4.44 3.255 0.196 522.4 3 29 84 2 0 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 1 R LADQLDVNTVTGFSGLPAGGPDDEVPNWITAPWPTEHADAHE V 4 5072.3641 5074.3706 2.0065 -2.0067 -0.04 5.663 0.511 1613 1 61 270 2 0 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 0.9997 R QAYLDNEEKQAELEALLDEHDLR V 4 2741.3144 2741.3174 0.003 0 1.09 2.518 0.213 649.7 1 34 132 2 1 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 0.9981 R SIGYGHDESHWKDVVSTLR M 4 2185.0552 2185.0557 0.0005 0 0.23 1.715 0.135 485.9 1 39 108 2 1 1
Q5V580_HALMA 1 AP-endonuclease\AP-lyase (EC 3.1.21.2) (EC 4.2.99.18)  apl rrnAC0265 322 39.4 5 7 1 R VSALATHNNPLHPDDER A 3 1884.9078 1884.9088 0.001 0 0.53 3.903 0.337 545.4 2 25 64 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 1 R LTNLEAIADAVSR D 2 1371.7358 1371.7454 0.0096 0 7.00 3.048 0.368 1291 1 19 24 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 0.9677 R CQACGAFRPVAK G 2 1249.606 1247.5913 -2.0147 2 -11.76 3.068 0.108 1097 2 15 22 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 0.9142 R CQACGAFRPVAK G 2 1249.606 1247.5928 -2.0132 2 -10.56 2.897 0.067 1220 2 16 22 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 0.9066 R CQACGAFRPVAK G 2 1249.606 1247.5907 -2.0153 2 -12.24 2.892 0.062 993.3 2 15 22 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 1 R LTNLEAIADAVSR D 2 1371.7358 1372.7254 0.9896 -1.0034 -10.02 3.405 0.4 1825 1 20 24 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 1 R LTNLEAIADAVSR D 2 1371.7358 1371.7454 0.0096 0 7.00 3.158 0.449 2382 1 20 24 2 0 1
Q5V5J2_HALMA 1 Probable translation initiation factor 2 beta subunit  eif2B1 rrnAC0138 203 16.7 3 7 0.9994 - MNYESALQR A 2 1110.5128 1111.8253 1.3125 -1.0034 278.38 2.637 0.247 600.2 2 14 16 2 0 1

Q5V5K5_HALMA 1 Chorismate synthase (EC 4.2.3.5) (5-enolpyruvylshikimate-3-
phosphatephospholyase)  aroC rrnAC0124 399 28.3 4 7 1 R GEPDKVTINSGIQDGYTTGTPIGMVIQNK D 3 3032.5124 3032.5132 0.0008 0 0.26 5.831 0.529 1227 1 41 112 2 1 1

Q5V5K5_HALMA 1 Chorismate synthase (EC 4.2.3.5) (5-enolpyruvylshikimate-3-
phosphatephospholyase)  aroC rrnAC0124 399 28.3 4 7 0.9971 R GEPDKVTINSGIQDGYTTGTPIGMVIQNK D 3 3048.5118 3048.4536 -0.0582 0 -19.09 3.095 0.215 201.5 15 25 112 2 1 1 GEPDKVTINSGIQDGYTTGTPIGM[147]VIQNK

Q5V5K5_HALMA 1 Chorismate synthase (EC 4.2.3.5) (5-enolpyruvylshikimate-3-
phosphatephospholyase)  aroC rrnAC0124 399 28.3 4 7 0.9996 K GSEYTENWEFDEDGHPTPVGNDHGGIQGGITTGQPIYGEVSWH T 5 5361.4551 5361.4458 -0.0093 0 -1.73 3.653 0.186 621.4 2 56 392 2 0 1

Q5V5K5_HALMA 1 Chorismate synthase (EC 4.2.3.5) (5-enolpyruvylshikimate-3-
phosphatephospholyase)  aroC rrnAC0124 399 28.3 4 7 0.9987 R INPDRLDGRPGEYDTDYHPSSPQNDPEDADTHAK T 4 3821.6789 3823.7061 2.0272 -2.0067 5.36 4.342 0.299 545.6 21 34 198 2 1 1

Q5V5K5_HALMA 1 Chorismate synthase (EC 4.2.3.5) (5-enolpyruvylshikimate-3-
phosphatephospholyase)  aroC rrnAC0124 399 28.3 4 7 1 R LDGRPGEYDTDYHPSSPQNDPEDADTHAK T 4 3226.3711 3226.3772 0.0061 0 1.89 3.924 0.312 1324 1 44 168 2 0 1

Q5V5K5_HALMA 1 Chorismate synthase (EC 4.2.3.5) (5-enolpyruvylshikimate-3-
phosphatephospholyase)  aroC rrnAC0124 399 28.3 4 7 0.9989 R LDGRPGEYDTDYHPSSPQNDPEDADTHAK T 4 3226.3711 3226.3623 -0.0088 0 -2.73 3.446 0.101 1389 1 44 168 2 0 1

Q5V5M8_HALMA 1 Medium-chain acyl-CoA ligase  alkK1 rrnAC0098 533 20.6 6 7 1 R VALLAPNTHYFIETLYATNK L 3 2278.1997 2278.2053 0.0056 0 2.46 3.967 0.431 1987 1 33 76 2 0 1
Q5V5M8_HALMA 1 Medium-chain acyl-CoA ligase  alkK1 rrnAC0098 533 20.6 6 7 1 K AAVIPTPSEDWGETPMAIVVPTADSDATEQDILEFLRER V 3 4269.0787 4270.0865 1.0078 -1.0034 1.04 3.209 0.487 586.2 1 37 152 2 1 1
Q5V5M8_HALMA 1 Medium-chain acyl-CoA ligase  alkK1 rrnAC0098 533 20.6 6 7 0.9951 R ANDGDVVTQGDRDVR I 3 1615.755 1615.758 0.003 0 1.86 2.305 0.179 1160 1 27 56 2 1 1
Q5V5M8_HALMA 1 Medium-chain acyl-CoA ligase  alkK1 rrnAC0098 533 20.6 6 7 0.9992 K LGAVFVPLNYR L 2 1247.7026 1247.7011 -0.0015 0 -1.20 2.307 0.172 723.8 1 14 20 2 0 1
Q5V5M8_HALMA 1 Medium-chain acyl-CoA ligase  alkK1 rrnAC0098 533 20.6 6 7 1 R VALLAPNTHYFIETLYATNK L 3 2278.1997 2278.2034 0.0037 0 1.62 3.988 0.391 1080 1 26 76 2 0 1
Q5V5M8_HALMA 1 Medium-chain acyl-CoA ligase  alkK1 rrnAC0098 533 20.6 6 7 0.9949 R VNQLAHALSDRGVSK G 3 1593.8587 1593.7978 -0.0609 0 -38.21 2.183 0.261 304.1 46 22 56 2 1 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 1 R LMSMDFLVGKDDPVIFR G 3 1982.0005 1982.0053 0.0048 0 2.42 3.818 0.455 757.2 1 32 64 2 1 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 1 R EFADETEMPFLGEIPLDPEVR E 2 2433.141 2433.1497 0.0087 0 3.58 3.938 0.48 1370 1 24 40 2 0 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 1 R EFADETEMPFLGEIPLDPEVR E 2 2433.141 2433.1477 0.0067 0 2.75 3.95 0.457 1502 1 24 40 2 0 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 1 R EFADETEMPFLGEIPLDPEVR E 2 2433.141 2433.1468 0.0058 0 2.38 4.149 0.327 1511 1 24 40 2 0 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 0.9996 R HETPVLGIVENMSSFVCPDCGGTHDIFGSGGGR E 4 3374.5118 3374.531 0.0192 0 5.69 2.897 0.152 989.2 1 38 192 2 0 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 1 R MLDADEQPQATEDEEIIPVEK H 2 2399.105 2400.1055 1.0005 -1.0034 -1.19 4.348 0.485 1005 1 24 40 2 0 1
Q5V5R4_HALMA 1 Mrp protein-like  mrp1 rrnAC0056 353 26.1 4 7 1 R MLDADEQPQATEDEEIIPVEK H 2 2399.105 2399.1133 0.0083 0 3.46 4.024 0.41 850.5 1 22 40 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 1 K TGAPSEEIVEFAEGEGMDAIVLGSAFR G 2 2781.3167 2781.3257 0.009 0 3.24 5.317 0.603 2444 1 27 52 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 0.9398 - MYDHILVPYDGSDEAR K 3 1879.841 1879.8417 0.0007 0 0.37 1.965 0.02 621.6 1 23 60 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 1 K TGAPSEEIVEFAEGEGMDAIVLGSAFR G 3 2781.3167 2781.3125 -0.0042 0 -1.51 5.029 0.504 776.1 1 28 104 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 1 K TGAPSEEIVEFAEGEGMDAIVLGSAFR G 2 2781.3167 2781.3184 0.0017 0 0.61 5.739 0.627 2926 1 29 52 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 1 K TGAPSEEIVEFAEGEGMDAIVLGSAFR G 3 2781.3167 2781.3189 0.0022 0 0.79 3.857 0.441 945.9 1 27 104 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 1 K TGAPSEEIVEFAEGEGMDAIVLGSAFR G 2 2781.3167 2781.3167 0 0 0.00 5.625 0.646 2822 1 29 52 2 0 1
Q5V5Y9_HALMA 1 Universal stress protein  usp25 pNG7373 147 29.3 2 7 1 K TGAPSEEIVEFAEGEGMDAIVLGSAFR G 2 2781.3167 2781.3179 0.0012 0 0.43 5.492 0.626 2475 1 27 52 2 0 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 1 R LLVGSVAEQVMR K 2 1300.7173 1300.7229 0.0056 0 4.31 3.094 0.46 2085 1 19 22 2 0 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 0.9969 K AEAESLLKDAQAEFMSPEK I 3 2092.9987 2093.0047 0.006 0 2.87 2.756 0.202 678 5 25 72 2 1 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 1 - MIETILVPVDGSAPAQEAVK Y 2 2067.0922 2067.0943 0.0021 0 1.02 3.857 0.448 567.7 1 21 38 2 0 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 1 - MIETILVPVDGSAPAQEAVK Y 2 2067.0922 2067.0869 -0.0053 0 -2.56 4.386 0.562 844.6 1 25 38 2 0 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 1 R TSVVVGDPVETIIATVK N 2 1726.9716 1726.9705 -0.0011 0 -0.64 2.797 0.424 958.5 1 20 32 2 0 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 1 R TSVVVGDPVETIIATVK N 2 1726.9716 1726.9701 -0.0015 0 -0.87 3.624 0.48 940 1 22 32 2 0 1
Q5V7K5_HALMA 1 Universal stress protein  usp8 pNG5052 138 49.3 4 7 1 R TSVVVGDPVETIIATVK N 2 1726.9716 1726.9654 -0.0062 0 -3.59 2.571 0.356 625.6 1 15 32 2 0 1
RF1_HALMAReview 1 Peptide chain release factor subunit 1 (Translation termination factoraRF1)  prf1 rrnAC3164 418 22 5 7 1 K GLFGLIVLDR R 2 1101.6546 1101.6654 0.0108 0 9.80 2.908 0.31 1126 1 14 18 2 0 1
RF1_HALMAReview 1 Peptide chain release factor subunit 1 (Translation termination factoraRF1)  prf1 rrnAC3164 418 22 5 7 1 K FDVAYTDESGLYDLVDAADDVLAEHEMLR D 3 3271.4867 3271.4893 0.0026 0 0.79 5.288 0.514 1340 1 41 112 2 0 1
RF1_HALMAReview 1 Peptide chain release factor subunit 1 (Translation termination factoraRF1)  prf1 rrnAC3164 418 22 5 7 1 K GEQLLTAFGGVAGLLR Y 2 1600.8937 1600.8938 0.0001 0 0.06 3.418 0.47 2542 1 23 30 2 0 1
RF1_HALMAReview 1 Peptide chain release factor subunit 1 (Translation termination factoraRF1)  prf1 rrnAC3164 418 22 5 7 1 K LISDVVAHVTQEHSEASNIK S 3 2176.1124 2176.1135 0.0011 0 0.51 3.692 0.401 904.1 1 31 76 2 0 1
RF1_HALMAReview 1 Peptide chain release factor subunit 1 (Translation termination factoraRF1)  prf1 rrnAC3164 418 22 5 7 1 K LISDVVAHVTQEHSEASNIK S 3 2176.1124 2176.1143 0.0019 0 0.87 3.524 0.379 696.8 1 29 76 2 0 1
RF1_HALMAReview 1 Peptide chain release factor subunit 1 (Translation termination factoraRF1)  prf1 rrnAC3164 418 22 5 7 1 K LISDVVAHVTQEHSEASNIK S 3 2176.1124 2176.1135 0.0011 0 0.51 4.45 0.457 1133 1 35 76 2 0 1



RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 1 R TMEQFSNNVR F 2 1224.5557 1224.5565 0.0008 0 0.65 3.231 0.415 1558 1 17 18 2 0 1

RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 0.9999 R FSPLADDAVAEEIR T 2 1531.7518 1532.7654 1.0136 -1.0034 6.69 3.269 0.324 782.5 1 19 26 2 0 1

RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 1 R LLTEEGIAGGDIIDQLHR S 2 1949.0218 1949.0054 -0.0164 0 -8.41 3.066 0.449 892.9 1 23 34 2 0 1

RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 0.9919 R LLTEEGIAGGDIIDQLHR S 3 1949.0218 1949.0265 0.0047 0 2.41 2.465 0.126 454.6 8 25 68 2 0 1

RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 0.9995 R TMEQFSNNVR F 2 1224.5557 1224.5574 0.0017 0 1.39 2.589 0.141 1478 1 16 18 2 0 1

RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 1 R VQLEAMLASLAQGE - 2 1458.7388 1458.7383 -0.0005 0 -0.34 3.934 0.379 1275 1 18 26 2 0 1

RFCS_HALMAReview 1 Replication factor C small subunit (RFC small subunit) (Clamp loadersmall
subunit)  rfcS rrnAC2565 325 28 6 7 0.9996 R VQLEAMLASLAQGE - 2 1458.7388 1458.7443 0.0055 0 3.77 2.402 0.228 696.8 1 14 26 2 0 1

RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 1 K VNDFVAFGEPSQETLETVLATR A 2 2422.2016 2422.2051 0.0035 0 1.44 5.127 0.528 1866 1 30 42 2 0 1
RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 1 R AEPLEGDADVDDEWVAEHTDYDDISGLAFALLSEETTLREQGL L 4 5288.4797 5288.4693 -0.0104 0 -1.97 2.83 0.399 443 1 50 282 2 1 1
RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 0.9999 R AEPLEGDADVDDEWVAEHTDYDDISGLAFALLSEETTLREQGL L 4 5288.4797 5289.5049 1.0252 -1.0034 4.13 3.541 0.336 420.8 1 51 282 2 1 1
RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 0.9989 K HDTEGIDDLLEAMR - 3 1613.7355 1613.7367 0.0012 0 0.74 2.932 0.156 870.5 4 21 52 2 0 1
RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 1 K VNDFVAFGEPSQETLETVLATR A 2 2422.2016 2422.2066 0.005 0 2.06 5.677 0.528 1830 1 30 42 2 0 1
RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 1 K VNDFVAFGEPSQETLETVLATR A 2 2422.2016 2423.2053 1.0037 -1.0034 0.14 5.364 0.537 1593 1 28 42 2 0 1
RL30_HALMAReview 1 50S ribosomal protein L30P (Hmal30) (Hl20) (Hl16)  rpl30p rrnAC1591 154 54.5 3 7 1 K VNDFVAFGEPSQETLETVLATR A 2 2422.2016 2422.2122 0.0106 0 4.38 5.523 0.551 1714 1 29 42 2 0 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 1 R HLQQVEVVGDLGEFEDDDPNILR G 3 2636.2718 2636.2759 0.0041 0 1.56 4.123 0.357 815.7 1 28 88 2 0 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 0.9995 K EGQRLEVEADAVLDTGREHAK H 4 2322.1564 2322.1577 0.0013 0 0.56 2.576 0.186 1112 1 36 120 2 2 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 0.9939 K EGQRLEVEADAVLDTGREHAK H 4 2322.1564 2322.1594 0.003 0 1.29 3.086 0.059 1528 1 39 120 2 2 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 0.9016 R GVIEEQAAEHAAGD A 2 1395.6266 1395.6289 0.0023 0 1.65 2.288 0.202 388.4 1 14 26 1 0 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 0.9981 R GVIEEQAAEHAAGDATNGELVATDEFDNDLR N 3 3256.4756 3257.4903 1.0147 -1.0034 3.49 3.3 0.181 820.4 1 30 120 2 0 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 1 R HLQQVEVVGDLGEFEDDDPNILR G 3 2636.2718 2636.2766 0.0048 0 1.82 4.174 0.421 1355 1 34 88 2 0 1
RPOD_HALMAReview 1 DNA-directed RNA polymerase subunit D (EC 2.7.7.6)  rpoD rrnAC0062 259 33.2 5 7 0.9884 M TQDYEVEFVER G 2 1413.6412 1414.6454 1.0042 -1.0034 0.60 3.532 0.261 1451 1 18 20 2 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 0.9994 D PEDGHTYQIDVDGQDANR F 2 2028.8773 2028.8654 -0.0119 0 -5.87 3.698 0.364 1059 1 21 34 1 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 0.9998 M AEFTVAVSDPEDGHTYQIDVDGQDANR F 3 2948.306 2948.3164 0.0104 0 3.53 4.906 0.395 1182 1 37 104 2 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 0.9446 M AEFTVAVSDPEDGHTYQIDVDGQDANR F 3 2948.306 2949.3096 1.0036 -1.0034 0.08 3.796 0.256 560.4 2 28 104 2 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 1 K EIMSDGGVGFEPTTDGER K 2 1895.8207 1895.8172 -0.0035 0 -1.85 4.063 0.485 1541 1 23 34 2 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 0.9903 R ELGDEVDGGAVGLDGYSLELTGGSDTSGRPMRPDVR G 4 3676.7275 3677.731 1.0035 -1.0034 0.04 2.416 0.08 442.6 1 35 210 2 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 0.9996 D PEDGHTYQIDVDGQDANR F 3 2028.8773 2028.8788 0.0015 0 0.74 4.247 0.367 1610 1 34 68 1 0 1
RS6E_HALMAReview 1 30S ribosomal protein S6e (HS13)  rps6e rrnAC2212 129 62.8 4 7 0.9964 D PEDGHTYQIDVDGQDANR F 3 2028.8773 2028.8803 0.003 0 1.48 4.067 0.268 1075 1 28 68 1 0 1
APT_HALMAReview 1 Adenine phosphoribosyltransferase (EC 2.4.2.7) (APRT)  apt rrnAC3523 189 25.9 3 6 0.995 K KSLLEAPIIEK E 3 1239.7438 1240.7466 1.0028 -1.0034 -0.44 2.666 0.144 895.9 2 22 40 2 0 1
APT_HALMAReview 1 Adenine phosphoribosyltransferase (EC 2.4.2.7) (APRT)  apt rrnAC3523 189 25.9 3 6 0.9999 K ADGTNKLDEAGYDAK T 2 1566.7162 1566.7195 0.0033 0 2.11 2.946 0.414 834.6 1 18 28 2 1 1
APT_HALMAReview 1 Adenine phosphoribosyltransferase (EC 2.4.2.7) (APRT)  apt rrnAC3523 189 25.9 3 6 0.9989 K ADGTNKLDEAGYDAK T 2 1566.7162 1566.7184 0.0022 0 1.40 2.369 0.345 418.1 1 15 28 2 1 1
APT_HALMAReview 1 Adenine phosphoribosyltransferase (EC 2.4.2.7) (APRT)  apt rrnAC3523 189 25.9 3 6 1 K EGYHYFVHPISDGVPMLRPELLR E 4 2724.3846 2724.3709 -0.0137 0 -5.03 2.995 0.3 1187 1 43 132 2 0 1
APT_HALMAReview 1 Adenine phosphoribosyltransferase (EC 2.4.2.7) (APRT)  apt rrnAC3523 189 25.9 3 6 0.9955 K EGYHYFVHPISDGVPMLRPELLR E 4 2724.3846 2724.3892 0.0046 0 1.69 2.043 0.053 826.3 1 36 132 2 0 1
APT_HALMAReview 1 Adenine phosphoribosyltransferase (EC 2.4.2.7) (APRT)  apt rrnAC3523 189 25.9 3 6 0.9906 K EGYHYFVHPISDGVPMLRPELLR E 4 2724.3846 2724.3909 0.0063 0 2.31 2.276 0.014 1003 1 37 132 2 0 1

ILVC_HALMAReview 1 Ketol-acid reductoisomerase (EC 1.1.1.86) (Acetohydroxy-
acidisomeroreductase) (Alpha-keto-beta-hydroxylacil reductoisomerase)  ilvC rrnAC0332 343 22.4 4 6 0.9887 R DAEQNHQIEAVGENLRELFAWGEDADAETTEAPA D 3 3725.6717 3726.668 0.9963 -1.0034 -1.89 3.725 0.383 637.9 1 32 132 1 1 1

ILVC_HALMAReview 1 Ketol-acid reductoisomerase (EC 1.1.1.86) (Acetohydroxy-
acidisomeroreductase) (Alpha-keto-beta-hydroxylacil reductoisomerase)  ilvC rrnAC0332 343 22.4 4 6 0.9913 R DAEQNHQIEAVGENLRELFAWGEDADAETTEAPA D 3 3725.6717 3725.6743 0.0026 0 0.70 4.057 0.309 555.7 1 32 132 1 1 1

ILVC_HALMAReview 1 Ketol-acid reductoisomerase (EC 1.1.1.86) (Acetohydroxy-
acidisomeroreductase) (Alpha-keto-beta-hydroxylacil reductoisomerase)  ilvC rrnAC0332 343 22.4 4 6 1 R GEEVIDREGMEK I 2 1390.6398 1390.6442 0.0044 0 3.16 3.192 0.417 1212 1 16 22 2 1 1

ILVC_HALMAReview 1 Ketol-acid reductoisomerase (EC 1.1.1.86) (Acetohydroxy-
acidisomeroreductase) (Alpha-keto-beta-hydroxylacil reductoisomerase)  ilvC rrnAC0332 343 22.4 4 6 1 R GEGTPGLIAVYQDATGNAK Q 2 1860.9217 1860.9257 0.004 0 2.15 3.635 0.586 1656 1 25 36 2 0 1

ILVC_HALMAReview 1 Ketol-acid reductoisomerase (EC 1.1.1.86) (Acetohydroxy-
acidisomeroreductase) (Alpha-keto-beta-hydroxylacil reductoisomerase)  ilvC rrnAC0332 343 22.4 4 6 1 K ILEEVQNGEFAR E 2 1403.7045 1403.7082 0.0037 0 2.64 3.913 0.393 1833 1 18 22 2 0 1

ILVC_HALMAReview 1 Ketol-acid reductoisomerase (EC 1.1.1.86) (Acetohydroxy-
acidisomeroreductase) (Alpha-keto-beta-hydroxylacil reductoisomerase)  ilvC rrnAC0332 343 22.4 4 6 0.9863 K ILEEVQNGEFAR E 2 1403.7045 1403.7053 0.0008 0 0.57 2.038 0.054 623.5 1 14 22 2 0 1

Q5UWC3_HALMA 1 Citrate lyase beta chain (EC 4.1.3.6) (EC 4.1.2.20)  citE2 rrnB0257 295 16.9 3 6 0.9732 K ASSAEDISALER L 2 1247.5993 1247.6022 0.0029 0 2.32 2.131 0.085 396.7 29 13 22 2 0 1
Q5UWC3_HALMA 1 Citrate lyase beta chain (EC 4.1.3.6) (EC 4.1.2.20)  citE2 rrnB0257 295 16.9 3 6 0.9999 K ASSAEDISALER L 2 1247.5993 1247.601 0.0017 0 1.36 2.528 0.272 1020 1 16 22 2 0 1
Q5UWC3_HALMA 1 Citrate lyase beta chain (EC 4.1.3.6) (EC 4.1.2.20)  citE2 rrnB0257 295 16.9 3 6 1 K MAIHPDQVAVINDAFTPSDEEIAWAER I 3 3024.4287 3024.4358 0.0071 0 2.35 5.47 0.294 1242 1 37 104 2 0 1
Q5UWC3_HALMA 1 Citrate lyase beta chain (EC 4.1.3.6) (EC 4.1.2.20)  citE2 rrnB0257 295 16.9 3 6 1 K MAIHPDQVAVINDAFTPSDEEIAWAER I 3 3024.4287 3024.4395 0.0108 0 3.57 3.388 0.287 960.3 1 31 104 2 0 1
Q5UWC3_HALMA 1 Citrate lyase beta chain (EC 4.1.3.6) (EC 4.1.2.20)  citE2 rrnB0257 295 16.9 3 6 1 K MAIHPDQVAVINDAFTPSDEEIAWAER I 3 3024.4287 3024.4329 0.0042 0 1.39 5.465 0.251 1419 1 38 104 2 0 1
Q5UWC3_HALMA 1 Citrate lyase beta chain (EC 4.1.3.6) (EC 4.1.2.20)  citE2 rrnB0257 295 16.9 3 6 0.9657 R TSDGREVLYAR Q 3 1265.6364 1265.6381 0.0017 0 1.34 2.115 0.147 276.3 31 15 40 2 1 1
Q5UWE0_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech4 rrnB0237 270 19.6 3 6 0.9903 R AVVLTGAADTGAFVAGADVTELRER D 3 2488.2921 2488.2954 0.0033 0 1.33 2.571 0.146 634.9 1 26 96 2 1 1
Q5UWE0_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech4 rrnB0237 270 19.6 3 6 0.974 R AVVLTGAADTGAFVAGADVTELRER D 3 2488.2921 2488.2976 0.0055 0 2.21 2.453 0.105 625.1 1 26 96 2 1 1
Q5UWE0_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech4 rrnB0237 270 19.6 3 6 0.9999 K SPAALELAK K 2 898.5124 898.5127 0.0003 0 0.33 2.347 0.263 1045 1 14 16 2 0 1
Q5UWE0_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech4 rrnB0237 270 19.6 3 6 0.997 K SPAALELAK K 2 898.5124 898.5055 -0.0069 0 -7.68 2.022 0.124 905.5 1 13 16 2 0 1
Q5UWE0_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech4 rrnB0237 270 19.6 3 6 0.9945 R VGDRVENVATVELHRPEAR N 4 2146.1243 2146.1253 0.001 0 0.47 3.161 0.062 913.5 1 39 108 2 1 1
Q5UWE0_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech4 rrnB0237 270 19.6 3 6 0.9256 R VGDRVENVATVELHRPEAR N 4 2146.1243 2146.1245 0.0002 0 0.09 3.036 0.048 838.8 21 33 108 2 1 1
Q5UY37_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd1 rrnAC3104 415 14.9 3 6 1 R GLHQLSQEASVAYEDAHDR V 3 2124.9824 2124.9854 0.003 0 1.41 4.736 0.463 1382 1 31 72 2 0 1
Q5UY37_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd1 rrnAC3104 415 14.9 3 6 1 R GLHQLSQEASVAYEDAHDR V 3 2124.9824 2124.9834 0.001 0 0.47 5.449 0.526 2401 1 38 72 2 0 1
Q5UY37_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd1 rrnAC3104 415 14.9 3 6 1 R GLHQLSQEASVAYEDAHDR V 3 2124.9824 2124.9876 0.0052 0 2.45 3.917 0.454 1817 1 33 72 2 0 1
Q5UY37_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd1 rrnAC3104 415 14.9 3 6 0.9902 R GLHQLSQEASVAYEDAHDR V 4 2124.9824 2124.9842 0.0018 0 0.85 2.296 0.01 916.3 1 33 108 2 0 1
Q5UY37_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd1 rrnAC3104 415 14.9 3 6 1 R HEEQLAQYTLEQLREEGDVETYGPSVGTER G 3 3462.6175 3463.6265 1.009 -1.0034 1.63 5.395 0.529 1766 1 39 116 2 1 1
Q5UY37_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd1 rrnAC3104 415 14.9 3 6 0.9997 K MAGPTGIGVLYGK K 2 1262.6693 1263.6853 1.016 -1.0034 10.02 2.591 0.33 796.9 1 16 24 2 0 1
Q5UYF4_HALMA 1 Phenylalanyl-tRNA synthetase alpha chain (EC 6.1.1.20)  pheS rrnAC2966 503 11.9 3 6 1 R KAYGEIDSGEITANQDADPGSD P 2 2251.9716 2251.979 0.0074 0 3.29 4.054 0.546 1248 1 25 42 1 0 1
Q5UYF4_HALMA 1 Phenylalanyl-tRNA synthetase alpha chain (EC 6.1.1.20)  pheS rrnAC2966 503 11.9 3 6 0.9997 K EGVGPDGEGYHSPWTEDIAR G 3 2170.9555 2170.9693 0.0138 0 6.36 2.699 0.234 770.4 1 25 76 2 0 1
Q5UYF4_HALMA 1 Phenylalanyl-tRNA synthetase alpha chain (EC 6.1.1.20)  pheS rrnAC2966 503 11.9 3 6 1 R KAYGEIDSGEITANQDADPGSD P 2 2251.9716 2251.979 0.0074 0 3.29 4.232 0.507 1076 1 24 42 1 0 1
Q5UYF4_HALMA 1 Phenylalanyl-tRNA synthetase alpha chain (EC 6.1.1.20)  pheS rrnAC2966 503 11.9 3 6 1 K RPQAQVAVLQAADAQEDR R 3 1965.0028 1965.0065 0.0037 0 1.88 3.823 0.425 2010 1 34 68 2 0 1
Q5UYF4_HALMA 1 Phenylalanyl-tRNA synthetase alpha chain (EC 6.1.1.20)  pheS rrnAC2966 503 11.9 3 6 0.9999 K RPQAQVAVLQAADAQEDR R 2 1965.0028 1964.9854 -0.0174 0 -8.85 2.497 0.307 305.6 1 14 34 2 0 1
Q5UYF4_HALMA 1 Phenylalanyl-tRNA synthetase alpha chain (EC 6.1.1.20)  pheS rrnAC2966 503 11.9 3 6 0.9967 K RPQAQVAVLQAADAQEDR R 3 1965.0028 1965.0077 0.0049 0 2.49 2.811 0.103 1482 1 29 68 2 0 1
Q5UYL1_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE2 rrnAC2897 334 25.4 4 6 0.9596 R MRPNMAISNFVSR C 3 1521.7544 1521.7582 0.0038 0 2.50 2.431 0.076 383.1 172 19 48 2 0 1
Q5UYL1_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE2 rrnAC2897 334 25.4 4 6 1 R DAELVTDLVADADYVYHQAAQAGVRPSVK N 3 3100.5465 3101.5581 1.0116 -1.0034 2.66 6.565 0.529 1452 1 45 112 2 0 1
Q5UYL1_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE2 rrnAC2897 334 25.4 4 6 1 R DAELVTDLVADADYVYHQAAQAGVRPSVK N 3 3100.5465 3101.5581 1.0116 -1.0034 2.66 5.192 0.394 1162 1 40 112 2 0 1
Q5UYL1_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE2 rrnAC2897 334 25.4 4 6 1 R DAELVTDLVADADYVYHQAAQAGVRPSVK N 3 3100.5465 3101.5581 1.0116 -1.0034 2.66 5.766 0.482 1428 1 45 112 2 0 1
Q5UYL1_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE2 rrnAC2897 334 25.4 4 6 0.9999 R FAADGHDVVVLDNRDPFYDLDIKQHNVDAGQEAAR N 5 3909.867 3909.8787 0.0117 0 2.99 3.869 0.295 1217 2 51 272 2 2 1
Q5UYL1_HALMA 1 UDP-glucose 4-epimerase (EC 5.1.3.2)  galE2 rrnAC2897 334 25.4 4 6 0.9923 R YFTVYGPR M 2 1001.497 1001.5055 0.0085 0 8.49 1.951 0.087 486.7 2 11 14 2 0 1
Q5UYT8_HALMA 1 Universal stress protein  usp21 rrnAC2809 147 47.6 3 6 0.9862 - MYDAVLVPTDGSEGSATAAEHAIDLAQR H 3 2887.3658 2887.3731 0.0073 0 2.53 2.083 0.142 241 5 24 108 2 0 1
Q5UYT8_HALMA 1 Universal stress protein  usp21 rrnAC2809 147 47.6 3 6 0.9827 R HDIDVVVMATEGR T 2 1440.7031 1441.6347 0.9316 -1.0034 -49.80 2.162 0.168 304.8 3 12 24 2 0 1
Q5UYT8_HALMA 1 Universal stress protein  usp21 rrnAC2809 147 47.6 3 6 1 R LADAGQQAVDDLRAQAEDAGIDTVTTAVK Q 3 2941.4628 2942.468 1.0052 -1.0034 0.63 5.869 0.571 2606 1 40 112 2 1 1
Q5UYT8_HALMA 1 Universal stress protein  usp21 rrnAC2809 147 47.6 3 6 1 - MYDAVLVPTDGSEGSATAAEHAIDLAQR H 3 2887.3658 2887.378 0.0122 0 4.23 2.754 0.373 469.1 1 30 108 2 0 1
Q5UYT8_HALMA 1 Universal stress protein  usp21 rrnAC2809 147 47.6 3 6 0.9953 - MYDAVLVPTDGSEGSATAAEHAIDLAQR H 3 2887.3658 2887.375 0.0092 0 3.19 2.173 0.16 327.1 1 27 108 2 0 1
Q5UYT8_HALMA 1 Universal stress protein  usp21 rrnAC2809 147 47.6 3 6 0.9839 - MYDAVLVPTDGSEGSATAAEHAIDLAQR H 3 2887.3658 2887.3653 -0.0005 0 -0.17 2.541 0.06 327.5 1 26 108 2 0 1
Q5UYY3_HALMA 1 Hypothetical protein  rrnAC2757 rrnAC2757 729 16.2 5 6 1 K ATDTSEHAASQDVTADETAATADTDESDLSAPSDSDSTASSMA S 3 4387.8113 4389.8482 2.0369 -2.0067 6.88 4.341 0.43 405.8 1 32 172 2 0 1
Q5UYY3_HALMA 1 Hypothetical protein  rrnAC2757 rrnAC2757 729 16.2 5 6 1 R ADLEADETDADSVVSEPTR I 2 2018.8916 2019.9054 1.0138 -1.0034 5.18 4.489 0.47 1839 1 22 36 2 0 1
Q5UYY3_HALMA 1 Hypothetical protein  rrnAC2757 rrnAC2757 729 16.2 5 6 0.9991 R ELGGYFGEVLVR H 2 1337.6979 1337.9054 0.2075 0 155.12 1.765 0.282 529.1 1 14 22 2 0 1
Q5UYY3_HALMA 1 Hypothetical protein  rrnAC2757 rrnAC2757 729 16.2 5 6 1 R FGSYLGELLVR A 2 1252.6815 1252.6853 0.0038 0 3.03 2.598 0.409 794.7 1 16 20 2 0 1
Q5UYY3_HALMA 1 Hypothetical protein  rrnAC2757 rrnAC2757 729 16.2 5 6 0.9999 R FGSYLGELLVR A 2 1252.6815 1252.6812 -0.0003 0 -0.24 2.875 0.244 937.4 1 16 20 2 0 1
Q5UYY3_HALMA 1 Hypothetical protein  rrnAC2757 rrnAC2757 729 16.2 5 6 1 R VGDAQADERGEAPAGDTTDSEPSQAVETEPTR I 3 3285.4505 3286.4781 1.0276 -1.0034 7.38 4.267 0.456 984.6 1 37 124 2 1 1
Q5UYY8_HALMA 1 Hypothetical protein  rrnAC2752 rrnAC2752 92 45.7 3 6 0.9997 R KGELEAVATALSDD - 2 1417.6936 1417.6967 0.0031 0 2.19 2.426 0.233 628.8 1 15 26 2 0 1
Q5UYY8_HALMA 1 Hypothetical protein  rrnAC2752 rrnAC2752 92 45.7 3 6 1 K IGAQEDDDPADAEQPFR K 2 1872.8126 1872.813 0.0004 0 0.21 4.52 0.47 1221 1 20 32 2 0 1
Q5UYY8_HALMA 1 Hypothetical protein  rrnAC2752 rrnAC2752 92 45.7 3 6 1 K IGAQEDDDPADAEQPFR K 2 1872.8126 1872.8168 0.0042 0 2.24 4.59 0.475 1162 1 20 32 2 0 1
Q5UYY8_HALMA 1 Hypothetical protein  rrnAC2752 rrnAC2752 92 45.7 3 6 0.9999 R KGELEAVATALSDD - 2 1417.6936 1417.6941 0.0005 0 0.35 2.567 0.279 1098 1 17 26 2 0 1
Q5UYY8_HALMA 1 Hypothetical protein  rrnAC2752 rrnAC2752 92 45.7 3 6 0.9942 R KGELEAVATALSDD - 2 1417.6936 1417.6962 0.0026 0 1.83 2.136 0.178 363.2 16 12 26 2 0 1
Q5UYY8_HALMA 1 Hypothetical protein  rrnAC2752 rrnAC2752 92 45.7 3 6 0.9999 R YERPVSTAFTK E 3 1297.6666 1297.6695 0.0029 0 2.23 2.782 0.265 1106 1 26 40 2 0 1
Q5UYZ8_HALMA 1 Glucose dehydrogenase (EC 1.1.1.47)  ywfD2 rrnAC2741 260 20.4 4 6 1 K TQANEFAPEVR V 2 1260.6098 1260.6103 0.0005 0 0.40 2.959 0.388 1253 1 17 20 2 0 1
Q5UYZ8_HALMA 1 Glucose dehydrogenase (EC 1.1.1.47)  ywfD2 rrnAC2741 260 20.4 4 6 1 R IEELVEAAVER G 2 1256.6612 1256.6635 0.0023 0 1.83 2.944 0.345 1581 1 17 20 2 0 1
Q5UYZ8_HALMA 1 Glucose dehydrogenase (EC 1.1.1.47)  ywfD2 rrnAC2741 260 20.4 4 6 1 K TQANEFAPEVR V 2 1260.6098 1260.6107 0.0009 0 0.71 2.504 0.391 1410 1 17 20 2 0 1
Q5UYZ8_HALMA 1 Glucose dehydrogenase (EC 1.1.1.47)  ywfD2 rrnAC2741 260 20.4 4 6 0.9999 R VGRPEELGDVVAFLSSPR S 3 1927.0163 1927.0177 0.0014 0 0.73 3.232 0.254 793.7 1 28 68 2 0 1
Q5UYZ8_HALMA 1 Glucose dehydrogenase (EC 1.1.1.47)  ywfD2 rrnAC2741 260 20.4 4 6 0.9724 R VGRPEELGDVVAFLSSPR S 3 1927.0163 1927.0187 0.0024 0 1.25 2.173 0.139 364.8 128 18 68 2 0 1
Q5UYZ8_HALMA 1 Glucose dehydrogenase (EC 1.1.1.47)  ywfD2 rrnAC2741 260 20.4 4 6 1 R VNAVLPGAHETPRIEELVEAAVER G 4 2598.3765 2598.3794 0.0029 0 1.12 3.416 0.43 550.8 2 36 138 2 1 1



Q5UZ55_HALMA 1 Oxidoreductase-like  inb rrnAC2671 247 27.1 4 6 1 R FEPGEVTEPEEVADAIAFAMR Q 3 2307.0729 2307.0786 0.0057 0 2.47 4.41 0.34 1583 1 32 80 2 0 1
Q5UZ55_HALMA 1 Oxidoreductase-like  inb rrnAC2671 247 27.1 4 6 1 R FEPGEVTEPEEVADAIAFAMR Q 2 2307.0729 2307.0762 0.0033 0 1.43 5.077 0.51 1078 1 27 40 2 0 1
Q5UZ55_HALMA 1 Oxidoreductase-like  inb rrnAC2671 247 27.1 4 6 0.9989 R FEPGEVTEPEEVADAIAFAMR Q 3 2307.0729 2307.0777 0.0048 0 2.08 3.162 0.137 837 1 26 80 2 0 1
Q5UZ55_HALMA 1 Oxidoreductase-like  inb rrnAC2671 247 27.1 4 6 1 R GSDVETLSDEQYR T 2 1497.6583 1497.6575 -0.0008 0 -0.53 2.844 0.342 1030 1 17 24 2 0 1
Q5UZ55_HALMA 1 Oxidoreductase-like  inb rrnAC2671 247 27.1 4 6 1 R LTELADEITDNHTVGTHVVPADVSDR A 3 2803.3624 2804.378 1.0156 -1.0034 4.37 6.335 0.563 2894 1 44 100 2 0 1
Q5UZ58_HALMA 1 Threonine synthase  thrC3 rrnAC2667 463 17.1 4 6 1 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9413 0.0235 0 11.98 3.857 0.449 984.6 1 21 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase  thrC3 rrnAC2667 463 17.1 4 6 1 K AADAPLVPALVASGLGVAYLYR K 2 2186.2099 2186.2141 0.0042 0 1.92 4.877 0.556 1146 1 27 42 2 0 1
Q5UZ58_HALMA 1 Threonine synthase  thrC3 rrnAC2667 463 17.1 4 6 0.9921 K AADAPLVPALVASGLGVAYLYR K 3 2186.2099 2187.2166 1.0067 -1.0034 1.53 2.803 0.171 597.1 5 24 84 2 0 1
Q5UZ58_HALMA 1 Threonine synthase  thrC3 rrnAC2667 463 17.1 4 6 1 R ETGGTAVAVSDEEITEAQR D 2 1961.9178 1961.9157 -0.0021 0 -1.07 4.354 0.506 1178 1 22 36 2 0 1
Q5UZ58_HALMA 1 Threonine synthase  thrC3 rrnAC2667 463 17.1 4 6 0.9924 K HEGMNPTGSFKDR G 3 1474.6623 1474.6623 0 0 0.00 2.225 0.171 734.2 2 21 48 2 1 1
Q5UZ58_HALMA 1 Threonine synthase  thrC3 rrnAC2667 463 17.1 4 6 0.9995 R YNAALPFEEGITLPEGDTPLHEMPR L 3 2796.3429 2796.3423 -0.0006 0 -0.21 2.631 0.225 587.1 1 34 96 2 0 1
Q5UZQ9_HALMA 1 Hypothetical protein  rrnAC2434 rrnAC2434 100 42 2 6 0.9998 R DLSILEAVIENGPIGIVR L 3 1907.0727 1907.0741 0.0014 0 0.73 2.448 0.263 691.6 1 25 68 2 0 1
Q5UZQ9_HALMA 1 Hypothetical protein  rrnAC2434 rrnAC2434 100 42 2 6 1 R DLSILEAVIENGPIGIVR L 2 1907.0727 1907.0774 0.0047 0 2.46 3.097 0.336 278.6 1 16 34 2 0 1
Q5UZQ9_HALMA 1 Hypothetical protein  rrnAC2434 rrnAC2434 100 42 2 6 0.9993 R DLSILEAVIENGPIGIVR L 2 1907.0727 1907.078 0.0053 0 2.78 3.138 0.091 586.8 1 17 34 2 0 1
Q5UZQ9_HALMA 1 Hypothetical protein  rrnAC2434 rrnAC2434 100 42 2 6 0.9968 R DLSILEAVIENGPIGIVR L 2 1907.0727 1907.0789 0.0062 0 3.25 2.071 0.286 97.5 116 12 34 2 0 1
Q5UZQ9_HALMA 1 Hypothetical protein  rrnAC2434 rrnAC2434 100 42 2 6 1 R MLEDDELIEPTPQGAIPVDNIDER V 2 2708.2851 2708.3006 0.0155 0 5.72 3.729 0.44 740.7 1 20 46 2 0 1
Q5UZQ9_HALMA 1 Hypothetical protein  rrnAC2434 rrnAC2434 100 42 2 6 1 R MLEDDELIEPTPQGAIPVDNIDER V 2 2708.2851 2708.2918 0.0067 0 2.47 5.017 0.573 1029 1 25 46 2 0 1
Q5V074_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd2 rrnAC2248 367 27.2 5 6 1 R DYESGLVTFTADDPEATVER L 2 2213.9964 2215.0061 1.0097 -1.0034 2.87 3.991 0.492 1204 1 20 38 2 0 1
Q5V074_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd2 rrnAC2248 367 27.2 5 6 0.9905 R EVVASHIGTDAANVALTR S 3 1822.9537 1822.9553 0.0016 0 0.88 2.33 0.105 434.2 2 25 68 2 0 1
Q5V074_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd2 rrnAC2248 367 27.2 5 6 0.9999 R LAAEGIIIR S 2 954.5862 954.588 0.0018 0 1.89 2.537 0.249 740.6 1 14 16 2 0 1
Q5V074_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd2 rrnAC2248 367 27.2 5 6 1 R RFEVGTTSPVPYVALANAIETVEAIGFDTIQPR V 3 3560.8515 3560.8496 -0.0019 0 -0.53 4.02 0.383 823.6 1 37 128 2 0 1
Q5V074_HALMA 1 Probable cysteine desulfurase (EC 4.4.1.-)  csd2 rrnAC2248 367 27.2 5 6 0.9952 R RFEVGTTSPVPYVALANAIETVEAIGFDTIQPR V 3 3560.8515 3561.8482 0.9967 -1.0034 -1.87 2.704 0.181 414 1 27 128 2 0 1
Q5V088_HALMA 1 Dihydroorotase (EC 3.5.2.3)  pyrC rrnAC2232 443 14.9 3 6 1 K DAGIWDAPSGVPGVETVLPLLLAEAR D 3 2645.4064 2645.4019 -0.0045 0 -1.70 4.463 0.45 1042 1 34 100 2 0 1
Q5V088_HALMA 1 Dihydroorotase (EC 3.5.2.3)  pyrC rrnAC2232 443 14.9 3 6 1 K DAGIWDAPSGVPGVETVLPLLLAEAR D 3 2645.4064 2645.4104 0.004 0 1.51 4.919 0.437 1533 1 40 100 2 0 1
Q5V088_HALMA 1 Dihydroorotase (EC 3.5.2.3)  pyrC rrnAC2232 443 14.9 3 6 1 K DAGIWDAPSGVPGVETVLPLLLAEAR D 2 2645.4064 2645.408 0.0016 0 0.60 3.853 0.478 495.4 1 22 50 2 0 1
Q5V088_HALMA 1 Dihydroorotase (EC 3.5.2.3)  pyrC rrnAC2232 443 14.9 3 6 1 K DAGIWDAPSGVPGVETVLPLLLAEAR D 2 2645.4064 2645.4104 0.004 0 1.51 3.795 0.413 534 1 23 50 2 0 1
Q5V088_HALMA 1 Dihydroorotase (EC 3.5.2.3)  pyrC rrnAC2232 443 14.9 3 6 1 K DAGIWDAPSGVPGVETVLPLLLAEAR D 3 2645.4064 2645.416 0.0096 0 3.63 4.167 0.336 1533 1 36 100 2 0 1
Q5V088_HALMA 1 Dihydroorotase (EC 3.5.2.3)  pyrC rrnAC2232 443 14.9 3 6 0.9999 R GDALEADDSTAQEDVFYDHQGENVR G 3 2780.1797 2780.1778 -0.0019 0 -0.68 3.283 0.288 600.2 1 29 96 2 0 1
Q5V0A0_HALMA 1 Universal stress protein  usp5 rrnAC2220 154 18.2 2 6 0.9991 R HGEHGYLLGSVAEELVR E 3 1864.9431 1864.9472 0.0041 0 2.20 2.624 0.181 796.4 1 22 64 2 0 1
Q5V0A0_HALMA 1 Universal stress protein  usp5 rrnAC2220 154 18.2 2 6 1 R AVEAALDLAAR F 2 1098.6033 1098.6037 0.0004 0 0.36 2.479 0.321 1562 1 17 20 2 0 1
Q5V0A0_HALMA 1 Universal stress protein  usp5 rrnAC2220 154 18.2 2 6 1 R HGEHGYLLGSVAEELVR E 3 1864.9431 1864.9466 0.0035 0 1.88 3.53 0.418 2754 1 35 64 2 0 1
Q5V0A0_HALMA 1 Universal stress protein  usp5 rrnAC2220 154 18.2 2 6 1 R HGEHGYLLGSVAEELVR E 3 1864.9431 1864.9477 0.0046 0 2.47 3.857 0.487 2565 1 34 64 2 0 1
Q5V0A0_HALMA 1 Universal stress protein  usp5 rrnAC2220 154 18.2 2 6 0.9999 R HGEHGYLLGSVAEELVR E 4 1864.9431 1864.9435 0.0004 0 0.21 3.819 0.255 2645 2 40 96 2 0 1
Q5V0A0_HALMA 1 Universal stress protein  usp5 rrnAC2220 154 18.2 2 6 0.9985 R HGEHGYLLGSVAEELVR E 4 1864.9431 1864.9468 0.0037 0 1.98 2.191 0.1 1290 1 36 96 2 0 1
Q5V0K4_HALMA 1 Hypothetical protein  rrnAC2098 rrnAC2098 634 13.9 6 6 0.9501 R LAGVGMVGVVHATR A 3 1365.7551 1365.7562 0.0011 0 0.81 2.393 0.006 607.7 5 22 52 2 0 1
Q5V0K4_HALMA 1 Hypothetical protein  rrnAC2098 rrnAC2098 634 13.9 6 6 1 R DATLVTSDDVQAEVAR A 2 1688.8217 1688.7053 -0.1164 0 -68.92 3.329 0.305 647.6 1 17 30 2 0 1
Q5V0K4_HALMA 1 Hypothetical protein  rrnAC2098 rrnAC2098 634 13.9 6 6 0.9857 R LAKQEVEREIR S 3 1369.7677 1369.7685 0.0008 0 0.58 2.18 0.122 627.4 1 19 40 2 2 1
Q5V0K4_HALMA 1 Hypothetical protein  rrnAC2098 rrnAC2098 634 13.9 6 6 0.9998 R LGIDIDVR T 2 899.5076 899.5055 -0.0021 0 -2.33 2.579 0.169 1058 1 13 14 2 0 1
Q5V0K4_HALMA 1 Hypothetical protein  rrnAC2098 rrnAC2098 634 13.9 6 6 1 K STFAQAVGEFLVDADYAVK T 2 2029.9996 2030.0012 0.0016 0 0.79 4.752 0.56 1383 1 21 36 2 0 1
Q5V0K4_HALMA 1 Hypothetical protein  rrnAC2098 rrnAC2098 634 13.9 6 6 0.948 R TFEERPSGPSGGPQTDSGGK Q 2 1989.9028 1990.9054 1.0026 -1.0034 -0.38 1.589 0.196 399.1 1 15 38 2 0 1
Q5V0U4_HALMA 1 Putative DNA binding domain  rrnAC1996 rrnAC1996 216 46.3 4 6 1 R EVDLAELADALGITHQAASER L 3 2208.1022 2208.1033 0.0011 0 0.50 2.67 0.421 951.1 1 32 80 2 0 1
Q5V0U4_HALMA 1 Putative DNA binding domain  rrnAC1996 rrnAC1996 216 46.3 4 6 0.9999 R EVDLAELADALGITHQAASER L 3 2208.1022 2208.1016 -0.0006 0 -0.27 2.8 0.315 943.3 1 33 80 2 0 1
Q5V0U4_HALMA 1 Putative DNA binding domain  rrnAC1996 rrnAC1996 216 46.3 4 6 0.9783 R EVDLAELADALGITHQAASER L 3 2208.1022 2208.1094 0.0072 0 3.26 2.513 0.05 497.6 2 22 80 2 0 1
Q5V0U4_HALMA 1 Putative DNA binding domain  rrnAC1996 rrnAC1996 216 46.3 4 6 1 R IVTSGDDALMPMLWVR G 2 1802.9059 1802.9152 0.0093 0 5.16 4.049 0.407 1434 1 23 30 2 0 1
Q5V0U4_HALMA 1 Putative DNA binding domain  rrnAC1996 rrnAC1996 216 46.3 4 6 1 R IVTSGDDALMPMLWVR G 2 1802.9059 1802.9163 0.0104 0 5.77 3.404 0.328 912.8 1 19 30 2 0 1
Q5V0U4_HALMA 1 Putative DNA binding domain  rrnAC1996 rrnAC1996 216 46.3 4 6 0.9934 M PTIVSGTVPASDLALNHSLEQLPELQFEIER I 3 3402.7671 3403.7791 1.012 -1.0034 2.54 3.964 0.338 573 1 32 120 2 0 1
Q5V0V5_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdI rrnAC1983 584 9.8 5 6 0.9881 R VPEEHLLGEEGNGFQHVQQR L 3 2302.109 2304.0979 1.9889 -2.0067 -7.73 2.938 0.113 1145 1 30 76 2 0 1
Q5V0V5_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdI rrnAC1983 584 9.8 5 6 1 R DLPLADFYELVR T 2 1449.7504 1449.7532 0.0028 0 1.93 3.129 0.285 756.6 1 19 22 2 0 1
Q5V0V5_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdI rrnAC1983 584 9.8 5 6 1 R DLPLADFYELVR T 2 1449.7504 1449.7509 0.0005 0 0.34 2.693 0.377 588.3 1 16 22 2 0 1
Q5V0V5_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdI rrnAC1983 584 9.8 5 6 1 R DLPLADFYELVR T 2 1449.7504 1449.7622 0.0118 0 8.14 3.306 0.464 736.1 1 19 22 2 0 1
Q5V0V5_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdI rrnAC1983 584 9.8 5 6 0.9999 R ELAGGTAISDATVR D 2 1359.6994 1359.7053 0.0059 0 4.34 2.374 0.325 692.5 1 17 26 2 0 1
Q5V0V5_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.3)  acdI rrnAC1983 584 9.8 5 6 0.9879 L PLADFYELVR T 2 1221.6393 1222.2254 0.5861 -1.0034 -341.55 2.947 0.318 744.2 1 14 18 1 0 1
Q5V1A6_HALMA 1 Hypothetical protein  rrnAC1808 rrnAC1808 144 44.4 5 6 0.9987 R EVETGAVDSGSTYR V 2 1469.6634 1469.6654 0.002 0 1.36 2.21 0.181 1055 1 18 26 2 0 1
Q5V1A6_HALMA 1 Hypothetical protein  rrnAC1808 rrnAC1808 144 44.4 5 6 1 R GYVIIVPGAEIDER V 2 1529.8089 1530.8253 1.0164 -1.0034 8.53 3.49 0.358 1195 1 22 26 2 0 1
Q5V1A6_HALMA 1 Hypothetical protein  rrnAC1808 rrnAC1808 144 44.4 5 6 0.9954 R REVETGAVDSGSTYR V 2 1625.7645 1625.7631 -0.0014 0 -0.86 1.838 0.179 491.7 1 14 28 2 0 1
Q5V1A6_HALMA 1 Hypothetical protein  rrnAC1808 rrnAC1808 144 44.4 5 6 0.9809 D TPPDQPQPPVEPGETR Y 2 1743.8427 1744.8454 1.0027 -1.0034 -0.37 2.676 0.378 365.6 1 14 30 1 0 1
Q5V1A6_HALMA 1 Hypothetical protein  rrnAC1808 rrnAC1808 144 44.4 5 6 1 R VALISADEETETGEETVSDTPPDQPQPPVEPGETR Y 3 3719.7173 3721.7388 2.0215 -2.0067 3.98 4.635 0.484 931 1 37 136 2 0 1
Q5V1B7_HALMA 1 Diaminopimelate epimerase (EC 5.1.1.7)  dapF rrnAC1794 303 12.9 2 6 1 R YGALDDTIEQIIAEGGHFR D 3 2104.0225 2104.0242 0.0017 0 0.81 3.82 0.352 914 1 28 72 2 0 1
Q5V1B7_HALMA 1 Diaminopimelate epimerase (EC 5.1.1.7)  dapF rrnAC1794 303 12.9 2 6 0.9992 R DRPGTVSVDTDGTEVWVGGR A 2 2102.0028 2103.0054 1.0026 -1.0034 -0.36 2.792 0.244 438.1 1 16 38 2 0 1
Q5V1B7_HALMA 1 Diaminopimelate epimerase (EC 5.1.1.7)  dapF rrnAC1794 303 12.9 2 6 1 R YGALDDTIEQIIAEGGHFR D 3 2104.0225 2104.0244 0.0019 0 0.90 5.211 0.492 1240 1 33 72 2 0 1
Q5V1B7_HALMA 1 Diaminopimelate epimerase (EC 5.1.1.7)  dapF rrnAC1794 303 12.9 2 6 1 R YGALDDTIEQIIAEGGHFR D 3 2104.0225 2104.0315 0.009 0 4.28 4.458 0.481 1489 1 34 72 2 0 1
Q5V1B7_HALMA 1 Diaminopimelate epimerase (EC 5.1.1.7)  dapF rrnAC1794 303 12.9 2 6 1 R YGALDDTIEQIIAEGGHFR D 3 2104.0225 2104.0239 0.0014 0 0.67 4.787 0.382 1327 1 34 72 2 0 1
Q5V1B7_HALMA 1 Diaminopimelate epimerase (EC 5.1.1.7)  dapF rrnAC1794 303 12.9 2 6 0.9997 R YGALDDTIEQIIAEGGHFR D 2 2104.0225 2105.0017 0.9792 -1.0034 -11.48 2.937 0.3 1194 1 18 36 2 0 1
Q5V232_HALMA 1 Glycine dehydrogenase subunit 1 (EC 1.4.4.2)  gcvP1 rrnAC1498 447 12.1 4 6 0.9754 R EVAGLLSR N 2 843.4814 843.4827 0.0013 0 1.54 1.613 0.139 385.3 8 10 14 2 0 1
Q5V232_HALMA 1 Glycine dehydrogenase subunit 1 (EC 1.4.4.2)  gcvP1 rrnAC1498 447 12.1 4 6 1 R DLADRLDDIVGVTAPIHGR H 3 2032.0701 2033.9789 1.9088 -1.0034 445.58 5.255 0.432 1419 1 32 72 2 1 1
Q5V232_HALMA 1 Glycine dehydrogenase subunit 1 (EC 1.4.4.2)  gcvP1 rrnAC1498 447 12.1 4 6 0.998 R DLADRLDDIVGVTAPIHGR H 3 2032.0701 2033.9757 1.9056 -1.0034 444.01 3.814 0.194 696.5 1 29 72 2 1 1
Q5V232_HALMA 1 Glycine dehydrogenase subunit 1 (EC 1.4.4.2)  gcvP1 rrnAC1498 447 12.1 4 6 0.9975 R GHYDHYVPSVVDDLASR S 3 1928.9017 1928.902 0.0003 0 0.16 2.833 0.111 1440 1 27 64 2 0 1
Q5V232_HALMA 1 Glycine dehydrogenase subunit 1 (EC 1.4.4.2)  gcvP1 rrnAC1498 447 12.1 4 6 0.9825 R NADLTEFLGR G 2 1134.5669 1134.5653 -0.0016 0 -1.41 2.137 0.081 585.4 19 13 18 2 0 1
Q5V242_HALMA 1 NADH dehydrogenase (EC 1.6.99.3)  yjlD4 rrnAC1485 380 12.9 3 6 0.9996 K VGPSVLTGR A 2 884.5079 884.5055 -0.0024 0 -2.71 2.451 0.23 341.3 11 12 16 2 0 1
Q5V242_HALMA 1 NADH dehydrogenase (EC 1.6.99.3)  yjlD4 rrnAC1485 380 12.9 3 6 0.9996 R LTQYQFNVPGWLVSVGDDAVAK V 2 2406.2219 2406.2454 0.0235 0 9.77 2.523 0.218 365.9 1 17 42 2 0 1
Q5V242_HALMA 1 NADH dehydrogenase (EC 1.6.99.3)  yjlD4 rrnAC1485 380 12.9 3 6 0.9999 K VGPSVLTGR A 2 884.5079 884.5055 -0.0024 0 -2.71 2.428 0.325 251.8 8 11 16 2 0 1
Q5V242_HALMA 1 NADH dehydrogenase (EC 1.6.99.3)  yjlD4 rrnAC1485 380 12.9 3 6 0.9997 K VGPSVLTGR A 2 884.5079 884.5081 0.0002 0 0.23 2.17 0.313 307.6 14 11 16 2 0 1
Q5V242_HALMA 1 NADH dehydrogenase (EC 1.6.99.3)  yjlD4 rrnAC1485 380 12.9 3 6 0.9996 K VGPSVLTGR A 2 884.5079 884.5055 -0.0024 0 -2.71 2.489 0.276 220.8 88 10 16 2 0 1
Q5V242_HALMA 1 NADH dehydrogenase (EC 1.6.99.3)  yjlD4 rrnAC1485 380 12.9 3 6 1 R VVDSDGEAVPASAAAAIR E 2 1697.8584 1697.8654 0.007 0 4.12 3.023 0.384 629.5 1 19 34 2 0 1
Q5V268_HALMA 1 Metallo-beta-lactamase superfamily protein  rrnAC1459 rrnAC1459 315 28.3 4 6 0.9966 R FLTGHREPVESPPER I 4 1749.8798 1749.8811 0.0013 0 0.74 2.763 0.087 807.6 1 29 84 2 1 1
Q5V268_HALMA 1 Metallo-beta-lactamase superfamily protein  rrnAC1459 rrnAC1459 315 28.3 4 6 0.999 R FLTGHREPVESPPER I 3 1749.8798 1749.8795 -0.0003 0 -0.17 2.5 0.236 806.6 1 29 56 2 1 1
Q5V268_HALMA 1 Metallo-beta-lactamase superfamily protein  rrnAC1459 rrnAC1459 315 28.3 4 6 1 R VLASEPGAEIMGDFAAQLHTEQSYFADFFER C 3 3475.603 3475.6216 0.0186 0 5.35 3.793 0.413 648.7 1 37 120 2 0 1
Q5V268_HALMA 1 Metallo-beta-lactamase superfamily protein  rrnAC1459 rrnAC1459 315 28.3 4 6 1 R VSIPTPFQVGPVNAYIAR R 2 1928.052 1928.057 0.005 0 2.59 3.172 0.44 662.2 1 23 34 2 0 1
Q5V268_HALMA 1 Metallo-beta-lactamase superfamily protein  rrnAC1459 rrnAC1459 315 28.3 4 6 0.9995 R VSIPTPFQVGPVNAYIAR R 2 1928.052 1928.0597 0.0077 0 3.99 2.55 0.253 225 10 15 34 2 0 1
Q5V2Q6_HALMA 1 Hypothetical protein  rrnAC1254 rrnAC1254 196 36.2 4 6 1 R EMATHVETLLDGDQITAVEKPSR G 3 2555.2582 2555.2581 -0.0001 0 -0.04 4.108 0.425 787.4 1 33 88 2 0 1 EM[147]ATHVETLLDGDQITAVEKPSR
Q5V2Q6_HALMA 1 Hypothetical protein  rrnAC1254 rrnAC1254 196 36.2 4 6 1 R EMATHVETLLDGDQITAVEKPSR G 3 2539.2588 2539.2622 0.0034 0 1.34 5.604 0.475 2206 1 37 88 2 0 1
Q5V2Q6_HALMA 1 Hypothetical protein  rrnAC1254 rrnAC1254 196 36.2 4 6 1 R GEIQYDAYLFDESQNVAAAYGAR C 2 2550.1663 2548.1629 -2.0034 2 -1.33 4.957 0.406 2084 1 25 44 2 0 1
Q5V2Q6_HALMA 1 Hypothetical protein  rrnAC1254 rrnAC1254 196 36.2 4 6 1 R LDDAPNPDDEPSER E 2 1568.659 1568.6643 0.0053 0 3.38 3.04 0.303 560.9 1 15 26 2 0 1
Q5V2Q6_HALMA 1 Hypothetical protein  rrnAC1254 rrnAC1254 196 36.2 4 6 1 R LDDAPNPDDEPSER E 2 1568.659 1568.656 -0.003 0 -1.91 3.043 0.326 642.3 1 16 26 2 0 1
Q5V2Q6_HALMA 1 Hypothetical protein  rrnAC1254 rrnAC1254 196 36.2 4 6 0.9977 D PEEYPDDSFER M 2 1382.5626 1382.5657 0.0031 0 2.24 3.082 0.301 1163 1 18 20 1 0 1
Q5V318_HALMA 1 Thioredoxin reductase (EC 1.8.1.9)  trxB3 rrnAC1129 349 21.2 3 6 1 R NTELLEMHGSPEDGVDHVTLAQNDEGHPSEK L 4 3400.5158 3401.5196 1.0038 -1.0034 0.13 4.872 0.4 1709 1 48 180 2 0 1 NTELLEM[147]HGSPEDGVDHVTLAQNDEGHPSEK
Q5V318_HALMA 1 Thioredoxin reductase (EC 1.8.1.9)  trxB3 rrnAC1129 349 21.2 3 6 1 R FGAELEHGIVADIDDSERPFR V 4 2372.1397 2372.1426 0.0029 0 1.22 3.748 0.282 952.8 1 40 120 2 0 1
Q5V318_HALMA 1 Thioredoxin reductase (EC 1.8.1.9)  trxB3 rrnAC1129 349 21.2 3 6 0.9999 R FGAELEHGIVADIDDSERPFR V 4 2372.1397 2372.1446 0.0049 0 2.07 3.721 0.24 1442 1 43 120 2 0 1
Q5V318_HALMA 1 Thioredoxin reductase (EC 1.8.1.9)  trxB3 rrnAC1129 349 21.2 3 6 0.9965 R FGAELEHGIVADIDDSERPFR V 3 2372.1397 2373.128 0.9883 -1.0034 -6.34 2.898 0.197 679.6 4 25 80 2 0 1
Q5V318_HALMA 1 Thioredoxin reductase (EC 1.8.1.9)  trxB3 rrnAC1129 349 21.2 3 6 0.9999 R GEDMLVVGGGDAAMEEAHFLTK F 3 2276.0453 2276.0418 -0.0035 0 -1.54 2.896 0.263 838 1 27 84 2 0 1
Q5V318_HALMA 1 Thioredoxin reductase (EC 1.8.1.9)  trxB3 rrnAC1129 349 21.2 3 6 1 R NTELLEMHGSPEDGVDHVTLAQNDEGHPSEK L 4 3384.5164 3386.531 2.0146 -2.0067 2.33 6.379 0.5 1792 1 52 180 2 0 1
Q5V3F2_HALMA 1 NADPH-dependent FMN reductase (EC 1.5.1.29)  ssuE1 rrnAC0982 192 34.9 3 6 1 K TVGLLAVAGGGFPITALEHLR S 3 2091.184 2091.1887 0.0047 0 2.25 3.428 0.461 1044 1 33 80 2 0 1
Q5V3F2_HALMA 1 NADPH-dependent FMN reductase (EC 1.5.1.29)  ssuE1 rrnAC0982 192 34.9 3 6 1 R ALAAAEETGATTELLDLQEFDLPVFDADHR E 3 3257.5728 3257.5855 0.0127 0 3.90 5.675 0.552 1904 1 39 116 2 0 1
Q5V3F2_HALMA 1 NADPH-dependent FMN reductase (EC 1.5.1.29)  ssuE1 rrnAC0982 192 34.9 3 6 0.9999 R ALAAAEETGATTELLDLQEFDLPVFDADHR E 3 3257.5728 3257.5928 0.02 0 6.14 3.712 0.249 506.4 3 24 116 2 0 1
Q5V3F2_HALMA 1 NADPH-dependent FMN reductase (EC 1.5.1.29)  ssuE1 rrnAC0982 192 34.9 3 6 0.9929 R NHIADGQIVDADIEER V 3 1793.8544 1793.8542 -0.0002 0 -0.11 2.671 0.068 669.2 1 23 60 2 0 1
Q5V3F2_HALMA 1 NADPH-dependent FMN reductase (EC 1.5.1.29)  ssuE1 rrnAC0982 192 34.9 3 6 1 K TVGLLAVAGGGFPITALEHLR S 3 2091.184 2091.1878 0.0038 0 1.82 3.454 0.334 1755 1 38 80 2 0 1
Q5V3F2_HALMA 1 NADPH-dependent FMN reductase (EC 1.5.1.29)  ssuE1 rrnAC0982 192 34.9 3 6 0.991 K TVGLLAVAGGGFPITALEHLR S 3 2091.184 2091.1924 0.0084 0 4.02 2.371 0.099 829.3 1 26 80 2 0 1
Q5V3Q3_HALMA 1 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)  coaD2 rrnAC0868 162 22.2 3 6 1 R GHDPLEIEVVPHVR A 3 1595.842 1596.848 1.006 -1.0034 1.66 4.214 0.267 1333 1 29 52 2 0 1
Q5V3Q3_HALMA 1 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)  coaD2 rrnAC0868 162 22.2 3 6 1 R QSALADELAALATDLER E 2 1785.9108 1785.919 0.0082 0 4.59 4.257 0.519 1913 1 24 32 2 0 1
Q5V3Q3_HALMA 1 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)  coaD2 rrnAC0868 162 22.2 3 6 1 R QSALADELAALATDLER E 2 1785.9108 1786.9339 1.0231 -1.0034 11.06 5.194 0.557 2103 1 25 32 2 0 1
Q5V3Q3_HALMA 1 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)  coaD2 rrnAC0868 162 22.2 3 6 0.9979 R QSALADELAALATDLER E 3 1785.9108 1785.9169 0.0061 0 3.42 2.495 0.151 521.4 1 23 64 2 0 1
Q5V3Q3_HALMA 1 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)  coaD2 rrnAC0868 162 22.2 3 6 1 R QSALADELAALATDLEREWEVR E 3 2485.2449 2485.2486 0.0037 0 1.49 2.787 0.418 861.4 1 27 84 2 1 1
Q5V3Q3_HALMA 1 Phosphopantetheine adenylyltransferase (EC 2.7.7.3)  coaD2 rrnAC0868 162 22.2 3 6 0.9999 R QSALADELAALATDLEREWEVR E 3 2485.2449 2485.2459 0.001 0 0.40 2.671 0.38 715.6 1 26 84 2 1 1
Q5V3U8_HALMA 1 2-domain regulatory protein  rrnAC0819 rrnAC0819 344 28.5 5 6 0.9975 R LGPSTLAMTLPAEWASAHDVEKGDEVSLR M 4 3079.5284 3079.5313 0.0029 0 0.94 3.481 0.099 1355 1 49 168 2 1 1
Q5V3U8_HALMA 1 2-domain regulatory protein  rrnAC0819 rrnAC0819 344 28.5 5 6 0.9999 R AIVAQYVLGR R 2 1088.6342 1088.6323 -0.0019 0 -1.75 2.185 0.311 829.6 1 15 18 2 0 1
Q5V3U8_HALMA 1 2-domain regulatory protein  rrnAC0819 rrnAC0819 344 28.5 5 6 0.9992 K IFVLLLR L 2 872.5847 872.5854 0.0007 0 0.80 2.132 0.176 696 3 11 12 2 0 1
Q5V3U8_HALMA 1 2-domain regulatory protein  rrnAC0819 rrnAC0819 344 28.5 5 6 1 K NLELTADNAEDIAEIALETEDHSLNVDSSTMR R 3 3515.6209 3517.6282 2.0073 -2.0067 0.17 4.625 0.406 724.3 1 34 124 2 0 1



Q5V3U8_HALMA 1 2-domain regulatory protein  rrnAC0819 rrnAC0819 344 28.5 5 6 1 R SAEIATNLALNEESEHTTIE - 2 2171.023 2173.0269 2.0039 -2.0067 -1.29 4.673 0.327 1383 1 22 38 2 0 1
Q5V3U8_HALMA 1 2-domain regulatory protein  rrnAC0819 rrnAC0819 344 28.5 5 6 1 R SAEIATNLALNEESEHTTIE - 2 2171.023 2171.0161 -0.0069 0 -3.18 4.201 0.415 1275 1 22 38 2 0 1
Q5V433_HALMA 1 Hypothetical protein  rrnAC0726 rrnAC0726 411 17.8 3 6 0.9999 K LTHLSDMPILVEYAR R 3 1756.9182 1756.9202 0.002 0 1.14 3.18 0.228 1206 2 24 56 2 0 1
Q5V433_HALMA 1 Hypothetical protein  rrnAC0726 rrnAC0726 411 17.8 3 6 1 R AAAATADSALKPDEPDTSAENLSVYDQLWHSEVAPK H 3 3796.8068 3798.8252 2.0184 -2.0067 3.08 5.643 0.466 1139 1 37 140 2 0 1
Q5V433_HALMA 1 Hypothetical protein  rrnAC0726 rrnAC0726 411 17.8 3 6 0.9986 R AAAATADSALKPDEPDTSAENLSVYDQLWHSEVAPK H 4 3796.8068 3798.8111 2.0043 -2.0067 -0.63 3.646 0.151 1078 1 42 210 2 0 1
Q5V433_HALMA 1 Hypothetical protein  rrnAC0726 rrnAC0726 411 17.8 3 6 0.938 R AAAATADSALKPDEPDTSAENLSVYDQLWHSEVAPK H 4 3796.8068 3797.8111 1.0043 -1.0034 0.25 2.885 0.044 855.9 5 37 210 2 0 1
Q5V433_HALMA 1 Hypothetical protein  rrnAC0726 rrnAC0726 411 17.8 3 6 0.9999 R LDHDLAPGGYSWIFHTGEDTAK V 3 2429.1288 2429.1323 0.0035 0 1.44 2.838 0.295 374.8 1 23 84 2 0 1
Q5V433_HALMA 1 Hypothetical protein  rrnAC0726 rrnAC0726 411 17.8 3 6 0.9913 K LTHLSDMPILVEYAR R 3 1756.9182 1756.9181 -0.0001 0 -0.06 2.691 0.126 545.2 57 20 56 2 0 1
Q5V4I9_HALMA 1 Phosphofructokinase (EC 2.7.1.11)  pfk1 rrnAC0545 319 20.7 5 6 0.9147 R SKLWTPAEAR S 2 1157.6193 1157.6254 0.0061 0 5.27 2.16 0.163 400 41 10 18 2 1 1
Q5V4I9_HALMA 1 Phosphofructokinase (EC 2.7.1.11)  pfk1 rrnAC0545 319 20.7 5 6 0.9982 K HHGVSVDVAWDDSDSAR Q 3 1851.8136 1851.815 0.0014 0 0.76 2.805 0.131 1210 1 27 64 2 0 1
Q5V4I9_HALMA 1 Phosphofructokinase (EC 2.7.1.11)  pfk1 rrnAC0545 319 20.7 5 6 1 R SVLTELFPSVDLLVVAER D 2 1986.1037 1986.1068 0.0031 0 1.56 3.851 0.558 917.6 1 22 34 2 0 1
Q5V4I9_HALMA 1 Phosphofructokinase (EC 2.7.1.11)  pfk1 rrnAC0545 319 20.7 5 6 1 R SVLTELFPSVDLLVVAER D 2 1986.1037 1986.1071 0.0034 0 1.71 3.801 0.403 592.7 1 19 34 2 0 1
Q5V4I9_HALMA 1 Phosphofructokinase (EC 2.7.1.11)  pfk1 rrnAC0545 319 20.7 5 6 0.9998 M TELVTFGETMLR L 2 1395.7068 1395.7072 0.0004 0 0.29 3.026 0.479 1557 1 19 22 2 0 1
Q5V4X7_HALMA 1 Arginase (EC 3.5.3.1)  arg2 rrnAC0383 315 27 5 6 1 K YLDAIAEMTDTLADR V 2 1696.7978 1696.8017 0.0039 0 2.30 5.803 0.58 2561 1 25 28 2 0 1
Q5V4X7_HALMA 1 Arginase (EC 3.5.3.1)  arg2 rrnAC0383 315 27 5 6 0.9999 R VADRDAAESVLR S 3 1300.6735 1300.675 0.0015 0 1.15 3.698 0.218 1404 1 24 44 2 1 1
Q5V4X7_HALMA 1 Arginase (EC 3.5.3.1)  arg2 rrnAC0383 315 27 5 6 1 K YLDAIAEMTDTLADRVATEIADGSVPLVLGGDHSIAMGTMR G 4 4275.0861 4275.086 -0.0001 0 -0.02 4.441 0.351 1336 1 50 240 2 1 1
Q5V4X7_HALMA 1 Arginase (EC 3.5.3.1)  arg2 rrnAC0383 315 27 5 6 0.9999 K YLDAIAEMTDTLADRVATEIADGSVPLVLGGDHSIAMGTMR G 4 4275.0861 4277.0908 2.0047 -2.0067 -0.47 5.305 0.324 1136 1 47 240 2 1 1
Q5V6C6_HALMA 1 Bacterio-opsin activator-like protein  boa pNG7223 1054 6.2 3 6 0.9936 K APNVFDLPTQSVLEEVSETVGYAINSIETK Q 3 3249.6292 3249.6453 0.0161 0 4.95 3.257 0.055 594.5 1 30 116 2 0 1
Q5V6C6_HALMA 1 Bacterio-opsin activator-like protein  boa pNG7223 1054 6.2 3 6 1 K APNVFDLPTQSVLEEVSETVGYAINSIETK Q 3 3249.6292 3250.6275 0.9983 -1.0034 -1.55 4.169 0.332 603.7 1 31 116 2 0 1
Q5V6C6_HALMA 1 Bacterio-opsin activator-like protein  boa pNG7223 1054 6.2 3 6 1 K APNVFDLPTQSVLEEVSETVGYAINSIETK Q 3 3249.6292 3250.646 1.0168 -1.0034 4.14 4.215 0.361 647.9 1 32 116 2 0 1
Q5V6C6_HALMA 1 Bacterio-opsin activator-like protein  boa pNG7223 1054 6.2 3 6 1 K APNVFDLPTQSVLEEVSETVGYAINSIETK Q 3 3249.6292 3250.6299 1.0007 -1.0034 -0.82 4.697 0.349 856.8 1 32 116 2 0 1
Q5V6C6_HALMA 1 Bacterio-opsin activator-like protein  boa pNG7223 1054 6.2 3 6 0.9999 K LAGETGPAPTDSGTEAPK I 2 1697.8108 1698.8253 1.0145 -1.0034 6.57 2.605 0.407 563.3 1 16 34 2 0 1
Q5V6C6_HALMA 1 Bacterio-opsin activator-like protein  boa pNG7223 1054 6.2 3 6 0.9884 K LAGETGPAPTDSGTEAPK I 2 1697.8108 1697.8061 -0.0047 0 -2.77 1.749 0.23 209.8 27 11 34 2 0 1
Q5V7S9_HALMA 1 Hypothetical protein  pNG4008 pNG4008 418 13.4 6 6 1 R WHWEYAEQVDPLLEELLTK Q 3 2398.1845 2398.1944 0.0099 0 4.13 4.593 0.438 2159 1 33 72 2 0 1
Q5V7S9_HALMA 1 Hypothetical protein  pNG4008 pNG4008 418 13.4 6 6 0.9999 K QENLDASQLPDSHVETLTK A 3 2124.0335 2124.0357 0.0022 0 1.04 3.033 0.278 1165 1 30 72 2 0 1
Q5V7S9_HALMA 1 Hypothetical protein  pNG4008 pNG4008 418 13.4 6 6 0.9972 K QENLDASQLPDSHVETLTK A 3 2124.0335 2124.0335 0 0 0.00 2.279 0.163 663.5 1 24 72 2 0 1
Q5V7S9_HALMA 1 Hypothetical protein  pNG4008 pNG4008 418 13.4 6 6 1 R WHWEYAEQVDPLLEELLTKQENLDASQLPDSHVETLTK A 4 4504.2074 4505.229 1.0216 -1.0034 4.05 5.276 0.418 691.2 1 42 222 2 1 1
Q5V7S9_HALMA 1 Hypothetical protein  pNG4008 pNG4008 418 13.4 6 6 1 R YYLDEVSDFVK I 2 1376.65 1376.6454 -0.0046 0 -3.34 2.926 0.385 887.2 1 16 20 2 0 1
Q5V7S9_HALMA 1 Hypothetical protein  pNG4008 pNG4008 418 13.4 6 6 1 R YYLDEVSDFVK I 2 1376.65 1376.6454 -0.0046 0 -3.34 2.665 0.302 864.6 1 15 20 2 0 1

RLA0_HALMAReview 1 50S ribosomal protein L10E (Ribosomal protein L10) (Acidic
ribosomalprotein P0 homolog) (L10E) (HMal10)  rplP0 rrnAC1417 348 25.3 3 6 1 R AVFADGVLFEPEELELDIDEYRSDIQAAAGR A 3 3437.6627 3437.6826 0.0199 0 5.79 3.812 0.316 469.8 1 28 120 2 1 1

RLA0_HALMAReview 1 50S ribosomal protein L10E (Ribosomal protein L10) (Acidic
ribosomalprotein P0 homolog) (L10E) (HMal10)  rplP0 rrnAC1417 348 25.3 3 6 1 R AVFADGVLFEPEELELDIDEYRSDIQAAAGR A 3 3437.6627 3437.6665 0.0038 0 1.11 3.645 0.337 467.1 1 26 120 2 1 1

RLA0_HALMAReview 1 50S ribosomal protein L10E (Ribosomal protein L10) (Acidic
ribosomalprotein P0 homolog) (L10E) (HMal10)  rplP0 rrnAC1417 348 25.3 3 6 0.9994 R IQEGSIQVLSDSTVLDTGEEVSQELSNVLNELGIEPK E 3 3968.9953 3970.01 1.0147 -1.0034 2.86 3.375 0.229 562.6 1 28 144 2 0 1

RLA0_HALMAReview 1 50S ribosomal protein L10E (Ribosomal protein L10) (Acidic
ribosomalprotein P0 homolog) (L10E) (HMal10)  rplP0 rrnAC1417 348 25.3 3 6 1 K SLALQAAIEDPEVVPDLVSK A 2 2093.1256 2093.1214 -0.0042 0 -2.01 2.913 0.325 498.5 1 14 38 2 0 1

RLA0_HALMAReview 1 50S ribosomal protein L10E (Ribosomal protein L10) (Acidic
ribosomalprotein P0 homolog) (L10E) (HMal10)  rplP0 rrnAC1417 348 25.3 3 6 1 K SLALQAAIEDPEVVPDLVSK A 2 2093.1256 2093.137 0.0114 0 5.45 2.746 0.345 366.1 1 12 38 2 0 1

RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19)  rps11p rrnAC0061 129 39.5 3 6 1 R GPGGNLQTSPGPGAQATIR A 2 1777.9071 1777.9074 0.0003 0 0.17 3.74 0.479 763.3 1 19 36 2 0 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19)  rps11p rrnAC0061 129 39.5 3 6 0.9998 R AGLEIGRIEDVTPTPHDGTR A 3 2133.0814 2133.0816 0.0002 0 0.09 3.741 0.245 958.6 1 30 76 2 1 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19)  rps11p rrnAC0061 129 39.5 3 6 1 R GPGGNLQTSPGPGAQATIR A 2 1777.9071 1777.9125 0.0054 0 3.04 3.672 0.426 1122 1 24 36 2 0 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19)  rps11p rrnAC0061 129 39.5 3 6 1 R GPGGNLQTSPGPGAQATIR A 2 1777.9071 1777.9087 0.0016 0 0.90 4.343 0.525 1459 1 26 36 2 0 1
RS11_HALMAReview 1 30S ribosomal protein S11P (HmaS11) (HS19)  rps11p rrnAC0061 129 39.5 3 6 1 R GPGGNLQTSPGPGAQATIR A 2 1777.9071 1777.9092 0.0021 0 1.18 4.018 0.526 1273 1 25 36 2 0 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13)  rps13p rrnAC0058 177 28.2 3 6 0.9997 R IGQTDLDGTKSVER A 3 1517.7685 1517.7674 -0.0011 0 -0.72 2.61 0.274 723.5 1 25 52 2 1 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13)  rps13p rrnAC0058 177 28.2 3 6 0.9997 K DYFTGETTHETGNDLQLTR R 3 2196.9923 2197.9881 0.9958 -1.0034 -3.44 2.591 0.34 322.5 7 21 72 2 0 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13)  rps13p rrnAC0058 177 28.2 3 6 1 R IGQTDLDGTKSVER A 2 1517.7685 1517.7708 0.0023 0 1.52 3.719 0.391 1045 1 18 26 2 1 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13)  rps13p rrnAC0058 177 28.2 3 6 1 R IGQTDLDGTKSVER A 2 1517.7685 1517.771 0.0025 0 1.65 3.463 0.476 1301 1 19 26 2 1 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13)  rps13p rrnAC0058 177 28.2 3 6 0.9998 R IGQTDLDGTKSVER A 3 1517.7685 1517.7699 0.0014 0 0.92 2.537 0.313 632.2 1 25 52 2 1 1
RS13_HALMAReview 1 30S ribosomal protein S13P (HmaS13)  rps13p rrnAC0058 177 28.2 3 6 0.9354 R VENFADDVPEWMTNHQKDYFTGETTHETGNDLQLTR R 4 4237.8923 4238.9116 1.0193 -1.0034 3.76 3.594 0.053 495.8 3 38 210 2 1 1
Y1165_HALMAReview 1 UPF0212 protein rrnAC1165  rrnAC1165 rrnAC1165 157 24.8 2 6 1 R VVVEAAVPVYDVASADEAVR I 2 2058.0633 2058.0655 0.0022 0 1.07 4.129 0.524 897.8 1 26 38 2 0 1
Y1165_HALMAReview 1 UPF0212 protein rrnAC1165  rrnAC1165 rrnAC1165 157 24.8 2 6 1 K TGEMLNPDLNYVEINMGDR H 2 2179.9878 2179.9893 0.0015 0 0.69 4.236 0.485 947.7 1 22 36 2 0 1
Y1165_HALMAReview 1 UPF0212 protein rrnAC1165  rrnAC1165 rrnAC1165 157 24.8 2 6 0.988 K TGEMLNPDLNYVEINMGDR H 2 2195.9872 2194.999 -0.9882 1 5.37 3.735 0.143 678.1 2 18 36 2 0 1 TGEMLNPDLNYVEINM[147]GDR
Y1165_HALMAReview 1 UPF0212 protein rrnAC1165  rrnAC1165 rrnAC1165 157 24.8 2 6 1 R VVVEAAVPVYDVASADEAVR I 2 2058.0633 2058.0672 0.0039 0 1.89 3.485 0.331 486.2 1 20 38 2 0 1
Y1165_HALMAReview 1 UPF0212 protein rrnAC1165  rrnAC1165 rrnAC1165 157 24.8 2 6 1 R VVVEAAVPVYDVASADEAVR I 2 2058.0633 2058.0655 0.0022 0 1.07 4.215 0.574 893.5 1 26 38 2 0 1
Y1165_HALMAReview 1 UPF0212 protein rrnAC1165  rrnAC1165 rrnAC1165 157 24.8 2 6 1 R VVVEAAVPVYDVASADEAVR I 2 2058.0633 2058.0698 0.0065 0 3.16 4.843 0.579 986.8 1 27 38 2 0 1
Q5V511_HALMA 0.9999 Hypothetical protein  rrnAC0343 rrnAC0343 375 21.1 6 6 0.9997 R AFVDEYLEKF - 2 1259.6074 1259.6094 0.002 0 1.59 2.715 0.317 811 1 14 18 2 1 1
Q5V511_HALMA 0.9999 Hypothetical protein  rrnAC0343 rrnAC0343 375 21.1 6 6 0.9771 R IADLSPAAAVVVGNAVAGYFVR T 3 2159.1739 2159.1895 0.0156 0 7.22 2.483 0.052 668.3 2 26 84 2 0 1
Q5V583_HALMA 0.9996 Hypothetical protein  rrnAC0262 rrnAC0262 59 47.5 2 6 0.9677 K CPDCGQQIYR C 2 1181.4957 1179.481 -2.0147 2 -12.44 2.911 0.084 965.7 1 14 18 2 0 1
Q5V583_HALMA 0.9996 Hypothetical protein  rrnAC0262 rrnAC0262 59 47.5 2 6 0.9837 K CPDCGQQIYR C 2 1181.4957 1179.4813 -2.0144 2 -12.19 3.087 0.103 973.1 1 14 18 2 0 1
Q5V583_HALMA 0.9996 Hypothetical protein  rrnAC0262 rrnAC0262 59 47.5 2 6 0.944 K CPDCGQQIYR C 2 1181.4957 1179.4801 -2.0156 2 -13.20 2.949 0.043 945.9 1 14 18 2 0 1
Q5V583_HALMA 0.9996 Hypothetical protein  rrnAC0262 rrnAC0262 59 47.5 2 6 0.9085 K CPDCGQQIYR C 2 1181.4957 1179.4815 -2.0142 2 -12.02 2.855 0.043 947.1 2 14 18 2 0 1
Q5V583_HALMA 0.9996 Hypothetical protein  rrnAC0262 rrnAC0262 59 47.5 2 6 0.9986 R KCVSCGINIAGTNAAAFK C 2 1766.8807 1764.8701 -2.0106 2 -6.00 3.443 0.277 1394 1 22 34 2 0 1

FOLD2_HALMAReview 1 Bifunctional protein folD 2 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD2 pNG7328 297 16.5 3 5 0.9897 K EKADAITPVPGGVGPLTIAMLLYNTVK A 3 2767.5194 2768.531 1.0116 -1.0034 2.98 3.189 0.185 406.3 3 27 104 2 1 1

FOLD2_HALMAReview 1 Bifunctional protein folD 2 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD2 pNG7328 297 16.5 3 5 1 K ADAITPVPGGVGPLTIAMLLYNTVK A 2 2510.3818 2510.3782 -0.0036 0 -1.43 3.602 0.442 409.5 1 19 48 2 0 1

FOLD2_HALMAReview 1 Bifunctional protein folD 2 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD2 pNG7328 297 16.5 3 5 1 K ADAITPVPGGVGPLTIAMLLYNTVK A 2 2510.3818 2510.3867 0.0049 0 1.95 3.374 0.373 429.1 1 20 48 2 0 1

FOLD2_HALMAReview 1 Bifunctional protein folD 2 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD2 pNG7328 297 16.5 3 5 1 K ADAITPVPGGVGPLTIAMLLYNTVK A 2 2510.3818 2510.4163 0.0345 0 13.74 3.185 0.466 308 1 18 48 2 0 1

FOLD2_HALMAReview 1 Bifunctional protein folD 2 [Includes: Methylenetetrahydrofolatedehydrogenase
(EC 1.5.1.5); Methenyltetrahydrofolate cyclohydrolase(EC 3.5.4.9)]  folD2 pNG7328 297 16.5 3 5 0.9989 K EKADAITPVPGGVGPLTIAMLLYNTVK A 3 2767.5194 2767.5376 0.0182 0 6.58 3.298 0.197 516.8 1 27 104 2 1 1

GCST_HALMAReview 1 Probable aminomethyltransferase (EC 2.1.2.10) (Glycine cleavage systemT
protein)  gcvT rrnAC1500 363 23.1 5 5 1 R ADASFTDFGGWEMPVEFESIR I 2 2390.0525 2390.0525 0 0 0.00 4.904 0.564 1433 1 24 40 2 0 1

GCST_HALMAReview 1 Probable aminomethyltransferase (EC 2.1.2.10) (Glycine cleavage systemT
protein)  gcvT rrnAC1500 363 23.1 5 5 1 R LPEGAADEFLFIPNAGHDGEMTER W 3 2615.1962 2615.2024 0.0062 0 2.37 5.085 0.406 1193 1 30 92 2 0 1

HELS_HALMAReview 1 Putative ski2-type helicase (EC 3.6.1.-)  rrnAC2876 rrnAC2876 799 8.1 4 5 0.998 R GKVETAQWLLGAAESLASEVDLDAAR A 3 2699.3766 2700.3941 1.0175 -1.0034 5.24 3.807 0.206 776 1 30 100 2 1 1
HELS_HALMAReview 1 Putative ski2-type helicase (EC 3.6.1.-)  rrnAC2876 rrnAC2876 799 8.1 4 5 1 R LANTVRPHLSTEER D 3 1621.8536 1621.8534 -0.0002 0 -0.12 3.115 0.346 539.8 1 23 52 2 0 1
HELS_HALMAReview 1 Putative ski2-type helicase (EC 3.6.1.-)  rrnAC2876 rrnAC2876 799 8.1 4 5 0.9915 R LANTVRPHLSTEER D 3 1621.8536 1621.8682 0.0146 0 9.00 1.979 0.139 868 2 21 52 2 0 1
HELS_HALMAReview 1 Putative ski2-type helicase (EC 3.6.1.-)  rrnAC2876 rrnAC2876 799 8.1 4 5 1 K TLIAELAMLSSVAR G 2 1473.8225 1473.8251 0.0026 0 1.76 2.837 0.363 1267 1 19 26 2 0 1
HELS_HALMAReview 1 Putative ski2-type helicase (EC 3.6.1.-)  rrnAC2876 rrnAC2876 799 8.1 4 5 0.9864 R VVDDVLTYLQR N 2 1319.7085 1319.3654 -0.3431 0 -259.98 1.763 0.136 388.9 3 13 20 2 0 1
Q5UWC5_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech6 rrnB0254 253 19.8 3 5 0.9987 K EAIHDNIGQPLETGLRR E 3 1918.002 1917.9682 -0.0338 0 -17.62 2.282 0.216 629.7 3 22 64 2 0 1
Q5UWC5_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech6 rrnB0254 253 19.8 3 5 1 R IQSLAYDTPGHAR G 3 1427.7157 1427.7172 0.0015 0 1.05 2.771 0.321 603.3 1 22 48 2 0 1
Q5UWC5_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech6 rrnB0254 253 19.8 3 5 0.9999 R IQSLAYDTPGHAR G 3 1427.7157 1427.7187 0.003 0 2.10 2.552 0.29 816.6 1 25 48 2 0 1
Q5UWC5_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech6 rrnB0254 253 19.8 3 5 0.9369 R IQSLAYDTPGHAR G 3 1427.7157 1428.8181 1.1024 -1.0034 69.38 2.277 0.072 583.2 3 20 48 2 0 1
Q5UWC5_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech6 rrnB0254 253 19.8 3 5 0.9802 R TADLLETLQAQPTENLGLAK E 2 2125.1266 2126.1404 1.0138 -1.0034 4.92 2.395 0.207 221.9 44 13 38 2 0 1
Q5UWD6_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9) (EC 2.3.1.16)  acaB2 rrnB0242 428 17.8 3 5 1 K YGLTHNVGGSGGSAVVHILER E 4 2122.0919 2122.0967 0.0048 0 2.26 4.343 0.489 1660 1 42 120 2 0 1
Q5UWD6_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9) (EC 2.3.1.16)  acaB2 rrnB0242 428 17.8 3 5 1 R NSYTSISASEMAADTAYDR A 2 2051.8742 2052.8853 1.0111 -1.0034 3.78 4.697 0.527 1914 1 23 36 2 0 1
Q5UWD6_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9) (EC 2.3.1.16)  acaB2 rrnB0242 428 17.8 3 5 1 R SLFDHAVSEAIDSVDHGIDTNAIDEAVVGSLGVGGR Q 4 3621.7547 3621.77 0.0153 0 4.22 3.269 0.256 505 1 39 210 2 0 1
Q5UWD6_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9) (EC 2.3.1.16)  acaB2 rrnB0242 428 17.8 3 5 1 K YGLTHNVGGSGGSAVVHILER E 4 2122.0919 2122.0921 0.0002 0 0.09 3.119 0.259 1274 1 39 120 2 0 1
Q5UWD6_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9) (EC 2.3.1.16)  acaB2 rrnB0242 428 17.8 3 5 1 K YGLTHNVGGSGGSAVVHILER E 4 2122.0919 2122.095 0.0031 0 1.46 4.686 0.389 1488 1 44 120 2 0 1
Q5UWD7_HALMA 1 Acyl carrier protein synthase (EC 2.3.1.41)  acaA rrnB0241 478 7.9 3 5 0.9995 R RIYTQEGVIR Y 2 1233.6829 1233.6852 0.0023 0 1.86 2.494 0.181 544.1 3 14 18 2 0 1
Q5UWD7_HALMA 1 Acyl carrier protein synthase (EC 2.3.1.41)  acaA rrnB0241 478 7.9 3 5 0.9999 R QGGAPPEFVAQQSK S 2 1442.7154 1442.7254 0.01 0 6.93 2.554 0.31 560.6 1 17 26 2 0 1
Q5UWD7_HALMA 1 Acyl carrier protein synthase (EC 2.3.1.41)  acaA rrnB0241 478 7.9 3 5 0.9997 R QGGAPPEFVAQQSK S 2 1442.7154 1442.7207 0.0053 0 3.67 2.039 0.301 405.5 1 16 26 2 0 1
Q5UWD7_HALMA 1 Acyl carrier protein synthase (EC 2.3.1.41)  acaA rrnB0241 478 7.9 3 5 0.9998 R RIYTQEGVIR Y 2 1233.6829 1233.683 0.0001 0 0.08 2.72 0.204 676.2 2 14 18 2 0 1
Q5UWI2_HALMA 1 Hypothetical protein  rrnB0186 rrnB0186 291 19.6 3 5 1 R GFSGVQNFPTVGLIDEDSGFR Q 2 2241.0702 2241.0794 0.0092 0 4.11 5.067 0.596 1141 1 25 40 2 0 1
Q5UWI2_HALMA 1 Hypothetical protein  rrnB0186 rrnB0186 291 19.6 3 5 1 R GGVDLLIIYNSGR Y 2 1375.7459 1375.7453 -0.0006 0 -0.44 3.224 0.441 1712 1 18 24 2 0 1
Q5UWI2_HALMA 1 Hypothetical protein  rrnB0186 rrnB0186 291 19.6 3 5 1 R GGVDLLIIYNSGR Y 2 1375.7459 1375.7469 0.001 0 0.73 3.816 0.439 1862 1 19 24 2 0 1
Q5UWI2_HALMA 1 Hypothetical protein  rrnB0186 rrnB0186 291 19.6 3 5 1 R LRETVEQGNPIIGAGAGTGISAK F 3 2238.1968 2238.1968 0 0 0.00 4.851 0.507 2328 1 38 88 2 1 1
Q5UWI2_HALMA 1 Hypothetical protein  rrnB0186 rrnB0186 291 19.6 3 5 1 R LRETVEQGNPIIGAGAGTGISAK F 3 2238.1968 2238.2005 0.0037 0 1.65 4.752 0.439 1645 1 35 88 2 1 1
Q5UWN9_HALMA 1 Glutamyl-tRNA (Gln) amidotransferase subunit A (EC 6.3.5.-)  gatA2 rrnB0113 519 6.7 2 5 0.9996 K TVEDAAAILEAIAGEDLHDGLK M 3 2250.1379 2250.1426 0.0047 0 2.09 3.142 0.209 350.1 2 28 84 2 0 1



Q5UWN9_HALMA 1 Glutamyl-tRNA (Gln) amidotransferase subunit A (EC 6.3.5.-)  gatA2 rrnB0113 519 6.7 2 5 1 K GWYWDDLLEAFSK F 2 1628.7511 1628.7472 -0.0039 0 -2.39 3.494 0.216 1988 1 19 24 2 0 1
Q5UWN9_HALMA 1 Glutamyl-tRNA (Gln) amidotransferase subunit A (EC 6.3.5.-)  gatA2 rrnB0113 519 6.7 2 5 1 K GWYWDDLLEAFSK F 2 1628.7511 1628.7472 -0.0039 0 -2.39 3.776 0.567 2116 1 20 24 2 0 1
Q5UWN9_HALMA 1 Glutamyl-tRNA (Gln) amidotransferase subunit A (EC 6.3.5.-)  gatA2 rrnB0113 519 6.7 2 5 0.9978 K TVEDAAAILEAIAGEDLHDGLK M 3 2250.1379 2250.1463 0.0084 0 3.73 2.839 0.146 306.6 2 29 84 2 0 1
Q5UWN9_HALMA 1 Glutamyl-tRNA (Gln) amidotransferase subunit A (EC 6.3.5.-)  gatA2 rrnB0113 519 6.7 2 5 0.9253 K TVEDAAAILEAIAGEDLHDGLK M 3 2250.1379 2251.146 1.0081 -1.0034 2.11 2.485 0.087 356.2 8 23 84 2 0 1
Q5UXD9_HALMA 1 Dihydrolipoamide dehydrogenase (EC 1.8.1.4)  lpdA1 rrnAC3381 466 17.2 4 5 1 R RPTVEGLGLENTPVSVDGDWAR D 3 2367.1819 2367.1868 0.0049 0 2.07 4.383 0.418 1299 1 32 84 2 0 1
Q5UXD9_HALMA 1 Dihydrolipoamide dehydrogenase (EC 1.8.1.4)  lpdA1 rrnAC3381 466 17.2 4 5 0.9983 R DADHIYAVGDVNGKEPILHVAK E 4 2360.2124 2360.0918 -0.1206 0 -51.10 2.567 0.126 662.5 1 41 126 2 1 1
Q5UXD9_HALMA 1 Dihydrolipoamide dehydrogenase (EC 1.8.1.4)  lpdA1 rrnAC3381 466 17.2 4 5 0.999 R LVGDVPEVDLEAVVER K 2 1737.9149 1738.8053 0.8904 -1.0034 -64.99 2.253 0.316 288.4 1 14 30 2 0 1
Q5UXD9_HALMA 1 Dihydrolipoamide dehydrogenase (EC 1.8.1.4)  lpdA1 rrnAC3381 466 17.2 4 5 1 R VGHNEETAKEAGYDIVTATR Q 3 2160.0447 2161.0581 1.0134 -1.0034 4.65 4.614 0.514 2684 1 34 76 2 1 1
Q5UXD9_HALMA 1 Dihydrolipoamide dehydrogenase (EC 1.8.1.4)  lpdA1 rrnAC3381 466 17.2 4 5 0.9998 R VGHNEETAKEAGYDIVTATR Q 3 2160.0447 2161.0581 1.0134 -1.0034 4.65 3.71 0.299 1073 1 28 76 2 1 1
Q5UXF1_HALMA 1 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)  carA rrnAC3363 348 27 3 5 1 R VVMTTQNHGYTVADPGDKLDVTQINVNDDTPEGLENDDLNIIT Q 4 4839.3145 4840.3198 1.0053 -1.0034 0.40 5.371 0.411 1108 1 51 258 2 1 1
Q5UXF1_HALMA 1 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)  carA rrnAC3363 348 27 3 5 1 R EMTDDVAEWLESEGIPAVDHLDTR D 3 2727.2334 2727.2412 0.0078 0 2.86 3.663 0.417 1104 1 33 92 2 0 1
Q5UXF1_HALMA 1 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)  carA rrnAC3363 348 27 3 5 1 R EMTDDVAEWLESEGIPAVDHLDTR D 3 2727.2334 2727.2407 0.0073 0 2.68 3.357 0.393 650.1 1 30 92 2 0 1
Q5UXF1_HALMA 1 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)  carA rrnAC3363 348 27 3 5 1 R EMTDDVAEWLESEGIPAVDHLDTR D 3 2727.2334 2727.2339 0.0005 0 0.18 3.74 0.388 1152 1 34 92 2 0 1
Q5UXF1_HALMA 1 Carbamoyl-phosphate synthase small chain (EC 6.3.5.5)  carA rrnAC3363 348 27 3 5 0.9981 R QYHPEANPGPHDSLGFFDDVLGMAGE - 3 2799.2235 2799.2261 0.0026 0 0.93 3.119 0.127 596.9 1 28 100 2 0 1
Q5UXI1_HALMA 1 Hypothetical protein  rrnAC3332 rrnAC3332 249 25.7 4 5 1 R TGATVVFGGNETADIAVADRDAPEETVVRPDDATPS - 3 3642.7285 3644.7383 2.0098 -2.0067 0.85 4.593 0.503 779.2 1 38 140 2 1 1
Q5UXI1_HALMA 1 Hypothetical protein  rrnAC3332 rrnAC3332 249 25.7 4 5 0.9937 R DAPEETVVRPDDATPS - 2 1697.7744 1698.7674 0.993 -1.0034 -6.10 2.447 0.167 410.8 1 15 30 2 0 1
Q5UXI1_HALMA 1 Hypothetical protein  rrnAC3332 rrnAC3332 249 25.7 4 5 1 R VAVVVGPKEPTDEDRPGYLR D 3 2196.1539 2196.1636 0.0097 0 4.42 3.866 0.329 1264 1 33 76 2 1 1
Q5UXI1_HALMA 1 Hypothetical protein  rrnAC3332 rrnAC3332 249 25.7 4 5 0.9999 R VAVVVGPKEPTDEDRPGYLR D 4 2196.1539 2196.1553 0.0014 0 0.64 2.876 0.269 751.9 1 41 114 2 1 1
Q5UXI1_HALMA 1 Hypothetical protein  rrnAC3332 rrnAC3332 249 25.7 4 5 0.9997 R VAVVVGPKEPTDEDRPGYLR D 4 2196.1539 2196.1519 -0.002 0 -0.91 2.239 0.213 769.2 1 39 114 2 1 1
Q5UXL7_HALMA 1 Hypothetical protein  rrnAC3292 rrnAC3292 174 36.8 3 5 1 K LQDAGNTVTAANDGATFQTMLR K 2 2294.0961 2294.0882 -0.0079 0 -3.44 4.29 0.565 1787 1 25 42 2 0 1
Q5UXL7_HALMA 1 Hypothetical protein  rrnAC3292 rrnAC3292 174 36.8 3 5 1 R KLDGTPVATFNHADR T 3 1640.827 1641.8183 0.9913 -1.0034 -7.34 4.237 0.362 1969 1 34 56 2 0 1
Q5UXL7_HALMA 1 Hypothetical protein  rrnAC3292 rrnAC3292 174 36.8 3 5 1 K LQDAGNTVTAANDGATFQTMLR K 2 2294.0961 2294.0952 -0.0009 0 -0.39 3.939 0.538 957.2 1 22 42 2 0 1
Q5UXL7_HALMA 1 Hypothetical protein  rrnAC3292 rrnAC3292 174 36.8 3 5 0.9994 R TVGEQVFLAVEYFDPDAASLFIAGAYK L 3 2920.4534 2921.3242 0.8708 -1.0034 -45.39 3.236 0.24 722 1 27 104 2 0 1
Q5UXL7_HALMA 1 Hypothetical protein  rrnAC3292 rrnAC3292 174 36.8 3 5 0.9681 R TVGEQVFLAVEYFDPDAASLFIAGAYK L 3 2920.4534 2921.3257 0.8723 -1.0034 -44.87 2.817 0.155 419.7 76 22 104 2 0 1
Q5UXN3_HALMA 1 Phosphoribosylaminoimidazole-succinocarboxamide synthase(EC 6.3.2.6)  purC rrnAC3275 344 8.7 3 5 0.9999 R VDEPATAEGLGR G 2 1213.5939 1213.5943 0.0004 0 0.33 2.676 0.263 1103 1 17 22 2 0 1
Q5UXN3_HALMA 1 Phosphoribosylaminoimidazole-succinocarboxamide synthase(EC 6.3.2.6)  purC rrnAC3275 344 8.7 3 5 0.9992 K EFRVDEPATAEGLGR G 3 1645.806 1645.8065 0.0005 0 0.30 2.902 0.232 687.5 3 24 56 2 1 1
Q5UXN3_HALMA 1 Phosphoribosylaminoimidazole-succinocarboxamide synthase(EC 6.3.2.6)  purC rrnAC3275 344 8.7 3 5 1 R IAGAASIDRLEELAR A 3 1583.8631 1583.8664 0.0033 0 2.08 2.952 0.439 733.3 1 29 56 2 1 1
Q5UXN3_HALMA 1 Phosphoribosylaminoimidazole-succinocarboxamide synthase(EC 6.3.2.6)  purC rrnAC3275 344 8.7 3 5 1 R IAGAASIDRLEELAR A 3 1583.8631 1583.8642 0.0011 0 0.69 2.703 0.438 576 1 27 56 2 1 1
Q5UXN3_HALMA 1 Phosphoribosylaminoimidazole-succinocarboxamide synthase(EC 6.3.2.6)  purC rrnAC3275 344 8.7 3 5 0.9997 R IAGAASIDRLEELAR A 3 1583.8631 1583.8628 -0.0003 0 -0.19 2.556 0.284 384.2 1 22 56 2 1 1
Q5UXR1_HALMA 1 UDP-glucose 4-epimerase  galE7 rrnAC3243 331 13.6 4 5 0.9996 R DPLNWYGR T 2 1019.4825 1019.4854 0.0029 0 2.84 2.014 0.234 776.4 1 12 14 2 0 1
Q5UXR1_HALMA 1 UDP-glucose 4-epimerase  galE7 rrnAC3243 331 13.6 4 5 1 R ALAGETLTVYEPGTQSR N 2 1791.9003 1791.9041 0.0038 0 2.12 3.295 0.377 889.4 1 19 32 2 0 1
Q5UXR1_HALMA 1 UDP-glucose 4-epimerase  galE7 rrnAC3243 331 13.6 4 5 1 K GTVINFFVNR A 2 1165.6244 1165.6254 0.001 0 0.86 2.482 0.35 1101 1 15 18 2 0 1
Q5UXR1_HALMA 1 UDP-glucose 4-epimerase  galE7 rrnAC3243 331 13.6 4 5 0.9997 R NFIHVKDVAR A 3 1197.6618 1197.6632 0.0014 0 1.17 2.075 0.354 406.7 9 17 36 2 1 1
Q5UY46_HALMA 1 RecJ-like exonuclease  recJ5 rrnAC3094 506 12.6 4 5 0.9999 R GVDLSVVMR D 2 974.5219 974.5254 0.0035 0 3.59 2.778 0.239 1029 1 14 16 2 0 1
Q5UY46_HALMA 1 RecJ-like exonuclease  recJ5 rrnAC3094 506 12.6 4 5 0.9895 R FLEGLGLELK A 2 1117.6383 1118.6468 1.0085 -1.0034 4.61 2.507 0.08 842.5 1 14 18 2 0 1
Q5UY46_HALMA 1 RecJ-like exonuclease  recJ5 rrnAC3094 506 12.6 4 5 0.9999 R GVDLSVVMR D 2 974.5219 974.5229 0.001 0 1.03 2.254 0.278 807.7 1 13 16 2 0 1
Q5UY46_HALMA 1 RecJ-like exonuclease  recJ5 rrnAC3094 506 12.6 4 5 0.9922 R GVPADKIETLIGTTYTLTAEPR G 3 2345.2478 2345.2527 0.0049 0 2.09 2.514 0.181 549.9 4 24 84 2 1 1
Q5UYG0_HALMA 1 Hypothetical protein  rrnAC2960 rrnAC2960 125 34.4 3 5 1 R LNWLVLSLVGR S 2 1268.7605 1268.7664 0.0059 0 4.65 3.335 0.339 1519 1 16 20 2 0 1
Q5UYG0_HALMA 1 Hypothetical protein  rrnAC2960 rrnAC2960 125 34.4 3 5 0.9974 R AGVQALVDELRTDR T 3 1541.8161 1542.6381 0.822 -1.0034 -117.62 2.823 0.236 929.7 2 23 52 2 1 1
Q5UYG0_HALMA 1 Hypothetical protein  rrnAC2960 rrnAC2960 125 34.4 3 5 1 R LNWLVLSLVGR S 2 1268.7605 1268.7617 0.0012 0 0.95 3.07 0.27 1539 1 16 20 2 0 1
Q5UYG0_HALMA 1 Hypothetical protein  rrnAC2960 rrnAC2960 125 34.4 3 5 1 R SEHLANADELAETGDYDR S 3 2004.8661 2004.8666 0.0005 0 0.25 3.931 0.338 1420 1 28 68 2 0 1
Q5UYG0_HALMA 1 Hypothetical protein  rrnAC2960 rrnAC2960 125 34.4 3 5 0.9987 R SEHLANADELAETGDYDR S 3 2004.8661 2004.8703 0.0042 0 2.09 2.899 0.165 616.6 4 22 68 2 0 1
Q5UYP2_HALMA 1 Mismatch repair protein  mutS2 rrnAC2861 692 11.1 5 5 0.9833 K ARDHLVDALALR D 3 1348.7575 1349.6182 0.8607 -1.0034 -105.76 3.028 0.151 531.4 14 17 44 2 1 1
Q5UYP2_HALMA 1 Mismatch repair protein  mutS2 rrnAC2861 692 11.1 5 5 0.9997 R GAIRAEHDDPGGFTATKR A 4 1897.9394 1897.9398 0.0004 0 0.21 2.771 0.258 734.2 4 32 102 2 1 1
Q5UYP2_HALMA 1 Mismatch repair protein  mutS2 rrnAC2861 692 11.1 5 5 1 K IMAGILEALGER Q 2 1271.6907 1271.6853 -0.0054 0 -4.25 3.453 0.354 1785 1 19 22 2 0 1
Q5UYP2_HALMA 1 Mismatch repair protein  mutS2 rrnAC2861 692 11.1 5 5 1 R LATAVDDLDAAVSTAESVANDHLR E 3 2453.2034 2453.2051 0.0017 0 0.69 3.34 0.325 704.4 1 32 92 2 0 1
Q5UYT0_HALMA 1 Hypothetical protein  rrnAC2817 rrnAC2817 535 3.6 3 5 0.9081 R LRHDNGNILADSGEGYASK S 2 2015.9661 2016.9654 0.9993 -1.0034 -2.01 3.795 0.501 838.6 1 20 36 2 1 1
Q5UYT0_HALMA 1 Hypothetical protein  rrnAC2817 rrnAC2817 535 3.6 3 5 0.9993 R HDNGNILADSGEGYASK S 2 1746.7809 1747.7943 1.0134 -1.0034 5.75 5.5 0.467 2299 1 23 32 2 0 1
Q5UYT0_HALMA 1 Hypothetical protein  rrnAC2817 rrnAC2817 535 3.6 3 5 0.993 R LRHDNGNILADSGEGYASK S 3 2015.9661 2015.9677 0.0016 0 0.79 4.833 0.367 1898 1 35 72 2 1 1
Q5UYT0_HALMA 1 Hypothetical protein  rrnAC2817 rrnAC2817 535 3.6 3 5 0.9917 R LRHDNGNILADSGEGYASK S 3 2015.9661 2015.9682 0.0021 0 1.04 4.665 0.401 1999 1 35 72 2 1 1
Q5UYT0_HALMA 1 Hypothetical protein  rrnAC2817 rrnAC2817 535 3.6 3 5 0.9421 R LRHDNGNILADSGEGYASK S 3 2015.9661 2016.9501 0.984 -1.0034 -9.60 4.114 0.363 1949 1 34 72 2 1 1
Q5UZM6_HALMA 1 Proline dehydrogenase  yusM rrnAC2471 278 15.8 3 5 0.9965 K GAYSEPEEVSYK K 2 1357.6037 1357.6044 0.0007 0 0.52 2.443 0.147 355.1 19 12 22 2 0 1
Q5UZM6_HALMA 1 Proline dehydrogenase  yusM rrnAC2471 278 15.8 3 5 0.9998 K GAYSEPEEVSYK K 2 1357.6037 1357.6043 0.0006 0 0.44 2.488 0.223 797.8 1 17 22 2 0 1
Q5UZM6_HALMA 1 Proline dehydrogenase  yusM rrnAC2471 278 15.8 3 5 0.9785 K GAYSEPEEVSYK K 2 1357.6037 1357.6046 0.0009 0 0.66 1.635 0.189 264.5 16 11 22 2 0 1
Q5UZM6_HALMA 1 Proline dehydrogenase  yusM rrnAC2471 278 15.8 3 5 0.9758 K GILNLLGEHYDER Q 3 1527.7681 1527.7705 0.0024 0 1.57 1.971 0.102 474.1 7 20 48 2 0 1
Q5UZM6_HALMA 1 Proline dehydrogenase  yusM rrnAC2471 278 15.8 3 5 1 R QPADEDADQYVELIQEIDK S 2 2218.0277 2219.0254 0.9977 -1.0034 -2.55 4.011 0.46 1155 1 21 36 2 0 1
Q5V024_HALMA 1 Hypothetical protein  rrnAC2305 rrnAC2305 257 11.3 1 5 0.9868 - MDDPVLLTGAGGAVGAAILEGLEDAYEWK L 3 2960.4477 2960.4615 0.0138 0 4.66 3.134 0.045 686.3 3 24 112 2 0 1
Q5V024_HALMA 1 Hypothetical protein  rrnAC2305 rrnAC2305 257 11.3 1 5 1 - MDDPVLLTGAGGAVGAAILEGLEDAYEWK L 2 2960.4477 2960.4414 -0.0063 0 -2.13 4.983 0.547 1830 1 27 56 2 0 1
Q5V024_HALMA 1 Hypothetical protein  rrnAC2305 rrnAC2305 257 11.3 1 5 1 - MDDPVLLTGAGGAVGAAILEGLEDAYEWK L 2 2960.4477 2960.4488 0.0011 0 0.37 6.209 0.548 2571 1 32 56 2 0 1
Q5V024_HALMA 1 Hypothetical protein  rrnAC2305 rrnAC2305 257 11.3 1 5 1 - MDDPVLLTGAGGAVGAAILEGLEDAYEWK L 3 2960.4477 2960.4593 0.0116 0 3.92 3.899 0.315 853.2 1 29 112 2 0 1
Q5V024_HALMA 1 Hypothetical protein  rrnAC2305 rrnAC2305 257 11.3 1 5 1 - MDDPVLLTGAGGAVGAAILEGLEDAYEWK L 2 2960.4477 2960.4556 0.0079 0 2.67 6.169 0.598 1979 1 29 56 2 0 1
Q5V0F6_HALMA 1 Mut\nudix family protein  mutT2 rrnAC2153 180 24.4 2 5 1 R REPANDATIEGILLAQADGLL - 2 2179.1484 2179.1558 0.0074 0 3.40 4.424 0.44 1795 1 24 40 2 0 1
Q5V0F6_HALMA 1 Mut\nudix family protein  mutT2 rrnAC2153 180 24.4 2 5 0.9999 R ELDDNEFLSVTTVPIDEALAVAR R 2 2516.2646 2516.249 -0.0156 0 -6.20 3.34 0.201 294.2 1 16 44 2 0 1
Q5V0F6_HALMA 1 Mut\nudix family protein  mutT2 rrnAC2153 180 24.4 2 5 1 R REPANDATIEGILLAQADGLL - 2 2179.1484 2179.1604 0.012 0 5.51 4.349 0.46 2000 1 26 40 2 0 1
Q5V0F6_HALMA 1 Mut\nudix family protein  mutT2 rrnAC2153 180 24.4 2 5 1 R REPANDATIEGILLAQADGLL - 2 2179.1484 2179.159 0.0106 0 4.86 4.266 0.424 1972 1 25 40 2 0 1
Q5V0F6_HALMA 1 Mut\nudix family protein  mutT2 rrnAC2153 180 24.4 2 5 1 R REPANDATIEGILLAQADGLL - 2 2179.1484 2179.157 0.0086 0 3.95 4.355 0.469 1386 1 22 40 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ  ftsZ3 rrnAC2004 412 16.5 5 5 1 K AFSVMDQIIAETVK G 2 1550.8014 1550.8053 0.0039 0 2.51 2.937 0.43 1316 1 18 26 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ  ftsZ3 rrnAC2004 412 16.5 5 5 0.9993 K DAMNHPLLDVDYR G 3 1557.7245 1556.7382 -0.9863 1 8.79 3.144 0.324 874.8 2 23 48 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ  ftsZ3 rrnAC2004 412 16.5 5 5 0.9983 R LEADANVIWGAR I 2 1313.6728 1314.0054 0.3326 0 253.18 2.201 0.152 377.9 1 14 22 2 0 1
Q5V0T7_HALMA 1 Cell division protein FtsZ  ftsZ3 rrnAC2004 412 16.5 5 5 1 R LLDYVPNLPIGK A 2 1340.7704 1341.7763 1.0059 -1.0034 1.90 3.395 0.386 703.9 1 17 22 2 0 1
Q5V0U1_HALMA 1 Aminotransferase class V  spaT rrnAC1999 402 10.2 2 5 0.9996 K AMSTPLVGHLDPSFIEIMDEVQNLLR Y 3 2924.4776 2925.4881 1.0105 -1.0034 2.44 3.597 0.239 771.6 1 26 100 2 0 1
Q5V0U1_HALMA 1 Aminotransferase class V  spaT rrnAC1999 402 10.2 2 5 1 K AMSTPLVGHLDPSFIEIMDEVQNLLR Y 3 2940.477 2942.468 1.991 -2.0067 -5.34 4.634 0.344 874.9 1 32 100 2 0 1 AM[147]STPLVGHLDPSFIEIMDEVQNLLR
Q5V0U1_HALMA 1 Aminotransferase class V  spaT rrnAC1999 402 10.2 2 5 1 K AMSTPLVGHLDPSFIEIMDEVQNLLR Y 3 2924.4776 2924.4898 0.0122 0 4.17 3.705 0.409 921.1 1 30 100 2 0 1
Q5V0U1_HALMA 1 Aminotransferase class V  spaT rrnAC1999 402 10.2 2 5 0.9497 K AMSTPLVGHLDPSFIEIMDEVQNLLR Y 3 2924.4776 2924.4888 0.0112 0 3.83 2.796 0.055 375.1 94 20 100 2 0 1
Q5V0U1_HALMA 1 Aminotransferase class V  spaT rrnAC1999 402 10.2 2 5 0.9995 R AYHHTAPITNVYALR E 3 1725.8951 1725.9021 0.007 0 4.06 3.192 0.148 920.7 1 25 56 2 0 1
Q5V0V8_HALMA 1 Enoyl-CoA hydratase\isomerase (EC 4.2.1.17)  ech5 rrnAC1979 196 23.5 4 5 0.9959 R IANGPTVALR H 2 1010.5873 1010.5884 0.0011 0 1.09 1.925 0.218 442.7 21 12 18 2 0 1
Q5V0V8_HALMA 1 Enoyl-CoA hydratase\isomerase (EC 4.2.1.17)  ech5 rrnAC1979 196 23.5 4 5 1 R LTNDDPTDDAVSELAR R 2 1730.7959 1730.7962 0.0003 0 0.17 3.927 0.42 886.5 1 20 30 2 0 1
Q5V0V8_HALMA 1 Enoyl-CoA hydratase\isomerase (EC 4.2.1.17)  ech5 rrnAC1979 196 23.5 4 5 1 R LTNDDPTDDAVSELAR R 2 1730.7959 1730.7998 0.0039 0 2.25 4.391 0.424 1487 1 24 30 2 0 1
Q5V0V8_HALMA 1 Enoyl-CoA hydratase\isomerase (EC 4.2.1.17)  ech5 rrnAC1979 196 23.5 4 5 0.9997 K RLIQDGLEK S 2 1070.6084 1070.3253 -0.2831 0 -264.43 2.389 0.188 966.7 1 14 16 2 0 1
Q5V0V8_HALMA 1 Enoyl-CoA hydratase\isomerase (EC 4.2.1.17)  ech5 rrnAC1979 196 23.5 4 5 0.9488 R VVALPVPTVAK V 2 1092.6907 1093.9054 1.2147 -1.0034 193.42 2.023 0.172 276 29 11 20 2 0 1
Q5V0W7_HALMA 1 Hypothetical protein  rrnAC1968 rrnAC1968 432 10.6 4 5 0.9984 R IDDIVETVVADIRDR G 3 1727.9053 1727.9108 0.0055 0 3.18 2.645 0.2 1069 1 28 56 2 1 1
Q5V0W7_HALMA 1 Hypothetical protein  rrnAC1968 rrnAC1968 432 10.6 4 5 1 R IDDIVETVVADIR D 2 1456.7773 1456.7808 0.0035 0 2.40 3.98 0.385 1971 1 19 24 2 0 1
Q5V0W7_HALMA 1 Hypothetical protein  rrnAC1968 rrnAC1968 432 10.6 4 5 1 R VLNAPDPDEPSIK L 2 1393.7089 1393.7053 -0.0036 0 -2.58 2.656 0.419 565.2 1 15 24 2 0 1
Q5V0W7_HALMA 1 Hypothetical protein  rrnAC1968 rrnAC1968 432 10.6 4 5 1 R VQYEPETAAVDDPSAAAR T 2 1888.8803 1889.8854 1.0051 -1.0034 0.93 5.415 0.523 1523 1 24 34 2 0 1
Q5V145_HALMA 1 3-dehydroquinate dehydratase (EC 4.2.1.10)  aroD rrnAC1877 229 14.4 1 5 1 R LDALETALEHDAVTAVDLELAALEGAGDHDAGR V 4 3357.6324 3358.6509 1.0185 -1.0034 4.51 5.67 0.484 3979 1 68 192 2 0 1
Q5V145_HALMA 1 3-dehydroquinate dehydratase (EC 4.2.1.10)  aroD rrnAC1877 229 14.4 1 5 1 R LDALETALEHDAVTAVDLELAALEGAGDHDAGR V 4 3357.6324 3358.6509 1.0185 -1.0034 4.51 5.243 0.429 2614 1 57 192 2 0 1
Q5V145_HALMA 1 3-dehydroquinate dehydratase (EC 4.2.1.10)  aroD rrnAC1877 229 14.4 1 5 1 R LDALETALEHDAVTAVDLELAALEGAGDHDAGR V 4 3357.6324 3359.6509 2.0185 -2.0067 3.51 4.706 0.402 3134 1 65 192 2 0 1
Q5V145_HALMA 1 3-dehydroquinate dehydratase (EC 4.2.1.10)  aroD rrnAC1877 229 14.4 1 5 1 R LDALETALEHDAVTAVDLELAALEGAGDHDAGR V 4 3357.6324 3357.6275 -0.0049 0 -1.46 5.702 0.408 3754 1 67 192 2 0 1
Q5V145_HALMA 1 3-dehydroquinate dehydratase (EC 4.2.1.10)  aroD rrnAC1877 229 14.4 1 5 1 R LDALETALEHDAVTAVDLELAALEGAGDHDAGR V 3 3357.6324 3357.628 -0.0044 0 -1.31 6.13 0.472 2532 1 42 128 2 0 1
Q5V193_HALMA 1 Hypothetical protein  rrnAC1822 rrnAC1822 221 11.8 2 5 0.9999 R VQSDTAESLVHQR L 3 1468.727 1468.7271 0.0001 0 0.07 3.137 0.203 405.3 1 23 48 2 0 1
Q5V193_HALMA 1 Hypothetical protein  rrnAC1822 rrnAC1822 221 11.8 2 5 0.9998 R FNHILNVVDIATK I 3 1482.8194 1482.8216 0.0022 0 1.48 3.188 0.181 791.8 1 22 48 2 0 1
Q5V193_HALMA 1 Hypothetical protein  rrnAC1822 rrnAC1822 221 11.8 2 5 0.9997 R VQSDTAESLVHQR L 3 1468.727 1468.7266 -0.0004 0 -0.27 2.398 0.263 351.1 5 22 48 2 0 1
Q5V193_HALMA 1 Hypothetical protein  rrnAC1822 rrnAC1822 221 11.8 2 5 0.9514 R VQSDTAESLVHQR L 3 1468.727 1468.7282 0.0012 0 0.82 1.763 0.122 274.8 43 19 48 2 0 1
Q5V193_HALMA 1 Hypothetical protein  rrnAC1822 rrnAC1822 221 11.8 2 5 0.9473 R VQSDTAESLVHQR L 2 1468.727 1468.7327 0.0057 0 3.88 1.804 0.108 241.8 24 11 24 2 0 1
Q5V1Z9_HALMA 1 Phosphate transport system regulatory protein PhoU  phoU2 rrnAC1533 235 18.7 2 5 1 R EIDADSSEAEIEQLMADVSR L 2 2206.9899 2206.9939 0.004 0 1.81 5.7 0.49 2985 1 27 38 2 0 1
Q5V1Z9_HALMA 1 Phosphate transport system regulatory protein PhoU  phoU2 rrnAC1533 235 18.7 2 5 0.9985 R DSYQEGLNSLREDVLYMSEIVLER L 3 2857.3804 2857.3838 0.0034 0 1.19 3.165 0.189 722.4 1 23 92 2 1 1
Q5V1Z9_HALMA 1 Phosphate transport system regulatory protein PhoU  phoU2 rrnAC1533 235 18.7 2 5 1 R EIDADSSEAEIEQLMADVSR L 2 2206.9899 2206.9956 0.0057 0 2.58 5.604 0.484 3056 1 27 38 2 0 1
Q5V1Z9_HALMA 1 Phosphate transport system regulatory protein PhoU  phoU2 rrnAC1533 235 18.7 2 5 1 R EIDADSSEAEIEQLMADVSR L 2 2206.9899 2207.9854 0.9955 -1.0034 -3.56 5.646 0.478 3212 1 28 38 2 0 1
Q5V1Z9_HALMA 1 Phosphate transport system regulatory protein PhoU  phoU2 rrnAC1533 235 18.7 2 5 1 R EIDADSSEAEIEQLMADVSR L 2 2206.9899 2206.9903 0.0004 0 0.18 4.674 0.479 2011 1 22 38 2 0 1
Q5V287_HALMA 1 Glycerol-3-phosphate cytidyltransferase  taqD rrnAC1438 116 22.4 1 5 0.9996 R EMVGALKPVDEAHLGHSEDIFIPIER I 4 2901.4694 2901.4705 0.0011 0 0.38 3.684 0.17 1028 2 41 150 2 0 1
Q5V287_HALMA 1 Glycerol-3-phosphate cytidyltransferase  taqD rrnAC1438 116 22.4 1 5 1 R EMVGALKPVDEAHLGHSEDIFIPIER I 3 2901.4694 2902.479 1.0096 -1.0034 2.15 4.409 0.376 1012 1 31 100 2 0 1
Q5V287_HALMA 1 Glycerol-3-phosphate cytidyltransferase  taqD rrnAC1438 116 22.4 1 5 1 R EMVGALKPVDEAHLGHSEDIFIPIER I 3 2901.4694 2902.4781 1.0087 -1.0034 1.84 5.142 0.398 1921 1 37 100 2 0 1
Q5V287_HALMA 1 Glycerol-3-phosphate cytidyltransferase  taqD rrnAC1438 116 22.4 1 5 0.9995 R EMVGALKPVDEAHLGHSEDIFIPIER I 4 2901.4694 2901.4722 0.0028 0 0.97 3.781 0.159 1125 2 42 150 2 0 1
Q5V287_HALMA 1 Glycerol-3-phosphate cytidyltransferase  taqD rrnAC1438 116 22.4 1 5 0.9973 R EMVGALKPVDEAHLGHSEDIFIPIER I 4 2901.4694 2901.4768 0.0074 0 2.55 3.613 0.058 1006 1 40 150 2 0 1
Q5V334_HALMA 1 Thioredoxin domain containing protein  rrnAC1111 rrnAC1111 733 10.8 5 5 0.9925 K VLAGWNGLMIR A 2 1228.675 1228.6775 0.0025 0 2.03 2.112 0.069 613.4 1 15 20 2 0 1
Q5V334_HALMA 1 Thioredoxin domain containing protein  rrnAC1111 rrnAC1111 733 10.8 5 5 1 R AYADGGQEDYLNVVEETLDVMADR G 2 2672.1912 2672.1892 -0.002 0 -0.75 3.901 0.482 937.3 1 23 46 2 0 1
Q5V334_HALMA 1 Thioredoxin domain containing protein  rrnAC1111 rrnAC1111 733 10.8 5 5 0.9999 R AYADGGQEDYLNVVEETLDVMADR G 2 2672.1912 2671.3115 -0.8797 1 45.02 3.638 0.505 646.5 1 23 46 2 0 1



Q5V334_HALMA 1 Thioredoxin domain containing protein  rrnAC1111 rrnAC1111 733 10.8 5 5 1 K SRFEQWLDTLEVDESPPIWAGR T 3 2630.2765 2630.281 0.0045 0 1.71 4.286 0.352 1102 1 32 84 2 1 1
Q5V372_HALMA 1 Kinase anchor protein  prkA rrnAC1068 760 10.5 5 5 1 R ADESLDAAYEAPMSLAEYVDTVLETPQVAAHASK Y 3 3591.6926 3592.7178 1.0252 -1.0034 6.08 3.882 0.406 640.9 1 30 132 2 0 1
Q5V372_HALMA 1 Kinase anchor protein  prkA rrnAC1068 760 10.5 5 5 0.9854 R GIGILHSEDEGTPK E 2 1451.7256 1451.7278 0.0022 0 1.52 1.984 0.164 222.9 28 11 26 2 0 1
Q5V372_HALMA 1 Kinase anchor protein  prkA rrnAC1068 760 10.5 5 5 0.9994 R GIGILHSEDEGTPKER L 3 1736.8693 1736.8698 0.0005 0 0.29 2.653 0.252 1024 1 28 60 2 1 1
Q5V372_HALMA 1 Kinase anchor protein  prkA rrnAC1068 760 10.5 5 5 0.9996 R QGETDLFSAVTQPSHLR V 3 1884.933 1885.935 1.002 -1.0034 -0.72 2.891 0.269 794.9 1 24 64 2 0 1
Q5V3C6_HALMA 1 DTDP-glucose dehydratase (EC 4.2.1.46)  rffG rrnAC1011 333 19.8 4 5 1 R DDFDLHSAHVIPAIIR K 3 1817.9424 1817.9484 0.006 0 3.30 3.989 0.429 1010 1 31 60 2 0 1
Q5V3C6_HALMA 1 DTDP-glucose dehydratase (EC 4.2.1.46)  rffG rrnAC1011 333 19.8 4 5 1 R DDFDLHSAHVIPAIIR K 3 1817.9424 1817.9459 0.0035 0 1.93 4.163 0.446 778.7 1 29 60 2 0 1
Q5V3C6_HALMA 1 DTDP-glucose dehydratase (EC 4.2.1.46)  rffG rrnAC1011 333 19.8 4 5 1 R SNPVNLGSGAEISIR A 2 1512.7896 1513.7854 0.9958 -1.0034 -4.99 3.237 0.391 1199 1 19 28 2 0 1
Q5V3C6_HALMA 1 DTDP-glucose dehydratase (EC 4.2.1.46)  rffG rrnAC1011 333 19.8 4 5 0.9998 R YFYDNAIMGIELLEMAR Q 3 2047.9747 2049.9751 2.0004 -2.0067 -3.08 4.446 0.197 1600 1 30 64 2 0 1
Q5V3G3_HALMA 1 Hypothetical protein  rrnAC0969 rrnAC0969 717 13.7 4 5 0.9999 R AHVADQSHVPDAPGRPPDFAMMLR N 4 2614.2533 2614.2508 -0.0025 0 -0.96 2.765 0.239 1009 1 46 138 2 0 1
Q5V3G3_HALMA 1 Hypothetical protein  rrnAC0969 rrnAC0969 717 13.7 4 5 0.9971 K KEGALAAIENTREDLEAVKER R 4 2341.2237 2341.211 -0.0127 0 -5.42 2.829 0.097 1254 1 37 120 2 2 1
Q5V3G3_HALMA 1 Hypothetical protein  rrnAC0969 rrnAC0969 717 13.7 4 5 0.9561 R VIGGPPAAIEGQAATSITVEPGQYAQNDIAK R 3 3065.5669 3067.5967 2.0298 -2.0067 7.54 3.361 0.028 864 1 32 120 2 0 1
Q5V3G3_HALMA 1 Hypothetical protein  rrnAC0969 rrnAC0969 717 13.7 4 5 1 K YLEGGDKFFHAQAHGGPVTVLK A 4 2370.212 2370.2178 0.0058 0 2.45 3.398 0.288 794.6 1 44 126 2 1 1
Q5V3G3_HALMA 1 Hypothetical protein  rrnAC0969 rrnAC0969 717 13.7 4 5 1 K YLEGGDKFFHAQAHGGPVTVLK A 4 2370.212 2371.211 0.999 -1.0034 -1.84 3.357 0.36 932 1 43 126 2 1 1
Q5V3G9_HALMA 1 Protein-L-isoaspartate O-methyltransferase (EC 2.1.1.77)  pcm3 rrnAC0962 204 21.6 2 5 1 R APNVDRPVDIVTSNFAMHHLGDDEKR E 5 2932.425 2932.4307 0.0057 0 1.94 5.567 0.455 2295 1 68 200 2 0 1
Q5V3G9_HALMA 1 Protein-L-isoaspartate O-methyltransferase (EC 2.1.1.77)  pcm3 rrnAC0962 204 21.6 2 5 1 R APNVDRPVDIVTSNFAMHHLGDDEKR E 5 2932.425 2932.4309 0.0059 0 2.01 5.108 0.455 2017 1 60 200 2 0 1
Q5V3G9_HALMA 1 Protein-L-isoaspartate O-methyltransferase (EC 2.1.1.77)  pcm3 rrnAC0962 204 21.6 2 5 1 R APNVDRPVDIVTSNFAMHHLGDDEKR E 5 2932.425 2932.4358 0.0108 0 3.68 3.857 0.392 1627 1 62 200 2 0 1
Q5V3G9_HALMA 1 Protein-L-isoaspartate O-methyltransferase (EC 2.1.1.77)  pcm3 rrnAC0962 204 21.6 2 5 1 R FSDHADAYDEDQDSAAYR A 3 2074.814 2074.8169 0.0029 0 1.40 4.179 0.384 764.8 1 26 68 2 0 1
Q5V3G9_HALMA 1 Protein-L-isoaspartate O-methyltransferase (EC 2.1.1.77)  pcm3 rrnAC0962 204 21.6 2 5 0.9858 R FSDHADAYDEDQDSAAYR A 3 2074.814 2074.8177 0.0037 0 1.78 2.993 0.024 689.5 2 24 68 2 0 1
Q5V3Q4_HALMA 1 Transcription regulator  rrnAC0867 rrnAC0867 187 11.8 1 5 0.9999 R AVEQFDEGIVDLLAWVLDTETR A 3 2518.2591 2518.2674 0.0083 0 3.30 4.15 0.215 1046 1 30 84 2 0 1
Q5V3Q4_HALMA 1 Transcription regulator  rrnAC0867 rrnAC0867 187 11.8 1 5 1 R AVEQFDEGIVDLLAWVLDTETR A 2 2518.2591 2519.2854 1.0263 -1.0034 9.11 4.846 0.397 2568 1 25 42 2 0 1
Q5V3Q4_HALMA 1 Transcription regulator  rrnAC0867 rrnAC0867 187 11.8 1 5 1 R AVEQFDEGIVDLLAWVLDTETR A 2 2518.2591 2519.2825 1.0234 -1.0034 7.96 4.797 0.425 2215 1 24 42 2 0 1
Q5V3Q4_HALMA 1 Transcription regulator  rrnAC0867 rrnAC0867 187 11.8 1 5 0.9998 R AVEQFDEGIVDLLAWVLDTETR A 2 2518.2591 2519.2639 1.0048 -1.0034 0.58 3.89 0.214 1671 1 20 42 2 0 1
Q5V3Q4_HALMA 1 Transcription regulator  rrnAC0867 rrnAC0867 187 11.8 1 5 0.9937 R AVEQFDEGIVDLLAWVLDTETR A 3 2518.2591 2518.2608 0.0017 0 0.68 2.864 0.09 580.7 2 24 84 2 0 1
Q5V4B5_HALMA 1 Hypothetical protein  rrnAC0629 rrnAC0629 257 28 3 5 0.9294 D PPSENGAITGPTGALVHESQR T 3 2117.0501 2117.0628 0.0127 0 6.00 3.372 0.191 694.6 2 26 80 1 0 1
Q5V4B5_HALMA 1 Hypothetical protein  rrnAC0629 rrnAC0629 257 28 3 5 1 R ALLQTAISPLADFDIDTEALVEQAEEIGR A 2 3127.5925 3127.6031 0.0106 0 3.39 3.233 0.429 691.1 1 18 56 2 0 1
Q5V4B5_HALMA 1 Hypothetical protein  rrnAC0629 rrnAC0629 257 28 3 5 0.9751 R ALLQTAISPLADFDIDTEALVEQAEEIGR A 3 3127.5925 3128.5879 0.9954 -1.0034 -2.54 2.744 0.124 511.1 5 22 112 2 0 1
Q5V4B5_HALMA 1 Hypothetical protein  rrnAC0629 rrnAC0629 257 28 3 5 1 R EDMSLDSPTLIEGLPGVGLVGK I 2 2226.1453 2226.1497 0.0044 0 1.98 4.619 0.541 1321 1 24 42 2 0 1
Q5V4H6_HALMA 1 Universal stress protein  usp14 rrnAC0561 150 18 1 5 1 R GAVGNHGEQIVSLAEVTNSDLAVVGGR K 3 2648.3518 2648.3584 0.0066 0 2.49 3.955 0.422 1325 1 38 104 2 0 1
Q5V4H6_HALMA 1 Universal stress protein  usp14 rrnAC0561 150 18 1 5 1 R GAVGNHGEQIVSLAEVTNSDLAVVGGR K 3 2648.3518 2648.3552 0.0034 0 1.28 3.469 0.394 674.1 1 28 104 2 0 1
Q5V4H6_HALMA 1 Universal stress protein  usp14 rrnAC0561 150 18 1 5 1 R GAVGNHGEQIVSLAEVTNSDLAVVGGR K 3 2648.3518 2648.3572 0.0054 0 2.04 3.501 0.373 787.8 1 28 104 2 0 1
Q5V4H6_HALMA 1 Universal stress protein  usp14 rrnAC0561 150 18 1 5 1 R GAVGNHGEQIVSLAEVTNSDLAVVGGR K 2 2648.3518 2648.3499 -0.0019 0 -0.72 5.998 0.558 2191 1 29 52 2 0 1
Q5V4H6_HALMA 1 Universal stress protein  usp14 rrnAC0561 150 18 1 5 1 R GAVGNHGEQIVSLAEVTNSDLAVVGGR K 3 2648.3518 2648.3574 0.0056 0 2.11 4.154 0.467 961.7 1 32 104 2 0 1
Q5V4R6_HALMA 1 DNA gyrase subunit B (EC 5.99.1.3)  gyrB rrnAC0456 642 11.5 5 5 1 R VINDYATDNNLLK D 2 1491.7569 1491.7576 0.0007 0 0.47 2.872 0.429 1009 1 17 24 2 0 1
Q5V4R6_HALMA 1 DNA gyrase subunit B (EC 5.99.1.3)  gyrB rrnAC0456 642 11.5 5 5 0.9999 R FWPDDEIFETGEFK F 2 1758.7777 1758.937 0.1593 0 90.57 2.277 0.306 536 1 14 26 2 0 1
Q5V4R6_HALMA 1 DNA gyrase subunit B (EC 5.99.1.3)  gyrB rrnAC0456 642 11.5 5 5 0.9988 K QITIEDAAAADKMFNILMGDAVEPR K 3 2718.3357 2718.3404 0.0047 0 1.73 3.361 0.19 743.1 1 27 96 2 1 1
Q5V4R6_HALMA 1 DNA gyrase subunit B (EC 5.99.1.3)  gyrB rrnAC0456 642 11.5 5 5 0.997 R TLLLTLFYR H 2 1138.675 1138.6853 0.0103 0 9.05 1.996 0.147 349.6 2 12 16 2 0 1
Q5V4R7_HALMA 1 DNA gyrase subunit A (EC 5.99.1.3)  gyrA rrnAC0455 814 12.9 5 5 0.9998 K SSSIVGDTMGDYHPHGGSAIYDTLVR M 3 2734.2657 2735.2881 1.0224 -1.0034 6.97 4.03 0.236 1133 1 38 100 2 0 1
Q5V4R7_HALMA 1 DNA gyrase subunit A (EC 5.99.1.3)  gyrA rrnAC0455 814 12.9 5 5 0.9999 R EKLDSVIADELQEVKDDYDDDRR T 4 2765.2991 2765.3076 0.0085 0 3.07 3.332 0.281 1480 1 41 132 2 2 1
Q5V4R7_HALMA 1 DNA gyrase subunit A (EC 5.99.1.3)  gyrA rrnAC0455 814 12.9 5 5 0.9652 R IVVELKR G 2 855.5542 856.1654 0.6112 -1.0034 -458.36 1.987 0.083 522.9 2 11 12 2 0 1
Q5V4R7_HALMA 1 DNA gyrase subunit A (EC 5.99.1.3)  gyrA rrnAC0455 814 12.9 5 5 1 K SSSIVGDTMGDYHPHGGSAIYDTLVR M 3 2734.2657 2734.2696 0.0039 0 1.43 4.98 0.382 854.8 1 36 100 2 0 1
Q5V4R7_HALMA 1 DNA gyrase subunit A (EC 5.99.1.3)  gyrA rrnAC0455 814 12.9 5 5 1 R TGLQESFDFSEEQAAHIVR M 3 2163.0232 2163.0313 0.0081 0 3.74 3.369 0.306 1096 1 31 72 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase  yidJ rrnAC0428 451 18.4 4 5 0.9995 R RGYDFLESSQGINVGSYHVPADEITDR A 3 3024.4213 3025.448 1.0267 -1.0034 7.72 3.362 0.242 454.8 1 26 104 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase  yidJ rrnAC0428 451 18.4 4 5 1 R ATEADDVERPDMDEDVKER L 3 2218.9648 2218.9734 0.0086 0 3.88 4.008 0.356 915 1 27 72 2 1 1
Q5V4U0_HALMA 1 Putative sulfatase  yidJ rrnAC0428 451 18.4 4 5 1 K TNLDGTLLSLLR R 2 1314.7507 1314.755 0.0043 0 3.27 3.133 0.316 2327 1 19 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase  yidJ rrnAC0428 451 18.4 4 5 0.9994 K TNLDGTLLSLLR R 2 1314.7507 1314.1254 -0.6253 1 285.00 2.9 0.389 2123 1 19 22 2 0 1
Q5V4U0_HALMA 1 Putative sulfatase  yidJ rrnAC0428 451 18.4 4 5 0.9892 K YIEEPEAVTPEEHQTFIDLYDAEIR F 3 3006.4134 3006.4107 -0.0027 0 -0.90 2.438 0.091 424 1 25 96 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase  rrnAC0423 rrnAC0423 444 13.7 4 5 0.9999 R THTVSDSGAQEGLSYVR G 3 1805.8544 1805.8562 0.0018 0 1.00 2.65 0.3 701.5 1 22 64 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase  rrnAC0423 rrnAC0423 444 13.7 4 5 1 K HANATDNIFEWNAFIR E 3 1917.9122 1918.9282 1.016 -1.0034 6.60 3.851 0.346 978.6 1 22 60 2 0 1
Q5V4U5_HALMA 1 Arylsulfatase  rrnAC0423 rrnAC0423 444 13.7 4 5 1 K HANATDNIFEWNAFIR E 3 1917.9122 1917.9154 0.0032 0 1.67 4.381 0.364 1179 1 26 60 2 0 1
Q5V576_HALMA 1 GTP-binding protein  gbp1 rrnAC0269 393 25.2 3 5 1 K DLAYAVHSDIGDGYIHAVDAR E 3 2257.0763 2257.0752 -0.0011 0 -0.49 4.445 0.459 1405 1 39 80 2 0 1
Q5V576_HALMA 1 GTP-binding protein  gbp1 rrnAC0269 393 25.2 3 5 1 K DLAYAVHSDIGDGYIHAVDAR E 3 2257.0763 2257.0808 0.0045 0 1.99 5.546 0.523 1319 1 40 80 2 0 1
Q5V576_HALMA 1 GTP-binding protein  gbp1 rrnAC0269 393 25.2 3 5 0.9998 R GVMDDWGGTGVQGALDTAVYDLLDHLTAYPVQNETHWTDG Q 4 5712.7107 5713.7266 1.0159 -1.0034 2.20 4.245 0.238 786.6 1 49 306 2 0 1
Q5V576_HALMA 1 GTP-binding protein  gbp1 rrnAC0269 393 25.2 3 5 0.9999 R SPDFKLDESLVDMLAGVGASELDVAR T 3 2733.3531 2733.3609 0.0078 0 2.85 3.921 0.304 1224 1 32 100 2 1 1
Q5V576_HALMA 1 GTP-binding protein  gbp1 rrnAC0269 393 25.2 3 5 0.9998 R SPDFKLDESLVDMLAGVGASELDVAR T 3 2733.3531 2734.3582 1.0051 -1.0034 0.64 3.528 0.342 1203 1 33 100 2 1 1
Q5V581_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd-1 rrnAC0264 290 19.3 5 5 1 R HGLETVLTALEDLSK R 2 1624.8672 1624.8654 -0.0018 0 -1.11 4.297 0.612 3096 1 24 28 2 0 1
Q5V581_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd-1 rrnAC0264 290 19.3 5 5 1 R ADRHGLETVLTALEDLSK R 3 1967.0323 1967.0182 -0.0141 0 -7.17 3.27 0.329 1802 1 29 68 2 1 1
Q5V581_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd-1 rrnAC0264 290 19.3 5 5 0.9983 R DRVTDFVESLDASPVVVR D 3 2003.0323 2003.0365 0.0042 0 2.10 3.046 0.175 875.1 1 27 68 2 1 1
Q5V581_HALMA 1 3-hydroxyacyl-CoA dehydrogenase (EC 1.1.1.35)  hbd-1 rrnAC0264 290 19.3 5 5 1 R LELAAIAEAIR M 2 1168.6815 1168.6814 -0.0001 0 -0.09 4.287 0.36 2289 1 19 20 2 0 1
Q5V592_HALMA 1 Hypothetical protein  rrnAC0253 rrnAC0253 170 40.6 5 5 1 R TYTVGDALEAFERGDEDWLAQFDSLSVDRTDPLLEPGVDATI - 3 4626.1925 4628.1978 2.0053 -2.0067 -0.30 4.034 0.528 636.4 1 40 164 2 2 1
Q5V592_HALMA 1 Hypothetical protein  rrnAC0253 rrnAC0253 170 40.6 5 5 1 R GDEDWLAQFDSLSVDR T 2 1851.8275 1851.8322 0.0047 0 2.54 4.674 0.524 1667 1 20 30 2 0 1
Q5V592_HALMA 1 Hypothetical protein  rrnAC0253 rrnAC0253 170 40.6 5 5 0.9985 R SEAIQTYEEFTDWAGQNGHSLEPAFER R 3 3111.3846 3111.3936 0.009 0 2.89 3.334 0.144 428.1 3 23 104 2 0 1
Q5V592_HALMA 1 Hypothetical protein  rrnAC0253 rrnAC0253 170 40.6 5 5 1 R TYTVGDALEAFER G 2 1470.699 1470.705 0.006 0 4.08 3.198 0.455 1882 1 21 24 2 0 1
Q5V592_HALMA 1 Hypothetical protein  rrnAC0253 rrnAC0253 170 40.6 5 5 1 R TYTVGDALEAFERGDEDWLAQFDSLSVDR T 3 3304.516 3306.5181 2.0021 -2.0067 -1.39 6.029 0.522 2552 1 41 112 2 1 1
Q5V5A2_HALMA 1 TRK potassium uptake system protein  trkA7 rrnAC0243 217 20.3 3 5 1 K AEEQYILAVETDVVDEVLK L 2 2162.0994 2162.1052 0.0058 0 2.68 5.431 0.429 2357 1 25 36 2 0 1
Q5V5A2_HALMA 1 TRK potassium uptake system protein  trkA7 rrnAC0243 217 20.3 3 5 1 K AEEQYILAVETDVVDEVLK L 3 2162.0994 2162.0972 -0.0022 0 -1.02 4.083 0.239 1616 1 31 72 2 0 1
Q5V5A2_HALMA 1 TRK potassium uptake system protein  trkA7 rrnAC0243 217 20.3 3 5 0.9996 K AEEQYILAVETDVVDEVLK L 3 2162.0994 2162.106 0.0066 0 3.05 2.98 0.199 1135 1 30 72 2 0 1
Q5V5A2_HALMA 1 TRK potassium uptake system protein  trkA7 rrnAC0243 217 20.3 3 5 0.9961 K VTVAPSAPVAGR R 2 1123.6349 1123.637 0.0021 0 1.87 2.05 0.129 490.3 1 15 22 2 0 1
Q5V5P6_HALMA 1 Mevalonate kinase (EC 2.7.1.36)  mvk rrnAC0077 327 22.6 4 5 1 R LGELMDFNHGLLSALGVSSR S 3 2115.0782 2115.0845 0.0063 0 2.98 4.937 0.491 2098 1 38 76 2 0 1
Q5V5P6_HALMA 1 Mevalonate kinase (EC 2.7.1.36)  mvk rrnAC0077 327 22.6 4 5 1 R LGELMDFNHGLLSALGVSSR S 3 2115.0782 2115.0808 0.0026 0 1.23 3.987 0.396 2031 1 35 76 2 0 1
Q5V5P6_HALMA 1 Mevalonate kinase (EC 2.7.1.36)  mvk rrnAC0077 327 22.6 4 5 0.9997 R RLEGIDTLPFVIGYDGGAGDTGALVAGVR D 3 2888.5032 2888.5105 0.0073 0 2.53 3.145 0.214 915 1 29 112 2 0 1
Q5V5P6_HALMA 1 Mevalonate kinase (EC 2.7.1.36)  mvk rrnAC0077 327 22.6 4 5 0.9999 R SLDSMVWAAR D 2 1134.5492 1134.5454 -0.0038 0 -3.35 2.465 0.286 1236 1 15 18 2 0 1
Q5V5W5_HALMA 1 Biotin-(Acetyl-CoA carboxylase) ligase  birA rrnAC0001 315 22.9 4 5 0.9998 R KLVGILTEMEGEADR V 3 1659.8501 1659.8527 0.0026 0 1.57 2.762 0.285 695.6 15 20 56 2 0 1
Q5V5W5_HALMA 1 Biotin-(Acetyl-CoA carboxylase) ligase  birA rrnAC0001 315 22.9 4 5 1 R DLAAEGESDTVVLADEQTGGR G 2 2131.9869 2131.9903 0.0034 0 1.59 4.298 0.514 1096 2 20 40 2 0 1
Q5V5W5_HALMA 1 Biotin-(Acetyl-CoA carboxylase) ligase  birA rrnAC0001 315 22.9 4 5 1 K HVEALRDEGFEIR S 3 1569.7899 1569.7929 0.003 0 1.91 2.871 0.361 524.9 1 22 48 2 1 1
Q5V5W5_HALMA 1 Biotin-(Acetyl-CoA carboxylase) ligase  birA rrnAC0001 315 22.9 4 5 1 K HVEALRDEGFEIR S 3 1569.7899 1569.7923 0.0024 0 1.53 3.002 0.392 1001 1 26 48 2 1 1
Q5V5W5_HALMA 1 Biotin-(Acetyl-CoA carboxylase) ligase  birA rrnAC0001 315 22.9 4 5 1 R VLDALADGPVSGPTLADELDISR S 2 2323.1907 2323.2007 0.01 0 4.30 5.367 0.583 2515 1 28 44 2 0 1
Q5V6I1_HALMA 1 N-methylhydantoinase B (EC 3.5.2.9)  hyuB pNG7165 542 22.3 6 5 0.9863 R TGEFTYYETIGGGFGARPEK D 3 2179.0222 2179.02 -0.0022 0 -1.01 2.632 0.07 545.1 3 25 76 2 0 1
Q5V6I1_HALMA 1 N-methylhydantoinase B (EC 3.5.2.9)  hyuB pNG7165 542 22.3 6 5 1 R IGELLEEHGPTLLDAFNAVIEYSR E 3 2685.365 2685.3682 0.0032 0 1.19 3.565 0.367 1058 1 31 92 2 0 1
Q5V6I1_HALMA 1 N-methylhydantoinase B (EC 3.5.2.9)  hyuB pNG7165 542 22.3 6 5 0.9996 K SAVYFVVR A 2 939.5178 939.5217 0.0039 0 4.15 1.995 0.234 808.7 1 12 14 2 0 1
Q5V6I1_HALMA 1 N-methylhydantoinase B (EC 3.5.2.9)  hyuB pNG7165 542 22.3 6 5 1 R TAPAGIAGGEDGTTGENLVDGEPVPAK A 2 2522.2136 2523.1453 0.9317 -1.0034 -28.41 3.692 0.454 828.5 1 24 52 2 0 1
Q5V830_HALMA 1 Hypothetical protein  pNG2029 pNG2029 129 27.9 3 5 0.9981 R TMQNILSDLVDNGDLFKVDTEK L 3 2494.2261 2495.2281 1.002 -1.0034 -0.54 2.901 0.26 520.7 1 26 84 2 1 1
Q5V830_HALMA 1 Hypothetical protein  pNG2029 pNG2029 129 27.9 3 5 1 R DGEISQIEGDSSSR R 2 1478.6485 1478.6489 0.0004 0 0.27 3.456 0.457 1158 1 18 26 2 0 1
Q5V830_HALMA 1 Hypothetical protein  pNG2029 pNG2029 129 27.9 3 5 1 R TMQNILSDLVDNGDLFK V 2 1921.9455 1921.9561 0.0106 0 5.52 5.449 0.543 2573 1 25 32 2 0 1
Q5V830_HALMA 1 Hypothetical protein  pNG2029 pNG2029 129 27.9 3 5 1 R TMQNILSDLVDNGDLFK V 2 1921.9455 1921.9523 0.0068 0 3.54 2.744 0.317 450.7 1 15 32 2 0 1
Q5V830_HALMA 1 Hypothetical protein  pNG2029 pNG2029 129 27.9 3 5 0.9928 R TMQNILSDLVDNGDLFK V 2 1921.9455 1921.9437 -0.0018 0 -0.94 2.196 0.145 153.3 9 12 32 2 0 1
Q5V893_HALMA 1 Putative helicase  pNG1040 pNG1040 862 5.8 3 5 1 R LIDLIKDENPILESEIESLQQPIHR G 4 2941.576 2942.5711 0.9951 -1.0034 -2.80 4.811 0.425 963.1 1 41 144 2 1 1
Q5V893_HALMA 1 Putative helicase  pNG1040 pNG1040 862 5.8 3 5 1 R LIDLIKDENPILESEIESLQQPIHR G 4 2941.576 2941.5711 -0.0049 0 -1.67 4.317 0.447 1108 1 46 144 2 1 1
Q5V893_HALMA 1 Putative helicase  pNG1040 pNG1040 862 5.8 3 5 1 K SLDPAVLTDLLIGR R 2 1481.8453 1481.8488 0.0035 0 2.36 3.106 0.272 1012 1 17 26 2 0 1
Q5V893_HALMA 1 Putative helicase  pNG1040 pNG1040 862 5.8 3 5 1 K SLDPAVLTDLLIGR R 2 1481.8453 1481.8494 0.0041 0 2.77 3.682 0.381 1206 1 18 26 2 0 1
RS17E_HALMAReview 1 30S ribosomal protein S17e (Ribosomal protein HS26)  rps17e rrnAC0055 63 39.7 1 5 0.9991 R YPDAFGADFEHNKDVVEELTNIESK G 4 2866.3297 2867.3311 1.0014 -1.0034 -0.68 4.594 0.202 1714 1 42 144 2 1 1
RS17E_HALMAReview 1 30S ribosomal protein S17e (Ribosomal protein HS26)  rps17e rrnAC0055 63 39.7 1 5 1 R YPDAFGADFEHNKDVVEELTNIESK G 4 2866.3297 2866.3384 0.0087 0 3.04 4.626 0.389 1825 1 44 144 2 1 1
RS17E_HALMAReview 1 30S ribosomal protein S17e (Ribosomal protein HS26)  rps17e rrnAC0055 63 39.7 1 5 1 R YPDAFGADFEHNKDVVEELTNIESK G 3 2866.3297 2866.312 -0.0177 0 -6.18 4.327 0.348 940.2 1 30 96 2 1 1
RS17E_HALMAReview 1 30S ribosomal protein S17e (Ribosomal protein HS26)  rps17e rrnAC0055 63 39.7 1 5 1 R YPDAFGADFEHNKDVVEELTNIESK G 4 2866.3297 2866.3284 -0.0013 0 -0.45 4.701 0.361 1772 1 46 144 2 1 1
RS17E_HALMAReview 1 30S ribosomal protein S17e (Ribosomal protein HS26)  rps17e rrnAC0055 63 39.7 1 5 0.9982 R YPDAFGADFEHNKDVVEELTNIESK G 3 2866.3297 2866.3328 0.0031 0 1.08 3.202 0.181 1127 1 33 96 2 1 1
RS8_HALMAReview 1 30S ribosomal protein S8P (HmaS8) (HS16)  rps8p rrnAC1597 130 50 3 5 1 M TGNDPFANALSALNNAESVGHLEQTVSPASNEIGSVLEVFYDR G 3 4532.1731 4534.208 2.0349 -2.0067 6.22 5.556 0.464 2021 1 46 168 2 0 1
RS8_HALMAReview 1 30S ribosomal protein S8P (HmaS8) (HS16)  rps8p rrnAC1597 130 50 3 5 0.9997 K AGEFEVELK G 2 1020.5127 1020.5055 -0.0072 0 -7.06 2.688 0.154 1180 2 14 16 2 0 1
RS8_HALMAReview 1 30S ribosomal protein S8P (HmaS8) (HS16)  rps8p rrnAC1597 130 50 3 5 0.9998 M TGNDPFANALSALNNAESVGHLEQTVSPASNEIGSVLEVFYDR G 3 4532.1731 4532.1939 0.0208 0 4.59 5.459 0.372 2130 1 48 168 2 0 1
RS8_HALMAReview 1 30S ribosomal protein S8P (HmaS8) (HS16)  rps8p rrnAC1597 130 50 3 5 0.9997 M TGNDPFANALSALNNAESVGHLEQTVSPASNEIGSVLEVFYDR G 3 4532.1731 4534.208 2.0349 -2.0067 6.22 5.691 0.423 1822 1 45 168 2 0 1
RS8_HALMAReview 1 30S ribosomal protein S8P (HmaS8) (HS16)  rps8p rrnAC1597 130 50 3 5 0.9039 R YSAGADEFEKWEK R 3 1558.694 1558.6953 0.0013 0 0.83 1.682 0.092 584.8 1 25 48 2 1 1
SYC_HALMAReview 1 Cysteinyl-tRNA synthetase (EC 6.1.1.16) (Cysteine--tRNA ligase)(CysRS)  cysS rrnAC1292 492 7.1 3 5 0.9948 R VSEHVPEIIDLVER L 3 1633.8675 1634.8881 1.0206 -1.0034 10.56 3.594 0.113 1474 10 26 52 2 0 1
SYC_HALMAReview 1 Cysteinyl-tRNA synthetase (EC 6.1.1.16) (Cysteine--tRNA ligase)(CysRS)  cysS rrnAC1292 492 7.1 3 5 1 K LSNQSVDDIESQGADTEGEK R 2 2120.9345 2120.9253 -0.0092 0 -4.34 3.894 0.526 1302 1 22 38 2 0 1
SYC_HALMAReview 1 Cysteinyl-tRNA synthetase (EC 6.1.1.16) (Cysteine--tRNA ligase)(CysRS)  cysS rrnAC1292 492 7.1 3 5 1 K LSNQSVDDIESQGADTEGEK R 2 2120.9345 2120.9453 0.0108 0 5.09 2.81 0.398 601.7 1 17 38 2 0 1
SYC_HALMAReview 1 Cysteinyl-tRNA synthetase (EC 6.1.1.16) (Cysteine--tRNA ligase)(CysRS)  cysS rrnAC1292 492 7.1 3 5 1 K LSNQSVDDIESQGADTEGEKR H 3 2277.0356 2277.0335 -0.0021 0 -0.92 3.565 0.343 532.6 4 24 80 2 0 1
SYC_HALMAReview 1 Cysteinyl-tRNA synthetase (EC 6.1.1.16) (Cysteine--tRNA ligase)(CysRS)  cysS rrnAC1292 492 7.1 3 5 0.9993 K LSNQSVDDIESQGADTEGEKR H 3 2277.0356 2277.0386 0.003 0 1.32 3.032 0.171 805.6 1 28 80 2 0 1
TOP6A_HALMAReview 1 Type II DNA topoisomerase VI subunit A (EC 5.99.1.3)  top6A rrnAC0459 368 18.5 4 5 1 R LHDELDLPVTVFTDGDPWSYR I 3 2474.1754 2475.188 1.0126 -1.0034 3.74 3.796 0.429 1588 1 32 80 2 0 1
TOP6A_HALMAReview 1 Type II DNA topoisomerase VI subunit A (EC 5.99.1.3)  top6A rrnAC0459 368 18.5 4 5 1 K AVYTIDFLSQQLEEDR S 2 1925.937 1925.9419 0.0049 0 2.54 3.496 0.298 1631 1 20 30 2 0 1



TOP6A_HALMAReview 1 Type II DNA topoisomerase VI subunit A (EC 5.99.1.3)  top6A rrnAC0459 368 18.5 4 5 1 R LVENGFDDEYDALVVHLGGQPAR A 3 2513.2186 2514.218 0.9994 -1.0034 -1.57 4.019 0.388 1844 1 35 88 2 0 1
TOP6A_HALMAReview 1 Type II DNA topoisomerase VI subunit A (EC 5.99.1.3)  top6A rrnAC0459 368 18.5 4 5 1 R LVENGFDDEYDALVVHLGGQPAR A 3 2513.2186 2515.2381 2.0195 -2.0067 5.09 3.948 0.337 1321 1 34 88 2 0 1
TOP6A_HALMAReview 1 Type II DNA topoisomerase VI subunit A (EC 5.99.1.3)  top6A rrnAC0459 368 18.5 4 5 0.9322 K VMGPLLLR E 2 913.5464 913.5454 -0.001 0 -1.09 1.657 0.056 489.7 7 10 14 2 0 1 VM[147]GPLLLR
Y441_HALMAReview 1 UPF0212 protein rrnAC0441  rrnAC0441 rrnAC0441 123 40.7 3 5 1 K SEIGGALRDVPLKVVEVFETEADEDEAEAEA - 3 3316.5834 3316.6006 0.0172 0 5.19 5.789 0.453 1661 1 34 120 2 2 1
Y441_HALMAReview 1 UPF0212 protein rrnAC0441  rrnAC0441 rrnAC0441 123 40.7 3 5 1 R DVDDIDDAIGVAVSEAGK R 2 1787.8425 1787.8468 0.0043 0 2.41 3.573 0.491 2584 1 26 34 2 0 1
Y441_HALMAReview 1 UPF0212 protein rrnAC0441  rrnAC0441 rrnAC0441 123 40.7 3 5 0.9572 R DVDDIDDAIGVAVSEAGKR L 3 1943.9436 1943.9489 0.0053 0 2.73 2.138 0.059 348.2 5 25 72 2 0 1
Y441_HALMAReview 1 UPF0212 protein rrnAC0441  rrnAC0441 rrnAC0441 123 40.7 3 5 1 K SEIGGALRDVPLKVVEVFETEADEDEAEAEA - 3 3316.5834 3317.5879 1.0045 -1.0034 0.35 4.676 0.48 1513 1 34 120 2 2 1
Y441_HALMAReview 1 UPF0212 protein rrnAC0441  rrnAC0441 rrnAC0441 123 40.7 3 5 1 K SEIGGALRDVPLKVVEVFETEADEDEAEAEA - 3 3316.5834 3316.5899 0.0065 0 1.96 5.192 0.49 1866 1 37 120 2 2 1
Q5V097_HALMA 0.9998 Universal stress protein family  usp2 rrnAC2223 128 25.8 2 5 1 K ILLGVGGSELSYQALTETLDR V 2 2234.1794 2234.1758 -0.0036 0 -1.61 5.744 0.652 3269 1 28 40 2 0 1
Q5V097_HALMA 0.9998 Universal stress protein family  usp2 rrnAC2223 128 25.8 2 5 0.9814 R IDESGLEPPIRR V 3 1380.7361 1380.7382 0.0021 0 1.52 1.852 0.146 464.9 17 16 44 2 0 1
Q5V097_HALMA 0.9998 Universal stress protein family  usp2 rrnAC2223 128 25.8 2 5 1 K ILLGVGGSELSYQALTETLDR V 2 2234.1794 2234.1719 -0.0075 0 -3.36 4.714 0.588 2180 1 26 40 2 0 1
Q5V097_HALMA 0.9998 Universal stress protein family  usp2 rrnAC2223 128 25.8 2 5 1 K ILLGVGGSELSYQALTETLDR V 2 2234.1794 2234.18 0.0006 0 0.27 5.604 0.663 2633 1 27 40 2 0 1
Q5V097_HALMA 0.9998 Universal stress protein family  usp2 rrnAC2223 128 25.8 2 5 1 K ILLGVGGSELSYQALTETLDR V 2 2234.1794 2235.1853 1.0059 -1.0034 1.14 5.755 0.634 3114 1 28 40 2 0 1
Q5V1R8_HALMA 0.9998 GTP-binding protein-like  gbp2 rrnAC1619 543 6.3 2 5 0.9751 R EHLGILLATDLPTIVALTK T 3 2017.1823 2017.2082 0.0259 0 12.84 2.581 0.018 916.7 1 26 72 2 0 1
Q5V1R8_HALMA 0.9998 GTP-binding protein-like  gbp2 rrnAC1619 543 6.3 2 5 1 K AGLDALDEMFEALPK T 2 1618.7912 1618.8002 0.009 0 5.56 4.145 0.27 2071 1 22 28 2 0 1
Q5V1R8_HALMA 0.9998 GTP-binding protein-like  gbp2 rrnAC1619 543 6.3 2 5 1 K AGLDALDEMFEALPK T 2 1618.7912 1618.7941 0.0029 0 1.79 3.276 0.281 2123 1 22 28 2 0 1
Q5V1R8_HALMA 0.9998 GTP-binding protein-like  gbp2 rrnAC1619 543 6.3 2 5 0.9996 K AGLDALDEMFEALPK T 2 1618.7912 1620.1654 1.3742 -1.0034 229.09 3.637 0.198 1753 1 21 28 2 0 1
Q5V1R8_HALMA 0.9998 GTP-binding protein-like  gbp2 rrnAC1619 543 6.3 2 5 0.9385 R EHLGILLATDLPTIVALTK T 3 2017.1823 2018.1981 1.0158 -1.0034 6.17 2.678 0.048 635.5 2 25 72 2 0 1
Q5V080_HALMA 0.9996 Hypothetical protein  rrnAC2242 rrnAC2242 94 57.4 2 5 0.95 R ELAAELEEYAEKVETAQSE - 2 2137.9903 2138.9854 0.9951 -1.0034 -3.86 2.424 0.208 672.6 1 16 36 2 1 1
Q5V080_HALMA 0.9996 Hypothetical protein  rrnAC2242 rrnAC2242 94 57.4 2 5 1 R KNPDHVELQLEMDNTDLDAVKPHADSVTLSAAQAR E 5 3827.8748 3828.8638 0.989 -1.0034 -3.75 4.943 0.435 2036 1 56 272 2 0 1
Q5V080_HALMA 0.9996 Hypothetical protein  rrnAC2242 rrnAC2242 94 57.4 2 5 1 R KNPDHVELQLEMDNTDLDAVKPHADSVTLSAAQAR E 5 3827.8748 3827.875 0.0002 0 0.05 6.997 0.509 4287 1 76 272 2 0 1
Q5V080_HALMA 0.9996 Hypothetical protein  rrnAC2242 rrnAC2242 94 57.4 2 5 1 R KNPDHVELQLEMDNTDLDAVKPHADSVTLSAAQAR E 5 3827.8748 3827.8816 0.0068 0 1.78 6.293 0.457 3592 1 68 272 2 0 1
Q5V080_HALMA 0.9996 Hypothetical protein  rrnAC2242 rrnAC2242 94 57.4 2 5 1 R KNPDHVELQLEMDNTDLDAVKPHADSVTLSAAQAR E 5 3827.8748 3829.8635 1.9887 -2.0067 -4.70 5.236 0.343 2782 1 65 272 2 0 1
SYK_HALMAReview 0.9996 Lysyl-tRNA synthetase (EC 6.1.1.6) (Lysine--tRNA ligase) (LysRS)  lysS rrnAC3173 545 13.6 3 5 0.9677 R IPYTFAAVLGMTDDPALR E 3 1949.9921 1950.9982 1.0061 -1.0034 1.41 2.482 0.086 776.4 1 24 68 2 0 1
SYK_HALMAReview 0.9996 Lysyl-tRNA synthetase (EC 6.1.1.6) (Lysine--tRNA ligase) (LysRS)  lysS rrnAC3173 545 13.6 3 5 0.9997 R DFSVENIDQLVDEFDRFER R 3 2372.092 2372.0989 0.0069 0 2.91 2.259 0.326 796.2 1 30 72 2 1 1
SYK_HALMAReview 0.9996 Lysyl-tRNA synthetase (EC 6.1.1.6) (Lysine--tRNA ligase) (LysRS)  lysS rrnAC3173 545 13.6 3 5 0.9993 R DFSVENIDQLVDEFDRFER R 3 2372.092 2372.1004 0.0084 0 3.54 2.083 0.312 818.7 1 30 72 2 1 1
SYK_HALMAReview 0.9996 Lysyl-tRNA synthetase (EC 6.1.1.6) (Lysine--tRNA ligase) (LysRS)  lysS rrnAC3173 545 13.6 3 5 0.9951 R DFSVENIDQLVDEFDRFER R 3 2372.092 2372.0969 0.0049 0 2.07 2.163 0.206 689.8 1 27 72 2 1 1
SYK_HALMAReview 0.9996 Lysyl-tRNA synthetase (EC 6.1.1.6) (Lysine--tRNA ligase) (LysRS)  lysS rrnAC3173 545 13.6 3 5 0.9842 R DFSVENIDQLVDEFDRFER R 3 2372.092 2372.093 0.001 0 0.42 2.016 0.164 667.9 1 28 72 2 1 1
Q5V4L0_HALMA 0.9977 Peroxiredoxin  bcp-1 rrnAC0522 155 23.9 2 5 1 R EIVDSYDISMDFEALGVPNVAK R 2 2411.1566 2411.1643 0.0077 0 3.19 4.308 0.518 1134 1 24 42 2 0 1
Q5V4L0_HALMA 0.9977 Peroxiredoxin  bcp-1 rrnAC0522 155 23.9 2 5 1 R EIVDSYDISMDFEALGVPNVAK R 2 2411.1566 2411.1538 -0.0028 0 -1.16 4.023 0.531 1139 1 24 42 2 0 1
Q5V4L0_HALMA 0.9977 Peroxiredoxin  bcp-1 rrnAC0522 155 23.9 2 5 1 R EIVDSYDISMDFEALGVPNVAK R 2 2411.1566 2411.168 0.0114 0 4.73 4.668 0.526 1278 1 25 42 2 0 1
RS12_HALMAReview 0.9868 30S ribosomal protein S12P  rps12p rrnAC2424 142 7.7 1 5 1 K VNGVSLIELVR G 2 1197.7081 1197.709 0.0009 0 0.75 3.211 0.415 1247 1 19 20 2 0 1
RS12_HALMAReview 0.9868 30S ribosomal protein S12P  rps12p rrnAC2424 142 7.7 1 5 1 K VNGVSLIELVR G 2 1197.7081 1197.7094 0.0013 0 1.09 3.229 0.441 1262 1 19 20 2 0 1
RS12_HALMAReview 0.9868 30S ribosomal protein S12P  rps12p rrnAC2424 142 7.7 1 5 1 K VNGVSLIELVR G 2 1197.7081 1197.71 0.0019 0 1.59 3.002 0.419 976.5 1 18 20 2 0 1
RS12_HALMAReview 0.9868 30S ribosomal protein S12P  rps12p rrnAC2424 142 7.7 1 5 0.995 K VNGVSLIELVR G 2 1197.7081 1198.694 0.9859 -1.0034 -14.57 2.705 0.107 1007 1 17 20 2 0 1
RS12_HALMAReview 0.9868 30S ribosomal protein S12P  rps12p rrnAC2424 142 7.7 1 5 0.9949 K VNGVSLIELVR G 2 1197.7081 1199.7145 2.0064 -2.0067 -0.25 3.109 0.113 968.3 1 16 20 2 0 1
Q5V1I3_HALMA 0.9829 Cold shock protein  cspD5 rrnAC1714 64 87.5 1 5 0.9708 M ATGTVDFFNDTGGYGFIETDDADEDVFFHMEDVGGPDLEEGQE A 4 6187.6546 6188.6861 1.0315 -1.0034 4.55 3.267 0.267 861.7 1 44 330 2 1 1 ATGTVDFFNDTGGYGFIETDDADEDVFFHM[147]EDVGGPDLEEGQEV

ARGC_HALMAReview 1 N-acetyl-gamma-glutamyl-phosphate reductase (EC 1.2.1.38) (AGPR) (N-
acetyl-glutamate semialdehyde dehydrogenase) (NAGSA dehydrogenase)  argC rrnAC2678 345 11.9 3 4 0.9997 R LLDGHPEFELAQATSR S 3 1782.89 1782.8948 0.0048 0 2.69 2.869 0.206 772.3 1 24 60 2 0 1

ARGC_HALMAReview 1 N-acetyl-gamma-glutamyl-phosphate reductase (EC 1.2.1.38) (AGPR) (N-
acetyl-glutamate semialdehyde dehydrogenase) (NAGSA dehydrogenase)  argC rrnAC2678 345 11.9 3 4 0.9286 R GASATCHVFPEQR V 2 1401.6459 1401.6631 0.0172 0 12.27 1.67 0.031 452.9 1 14 24 2 0 1

ARGC_HALMAReview 1 N-acetyl-gamma-glutamyl-phosphate reductase (EC 1.2.1.38) (AGPR) (N-
acetyl-glutamate semialdehyde dehydrogenase) (NAGSA dehydrogenase)  argC rrnAC2678 345 11.9 3 4 0.9999 R LLDGHPEFELAQATSR S 3 1782.89 1782.8926 0.0026 0 1.46 3.606 0.228 1632 1 29 60 2 0 1

ARGC_HALMAReview 1 N-acetyl-gamma-glutamyl-phosphate reductase (EC 1.2.1.38) (AGPR) (N-
acetyl-glutamate semialdehyde dehydrogenase) (NAGSA dehydrogenase)  argC rrnAC2678 345 11.9 3 4 1 R LVVFSAIDNMMK G 2 1366.6989 1366.6953 -0.0036 0 -2.63 4.376 0.367 2073 1 20 22 2 0 1

DLDH3_HALMAReview 1 Dihydrolipoyl dehydrogenase 3 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
3)  lpdA3 rrnB0197 477 10.7 3 4 0.9779 R VIGAQIVGPEASELIAEIAAMIEMGAK L 3 2726.4279 2728.418 1.9901 -2.0067 -6.09 4.509 0.462 1256 1 34 104 2 0 1 VIGAQIVGPEASELIAEIAAMIEM[147]GAK

DLDH3_HALMAReview 1 Dihydrolipoyl dehydrogenase 3 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
3)  lpdA3 rrnB0197 477 10.7 3 4 0.9805 R ALTANRAEGFVR I 3 1303.6997 1303.7078 0.0081 0 6.21 2.085 0.123 422 1 22 44 2 1 1

DLDH3_HALMAReview 1 Dihydrolipoyl dehydrogenase 3 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
3)  lpdA3 rrnB0197 477 10.7 3 4 0.9692 K GTAEFADENKVR I 2 1335.6419 1335.6454 0.0035 0 2.62 1.871 0.253 439.9 6 13 22 2 1 1

DLDH3_HALMAReview 1 Dihydrolipoyl dehydrogenase 3 (EC 1.8.1.4) (Dihydrolipoamidedehydrogenase
3)  lpdA3 rrnB0197 477 10.7 3 4 0.9997 R VIGAQIVGPEASELIAEIAAMIEMGAK L 3 2710.4285 2710.418 -0.0105 0 -3.87 3.425 0.194 848.3 1 27 104 2 0 1

GATA_HALMAReview 1 Glutamyl-tRNA(Gln) amidotransferase subunit A (EC 6.3.5.-) (Glu-
ADTsubunit A)  gatA rrnAC1355 425 17.2 3 4 0.9991 M TEYNGYVTDETIEGADDGPLAGK T 2 2414.0761 2415.0594 0.9833 -1.0034 -8.31 4.051 0.433 1031 1 20 44 2 0 1

GATA_HALMAReview 1 Glutamyl-tRNA(Gln) amidotransferase subunit A (EC 6.3.5.-) (Glu-
ADTsubunit A)  gatA rrnAC1355 425 17.2 3 4 0.9999 M TEYNGYVTDETIEGADDGPLAGK T 2 2414.0761 2415.0784 1.0023 -1.0034 -0.43 4.906 0.517 2197 1 27 44 2 0 1

GATA_HALMAReview 1 Glutamyl-tRNA(Gln) amidotransferase subunit A (EC 6.3.5.-) (Glu-
ADTsubunit A)  gatA rrnAC1355 425 17.2 3 4 1 R VPGGSSGGSAAVVAAGDADLALGSDTGGSIR C 2 2671.3049 2671.3101 0.0052 0 1.95 4.795 0.613 1800 1 28 60 2 0 1

GATA_HALMAReview 1 Glutamyl-tRNA(Gln) amidotransferase subunit A (EC 6.3.5.-) (Glu-
ADTsubunit A)  gatA rrnAC1355 425 17.2 3 4 1 R YGQSGGYDGNWNESFANAR E 2 2091.8671 2091.8635 -0.0036 0 -1.72 5.242 0.562 1844 1 25 36 2 0 1

HIS4_HALMAReview 1

1-(5-phosphoribosyl)-5-[(5-
phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase
(EC 5.3.1.16)(Phosphoribosylformimino-5-aminoimidazole carboxamide
ribotideisomerase)

 hisA rrnAC2529 246 36.2 4 4 0.9998 R QNAAAIDAVLDAVGADVDVQLGGGIR T 3 2507.2979 2509.3094 2.0115 -2.0067 1.91 4.064 0.261 901.9 1 32 100 2 0 1

HIS4_HALMAReview 1

1-(5-phosphoribosyl)-5-[(5-
phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase
(EC 5.3.1.16)(Phosphoribosylformimino-5-aminoimidazole carboxamide
ribotideisomerase)

 hisA rrnAC2529 246 36.2 4 4 1 K DGEVVVSGWTEGTGLDPADAAGR Y 2 2258.0451 2259.0454 1.0003 -1.0034 -1.35 4.633 0.481 820.9 1 24 44 2 0 1

HIS4_HALMAReview 1

1-(5-phosphoribosyl)-5-[(5-
phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase
(EC 5.3.1.16)(Phosphoribosylformimino-5-aminoimidazole carboxamide
ribotideisomerase)

 hisA rrnAC2529 246 36.2 4 4 0.9985 R LVDSVDIPVIASGGVATINDVLALR S 3 2506.4006 2506.4055 0.0049 0 1.95 3.086 0.141 600.4 1 30 96 2 0 1

HIS4_HALMAReview 1

1-(5-phosphoribosyl)-5-[(5-
phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase
(EC 5.3.1.16)(Phosphoribosylformimino-5-aminoimidazole carboxamide
ribotideisomerase)

 hisA rrnAC2529 246 36.2 4 4 0.9993 R TLHLVDLDGAFEGER Q 3 1670.8264 1670.8271 0.0007 0 0.42 3.162 0.21 655.8 47 22 56 2 0 1

Q5UWH1_HALMA 1 Dihydrolipoamide S-acetyltransferase component of pyruvatedehydrogenase
complex E2  pdhC1 rrnB0198 540 9.6 3 4 0.9948 R AYASPESSTQERSSQQTTAAEQR T 3 2512.1426 2512.145 0.0024 0 0.96 2.448 0.197 606.4 2 29 88 2 1 1

Q5UWH1_HALMA 1 Dihydrolipoamide S-acetyltransferase component of pyruvatedehydrogenase
complex E2  pdhC1 rrnB0198 540 9.6 3 4 0.9913 R SSQQTTAAEQRTQQAAPAQSVSPAQTR E 3 2827.3808 2828.378 0.9972 -1.0034 -2.18 3.25 0.169 1074 1 35 104 2 1 1

Q5UWH1_HALMA 1 Dihydrolipoamide S-acetyltransferase component of pyruvatedehydrogenase
complex E2  pdhC1 rrnB0198 540 9.6 3 4 1 R VVEADGEETIEPR H 2 1442.6889 1442.6907 0.0018 0 1.25 2.992 0.263 1242 1 17 24 2 0 1

Q5UWH1_HALMA 1 Dihydrolipoamide S-acetyltransferase component of pyruvatedehydrogenase
complex E2  pdhC1 rrnB0198 540 9.6 3 4 1 R VVEADGEETIEPR H 2 1442.6889 1442.6924 0.0035 0 2.43 3.102 0.333 2064 1 19 24 2 0 1

Q5UWY2_HALMA 1 Acetamidase\formamidase family protein  rrnB0006 rrnB0006 302 14.2 3 4 1 K SIASADTMEEAVK L 2 1350.6337 1350.6392 0.0055 0 4.07 3.217 0.391 1398 1 18 24 2 0 1
Q5UWY2_HALMA 1 Acetamidase\formamidase family protein  rrnB0006 rrnB0006 302 14.2 3 4 1 K LANRDILDLLQADHDMSK T 3 2067.0419 2067.0418 -0.0001 0 -0.05 4.793 0.276 2408 1 33 68 2 1 1
Q5UWY2_HALMA 1 Acetamidase\formamidase family protein  rrnB0006 rrnB0006 302 14.2 3 4 0.9881 K LANRDILDLLQADHDMSK T 4 2067.0419 2069.044 2.0021 -2.0067 -2.23 3.731 0.12 1305 3 37 102 2 1 1
Q5UXA2_HALMA 1 Methionine aminopeptidase (EC 3.4.11.18)  map rrnAC3421 298 19.5 3 4 0.9999 R LKQQDIVHGYPVLK E 3 1636.93 1636.9282 -0.0018 0 -1.10 3.194 0.309 787.5 1 26 52 2 1 1
Q5UXA2_HALMA 1 Methionine aminopeptidase (EC 3.4.11.18)  map rrnAC3421 298 19.5 3 4 0.9976 R ELGGKPAFPVNISIDEEAAHATPER D 4 2647.3242 2647.3301 0.0059 0 2.23 2.959 0.096 876.7 2 39 144 2 0 1
Q5UXA2_HALMA 1 Methionine aminopeptidase (EC 3.4.11.18)  map rrnAC3421 298 19.5 3 4 1 R LKQQDIVHGYPVLK E 3 1636.93 1637.9181 0.9881 -1.0034 -9.32 4.273 0.38 936.5 2 27 52 2 1 1
Q5UXA2_HALMA 1 Methionine aminopeptidase (EC 3.4.11.18)  map rrnAC3421 298 19.5 3 4 1 R VEVGVSHLEVAQWAEDKIR E 3 2164.1276 2164.128 0.0004 0 0.18 3.195 0.435 434.9 38 20 72 2 1 1
Q5UXN9_HALMA 1 Phosphoribosylformylglycinamidine synthase I (EC 6.3.5.3)  purQ rrnAC3268 165 30.3 2 4 1 K HSVAGVTGEAEHVAVMMPHPER A 4 2340.1103 2340.1165 0.0062 0 2.65 4.885 0.396 3665 1 54 126 2 0 1
Q5UXN9_HALMA 1 Phosphoribosylformylglycinamidine synthase I (EC 6.3.5.3)  purQ rrnAC3268 165 30.3 2 4 1 K HSVAGVTGEAEHVAVMMPHPER A 4 2340.1103 2340.1131 0.0028 0 1.20 4.734 0.473 2923 1 51 126 2 0 1
Q5UXN9_HALMA 1 Phosphoribosylformylglycinamidine synthase I (EC 6.3.5.3)  purQ rrnAC3268 165 30.3 2 4 1 K HSVAGVTGEAEHVAVMMPHPER A 4 2372.1091 2372.1028 -0.0063 0 -2.66 4.418 0.5 833 1 41 126 2 0 1 HSVAGVTGEAEHVAVM[147]M[147]PHPER
Q5UXN9_HALMA 1 Phosphoribosylformylglycinamidine synthase I (EC 6.3.5.3)  purQ rrnAC3268 165 30.3 2 4 1 R VENADTPWTSQYEDGEVVELPIAHGEGR Y 3 3097.4265 3098.438 1.0115 -1.0034 2.63 5.074 0.451 1322 1 42 108 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase  ubiE1 rrnAC3151 206 9.2 1 4 1 K AGYEEFEHHIQQSRPGSPR A 3 2224.0409 2224.044 0.0031 0 1.39 3.354 0.339 677.6 1 27 72 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase  ubiE1 rrnAC3151 206 9.2 1 4 1 K AGYEEFEHHIQQSRPGSPR A 3 2224.0409 2224.0362 -0.0047 0 -2.11 3.774 0.462 648.2 1 25 72 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase  ubiE1 rrnAC3151 206 9.2 1 4 0.9996 K AGYEEFEHHIQQSRPGSPR A 4 2224.0409 2224.0454 0.0045 0 2.02 2.486 0.249 698.2 10 31 108 2 0 1
Q5UXZ5_HALMA 1 Ubiquinone\menaquinone biosynthesis methyltransferase  ubiE1 rrnAC3151 206 9.2 1 4 0.9859 K AGYEEFEHHIQQSRPGSPR A 4 2224.0409 2224.0435 0.0026 0 1.17 2.499 0.178 529.5 145 28 108 2 0 1
Q5UY07_HALMA 1 MaoC family protein  maoC2 rrnAC3139 297 20.2 3 4 0.9819 R IVHGTLVSGIISAALAR L 3 1676.9937 1677.9982 1.0045 -1.0034 0.69 3.315 0.069 1006 4 25 64 2 0 1
Q5UY07_HALMA 1 MaoC family protein  maoC2 rrnAC3139 297 20.2 3 4 1 K ADVEAFAEASGDTNR L 2 1551.6801 1552.7654 1.0853 -1.0034 52.81 4.685 0.457 1921 1 21 28 2 0 1
Q5UY07_HALMA 1 MaoC family protein  maoC2 rrnAC3139 297 20.2 3 4 0.9928 R IVHGTLVSGIISAALAR L 3 1676.9937 1676.9831 -0.0106 0 -6.32 3.742 0.028 1326 8 28 64 2 0 1
Q5UY07_HALMA 1 MaoC family protein  maoC2 rrnAC3139 297 20.2 3 4 1 K KLPVVEDGSLVGIVTTTDLSDYIPHLSR A 4 3023.6179 3024.6109 0.993 -1.0034 -3.42 4.09 0.322 870.2 1 44 162 2 0 1
Q5UY58_HALMA 1 Hypothetical protein  rrnAC3079 rrnAC3079 207 20.3 3 4 1 R FDTPDIDDLPEDLQER I 2 1916.8639 1916.8625 -0.0014 0 -0.73 4.823 0.502 1063 1 22 30 2 0 1
Q5UY58_HALMA 1 Hypothetical protein  rrnAC3079 rrnAC3079 207 20.3 3 4 0.942 K AMLDFAVK L 2 893.468 893.4654 -0.0026 0 -2.91 1.588 0.103 550.5 13 11 14 2 0 1
Q5UY58_HALMA 1 Hypothetical protein  rrnAC3079 rrnAC3079 207 20.3 3 4 1 R LAQLADIRPNDEFYNLGR - 3 2104.0701 2104.0728 0.0027 0 1.28 3.196 0.276 1772 1 35 68 2 0 1



Q5UY58_HALMA 1 Hypothetical protein  rrnAC3079 rrnAC3079 207 20.3 3 4 0.9999 R LAQLADIRPNDEFYNLGR - 3 2104.0701 2104.0708 0.0007 0 0.33 3.217 0.267 1733 1 34 68 2 0 1
Q5UY97_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family protein  dgoA2 rrnAC3032 391 13 3 4 1 R MGIGPIDIALWDFAGK Y 2 1702.8752 1702.8804 0.0052 0 3.05 4.256 0.541 2372 1 23 30 2 0 1
Q5UY97_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family protein  dgoA2 rrnAC3032 391 13 3 4 1 R MAEAFGLDVEFHAPGPAQR H 3 2041.968 2041.9748 0.0068 0 3.33 3.778 0.253 1477 1 36 72 2 0 1
Q5UY97_HALMA 1 Mandelate racemase\muconate lactonizing enzyme family protein  dgoA2 rrnAC3032 391 13 3 4 1 R MGIGPIDIALWDFAGK Y 2 1702.8752 1702.8806 0.0054 0 3.17 4.72 0.485 2283 1 23 30 2 0 1
Q5UYN7_HALMA 1 Hypothetical protein  rrnAC2866 rrnAC2866 128 37.5 2 4 0.9999 K HAFGIVSDALAALDAAIEDVVQTR M 3 2481.2863 2483.2957 2.0094 -2.0067 1.09 3.325 0.35 1005 1 29 92 2 0 1
Q5UYN7_HALMA 1 Hypothetical protein  rrnAC2866 rrnAC2866 128 37.5 2 4 1 K HAFGIVSDALAALDAAIEDVVQTR M 3 2481.2863 2481.2913 0.005 0 2.02 4.362 0.407 1721 1 34 92 2 0 1
Q5UYN7_HALMA 1 Hypothetical protein  rrnAC2866 rrnAC2866 128 37.5 2 4 1 R VAGTIATDDGGEVVAPGDPYEQTK H 2 2389.1285 2390.1453 1.0168 -1.0034 5.63 3.501 0.525 539.9 1 21 46 2 0 1
Q5UYN7_HALMA 1 Hypothetical protein  rrnAC2866 rrnAC2866 128 37.5 2 4 1 R VAGTIATDDGGEVVAPGDPYEQTK H 2 2389.1285 2390.1453 1.0168 -1.0034 5.63 3.44 0.441 391.9 1 19 46 2 0 1
Q5UZ18_HALMA 1 Hypothetical protein  rrnAC2718 rrnAC2718 159 39 3 4 1 R TDPAGESEMVTVGPDEVVR F 2 1986.9204 1986.9163 -0.0041 0 -2.06 4.39 0.313 737.3 1 20 36 2 0 1
Q5UZ18_HALMA 1 Hypothetical protein  rrnAC2718 rrnAC2718 159 39 3 4 0.9996 - MEHVSVDEIEPQAMGGDVDRR G 4 2369.074 2369.075 0.001 0 0.42 3.236 0.146 1092 1 37 120 2 0 1
Q5UZ18_HALMA 1 Hypothetical protein  rrnAC2718 rrnAC2718 159 39 3 4 0.9975 R NESDDRVVALALGAPMNSTEGR V 3 2301.1019 2301.1118 0.0099 0 4.30 3.288 0.164 621.8 2 26 84 2 1 1
Q5UZ18_HALMA 1 Hypothetical protein  rrnAC2718 rrnAC2718 159 39 3 4 1 R TDPAGESEMVTVGPDEVVR F 2 1986.9204 1987.923 1.0026 -1.0034 -0.38 4.674 0.357 1052 1 23 36 2 0 1
Q5UZ51_HALMA 1 Acetylglutamate kinase (EC 2.7.2.8)  argB2 rrnAC2676 286 10.5 1 4 0.9687 R AVDPAGALADVASLVADGEQVVVVHGGSTK V 3 2831.4665 2832.4881 1.0216 -1.0034 6.45 2.403 0.124 403.3 2 24 116 2 0 1
Q5UZ51_HALMA 1 Acetylglutamate kinase (EC 2.7.2.8)  argB2 rrnAC2676 286 10.5 1 4 1 R AVDPAGALADVASLVADGEQVVVVHGGSTK V 4 2831.4665 2832.4615 0.995 -1.0034 -2.95 3.585 0.34 992.8 1 40 174 2 0 1
Q5UZ51_HALMA 1 Acetylglutamate kinase (EC 2.7.2.8)  argB2 rrnAC2676 286 10.5 1 4 1 R AVDPAGALADVASLVADGEQVVVVHGGSTK V 3 2831.4665 2831.4876 0.0211 0 7.45 3.05 0.326 697.7 1 30 116 2 0 1
Q5UZ51_HALMA 1 Acetylglutamate kinase (EC 2.7.2.8)  argB2 rrnAC2676 286 10.5 1 4 1 R AVDPAGALADVASLVADGEQVVVVHGGSTK V 3 2831.4665 2831.4702 0.0037 0 1.31 3.813 0.478 802.7 1 31 116 2 0 1
Q5UZB5_HALMA 1 Hypothetical protein  rrnAC2598 rrnAC2598 123 46.3 3 4 1 R SISDAADLENAAVNLYK V 2 1792.8843 1792.8878 0.0035 0 1.95 3.949 0.42 1881 1 23 32 2 0 1
Q5UZB5_HALMA 1 Hypothetical protein  rrnAC2598 rrnAC2598 123 46.3 3 4 0.9975 M GYHHLAVDDIEPTPDRPSIQR S 3 2415.1931 2415.1919 -0.0012 0 -0.50 3.642 0.323 924.2 1 30 80 2 0 1
Q5UZB5_HALMA 1 Hypothetical protein  rrnAC2598 rrnAC2598 123 46.3 3 4 0.9995 R SISDAADLENAAVNLYK V 2 1792.8843 1792.886 0.0017 0 0.95 2.779 0.157 438.6 1 14 32 2 0 1
Q5UZB5_HALMA 1 Hypothetical protein  rrnAC2598 rrnAC2598 123 46.3 3 4 1 K TYEVDEDEAFVVEPDSPQR A 2 2223.9808 2223.991 0.0102 0 4.59 3.654 0.55 1567 1 23 36 2 0 1
Q5UZL1_HALMA 1 Replication factor C small subunit  rfcC2 rrnAC2487 335 14.3 3 4 0.9881 R IHLSHLLAQLGER - 3 1485.8416 1485.1881 -0.6535 1 233.20 3.123 0.178 974.7 1 25 48 2 0 1
Q5UZL1_HALMA 1 Replication factor C small subunit  rfcC2 rrnAC2487 335 14.3 3 4 0.9998 K ADLINHVLK E 2 1021.592 1021.5854 -0.0066 0 -6.46 2.136 0.28 753.5 1 13 16 2 0 1
Q5UZL1_HALMA 1 Replication factor C small subunit  rfcC2 rrnAC2487 335 14.3 3 4 1 R STLDDLLVDEGYGASDILDDVLEVAR S 2 2792.3603 2792.3836 0.0233 0 8.34 4.694 0.552 1842 1 28 50 2 0 1
Q5UZL1_HALMA 1 Replication factor C small subunit  rfcC2 rrnAC2487 335 14.3 3 4 1 R STLDDLLVDEGYGASDILDDVLEVAR S 2 2792.3603 2792.354 -0.0063 0 -2.26 4.625 0.591 1765 1 27 50 2 0 1
Q5UZL4_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech3 rrnAC2484 224 12.1 2 4 0.9999 K LGLFGAWGGTAR L 2 1204.6353 1204.6333 -0.002 0 -1.66 2.743 0.28 1816 1 20 22 2 0 1
Q5UZL4_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech3 rrnAC2484 224 12.1 2 4 1 R AVAEEIAAVDADALR V 2 1512.7784 1512.7802 0.0018 0 1.19 3.055 0.335 887.8 1 16 28 2 0 1
Q5UZL4_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech3 rrnAC2484 224 12.1 2 4 0.9663 R AVAEEIAAVDADALR V 3 1512.7784 1513.779 1.0006 -1.0034 -1.82 2.192 0.15 411.5 12 21 56 2 0 1
Q5UZL4_HALMA 1 Enoyl-CoA hydratase (EC 4.2.1.17)  ech3 rrnAC2484 224 12.1 2 4 1 K LGLFGAWGGTAR L 2 1204.6353 1204.6402 0.0049 0 4.07 2.941 0.337 1059 1 16 22 2 0 1
Q5UZS4_HALMA 1 Sensor protein (EC 2.7.13.3)  rrnAC2416 rrnAC2416 1047 6.2 4 4 1 K SFGVEVYELLANRIENAVSEYR A 3 2557.2812 2559.2881 2.0069 -2.0067 0.08 5.635 0.554 1784 1 41 84 2 1 1
Q5UZS4_HALMA 1 Sensor protein (EC 2.7.13.3)  rrnAC2416 rrnAC2416 1047 6.2 4 4 1 R TLIDDLLAAAR D 2 1170.6608 1170.6521 -0.0087 0 -7.43 3.287 0.372 1373 1 18 20 2 0 1
Q5UZS4_HALMA 1 Sensor protein (EC 2.7.13.3)  rrnAC2416 rrnAC2416 1047 6.2 4 4 1 R TLIDDLLAAAR D 2 1170.6608 1170.669 0.0082 0 7.00 3.505 0.322 1540 1 18 20 2 0 1
Q5UZX2_HALMA 1 Glyceraldehyde 3-phosphate dehydrogenase (EC 1.2.1.59)  gapA rrnAC2363 334 21.3 4 4 0.9999 R AAAENIIPTSTGAAQAATEVLPELEGKLDGMAIR V 3 3407.7606 3408.7881 1.0275 -1.0034 7.09 3.423 0.382 234.6 2 28 132 2 1 1
Q5UZX2_HALMA 1 Glyceraldehyde 3-phosphate dehydrogenase (EC 1.2.1.59)  gapA rrnAC2363 334 21.3 4 4 1 R TKEDASQHLDAGADKVLISAPPKGDEPVK Q 4 3015.5513 3015.5552 0.0039 0 1.29 4.76 0.474 939.3 1 43 168 2 3 1
Q5UZX2_HALMA 1 Glyceraldehyde 3-phosphate dehydrogenase (EC 1.2.1.59)  gapA rrnAC2363 334 21.3 4 4 0.9351 R VGLNGFGR I 2 818.4399 818.4455 0.0056 0 6.84 1.772 0.138 279.2 396 8 14 2 0 1
Q5V073_HALMA 1 Hypothetical protein  rrnAC2249 rrnAC2249 205 32.7 4 4 0.984 R MSLRDLAEFFNK R 3 1469.7337 1469.7366 0.0029 0 1.97 2.201 0.119 483.5 1 21 44 2 1 1
Q5V073_HALMA 1 Hypothetical protein  rrnAC2249 rrnAC2249 205 32.7 4 4 1 R ELVDAGLSALESDVESTYENLTGDDISTGVR T 2 3254.5314 3255.5254 0.994 -1.0034 -2.87 3.639 0.626 684.3 1 19 60 2 0 1
Q5V073_HALMA 1 Hypothetical protein  rrnAC2249 rrnAC2249 205 32.7 4 4 0.9999 R LIDEYELDGLGAEMEAR W 2 1922.8931 1923.6654 0.7723 -1.0034 -120.16 3.027 0.353 1735 1 21 32 2 0 1
Q5V094_HALMA 1 Hypothetical protein  rrnAC2226 rrnAC2226 172 30.2 3 4 0.9996 R VVGHWEQVIEDMAATATQYRDDGR E 4 2746.2769 2746.281 0.0041 0 1.49 3.327 0.181 1317 1 35 138 2 1 1
Q5V094_HALMA 1 Hypothetical protein  rrnAC2226 rrnAC2226 172 30.2 3 4 1 R LGFDVVVPGDEFRR V 3 1604.8311 1604.8313 0.0002 0 0.12 3 0.348 752.6 2 23 52 2 0 1
Q5V094_HALMA 1 Hypothetical protein  rrnAC2226 rrnAC2226 172 30.2 3 4 0.9993 R LGFDVVVPGDEFRR V 3 1604.8311 1604.8283 -0.0028 0 -1.74 2.538 0.208 694.1 3 22 52 2 0 1
Q5V094_HALMA 1 Hypothetical protein  rrnAC2226 rrnAC2226 172 30.2 3 4 0.9988 R TMAEQTGEYEPETR R 2 1640.6988 1640.6936 -0.0052 0 -3.17 1.972 0.229 540.8 1 12 26 2 0 1
Q5V0P1_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA3 rrnAC2056 320 30 4 4 1 R AELDADVVVAETDDEDAVR D 2 2030.928 2030.9253 -0.0027 0 -1.33 3.196 0.462 791.9 1 19 36 2 0 1
Q5V0P1_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA3 rrnAC2056 320 30 4 4 0.9977 R ADYVSLHAPLTGETAEMIDADALAAMR E 3 2831.347 2831.3543 0.0073 0 2.58 2.703 0.183 472.1 7 22 104 2 0 1
Q5V0P1_HALMA 1 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA3 rrnAC2056 320 30 4 4 0.9492 R VRDQTLGLVSFGPIAR R 3 1727.9682 1728.9682 1 -1.0034 -1.94 2.673 0.098 862.6 1 23 60 2 1 1
Q5V0Z7_HALMA 1 Cobalamin adenosyltransferase (EC 2.5.1.17)  cobI rrnAC1936 216 18.1 2 4 0.9968 R GLVDPADVIGLIEAKPDDLELVLTGGHERPK F 5 3265.7558 3265.763 0.0072 0 2.20 2.822 0.149 1243 6 53 240 2 0 1
Q5V0Z7_HALMA 1 Cobalamin adenosyltransferase (EC 2.5.1.17)  cobI rrnAC1936 216 18.1 2 4 1 R GLVDPADVIGLIEAKPDDLELVLTGGHERPK F 5 3265.7558 3265.7703 0.0145 0 4.44 5.92 0.327 2448 1 68 240 2 0 1
Q5V0Z7_HALMA 1 Cobalamin adenosyltransferase (EC 2.5.1.17)  cobI rrnAC1936 216 18.1 2 4 1 R GLVDPADVIGLIEAKPDDLELVLTGGHERPK F 5 3265.7558 3265.7615 0.0057 0 1.75 4.828 0.277 3130 1 76 240 2 0 1
Q5V0Z7_HALMA 1 Cobalamin adenosyltransferase (EC 2.5.1.17)  cobI rrnAC1936 216 18.1 2 4 0.9998 R VHLLQFMK G 2 1014.5684 1014.5683 -0.0001 0 -0.10 2.303 0.226 766.5 1 13 14 2 0 1
Q5V161_HALMA 1 Aldo\keto reductase  rrnAC1858 rrnAC1858 361 23.3 4 4 0.9974 R DASYHDAIVTALESGINVVDTAINYR H 3 2806.3773 2806.3762 -0.0011 0 -0.39 2.755 0.151 415.3 2 22 100 2 0 1
Q5V161_HALMA 1 Aldo\keto reductase  rrnAC1858 rrnAC1858 361 23.3 4 4 0.943 R AAAETVGNAATHLR A 2 1380.7109 1380.7151 0.0042 0 3.04 1.735 0.085 247.8 6 12 26 2 0 1
Q5V161_HALMA 1 Aldo\keto reductase  rrnAC1858 rrnAC1858 361 23.3 4 4 1 R SLTNLGLDTIDLYYVHNPETQLK V 3 2646.3541 2646.3491 -0.005 0 -1.89 3.488 0.424 518.9 1 27 88 2 0 1
Q5V1C8_HALMA 1 Hypothetical protein  rrnAC1780 rrnAC1780 253 16.2 3 4 1 R APTAVADTDAIADWLDAR I 2 1870.9061 1870.9073 0.0012 0 0.64 4.319 0.465 1525 1 20 34 2 0 1
Q5V1C8_HALMA 1 Hypothetical protein  rrnAC1780 rrnAC1780 253 16.2 3 4 0.9999 R SLDHLHVPLLDR V 3 1413.7728 1413.7704 -0.0024 0 -1.70 2.869 0.271 897.5 2 22 44 2 0 1
Q5V1C8_HALMA 1 Hypothetical protein  rrnAC1780 rrnAC1780 253 16.2 3 4 0.9889 R SLDHLHVPLLDR V 3 1413.7728 1413.7881 0.0153 0 10.82 2.755 0.074 569.2 22 19 44 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase  ndHG5 rrnAC1449 560 8.6 3 4 0.992 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3175.6282 1.0184 -1.0034 4.74 3.228 0.117 473.1 1 25 104 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase  ndHG5 rrnAC1449 560 8.6 3 4 0.9947 R EIVQNLLEDLTGQR L 2 1626.8577 1626.8645 0.0068 0 4.18 2.839 0.343 593.5 1 14 26 2 0 1
Q5V277_HALMA 1 NADH dehydrogenase\oxidoreductase  ndHG5 rrnAC1449 560 8.6 3 4 1 R ILLPETWQGHPLSQDYNQDQPQIVSLR E 3 3174.6098 3174.6128 0.003 0 0.94 4.522 0.329 1149 1 36 104 2 0 1
Q5V2M4_HALMA 1 Hypothetical protein  rrnAC1291 rrnAC1291 161 27.3 3 4 0.9447 R TLDIEGEEEAIATALRR F 3 1885.9745 1885.9801 0.0056 0 2.97 2.051 0.065 416.4 13 23 64 2 0 1
Q5V2M4_HALMA 1 Hypothetical protein  rrnAC1291 rrnAC1291 161 27.3 3 4 0.9997 R AGVVNYTAAAR T 2 1091.5723 1091.5742 0.0019 0 1.74 2.258 0.247 841.5 1 15 20 2 0 1
Q5V2M4_HALMA 1 Hypothetical protein  rrnAC1291 rrnAC1291 161 27.3 3 4 0.9999 R FAEELPADSPHDSDAR V 3 1755.77 1755.7582 -0.0118 0 -6.72 2.552 0.295 767 1 24 60 2 0 1
Q5V2N9_HALMA 1 Methylmalonyl-CoA mutase subunit alpha  mcmA2 rrnAC1275 567 9.7 3 4 1 K FHTQTAGQSLTAQQPLNNIVR V 3 2323.2033 2323.2141 0.0108 0 4.65 5.117 0.32 1013 1 32 80 2 0 1
Q5V2N9_HALMA 1 Methylmalonyl-CoA mutase subunit alpha  mcmA2 rrnAC1275 567 9.7 3 4 0.9995 K AERDDAAVEAALDDLRQVVTDGGNVMPIIIDAVK A 4 3578.825 3580.8294 2.0044 -2.0067 -0.64 3.254 0.294 504.8 4 42 198 2 2 1
Q5V2N9_HALMA 1 Methylmalonyl-CoA mutase subunit alpha  mcmA2 rrnAC1275 567 9.7 3 4 0.9436 K AERDDAAVEAALDDLRQVVTDGGNVMPIIIDAVK A 3 3578.825 3580.8379 2.0129 -2.0067 1.73 3.446 0.07 597.2 1 29 132 2 2 1
Q5V2N9_HALMA 1 Methylmalonyl-CoA mutase subunit alpha  mcmA2 rrnAC1275 567 9.7 3 4 0.9478 R DDAAVEAALDDLRQVVTDGGNVMPIIIDAVK A 3 3222.6442 3222.6597 0.0155 0 4.81 2.654 0.154 244.4 301 21 120 2 1 1
Q5V2P9_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdD rrnAC1261 393 7.6 3 4 0.9985 R TLTWHAAER V 2 1083.5461 1083.547 0.0009 0 0.83 2.184 0.131 826.5 1 14 16 2 0 1
Q5V2P9_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdD rrnAC1261 393 7.6 3 4 0.9998 R TLTWHAAER V 2 1083.5461 1083.5463 0.0002 0 0.18 2.439 0.234 674 2 13 16 2 0 1
Q5V2P9_HALMA 1 Acyl-coA dehydrogenase (EC 1.3.99.-)  acdD rrnAC1261 393 7.6 3 4 1 K TVDEFQAVQHK L 2 1300.6411 1300.6414 0.0003 0 0.23 2.658 0.351 976.6 1 16 20 2 0 1
Q5V326_HALMA 1 Hypothetical protein  rrnAC1119 rrnAC1119 227 23.8 2 4 0.9999 R GESGTDEEVIGNAHAHHVSSPGDLTGIGIGITK A 4 3254.5803 3255.5857 1.0054 -1.0034 0.63 3.794 0.296 1353 1 46 192 2 0 1
Q5V326_HALMA 1 Hypothetical protein  rrnAC1119 rrnAC1119 227 23.8 2 4 1 R GDGAVVVTTGDGAGSVVEEFR S 2 2020.9701 2021.9713 1.0012 -1.0034 -1.06 5.188 0.601 2602 1 28 40 2 0 1
Q5V326_HALMA 1 Hypothetical protein  rrnAC1119 rrnAC1119 227 23.8 2 4 1 R GDGAVVVTTGDGAGSVVEEFR S 2 2020.9701 2020.9696 -0.0005 0 -0.25 4.849 0.653 2667 1 28 40 2 0 1
Q5V326_HALMA 1 Hypothetical protein  rrnAC1119 rrnAC1119 227 23.8 2 4 1 R GESGTDEEVIGNAHAHHVSSPGDLTGIGIGITK A 4 3254.5803 3254.5896 0.0093 0 2.86 4.618 0.271 1407 1 47 192 2 0 1
Q5V332_HALMA 1 Beta-D-glucosidase  bglX-2 rrnAC1113 719 8.9 3 4 1 K LGGGGSSETTPVHSVTPVAGIESR A 3 2294.1502 2294.1514 0.0012 0 0.52 5.266 0.49 1917 1 39 92 2 0 1
Q5V332_HALMA 1 Beta-D-glucosidase  bglX-2 rrnAC1113 719 8.9 3 4 1 R AGLFGDPLVEAIDSGEVPAER L 2 2141.064 2141.0781 0.0141 0 6.59 3.925 0.44 1138 1 21 40 2 0 1
Q5V332_HALMA 1 Beta-D-glucosidase  bglX-2 rrnAC1113 719 8.9 3 4 1 R TAAEDGASDDQAGELDSQR H 2 1934.8089 1934.8104 0.0015 0 0.78 2.516 0.359 842.9 1 18 36 2 0 1
Q5V332_HALMA 1 Beta-D-glucosidase  bglX-2 rrnAC1113 719 8.9 3 4 1 R TAAEDGASDDQAGELDSQR H 2 1934.8089 1935.8053 0.9964 -1.0034 -3.59 3.936 0.341 1105 1 20 36 2 0 1
Q5V342_HALMA 1 Hypothetical protein  rrnAC1101 rrnAC1101 346 18.8 3 4 1 K SEVVAEGLQASSLEPGDAANEPK R 2 2297.1023 2298.1052 1.0029 -1.0034 -0.20 5.109 0.392 1504 1 28 44 2 0 1
Q5V342_HALMA 1 Hypothetical protein  rrnAC1101 rrnAC1101 346 18.8 3 4 1 R ALGEDGMVSSSLPENPTAQK S 2 2029.9626 2029.9495 -0.0131 0 -6.45 4.157 0.48 1076 1 23 38 2 0 1
Q5V342_HALMA 1 Hypothetical protein  rrnAC1101 rrnAC1101 346 18.8 3 4 1 K SEVVAEGLQASSLEPGDAANEPK R 2 2297.1023 2299.1026 2.0003 -2.0067 -2.79 4.322 0.338 1159 1 25 44 2 0 1
Q5V3N6_HALMA 1 Succinyl-Coa synthetase (EC 6.2.1.5)  scs rrnAC0888 701 12.4 4 4 1 R TDAGASAAASHTGAMAGSER A 3 1817.7962 1817.7995 0.0033 0 1.82 4.236 0.464 1632 1 35 76 2 0 1
Q5V3N6_HALMA 1 Succinyl-Coa synthetase (EC 6.2.1.5)  scs rrnAC0888 701 12.4 4 4 1 K SDIGGVEVAVPVEEVRDTYEDLVVR A 3 2744.3868 2744.3911 0.0043 0 1.57 3.845 0.332 682.2 1 27 96 2 1 1
Q5V3N6_HALMA 1 Succinyl-Coa synthetase (EC 6.2.1.5)  scs rrnAC0888 701 12.4 4 4 1 K SGRTDAGASAAASHTGAMAGSER A 4 2117.9508 2117.9534 0.0026 0 1.23 3.464 0.358 2625 1 58 132 2 1 1
Q5V3N6_HALMA 1 Succinyl-Coa synthetase (EC 6.2.1.5)  scs rrnAC0888 701 12.4 4 4 0.9998 K SGRTDAGASAAASHTGAMAGSER A 3 2117.9508 2117.9527 0.0019 0 0.90 3.904 0.25 2427 1 38 88 2 1 1
Q5V3P6_HALMA 1 3-methyl-2-oxobutanoate hydroxymethyltransferase (EC 2.1.2.11)  panB rrnAC0878 260 16.5 2 4 1 R GEVADAVDEYIDAVESGEFPR E 2 2267.023 2267.0274 0.0044 0 1.94 5.294 0.581 2909 1 29 40 2 0 1
Q5V3P6_HALMA 1 3-methyl-2-oxobutanoate hydroxymethyltransferase (EC 2.1.2.11)  panB rrnAC0878 260 16.5 2 4 0.9999 R EHEAAGAFALVLEHIPANLAAK V 4 2271.2011 2271.2017 0.0006 0 0.26 4.143 0.273 1703 3 40 126 2 0 1
Q5V3P6_HALMA 1 3-methyl-2-oxobutanoate hydroxymethyltransferase (EC 2.1.2.11)  panB rrnAC0878 260 16.5 2 4 0.9997 R EHEAAGAFALVLEHIPANLAAK V 4 2271.2011 2271.2046 0.0035 0 1.54 3.737 0.151 1475 1 38 126 2 0 1
Q5V421_HALMA 1 Universal stress protein  usp29 rrnAC0738 168 39.9 3 4 0.997 - MYEHILFPTDGSDGAAAALAHAR N 4 2413.1484 2413.1541 0.0057 0 2.36 2.609 0.125 697.7 5 34 132 2 0 1
Q5V421_HALMA 1 Universal stress protein  usp29 rrnAC0738 168 39.9 3 4 0.9964 R AILDYADENAIDLIVMGTHGR T 3 2286.1314 2286.1387 0.0073 0 3.19 2.298 0.174 542.9 3 22 80 2 0 1
Q5V421_HALMA 1 Universal stress protein  usp29 rrnAC0738 168 39.9 3 4 1 R SQAIVEAAADEVDTVDTVTAIER G 2 2402.1812 2402.187 0.0058 0 2.41 5.286 0.616 2944 1 30 44 2 0 1
Q5V4Q2_HALMA 1 Sensor protein (EC 2.7.13.3)  rrnAC0475 rrnAC0475 330 17.3 4 4 0.9999 K ALSEALTTDETTAEAVPDTSTVQDR L 2 2620.2351 2621.2359 1.0008 -1.0034 -0.97 3.302 0.302 283.4 1 18 48 2 0 1
Q5V4Q2_HALMA 1 Sensor protein (EC 2.7.13.3)  rrnAC0475 rrnAC0475 330 17.3 4 4 0.9999 K ALSEALTTDETTAEAVPDTSTVQDRLNDGDVR G 3 3389.607 3391.6035 1.9965 -2.0067 -3.01 3.507 0.357 567.6 1 34 124 2 1 1
Q5V4Q2_HALMA 1 Sensor protein (EC 2.7.13.3)  rrnAC0475 rrnAC0475 330 17.3 4 4 0.9761 R LELLDIGEPHEDALFR S 3 1865.9523 1866.9682 1.0159 -1.0034 6.73 2.751 0.1 1064 5 25 60 2 0 1
Q5V4S6_HALMA 1 Proteasome subunit alpha  psmA3 rrnAC0442 240 18.3 3 4 0.9999 R AEVNLYEAR R 2 1063.5298 1063.531 0.0012 0 1.13 2.046 0.318 864.3 1 13 16 2 0 1
Q5V4S6_HALMA 1 Proteasome subunit alpha  psmA3 rrnAC0442 240 18.3 3 4 1 K ALSTLAGNFAR G 2 1119.6036 1119.6034 -0.0002 0 -0.18 3.174 0.327 733.4 1 16 20 2 0 1
Q5V4S6_HALMA 1 Proteasome subunit alpha  psmA3 rrnAC0442 240 18.3 3 4 1 K ALSTLAGNFAR G 2 1119.6036 1119.6054 0.0018 0 1.61 2.547 0.342 776.2 1 16 20 2 0 1
Q5V4S6_HALMA 1 Proteasome subunit alpha  psmA3 rrnAC0442 240 18.3 3 4 1 K VEEIHPTAALTLVGSVGGAQSFIR T 3 2451.3121 2452.1197 0.8076 -1.0034 -79.86 3.579 0.479 771.2 1 30 92 2 0 1
Q5V4T3_HALMA 1 Transcription regulator  rrnAC0435 rrnAC0435 91 36.3 1 4 1 R DLLYVIAGLDEPHGLAIKEELENYYESEVNHGR L 4 3784.8584 3784.8689 0.0105 0 2.77 4.126 0.35 995.8 1 49 192 2 1 1
Q5V4T3_HALMA 1 Transcription regulator  rrnAC0435 rrnAC0435 91 36.3 1 4 1 R DLLYVIAGLDEPHGLAIKEELENYYESEVNHGR L 4 3784.8584 3784.8706 0.0122 0 3.22 4.729 0.473 887.1 1 46 192 2 1 1
Q5V4T3_HALMA 1 Transcription regulator  rrnAC0435 rrnAC0435 91 36.3 1 4 1 R DLLYVIAGLDEPHGLAIKEELENYYESEVNHGR L 5 3784.8584 3784.8657 0.0073 0 1.93 4.069 0.359 1136 1 55 256 2 1 1
Q5V517_HALMA 1 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)  leuD rrnAC0336 214 23.8 2 4 1 M SDATEDIPEVDYVEGSGIPIHGNDIDTDQIIPAR F 3 3650.7224 3652.7481 2.0257 -2.0067 5.20 4.784 0.562 1134 1 48 132 2 0 1
Q5V517_HALMA 1 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)  leuD rrnAC0336 214 23.8 2 4 1 R AETVTYGDNEINVSVDR A 2 1880.8752 1880.8799 0.0047 0 2.50 3.872 0.566 1490 1 21 32 2 0 1
Q5V517_HALMA 1 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)  leuD rrnAC0336 214 23.8 2 4 1 R AETVTYGDNEINVSVDR A 2 1880.8752 1880.8776 0.0024 0 1.28 4.481 0.571 1829 1 23 32 2 0 1
Q5V517_HALMA 1 3-isopropylmalate dehydratase small subunit (EC 4.2.1.33)  leuD rrnAC0336 214 23.8 2 4 1 M SDATEDIPEVDYVEGSGIPIHGNDIDTDQIIPAR F 3 3650.7224 3650.7173 -0.0051 0 -1.40 4.612 0.596 851.7 1 45 132 2 0 1
Q5V527_HALMA 1 Hypothetical protein  rrnAC0325 rrnAC0325 226 15.9 2 4 1 R VLVGHGDGVMEDAAEAIDYALR G 3 2300.1107 2301.128 1.0173 -1.0034 6.06 3.817 0.354 1156 1 29 84 2 0 1
Q5V527_HALMA 1 Hypothetical protein  rrnAC0325 rrnAC0325 226 15.9 2 4 0.9987 R MHQQLPGTDYGVHK I 3 1609.7671 1609.7671 0 0 0.00 2.641 0.159 770 2 24 52 2 0 1
Q5V527_HALMA 1 Hypothetical protein  rrnAC0325 rrnAC0325 226 15.9 2 4 1 R VLVGHGDGVMEDAAEAIDYALR G 3 2300.1107 2300.0977 -0.013 0 -5.65 3.885 0.302 1069 1 30 84 2 0 1
Q5V5M4_HALMA 1 2-nitropropane dioxygenase-related protein  npd rrnAC0102 337 13.9 2 4 1 R FADMPPLAGMTGDVEALPHYAGQSTGLAQDVRPAGEVVAR L 4 4093.999 4096.0108 2.0118 -2.0067 1.25 2.779 0.362 366.5 1 44 234 2 0 1
Q5V5M4_HALMA 1 2-nitropropane dioxygenase-related protein  npd rrnAC0102 337 13.9 2 4 0.9991 R FADMPPLAGMTGDVEALPHYAGQSTGLAQDVRPAGEVVAR L 4 4093.999 4096.0108 2.0118 -2.0067 1.25 2.717 0.244 293 5 39 234 2 0 1



Q5V5M4_HALMA 1 2-nitropropane dioxygenase-related protein  npd rrnAC0102 337 13.9 2 4 0.9998 R FTDLFDR G 2 912.4341 912.4254 -0.0087 0 -9.53 1.968 0.31 584.7 2 10 12 2 0 1
Q5V647_HALMA 1 Possible photosystem reaction center subunit H  pNG7310 pNG7310 92 45.7 3 4 1 R LPASLIESMRDHLTIQPPAEQSVAGGDAVDS - 3 3203.5768 3204.6079 1.0311 -1.0034 8.66 4.142 0.433 467.5 1 29 120 2 1 1
Q5V647_HALMA 1 Possible photosystem reaction center subunit H  pNG7310 pNG7310 92 45.7 3 4 0.9893 R DHLTIQPPAEQSVAGGDAVDS - 2 2105.9865 2105.9854 -0.0011 0 -0.52 1.773 0.248 167.2 53 11 40 2 0 1
Q5V647_HALMA 1 Possible photosystem reaction center subunit H  pNG7310 pNG7310 92 45.7 3 4 0.9936 R LPASLIESMRDHLTIQPPAEQSVAGGDAVDS - 3 3203.5768 3205.5381 1.9613 -2.0067 -14.17 3.431 0.218 284.4 8 23 120 2 1 1
Q5V647_HALMA 1 Possible photosystem reaction center subunit H  pNG7310 pNG7310 92 45.7 3 4 1 R TVLANQLSNVR V 2 1213.6779 1214.6853 1.0074 -1.0034 3.34 3.436 0.338 1984 1 18 20 2 0 1
Q5V6M5_HALMA 1 Endonuclease III (EC 4.2.99.18)  nthC pNG7116 233 5.6 2 4 1 K RFGLVTESATNKR A 3 1477.8001 1477.8081 0.008 0 5.41 4.149 0.28 2146 1 30 48 2 0 1
Q5V6M5_HALMA 1 Endonuclease III (EC 4.2.99.18)  nthC pNG7116 233 5.6 2 4 0.999 R FGLVTESATNKR A 3 1321.699 1321.7005 0.0015 0 1.13 2.647 0.15 1126 1 23 44 2 0 1
Q5V6M5_HALMA 1 Endonuclease III (EC 4.2.99.18)  nthC pNG7116 233 5.6 2 4 0.9985 R FGLVTESATNKR A 3 1321.699 1321.6881 -0.0109 0 -8.25 2.299 0.167 875.4 1 21 44 2 0 1
Q5V6M5_HALMA 1 Endonuclease III (EC 4.2.99.18)  nthC pNG7116 233 5.6 2 4 0.9849 R FGLVTESATNKR A 3 1321.699 1321.701 0.002 0 1.51 2.537 0.022 811.8 1 22 44 2 0 1
Q5V6P4_HALMA 1 Hypothetical protein  pNG7095 pNG7095 150 16 2 4 1 M SSDFQPLLGAELEDSVIDEVLTER G 2 2661.3021 2661.3184 0.0163 0 6.12 5.227 0.45 1452 1 25 46 2 0 1
Q5V6P4_HALMA 1 Hypothetical protein  pNG7095 pNG7095 150 16 2 4 1 M SSDFQPLLGAELEDSVIDEVLTER G 2 2661.3021 2661.3028 0.0007 0 0.26 4.797 0.499 1871 1 27 46 2 0 1
Q5V6P4_HALMA 1 Hypothetical protein  pNG7095 pNG7095 150 16 2 4 1 M SSDFQPLLGAELEDSVIDEVLTER G 2 2661.3021 2661.3028 0.0007 0 0.26 5.598 0.53 1895 1 28 46 2 0 1
Q5V6P4_HALMA 1 Hypothetical protein  pNG7095 pNG7095 150 16 2 4 0.931 M SSDFQPLLGAELEDSVIDEVLTER G 3 2661.3021 2663.2881 1.986 -2.0067 -7.78 3.412 0.261 722.9 1 28 92 2 0 1
Q5V6Q4_HALMA 1 Putative universal stress protein family  usp23 pNG7083 144 67.4 3 4 0.9526 R AFLSMDDEMQDEVLENLRAEGEEATSAVRDTLEQDGIEVSTAT G 4 4998.2982 4999.3047 1.0065 -1.0034 0.63 4.046 0.191 411.1 79 33 264 2 2 1
Q5V6Q4_HALMA 1 Putative universal stress protein family  usp23 pNG7083 144 67.4 3 4 1 R AFLSMDDEMQDEVLENLRAEGEEATSAVRDTLEQDGIEVSTAT G 4 4998.2982 5000.2906 1.9924 -2.0067 -2.86 5.297 0.484 1500 1 54 264 2 2 1
Q5V6Q4_HALMA 1 Putative universal stress protein family  usp23 pNG7083 144 67.4 3 4 1 R DVTVHALYVIDDR A 2 1514.7729 1515.8877 1.1148 -1.0034 73.58 3.37 0.396 1949 1 19 24 2 0 1
Q5V6Q4_HALMA 1 Putative universal stress protein family  usp23 pNG7083 144 67.4 3 4 0.9174 R GKPADNIVSYVEDADIDLITMGTQADKYEQNMLGSTAQK V 4 4229.0144 4229.0396 0.0252 0 5.96 3.235 0.14 566.4 250 34 228 2 1 1
Q5V7B8_HALMA 1 Putative DEAD\H helicase  pNG6185 pNG6185 1212 3 3 4 0.9959 K QATVVEPAVTSESVK N 2 1543.8093 1543.8086 -0.0007 0 -0.45 2.526 0.176 211.1 55 11 28 2 0 1
Q5V7B8_HALMA 1 Putative DEAD\H helicase  pNG6185 pNG6185 1212 3 3 4 0.9215 R GAADVIQAER T 2 1028.525 1029.5054 0.9804 -1.0034 -22.31 1.875 0.119 450.4 5 14 18 2 0 1
Q5V7B8_HALMA 1 Putative DEAD\H helicase  pNG6185 pNG6185 1212 3 3 4 0.9995 K QATVVEPAVTSESVK N 2 1543.8093 1543.8097 0.0004 0 0.26 2.025 0.281 682.7 1 16 28 2 0 1
Q5V7B8_HALMA 1 Putative DEAD\H helicase  pNG6185 pNG6185 1212 3 3 4 1 R TALQEFVDDLR Q 2 1305.6565 1305.7053 0.0488 0 37.38 2.792 0.373 1676 1 16 20 2 0 1
Q5V7C8_HALMA 1 Hypothetical protein  pNG6121 pNG6121 445 5.6 2 4 0.9999 R ELGEENTSVTVQAR W 2 1531.7478 1531.7454 -0.0024 0 -1.57 2.804 0.234 1252 1 19 26 2 0 1
Q5V7C8_HALMA 1 Hypothetical protein  pNG6121 pNG6121 445 5.6 2 4 1 R ASPDGMLFLLR G 2 1218.6431 1218.6454 0.0023 0 1.89 2.654 0.335 346.9 2 14 20 2 0 1
Q5V7C8_HALMA 1 Hypothetical protein  pNG6121 pNG6121 445 5.6 2 4 1 R ASPDGMLFLLR G 2 1218.6431 1218.6493 0.0062 0 5.09 3.363 0.385 448 3 16 20 2 0 1
Q5V7C8_HALMA 1 Hypothetical protein  pNG6121 pNG6121 445 5.6 2 4 1 R ELGEENTSVTVQAR W 2 1531.7478 1532.7454 0.9976 -1.0034 -3.75 3.575 0.35 1222 1 19 26 2 0 1
Q5V7K4_HALMA 1 Hypothetical protein  pNG5053 pNG5053 524 7.4 3 4 1 R KQYSAEVTATDQDGDGQIQIR I 3 2322.1088 2322.1167 0.0079 0 3.40 3.94 0.259 2354 1 36 80 2 0 1
Q5V7K4_HALMA 1 Hypothetical protein  pNG5053 pNG5053 524 7.4 3 4 0.9969 K ITTTDQQTVSGSETVLLR Y 2 1948.0113 1948.0054 -0.0059 0 -3.03 3.012 0.106 390.1 25 15 34 2 0 1
Q5V7K4_HALMA 1 Hypothetical protein  pNG5053 pNG5053 524 7.4 3 4 1 R KQYSAEVTATDQDGDGQIQIR I 3 2322.1088 2322.1101 0.0013 0 0.56 4.733 0.314 1216 1 28 80 2 0 1
Q5V7K4_HALMA 1 Hypothetical protein  pNG5053 pNG5053 524 7.4 3 4 1 K QYSAEVTATDQDGDGQIQIR I 2 2194.0138 2195.0254 1.0116 -1.0034 3.76 4.235 0.574 1597 1 23 38 2 0 1

SURE_HALMAReview 1 5'-nucleotidase surE (EC 3.1.3.5) (Nucleoside 5'-
monophosphatephosphohydrolase)  surE rrnAC0514 269 22.3 3 4 1 R AVYDGLSTVGDVTAVAPAEDQSAVGR A 2 2547.2452 2547.2476 0.0024 0 0.94 4.809 0.522 1131 1 27 50 2 0 1

SURE_HALMAReview 1 5'-nucleotidase surE (EC 3.1.3.5) (Nucleoside 5'-
monophosphatephosphohydrolase)  surE rrnAC0514 269 22.3 3 4 1 R AVYDGLSTVGDVTAVAPAEDQSAVGR A 2 2547.2452 2547.2534 0.0082 0 3.22 4.543 0.509 707.2 1 24 50 2 0 1

SURE_HALMAReview 1 5'-nucleotidase surE (EC 3.1.3.5) (Nucleoside 5'-
monophosphatephosphohydrolase)  surE rrnAC0514 269 22.3 3 4 0.9998 K VSVSPLTAPHTTEHHEALDAIAETYEPDDGGEAA D 3 3529.6121 3530.6182 1.0061 -1.0034 0.78 4.717 0.47 1141 1 36 132 1 0 1

SURE_HALMAReview 1 5'-nucleotidase surE (EC 3.1.3.5) (Nucleoside 5'-
monophosphatephosphohydrolase)  surE rrnAC0514 269 22.3 3 4 0.9996 K VSVSPLTAPHTTEHHEALDAIAETYEPDDGGEAA D 3 3529.6121 3529.6399 0.0278 0 7.88 3.787 0.418 1233 1 39 132 1 0 1

Q5UWC8_HALMA 0.9999 PacF protein  pacF rrnB0250 175 18.9 2 4 0.9782 - MIWEVFR Q 2 979.4949 979.5055 0.0106 0 10.82 1.726 0.154 385.2 52 10 12 2 0 1
Q5UWC8_HALMA 0.9999 PacF protein  pacF rrnB0250 175 18.9 2 4 0.9833 K ITQVDPDAESRDETGDGAEKPWAVFR Q 3 2888.3576 2889.3682 1.0106 -1.0034 2.51 2.796 0.17 639.5 1 25 100 2 1 1
Q5UWC8_HALMA 0.9999 PacF protein  pacF rrnB0250 175 18.9 2 4 0.988 - MIWEVFR Q 2 995.4943 995.4854 -0.0089 0 -8.94 1.682 0.162 319.2 11 10 12 2 0 1 M[147]IWEVFR
Q5UWC8_HALMA 0.9999 PacF protein  pacF rrnB0250 175 18.9 2 4 0.9809 - MIWEVFR Q 2 979.4949 979.5055 0.0106 0 10.82 1.754 0.077 512.6 3 11 12 2 0 1
Q5UYP7_HALMA 0.9999 Hypothetical protein  rrnAC2856 rrnAC2856 58 37.9 1 4 0.9945 K ISVEVPAELLDDIDKHVGEDGK F 3 2377.2013 2377.2061 0.0048 0 2.02 2.402 0.229 403.8 12 25 84 2 1 1
Q5UYP7_HALMA 0.9999 Hypothetical protein  rrnAC2856 rrnAC2856 58 37.9 1 4 0.9999 K ISVEVPAELLDDIDKHVGEDGK F 4 2377.2013 2377.2071 0.0058 0 2.44 2.882 0.271 894.3 1 41 126 2 1 1
Q5UYP7_HALMA 0.9999 Hypothetical protein  rrnAC2856 rrnAC2856 58 37.9 1 4 0.9963 K ISVEVPAELLDDIDKHVGEDGK F 4 2377.2013 2377.2061 0.0048 0 2.02 2.265 0.095 818.5 1 40 126 2 1 1
Q5UYP7_HALMA 0.9999 Hypothetical protein  rrnAC2856 rrnAC2856 58 37.9 1 4 0.987 K ISVEVPAELLDDIDKHVGEDGK F 3 2377.2013 2377.2046 0.0033 0 1.39 2.341 0.146 625.9 1 30 84 2 1 1
Q5V0X4_HALMA 0.9999 Glucoamylase  cga-1 rrnAC1961 1513 3.8 3 4 0.9908 R LGELNALPTTSAGTEGPSERPTWTTGEK Y 3 2899.4199 2901.4282 2.0083 -2.0067 0.55 2.31 0.212 317.7 3 29 108 2 0 1
Q5V0X4_HALMA 0.9999 Glucoamylase  cga-1 rrnAC1961 1513 3.8 3 4 0.9999 R LGELNALPTTSAGTEGPSERPTWTTGEK Y 3 2899.4199 2899.429 0.0091 0 3.14 2.725 0.295 350.6 1 30 108 2 0 1
Q5V0X4_HALMA 0.9999 Glucoamylase  cga-1 rrnAC1961 1513 3.8 3 4 0.9906 R TLDFLVR C 2 862.4912 862.4854 -0.0058 0 -6.72 1.734 0.127 407.2 3 10 12 2 0 1
Q5V1E1_HALMA 0.9999 HTH DNA-binding protein  rrnAC1764 rrnAC1764 325 7.4 1 4 1 R IADGLASGEMDEYAVLDELLALVR E 2 2562.2887 2562.2727 -0.016 0 -6.24 5.204 0.504 2495 1 26 46 2 0 1
Q5V1E1_HALMA 0.9999 HTH DNA-binding protein  rrnAC1764 rrnAC1764 325 7.4 1 4 1 R IADGLASGEMDEYAVLDELLALVR E 2 2562.2887 2564.3054 2.0167 -2.0067 3.90 3.728 0.42 537.4 1 21 46 2 0 1
Q5V1E1_HALMA 0.9999 HTH DNA-binding protein  rrnAC1764 rrnAC1764 325 7.4 1 4 1 R IADGLASGEMDEYAVLDELLALVR E 2 2562.2887 2562.2837 -0.005 0 -1.95 4.795 0.544 2496 1 27 46 2 0 1
Q5V1E1_HALMA 0.9999 HTH DNA-binding protein  rrnAC1764 rrnAC1764 325 7.4 1 4 0.9905 R IADGLASGEMDEYAVLDELLALVR E 3 2562.2887 2563.2981 1.0094 -1.0034 2.36 3.159 0.151 504.8 9 23 92 2 0 1
Q5UX49_HALMA 0.9998 Molybdenum cofactor biosynthesis protein B  moaB2 rrnAC3480 321 12.8 2 4 0.9827 R RGPTDGEDDETDEDETRGDEESAAADTDDEASSSDPTEAAD P 3 4272.609 4274.648 2.039 -2.0067 7.56 3.121 0.409 579.3 1 31 160 1 1 1
Q5UX49_HALMA 0.9998 Molybdenum cofactor biosynthesis protein B  moaB2 rrnAC3480 321 12.8 2 4 1 R RGPTDGEDDETDEDETRGDEESAAADTDDEASSSD P 3 3688.3648 3688.3653 0.0005 0 0.14 5.332 0.502 1162 1 36 136 1 1 1
Q5UX49_HALMA 0.9998 Molybdenum cofactor biosynthesis protein B  moaB2 rrnAC3480 321 12.8 2 4 1 R RGPTDGEDDETDEDETRGDEESAAADTDDEASSSD P 3 3688.3648 3689.3782 1.0134 -1.0034 2.72 3.995 0.531 1336 1 38 136 1 1 1
Q5UZH9_HALMA 0.9998 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE1 rrnAC2521 183 21.3 2 4 1 K EYGTGNRIEGDLTDGEEVIILEDIATTGQSAVDAAEALR E 3 4090.9818 4092.9981 2.0163 -2.0067 2.35 5.897 0.568 2544 1 47 152 2 1 1
Q5UZH9_HALMA 0.9998 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE1 rrnAC2521 183 21.3 2 4 1 K EYGTGNRIEGDLTDGEEVIILEDIATTGQSAVDAAEALR E 3 4090.9818 4092.9981 2.0163 -2.0067 2.35 5.58 0.504 2611 1 48 152 2 1 1
Q5UZH9_HALMA 0.9998 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE1 rrnAC2521 183 21.3 2 4 1 K EYGTGNRIEGDLTDGEEVIILEDIATTGQSAVDAAEALR E 3 4090.9818 4091.999 1.0172 -1.0034 3.39 5.881 0.467 1747 1 42 152 2 1 1
Q5UZH9_HALMA 0.9998 Orotate phosphoribosyltransferase (EC 2.4.2.10)  pyrE1 rrnAC2521 183 21.3 2 4 0.9791 R IEGDLTDGEEVIILEDIATTGQSAVDAAEALR E 3 3313.6413 3314.648 1.0067 -1.0034 1.01 2.972 0.086 595.9 1 28 124 2 0 1
Q5V407_HALMA 0.9997 Trk potassium uptake system protein  trkA1 rrnAC0754 227 8.8 2 4 0.9704 R QIGVNTMQNPQR L 2 1384.6881 1384.6907 0.0026 0 1.88 2.071 0.141 202.9 188 11 22 2 0 1
Q5V407_HALMA 0.9997 Trk potassium uptake system protein  trkA1 rrnAC0754 227 8.8 2 4 0.9998 R LIAEYLYR A 2 1039.5702 1039.5653 -0.0049 0 -4.71 2.175 0.243 445.7 1 11 14 2 0 1
Q5V407_HALMA 0.9997 Trk potassium uptake system protein  trkA1 rrnAC0754 227 8.8 2 4 0.9986 R LIAEYLYR A 2 1039.5702 1039.5653 -0.0049 0 -4.71 2.104 0.182 387.8 5 11 14 2 0 1
Q5V407_HALMA 0.9997 Trk potassium uptake system protein  trkA1 rrnAC0754 227 8.8 2 4 0.9697 R LIAEYLYR A 2 1039.5702 1039.5653 -0.0049 0 -4.71 1.582 0.078 531.3 1 12 14 2 0 1

Q5V5J8_HALMA 0.9997 Lysine-ketoglutarate reductase\saccharopine dehydrogenase (EC 1.5.1.7)(EC
1.5.1.10)  rrnAC0132 rrnAC0132 429 10.7 2 4 0.9959 R GSAQAVGMVTDIGTFVPILAEQLLSEE - 2 2774.4048 2774.4209 0.0161 0 5.80 2.358 0.172 232 18 13 52 2 0 1

Q5V5J8_HALMA 0.9997 Lysine-ketoglutarate reductase\saccharopine dehydrogenase (EC 1.5.1.7)(EC
1.5.1.10)  rrnAC0132 rrnAC0132 429 10.7 2 4 0.9971 R GSAQAVGMVTDIGTFVPILAEQLLSEE - 2 2774.4048 2774.4124 0.0076 0 2.74 2.769 0.073 424.8 2 15 52 2 0 1

Q5V5J8_HALMA 0.9997 Lysine-ketoglutarate reductase\saccharopine dehydrogenase (EC 1.5.1.7)(EC
1.5.1.10)  rrnAC0132 rrnAC0132 429 10.7 2 4 0.9672 R GSAQAVGMVTDIGTFVPILAEQLLSEE - 2 2774.4048 2774.4148 0.01 0 3.60 2.163 0.106 161.5 60 11 52 2 0 1

Q5V5J8_HALMA 0.9997 Lysine-ketoglutarate reductase\saccharopine dehydrogenase (EC 1.5.1.7)(EC
1.5.1.10)  rrnAC0132 rrnAC0132 429 10.7 2 4 0.9932 K VLNAIEEGDMVVTDETGIK V 3 2032.0034 2032.9882 0.9848 -1.0034 -9.13 2.855 0.207 614.5 47 21 72 2 0 1

Q5V5G2_HALMA 0.9995 Glycerol-1-phosphate dehydrogenase [NAD(P)] (EC 1.1.1.6)(EC 1.1.1.261)  gldA rrnAC0175 352 16.8 2 4 0.9551 R DALAAIGAPTTADELGIDDETVIEALTTAHQIR D 3 3390.7154 3391.7178 1.0024 -1.0034 -0.28 2.533 0.08 340.1 1 27 128 2 0 1
Q5V5G2_HALMA 0.9995 Glycerol-1-phosphate dehydrogenase [NAD(P)] (EC 1.1.1.6)(EC 1.1.1.261)  gldA rrnAC0175 352 16.8 2 4 0.9999 R DALAAIGAPTTADELGIDDETVIEALTTAHQIR D 3 3390.7154 3392.7383 2.0229 -2.0067 4.78 3.441 0.341 570.4 1 35 128 2 0 1
Q5V5G2_HALMA 0.9995 Glycerol-1-phosphate dehydrogenase [NAD(P)] (EC 1.1.1.6)(EC 1.1.1.261)  gldA rrnAC0175 352 16.8 2 4 0.9478 K MAADDLGLGFVSVPTAASHDGIVSGR G 3 2542.2486 2542.2681 0.0195 0 7.67 2.185 0.036 461.3 2 25 100 2 0 1
PCRB_HALMAReview 0.9993 Protein pcrB homolog  pcrB rrnAC1650 253 13.8 2 4 1 R TMAQHADTIVVGDLVHDEGVDAVR E 3 2547.2387 2547.2459 0.0072 0 2.83 4.785 0.454 2222 1 39 92 2 0 1
PCRB_HALMAReview 0.9993 Protein pcrB homolog  pcrB rrnAC1650 253 13.8 2 4 0.9023 M SDWADWDHIVK I 2 1370.6255 1370.6454 0.0199 0 14.52 2.126 0.208 816.3 1 14 20 1 0 1
PCRB_HALMAReview 0.9993 Protein pcrB homolog  pcrB rrnAC1650 253 13.8 2 4 1 R TMAQHADTIVVGDLVHDEGVDAVR E 3 2547.2387 2547.24 0.0013 0 0.51 4.633 0.49 1287 1 34 92 2 0 1
PCRB_HALMAReview 0.9993 Protein pcrB homolog  pcrB rrnAC1650 253 13.8 2 4 1 R TMAQHADTIVVGDLVHDEGVDAVR E 3 2547.2387 2547.252 0.0133 0 5.22 3.906 0.306 461.6 18 25 92 2 0 1
Q5V098_HALMA 0.9993 Acetyltransferase (GNAT) family  rrnAC2222 rrnAC2222 173 43.9 2 4 0.9152 K HDDTVAGHATLVPDNEDEHELAIFVLQAYQGAGIGTALVETLL G 5 5127.5425 5128.5532 1.0107 -1.0034 1.43 4.179 0.179 800.1 211 48 384 2 0 1
Q5V098_HALMA 0.9993 Acetyltransferase (GNAT) family  rrnAC2222 rrnAC2222 173 43.9 2 4 1 R SIDVIPADDADTESLVEMYLDFDPADR A 2 3011.3593 3011.3601 0.0008 0 0.27 4.836 0.427 1119 1 25 52 2 0 1
Q5V098_HALMA 0.9993 Acetyltransferase (GNAT) family  rrnAC2222 rrnAC2222 173 43.9 2 4 1 R SIDVIPADDADTESLVEMYLDFDPADR A 2 3011.3593 3012.3794 1.0201 -1.0034 5.56 3.758 0.366 622.6 1 20 52 2 0 1
Q5V4G4_HALMA 0.9977 Sensor protein (EC 2.7.13.3)  htlD rrnAC0574 631 4.4 2 4 1 R LGEFASVVSHDLR N 3 1428.7361 1428.7282 -0.0079 0 -5.53 2.538 0.326 973.9 1 23 48 2 0 1
Q5UZL5_HALMA 0.9868 Hypothetical protein  rrnAC2483 rrnAC2483 218 17 1 4 0.9996 R QTTDDESLDTALETDILELAVVAGVTAAGIRPTPTLR E 3 3852.0004 3852.9981 0.9977 -1.0034 -1.47 3.566 0.235 500.8 1 27 144 2 0 1
Q5UZL5_HALMA 0.9868 Hypothetical protein  rrnAC2483 rrnAC2483 218 17 1 4 1 R QTTDDESLDTALETDILELAVVAGVTAAGIRPTPTLR E 3 3852.0004 3852.9981 0.9977 -1.0034 -1.47 4.06 0.418 762.3 1 35 144 2 0 1
Q5UZL5_HALMA 0.9868 Hypothetical protein  rrnAC2483 rrnAC2483 218 17 1 4 0.9997 R QTTDDESLDTALETDILELAVVAGVTAAGIRPTPTLR E 3 3852.0004 3852.0052 0.0048 0 1.25 3.931 0.193 328.7 3 26 144 2 0 1
Q5UZL5_HALMA 0.9868 Hypothetical protein  rrnAC2483 rrnAC2483 218 17 1 4 0.9988 R QTTDDESLDTALETDILELAVVAGVTAAGIRPTPTLR E 3 3852.0004 3853.0159 1.0155 -1.0034 3.15 3.66 0.194 504.5 2 29 144 2 0 1
RPOL_HALMAReview 0.9868 DNA-directed RNA polymerase subunit L (EC 2.7.7.6)  rpoL rrnAC1396 94 22.3 1 4 1 K TEEGVDALEALEDGTDAVIEK A 2 2203.0379 2203.0374 -0.0005 0 -0.23 5.911 0.564 3268 1 30 40 2 0 1
RPOL_HALMAReview 0.9868 DNA-directed RNA polymerase subunit L (EC 2.7.7.6)  rpoL rrnAC1396 94 22.3 1 4 1 K TEEGVDALEALEDGTDAVIEK A 2 2203.0379 2203.0418 0.0039 0 1.77 6.553 0.569 3148 1 29 40 2 0 1
RPOL_HALMAReview 0.9868 DNA-directed RNA polymerase subunit L (EC 2.7.7.6)  rpoL rrnAC1396 94 22.3 1 4 1 K TEEGVDALEALEDGTDAVIEK A 2 2203.0379 2203.0362 -0.0017 0 -0.77 5.979 0.553 3305 1 31 40 2 0 1
RPOL_HALMAReview 0.9868 DNA-directed RNA polymerase subunit L (EC 2.7.7.6)  rpoL rrnAC1396 94 22.3 1 4 1 K TEEGVDALEALEDGTDAVIEK A 2 2203.0379 2203.0449 0.007 0 3.18 6.608 0.569 3372 1 31 40 2 0 1
Q5V064_HALMA 0.9731 Hypothetical protein  rrnAC2259 rrnAC2259 217 22.1 2 4 0.9577 R CTDCDHVHKEQLPEEETLQR S 3 2409.0689 2408.0652 -1.0037 1 -1.54 3.156 0.201 972.9 1 30 76 2 1 1
Q5V064_HALMA 0.9731 Hypothetical protein  rrnAC2259 rrnAC2259 217 22.1 2 4 0.9879 R CTDCDHVHKEQLPEEETLQR S 3 2409.0689 2407.0559 -2.013 2 -5.40 3.664 0.211 905.9 1 30 76 2 1 1

HIS6_HALMAReview 1
Imidazole glycerol phosphate synthase subunit hisF (EC 4.1.3.-) (IGPsynthase
cyclase subunit) (IGP synthase subunit hisF) (ImGP synthasesubunit hisF)
(IGPS subunit hisF)

 hisF rrnAC1394 271 15.5 2 3 1 R ETMLDTVSAVADEVFIPLTVGGGIR T 2 2589.336 2590.3277 0.9917 -1.0034 -4.50 3.655 0.468 476.8 1 20 48 2 0 1

HIS6_HALMAReview 1
Imidazole glycerol phosphate synthase subunit hisF (EC 4.1.3.-) (IGPsynthase
cyclase subunit) (IGP synthase subunit hisF) (ImGP synthasesubunit hisF)
(IGPS subunit hisF)

 hisF rrnAC1394 271 15.5 2 3 0.9999 R EGTGLDVIEWATEAEER G 2 1903.8799 1903.8854 0.0055 0 2.89 2.496 0.307 350.8 2 12 32 2 0 1

HIS6_HALMAReview 1
Imidazole glycerol phosphate synthase subunit hisF (EC 4.1.3.-) (IGPsynthase
cyclase subunit) (IGP synthase subunit hisF) (ImGP synthasesubunit hisF)
(IGPS subunit hisF)

 hisF rrnAC1394 271 15.5 2 3 1 R ETMLDTVSAVADEVFIPLTVGGGIR T 2 2589.336 2589.3286 -0.0074 0 -2.86 3.617 0.528 620.5 1 23 48 2 0 1

Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein  ugpB rrnB0311 453 12.6 3 3 0.9999 R QDDIGSFLEFMGRPESQITWHK G 4 2620.238 2620.2483 0.0103 0 3.93 2.918 0.209 1456 1 41 126 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein  ugpB rrnB0311 453 12.6 3 3 0.9505 K AAMLMTSTASVTGIR S 3 1508.7691 1508.7682 -0.0009 0 -0.60 2.348 0.024 424.5 8 23 56 2 0 1
Q5UW77_HALMA 1 Glycerol-3-phosphate-binding protein  ugpB rrnB0311 453 12.6 3 3 1 R TGPVIGGASWFVPSGLPQER Q 2 2054.0585 2054.0657 0.0072 0 3.51 4.237 0.549 1276 1 26 38 2 0 1
Q5UWC7_HALMA 1 Phenylacetic acid degradation protein PaaA  paaA rrnB0252 354 11 3 3 1 K VQDEIGHGQMLYR A 2 1544.7405 1544.7382 -0.0023 0 -1.49 4.198 0.358 1439 1 19 24 2 0 1
Q5UWC7_HALMA 1 Phenylacetic acid degradation protein PaaA  paaA rrnB0252 354 11 3 3 0.9987 R MTQEAFEEWWPR I 2 1608.7031 1609.9063 1.2032 -1.0034 124.23 2.321 0.263 926.3 1 15 22 2 0 1
Q5UWE2_HALMA 1 Hypothetical protein  rrnB0234 rrnB0234 108 37 3 3 0.9981 K IVDLLVR R 2 826.5276 826.5254 -0.0022 0 -2.66 1.933 0.18 425.9 4 10 12 2 0 1



Q5UWE2_HALMA 1 Hypothetical protein  rrnB0234 rrnB0234 108 37 3 3 0.9984 R RDGYTHEEFADRWQGDHSELAK D 5 2646.1847 2646.1878 0.0031 0 1.17 4.539 0.288 709.4 75 43 168 2 1 1
Q5UWE2_HALMA 1 Hypothetical protein  rrnB0234 rrnB0234 108 37 3 3 1 R YVTSVPTDPER A 2 1262.6143 1262.6138 -0.0005 0 -0.40 2.829 0.277 439.7 1 14 20 2 0 1
Q5UWF9_HALMA 1 Aminopeptidase  pepB5 rrnB0212 422 11.8 2 3 1 R YVTGLAMTGGSGADHYTLLTEDGDVVHWDTADHASNQR F 4 4059.8293 4059.8169 -0.0124 0 -3.05 6.024 0.487 1475 1 53 222 2 0 1
Q5UWF9_HALMA 1 Aminopeptidase  pepB5 rrnB0212 422 11.8 2 3 1 R TFSMGEPTQAQK D 2 1323.6129 1323.6128 -0.0001 0 -0.08 3.161 0.361 999 1 16 22 2 0 1
Q5UWF9_HALMA 1 Aminopeptidase  pepB5 rrnB0212 422 11.8 2 3 1 R TFSMGEPTQAQK D 2 1323.6129 1323.6129 0 0 0.00 2.932 0.451 1140 1 17 22 2 0 1
Q5UWG1_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB3 rrnB0209 567 11.1 3 3 0.9919 R SLQLAFK H 2 805.4698 805.4713 0.0015 0 1.86 1.901 0.111 388.8 6 10 12 2 0 1
Q5UWG1_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB3 rrnB0209 567 11.1 3 3 0.9831 R AIEILDHVPDADVEMVRPR D 3 2174.1154 2175.128 1.0126 -1.0034 4.25 2.658 0.107 735.7 1 25 72 2 0 1
Q5UWG1_HALMA 1 Acetolactate synthase large subunit (EC 2.2.1.6)  ilvB3 rrnB0209 567 11.1 3 3 0.9997 R NAGWVYPADVALIGDAAHSLDDLAANLPESAGNDWAR D 3 3834.8237 3834.7886 -0.0351 0 -9.15 3.417 0.201 573.6 1 30 144 2 0 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB2 rrnB0199 338 13.3 3 3 1 K GLLAASIRDPDPVIFLEPK L 3 2050.1462 2050.148 0.0018 0 0.88 3.316 0.434 1360 1 32 72 2 1 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB2 rrnB0199 338 13.3 3 3 1 K TGGLGAEIATTIQEEALVHQEAPIKR I 4 2731.4504 2731.4478 -0.0026 0 -0.95 4.743 0.296 1623 1 50 150 2 0 1
Q5UWH0_HALMA 1 Pyruvate dehydrogenase (EC 1.2.4.1)  pdhB2 rrnB0199 338 13.3 3 3 1 K TGGLGAEIATTIQEEALVHQEAPIKR I 4 2731.4504 2731.4539 0.0035 0 1.28 4.163 0.284 1367 1 47 150 2 0 1
Q5UX21_HALMA 1 30S ribosomal protein S27e  rps27E rrnAC3513 57 61.4 2 3 0.9991 K ADIEGEVTAVVEAR - 2 1457.7362 1457.7387 0.0025 0 1.71 2.289 0.188 639.9 1 16 26 2 0 1
Q5UX21_HALMA 1 30S ribosomal protein S27e  rps27E rrnAC3513 57 61.4 2 3 0.9999 K ADIEGEVTAVVEAR - 3 1457.7362 1457.742 0.0058 0 3.98 3.261 0.254 663.8 7 23 52 2 0 1
Q5UX26_HALMA 1 Universal stress protein  usp7 rrnAC3508 296 17.2 3 3 1 R FGGVEGSAEIHDALEETGQEALETVHER A 3 3009.3952 3009.3819 -0.0133 0 -4.42 6.7 0.523 2829 1 45 108 2 0 1
Q5UX26_HALMA 1 Universal stress protein  usp7 rrnAC3508 296 17.2 3 3 1 R DIEPDLNADGQTER E 2 1571.7063 1571.7078 0.0015 0 0.95 3.055 0.297 835.7 1 19 26 2 0 1
Q5UXF0_HALMA 1 Transcription regulator  trh3 rrnAC3365 137 10.2 2 3 0.9966 - MDDLDREILSILRR D 3 1743.9301 1743.9359 0.0058 0 3.33 2.685 0.195 418 9 21 52 2 1 1
Q5UXF0_HALMA 1 Transcription regulator  trh3 rrnAC3365 137 10.2 2 3 0.9999 - MDDLDREILSILR R 3 1587.829 1588.8382 1.0092 -1.0034 3.68 3.955 0.298 1317 3 27 48 2 1 1
Q5UXF0_HALMA 1 Transcription regulator  trh3 rrnAC3365 137 10.2 2 3 0.9997 - MDDLDREILSILR R 3 1587.829 1587.8295 0.0005 0 0.31 3.385 0.235 985.6 7 25 48 2 1 1
Q5UXJ7_HALMA 1 Putative arsenate reductase  arsC rrnAC3316 142 21.1 2 3 1 R VADLFDEFTDSSIS - 2 1544.6882 1544.6929 0.0047 0 3.04 2.72 0.313 894.1 1 17 26 2 0 1
Q5UXJ7_HALMA 1 Putative arsenate reductase  arsC rrnAC3316 142 21.1 2 3 0.9991 R DWALEDPHGQPIEQVR E 3 1888.9067 1888.9093 0.0026 0 1.38 2.332 0.203 557.1 1 23 60 2 0 1
Q5UXJ7_HALMA 1 Putative arsenate reductase  arsC rrnAC3316 142 21.1 2 3 0.9998 R VADLFDEFTDSSIS - 2 1544.6882 1544.6881 -0.0001 0 -0.06 2.256 0.306 737 1 15 26 2 0 1
Q5UXL0_HALMA 1 Hypothetical protein  rrnAC3300 rrnAC3300 113 23 1 3 0.9361 M ADADDHVDPSEFGEQDGPPVEEKPYK I 3 2870.2518 2871.2649 1.0131 -1.0034 3.40 3.451 0.257 859.7 1 31 100 2 0 1
Q5UXL0_HALMA 1 Hypothetical protein  rrnAC3300 rrnAC3300 113 23 1 3 0.9998 M ADADDHVDPSEFGEQDGPPVEEKPYK I 4 2870.2518 2870.2586 0.0068 0 2.37 4.514 0.391 1789 1 45 150 2 0 1
Q5UXL0_HALMA 1 Hypothetical protein  rrnAC3300 rrnAC3300 113 23 1 3 0.9995 M ADADDHVDPSEFGEQDGPPVEEKPYK I 4 2870.2518 2870.2505 -0.0013 0 -0.45 4.816 0.342 1841 1 47 150 2 0 1
Q5UXU3_HALMA 1 Hypothetical protein  rrnAC3206 rrnAC3206 152 38.8 3 3 1 R LIAAAFELDSR L 2 1204.6452 1204.6454 0.0002 0 0.17 3.265 0.429 1597 1 17 20 2 0 1
Q5UXU3_HALMA 1 Hypothetical protein  rrnAC3206 rrnAC3206 152 38.8 3 3 0.9989 R AASETGDLAELSATDIR L 2 1718.8322 1718.8382 0.006 0 3.49 2.343 0.217 479.2 4 16 32 2 0 1
Q5UXU3_HALMA 1 Hypothetical protein  rrnAC3206 rrnAC3206 152 38.8 3 3 0.998 R EELEDEAAYRFDALEGSGMHLHIPEDNTVER I 4 3571.6161 3571.6387 0.0226 0 6.33 3.632 0.108 763.5 1 39 180 2 1 1
Q5UXX3_HALMA 1 Probable uridylate kinase (EC 2.7.4.-)  pyrH rrnAC3174 228 16.7 2 3 1 R VADYADAIQSLDAQGHTLGTVVGGGPTAR D 3 2839.41 2839.4107 0.0007 0 0.25 5.473 0.533 1808 1 37 112 2 0 1
Q5UXX3_HALMA 1 Probable uridylate kinase (EC 2.7.4.-)  pyrH rrnAC3174 228 16.7 2 3 0.9995 R LLIAALDDR A 2 998.576 998.5778 0.0018 0 1.80 2.122 0.208 696.5 1 12 16 2 0 1
Q5UXX3_HALMA 1 Probable uridylate kinase (EC 2.7.4.-)  pyrH rrnAC3174 228 16.7 2 3 1 R VADYADAIQSLDAQGHTLGTVVGGGPTAR D 3 2839.41 2839.4219 0.0119 0 4.19 6.522 0.587 2094 1 41 112 2 0 1
Q5UY20_HALMA 1 Signal recognition 54 kDa protein  srp54 rrnAC3124 469 9.8 3 3 0.9999 R LSEEDIEDIVKEIQR S 3 1814.9261 1814.9287 0.0026 0 1.43 2.863 0.33 653.1 1 27 56 2 1 1
Q5UY20_HALMA 1 Signal recognition 54 kDa protein  srp54 rrnAC3124 469 9.8 3 3 0.9989 K GLRPAIIQTDTDRPGAYDQSK E 4 2301.1713 2301.1717 0.0004 0 0.17 2.531 0.112 648.9 1 34 120 2 0 1
Q5UYD1_HALMA 1 Ferredoxin-nitrite reductase  nirA2 rrnAC2992 587 3.7 1 3 1 R MGADDVLELAELADEYGSGEVR L 3 2338.0634 2338.0657 0.0023 0 0.98 4.898 0.545 1967 1 31 84 2 0 1
Q5UYD1_HALMA 1 Ferredoxin-nitrite reductase  nirA2 rrnAC2992 587 3.7 1 3 1 R MGADDVLELAELADEYGSGEVR L 3 2338.0634 2338.0698 0.0064 0 2.74 5.213 0.531 2443 1 37 84 2 0 1
Q5UYD1_HALMA 1 Ferredoxin-nitrite reductase  nirA2 rrnAC2992 587 3.7 1 3 1 R MGADDVLELAELADEYGSGEVR L 2 2338.0634 2338.0572 -0.0062 0 -2.65 5.685 0.56 2438 1 25 42 2 0 1
Q5UYJ2_HALMA 1 Hypothetical protein  rrnAC2923 rrnAC2923 158 27.8 2 3 0.9302 R HCEECGGRTHNYVEMTANRDALVTR C 4 2861.2755 2859.2639 -2.0116 2 -4.05 2.928 0.12 547.4 2 37 144 2 2 1
Q5UYJ2_HALMA 1 Hypothetical protein  rrnAC2923 rrnAC2923 158 27.8 2 3 1 R VVALALGAPQEMGDTDMLR H 2 1985.9914 1985.9981 0.0067 0 3.37 4.534 0.419 1156 1 24 36 2 0 1
Q5UYJ2_HALMA 1 Hypothetical protein  rrnAC2923 rrnAC2923 158 27.8 2 3 1 R VVALALGAPQEMGDTDMLR H 2 2017.9902 2018.9917 1.0015 -1.0034 -0.92 4.199 0.501 1110 1 24 36 2 0 1 VVALALGAPQEM[147]GDTDM[147]LR
Q5UYU4_HALMA 1 Hypothetical protein  rrnAC2803 rrnAC2803 365 13.7 2 3 0.9991 R VVDGLPDALVEDPDLTETTRPIFDGQEAR V 3 3167.5622 3169.5689 2.0067 -2.0067 0.00 2.7 0.269 287.7 1 30 112 2 0 1
Q5UYU4_HALMA 1 Hypothetical protein  rrnAC2803 rrnAC2803 365 13.7 2 3 1 K LDPTPSWSDALVDQLADYDVR V 2 2375.1281 2375.127 -0.0011 0 -0.46 4.429 0.604 709.2 1 25 40 2 0 1
Q5UYU4_HALMA 1 Hypothetical protein  rrnAC2803 rrnAC2803 365 13.7 2 3 0.9995 R VVDGLPDALVEDPDLTETTRPIFDGQEAR V 3 3167.5622 3167.5713 0.0091 0 2.87 2.646 0.23 268.8 1 27 112 2 0 1
Q5UZE2_HALMA 1 Hypothetical protein  rrnAC2567 rrnAC2567 150 36.7 2 3 0.9999 R LGESESGVLALADGDDAYAFPVFHHYEDGSLYFR L 4 3746.7165 3746.7173 0.0008 0 0.21 3.769 0.283 766.8 3 40 198 2 0 1
Q5UZE2_HALMA 1 Hypothetical protein  rrnAC2567 rrnAC2567 150 36.7 2 3 1 R GPIAAVPDGDPAYEAVEINER Y 2 2182.0542 2182.0564 0.0022 0 1.01 4.138 0.512 985.5 1 27 40 2 0 1
Q5UZE2_HALMA 1 Hypothetical protein  rrnAC2567 rrnAC2567 150 36.7 2 3 1 R LGESESGVLALADGDDAYAFPVFHHYEDGSLYFR L 4 3746.7165 3746.7083 -0.0082 0 -2.19 6.838 0.476 2014 1 52 198 2 0 1
Q5UZF5_HALMA 1 DNA mismatch repair protein mutL  mutL rrnAC2550 746 8.6 3 3 0.9818 R TDGTSGESGTGQTGGSVSGGDSDSERPGASATGQTAAERGER K 4 3926.6982 3926.6868 -0.0114 0 -2.90 1.766 0.031 510.3 1 37 246 2 1 1
Q5UZF5_HALMA 1 DNA mismatch repair protein mutL  mutL rrnAC2550 746 8.6 3 3 0.9882 R SAPEQTEITPESDGATDSGGER A 2 2232.9618 2232.9854 0.0236 0 10.57 1.514 0.193 235.6 1 12 42 2 0 1
Q5UZF5_HALMA 1 DNA mismatch repair protein mutL  mutL rrnAC2550 746 8.6 3 3 0.9951 R TDGTSGESGTGQTGGSVSGGDSDSERPGASATGQTAAER G 3 3584.5331 3585.5469 1.0138 -1.0034 2.92 2.713 0.179 699.8 1 32 152 2 0 1
Q5UZI6_HALMA 1 Hypothetical protein  rrnAC2514 rrnAC2514 318 24.5 4 3 1 R GETLFEVTDVFGDPK A 2 1652.7933 1652.7904 -0.0029 0 -1.75 4.046 0.42 1732 1 20 28 2 0 1
Q5UZI6_HALMA 1 Hypothetical protein  rrnAC2514 rrnAC2514 318 24.5 4 3 1 R ATGFEQYGSPVGGLIDFKPDLGDR V 3 2538.239 2539.2381 0.9991 -1.0034 -1.67 4.773 0.407 978.2 1 32 92 2 0 1
Q5UZI6_HALMA 1 Hypothetical protein  rrnAC2514 rrnAC2514 318 24.5 4 3 1 R TLYIQAASDGDELNGVGVIQR T 2 2218.1229 2218.1265 0.0036 0 1.62 4.375 0.473 1603 1 22 40 2 0 1
Q5UZJ1_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA2 rrnAC2508 403 18.9 3 3 0.996 R TVGEQTFEVISDRVDEVVTVSDSEIAVALTTLLER S 3 3819.9629 3820.9724 1.0095 -1.0034 1.61 3.068 0.239 492.5 3 25 136 2 1 1
Q5UZJ1_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA2 rrnAC2508 403 18.9 3 3 1 R EAGVVTASAGNHAQGVALAATR I 3 2050.0555 2050.0567 0.0012 0 0.59 3.542 0.42 1170 1 37 84 2 0 1
Q5UZJ1_HALMA 1 Threonine dehydratase (EC 4.3.1.19)  ilvA2 rrnAC2508 403 18.9 3 3 1 R TVLQDRPGALEELVEVLSR E 3 2123.1586 2123.1592 0.0006 0 0.28 3.933 0.374 1167 1 30 72 2 0 1
Q5UZZ1_HALMA 1 Hypothetical protein  rrnAC2340 rrnAC2340 246 6.1 1 3 1 R ILAHYDRDAAPTVQK A 3 1696.8896 1696.8982 0.0086 0 5.07 3.324 0.385 1478 1 34 56 2 1 1
Q5UZZ1_HALMA 1 Hypothetical protein  rrnAC2340 rrnAC2340 246 6.1 1 3 1 R ILAHYDRDAAPTVQK A 3 1696.8896 1696.8982 0.0086 0 5.07 4.055 0.405 1447 1 32 56 2 1 1
Q5UZZ1_HALMA 1 Hypothetical protein  rrnAC2340 rrnAC2340 246 6.1 1 3 0.996 R ILAHYDRDAAPTVQK A 4 1696.8896 1696.8919 0.0023 0 1.36 2.214 0.089 725.1 1 35 84 2 1 1
Q5V006_HALMA 1 Hypothetical protein  rrnAC2323 rrnAC2323 202 20.8 2 3 1 K LVESDFDQPTGLLGLYYEK N 2 2186.0783 2186.084 0.0057 0 2.61 4.726 0.579 1457 1 22 36 2 0 1
Q5V006_HALMA 1 Hypothetical protein  rrnAC2323 rrnAC2323 202 20.8 2 3 1 K SGIGPFEEENQIEMILDELPAER A 2 2615.2425 2615.2407 -0.0018 0 -0.69 4.349 0.4 1565 1 22 44 2 0 1
Q5V006_HALMA 1 Hypothetical protein  rrnAC2323 rrnAC2323 202 20.8 2 3 0.9453 K SGIGPFEEENQIEMILDELPAER A 3 2615.2425 2615.2537 0.0112 0 4.28 2.628 0.005 614.2 5 24 88 2 0 1
Q5V023_HALMA 1 Hypothetical protein  rrnAC2306 rrnAC2306 115 18.3 1 3 1 R MEALESAIAEGGADYTELTGR F 2 2183.0052 2183.0015 -0.0037 0 -1.69 3.44 0.47 866.1 1 20 40 2 0 1
Q5V023_HALMA 1 Hypothetical protein  rrnAC2306 rrnAC2306 115 18.3 1 3 1 R MEALESAIAEGGADYTELTGR F 2 2183.0052 2183.0078 0.0026 0 1.19 5.964 0.541 3442 1 31 40 2 0 1
Q5V023_HALMA 1 Hypothetical protein  rrnAC2306 rrnAC2306 115 18.3 1 3 0.9983 R MEALESAIAEGGADYTELTGR F 3 2183.0052 2183.0071 0.0019 0 0.87 2.852 0.208 298.1 37 22 80 2 0 1
Q5V0B6_HALMA 1 Hypothetical protein  rrnAC2200 rrnAC2200 111 20.7 2 3 1 R RIDELTEHDLLELHDNILSDDR R 4 2660.3042 2660.3098 0.0056 0 2.11 4.091 0.4 1799 1 40 126 2 0 1
Q5V0B6_HALMA 1 Hypothetical protein  rrnAC2200 rrnAC2200 111 20.7 2 3 1 R RIDELTEHDLLELHDNILSDDR R 4 2660.3042 2660.3059 0.0017 0 0.64 4.21 0.313 2022 1 41 126 2 0 1
Q5V0B6_HALMA 1 Hypothetical protein  rrnAC2200 rrnAC2200 111 20.7 2 3 1 R RIDELTEHDLLELHDNILSDDRR R 5 2816.4053 2816.4053 0 0 0.00 4.312 0.416 1561 1 48 176 2 0 1
Q5V0D1_HALMA 1 6-phosphogluconate dehydrogenase (EC 1.1.1.44)  gnd rrnAC2180 299 7 2 3 1 - MELGVIGLGR M 2 1043.5797 1043.5829 0.0032 0 3.07 2.894 0.329 1431 1 17 18 2 0 1
Q5V0D1_HALMA 1 6-phosphogluconate dehydrogenase (EC 1.1.1.44)  gnd rrnAC2180 299 7 2 3 1 - MELGVIGLGR M 2 1043.5797 1043.5813 0.0016 0 1.53 3.167 0.296 1492 1 17 18 2 0 1
Q5V0D1_HALMA 1 6-phosphogluconate dehydrogenase (EC 1.1.1.44)  gnd rrnAC2180 299 7 2 3 0.9956 R PASSIADLAGK L 2 1028.5502 1028.5519 0.0017 0 1.65 2.486 0.347 865.3 1 16 20 1 0 1
Q5V0E7_HALMA 1 Methylglyoxal synthase (EC 4.2.3.3)  mgsA rrnAC2162 127 39.4 3 3 0.9999 R MDGIVFLRDPLTAQPHEPDISALLR I 3 2803.4691 2804.3189 0.8498 -1.0034 -54.77 4.874 0.323 1907 1 37 96 2 1 1
Q5V0E7_HALMA 1 Methylglyoxal synthase (EC 4.2.3.3)  mgsA rrnAC2162 127 39.4 3 3 1 R ASAEYILEGLAQDR A 2 1534.7627 1534.7683 0.0056 0 3.65 3.197 0.379 2034 1 20 26 2 0 1
Q5V0E7_HALMA 1 Methylglyoxal synthase (EC 4.2.3.3)  mgsA rrnAC2162 127 39.4 3 3 0.9998 R IMAETDLTVER K 2 1276.6333 1276.6309 -0.0024 0 -1.88 2.387 0.254 1119 1 17 20 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding  yqgG rrnAC2149 384 11.7 2 3 0.999 K EAAVINMILSDFGQDTFVAPNNYFK L 3 2803.3527 2803.3623 0.0096 0 3.42 2.745 0.233 278.8 13 22 96 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding  yqgG rrnAC2149 384 11.7 2 3 1 R TSFVSNVFGNPEEDTSVANR Y 2 2168.9974 2169.0003 0.0029 0 1.34 5.054 0.571 1897 1 26 38 2 0 1
Q5V0G0_HALMA 1 Phosphate ABC transporter binding  yqgG rrnAC2149 384 11.7 2 3 1 R TSFVSNVFGNPEEDTSVANR Y 2 2168.9974 2170.0132 1.0158 -1.0034 5.74 5.016 0.578 1893 1 26 38 2 0 1
Q5V0J0_HALMA 1 Hypothetical protein  rrnAC2112 rrnAC2112 124 27.4 1 3 1 R DAGVEQATIEAASDAVVEATDDAAGELEAFFDGR E 2 3439.5539 3440.5738 1.0199 -1.0034 4.81 3.643 0.539 707.6 1 22 66 2 0 1
Q5V0J0_HALMA 1 Hypothetical protein  rrnAC2112 rrnAC2112 124 27.4 1 3 1 R DAGVEQATIEAASDAVVEATDDAAGELEAFFDGR E 4 3439.5539 3439.5642 0.0103 0 2.99 4.126 0.261 1236 1 43 198 2 0 1
Q5V0J0_HALMA 1 Hypothetical protein  rrnAC2112 rrnAC2112 124 27.4 1 3 0.9997 R DAGVEQATIEAASDAVVEATDDAAGELEAFFDGR E 2 3439.5539 3440.5493 0.9954 -1.0034 -2.31 2.487 0.348 392.1 1 16 66 2 0 1
Q5V0Q2_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC2044 782 5.8 3 3 0.9893 R IIDDVLLLAR Q 2 1139.6914 1139.7053 0.0139 0 12.20 2.152 0.029 702.3 1 15 18 2 0 1
Q5V0Q2_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC2044 782 5.8 3 3 0.9994 R LLGFEPGEFGGTLSAVFELIHPEDR T 3 2729.3701 2731.388 2.0179 -2.0067 4.10 2.902 0.288 267.9 2 25 96 2 0 1
Q5V0Q2_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC2044 782 5.8 3 3 1 R LLQLLENLLR N 2 1223.7601 1223.761 0.0009 0 0.74 3.13 0.325 1272 1 15 18 2 0 1
Q5V0V2_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdC rrnAC1986 379 18.7 3 3 1 R AASAIDSGNLDVATK L 2 1431.7205 1431.7218 0.0013 0 0.91 4.392 0.526 1737 1 21 28 2 0 1
Q5V0V2_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdC rrnAC1986 379 18.7 3 3 1 K LFASEHAVDVADEAIQVHGGAGYVTDHNVER Y 4 3305.5701 3306.5711 1.001 -1.0034 -0.71 5.134 0.436 1250 1 43 180 2 0 1
Q5V0V2_HALMA 1 Acyl-CoA dehydrogenase (EC 1.3.99.-)  acdC rrnAC1986 379 18.7 3 3 1 R VPEENLIGEAGAGFYQLMDFFASGR A 3 2717.2795 2717.2617 -0.0178 0 -6.55 3.943 0.394 927.8 1 30 96 2 0 1
Q5V1A8_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC1806 626 4.2 2 3 1 R MQTLIDDILTLAR E 2 1517.8168 1518.7454 0.9286 -1.0034 -49.25 3.422 0.349 815.1 1 17 24 2 0 1 M[147]QTLIDDILTLAR
Q5V1A8_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC1806 626 4.2 2 3 1 R MQTLIDDILTLAR E 2 1501.8174 1501.8126 -0.0048 0 -3.20 3.48 0.404 2233 1 21 24 2 0 1
Q5V1A8_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC1806 626 4.2 2 3 0.999 R MQTLIDDILTLAR E 2 1501.8174 1501.8179 0.0005 0 0.33 2.028 0.226 363.2 1 14 24 2 0 1
Q5V1H6_HALMA 1 Hypothetical protein  rrnAC1721 rrnAC1721 236 14.8 2 3 1 - METAIQLWTLR E 2 1360.7173 1360.7084 -0.0089 0 -6.54 3.059 0.343 1879 1 18 20 2 0 1
Q5V1H6_HALMA 1 Hypothetical protein  rrnAC1721 rrnAC1721 236 14.8 2 3 1 R ALDEAGLGVAGVHVQLEDLQSDTR T 3 2492.2507 2492.2554 0.0047 0 1.89 3.316 0.387 1144 1 35 92 2 0 1
Q5V1H6_HALMA 1 Hypothetical protein  rrnAC1721 rrnAC1721 236 14.8 2 3 0.9994 - METAIQLWTLR E 2 1360.7173 1360.7173 0 0 0.00 2.842 0.104 1275 1 16 20 2 0 1
Q5V1J1_HALMA 1 Molybdenum cofactor biosynthesis protein  moeA1 rrnAC1705 342 11.4 3 3 0.9859 R ATLTAHVDSQNGVR T 3 1467.743 1467.7416 -0.0014 0 -0.95 2.358 0.075 506.9 3 21 52 2 0 1
Q5V1J1_HALMA 1 Molybdenum cofactor biosynthesis protein  moeA1 rrnAC1705 342 11.4 3 3 0.9997 R AAGVSELLVR Q 2 1013.5869 1014.5055 0.9186 -1.0034 -83.61 2.812 0.256 1034 1 15 18 2 0 1
Q5V1J1_HALMA 1 Molybdenum cofactor biosynthesis protein  moeA1 rrnAC1705 342 11.4 3 3 0.9999 K VTYRDPVADDAPALR M 3 1657.8424 1657.8417 -0.0007 0 -0.42 3.292 0.271 1426 1 26 56 2 1 1
Q5V1P5_HALMA 1 Hypothetical protein  rrnAC1643 rrnAC1643 111 41.4 3 3 0.9972 R MILFMLK Q 2 894.5071 894.5055 -0.0016 0 -1.79 1.794 0.175 606.3 2 11 12 2 0 1
Q5V1P5_HALMA 1 Hypothetical protein  rrnAC1643 rrnAC1643 111 41.4 3 3 1 R GQRFDEIEPMLELLENHADELPDNWPQR - 3 3390.5939 3391.7102 1.1163 -1.0034 33.31 4.893 0.406 1131 1 29 108 2 1 1
Q5V1P5_HALMA 1 Hypothetical protein  rrnAC1643 rrnAC1643 111 41.4 3 3 0.9999 R LASLAYINWDR A 2 1320.6826 1320.6853 0.0027 0 2.04 2.302 0.34 711.8 1 15 20 2 0 1
Q5V1Q9_HALMA 1 Hypothetical protein  rrnAC1629 rrnAC1629 336 11.6 2 3 1 - MEIPDLVQQELGDEEIR G 2 2012.9724 2012.9757 0.0033 0 1.64 4.455 0.531 1701 1 27 32 2 0 1
Q5V1Q9_HALMA 1 Hypothetical protein  rrnAC1629 rrnAC1629 336 11.6 2 3 1 R KALEEALFAYHEVDSLADLNAK V 3 2446.238 2446.2381 0.0001 0 0.04 3.909 0.345 737.9 1 32 84 2 0 1
Q5V1Q9_HALMA 1 Hypothetical protein  rrnAC1629 rrnAC1629 336 11.6 2 3 1 - MEIPDLVQQELGDEEIR G 2 2012.9724 2012.9789 0.0065 0 3.23 4.247 0.551 1337 1 23 32 2 0 1
Q5V2K6_HALMA 1 RecJ exonuclease  recJ1 rrnAC1311 337 9.2 2 3 0.9999 R VNIGDILSESLSDVGSAGGHR E 3 2082.0341 2082.0376 0.0035 0 1.68 3.277 0.277 860.8 1 31 80 2 0 1
Q5V2K6_HALMA 1 RecJ exonuclease  recJ1 rrnAC1311 337 9.2 2 3 0.9973 R GSVLISHVGR T 2 1023.5825 1023.5829 0.0004 0 0.39 1.754 0.201 923.9 1 14 18 2 0 1
Q5V2K6_HALMA 1 RecJ exonuclease  recJ1 rrnAC1311 337 9.2 2 3 0.9998 R VNIGDILSESLSDVGSAGGHR E 3 2082.0341 2082.0379 0.0038 0 1.83 2.836 0.239 831.5 1 31 80 2 0 1
Q5V2S2_HALMA 1 Cysteine synthase (EC 2.5.1.47)  cysK1 rrnAC1236 303 14.2 2 3 1 R QFENPANPTAHYETTGEEILEQVGDR T 3 2944.3475 2944.3477 0.0002 0 0.07 4.282 0.388 2187 1 37 100 2 0 1
Q5V2S2_HALMA 1 Cysteine synthase (EC 2.5.1.47)  cysK1 rrnAC1236 303 14.2 2 3 1 - MKDSILDTIGSPLVSVR A 3 1829.9921 1830.0042 0.0121 0 6.61 3.531 0.316 731.3 1 24 64 2 1 1
Q5V2S2_HALMA 1 Cysteine synthase (EC 2.5.1.47)  cysK1 rrnAC1236 303 14.2 2 3 1 R QFENPANPTAHYETTGEEILEQVGDR T 3 2944.3475 2944.3511 0.0036 0 1.22 4.48 0.427 1885 1 34 100 2 0 1
Q5V2X1_HALMA 1 Hypothetical protein  rrnAC1181 rrnAC1181 274 10.9 2 3 1 R EGLLDIIEEAAAVNEDVR L 2 1954.9847 1954.9871 0.0024 0 1.23 3.9 0.445 1539 1 20 34 2 0 1
Q5V2X1_HALMA 1 Hypothetical protein  rrnAC1181 rrnAC1181 274 10.9 2 3 1 R EGLLDIIEEAAAVNEDVR L 3 1954.9847 1954.9882 0.0035 0 1.79 4.076 0.331 1120 1 28 68 2 0 1
Q5V2X1_HALMA 1 Hypothetical protein  rrnAC1181 rrnAC1181 274 10.9 2 3 1 R SNVITEFVAEAR E 2 1334.683 1334.6861 0.0031 0 2.32 3.237 0.409 1995 1 19 22 2 0 1



Q5V346_HALMA 1 Sensor protein (EC 2.7.13.3)  kinA4 rrnAC1096 449 14 4 3 1 R MYTLIDDLLVLAK Q 2 1506.8367 1506.8438 0.0071 0 4.71 3.663 0.457 966.8 1 16 24 2 0 1
Q5V346_HALMA 1 Sensor protein (EC 2.7.13.3)  kinA4 rrnAC1096 449 14 4 3 1 K ADEGAMLELLENLFR N 2 1719.8501 1719.7854 -0.0647 0 -37.62 3.025 0.386 1277 1 17 28 2 0 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein  moxR6 rrnAC1025 336 6.5 2 3 0.9976 K LVTEIPNSEDER A 2 1400.6783 1400.682 0.0037 0 2.64 2.366 0.131 339.8 3 13 22 2 0 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein  moxR6 rrnAC1025 336 6.5 2 3 0.9991 R ATIDLQNTAK A 2 1073.5717 1073.5729 0.0012 0 1.12 2.005 0.209 1070 1 16 18 2 0 1
Q5V3B2_HALMA 1 Methanol dehydrogenase regulatory protein  moxR6 rrnAC1025 336 6.5 2 3 0.9999 K LVTEIPNSEDER A 2 1400.6783 1400.6804 0.0021 0 1.50 2.492 0.26 351.6 1 14 22 2 0 1
Q5V3H3_HALMA 1 Carbonic anhydrase  icfA2 rrnAC0958 212 23.6 3 3 0.9633 M PHHTHGSDDAHDHEEPEAGHVHESVDDGVDAR D 5 3490.4543 3490.4607 0.0064 0 1.83 3.026 0.153 1305 1 55 248 2 0 1
Q5V3H3_HALMA 1 Carbonic anhydrase  icfA2 rrnAC0958 212 23.6 3 3 1 R IPVEDALGLSLGDAQIYR N 2 1929.0207 1929.0247 0.004 0 2.07 5.798 0.567 3117 1 29 34 2 0 1
Q5V3H3_HALMA 1 Carbonic anhydrase  icfA2 rrnAC0958 212 23.6 3 3 0.9959 M PHHTHGSDDAHDHEEPEAGHVHESVDDGVDAR D 5 3490.4543 3490.448 -0.0063 0 -1.80 3.601 0.285 1107 2 52 248 2 0 1
Q5V3S8_HALMA 1 Transcription repressor CinR  cinR rrnAC0842 116 26.7 2 3 1 R EETVYEGHNTYYLTPAAR D 3 2112.9752 2112.9707 -0.0045 0 -2.13 3.189 0.299 972.7 1 27 68 2 0 1
Q5V3S8_HALMA 1 Transcription repressor CinR  cinR rrnAC0842 116 26.7 2 3 0.9976 R EETVYEGHNTYYLTPAAR D 2 2112.9752 2114.8853 1.9101 -1.0034 429.13 2.433 0.294 334.2 1 13 34 2 0 1
Q5V3S8_HALMA 1 Transcription repressor CinR  cinR rrnAC0842 116 26.7 2 3 1 R IVESLFEKDLIQREETVYEGHNTYYLTPAAR D 4 3683.8471 3685.8509 2.0038 -2.0067 -0.79 4.83 0.365 1270 1 39 180 2 2 1
Q5V3U6_HALMA 1 Molybdenumm cofactor biosynthesis protein  mogA rrnAC0822 231 15.2 2 3 1 R FEGTEEELVEEAAAWFSER V 2 2227.9909 2227.9849 -0.006 0 -2.69 4.587 0.45 2170 1 23 36 2 0 1
Q5V3U6_HALMA 1 Molybdenumm cofactor biosynthesis protein  mogA rrnAC0822 231 15.2 2 3 1 R FEGTEEELVEEAAAWFSER V 3 2227.9909 2227.9986 0.0077 0 3.46 3.809 0.394 1261 1 30 72 2 0 1
Q5V3W3_HALMA 1 Hypothetical protein  rrnAC0802 rrnAC0802 176 25 3 3 0.9833 R TMLTTLVNR Y 2 1063.574 1063.4453 -0.1287 0 -121.01 1.881 0.169 385.5 84 10 16 2 0 1 TM[147]LTTLVNR
Q5V3W3_HALMA 1 Hypothetical protein  rrnAC0802 rrnAC0802 176 25 3 3 0.9853 M VSIDLNNSQR T 2 1144.5836 1144.5839 0.0003 0 0.26 2.926 0.187 1117 1 15 18 2 0 1
Q5V3W3_HALMA 1 Hypothetical protein  rrnAC0802 rrnAC0802 176 25 3 3 0.9999 R YQQTGEAVTGETIAEEIDRNPGTVR N 3 2733.3205 2733.3267 0.0062 0 2.27 3.092 0.325 529.8 1 28 96 2 1 1
Q5V457_HALMA 1 Transcription antitermination protein NusG  nusG rrnAC0698 145 51.7 2 3 1 R ILDEIPHANGVVQGESSMAEVEHFLSPKPDVEGIAEGDIVELIAG A 5 5396.7126 5397.7217 1.0091 -1.0034 1.07 5.314 0.428 1482 1 76 400 2 1 1
Q5V457_HALMA 1 Transcription antitermination protein NusG  nusG rrnAC0698 145 51.7 2 3 0.9999 R IDEGKDQVTVELYEATVPIPVTVR G 3 2670.4116 2670.4146 0.003 0 1.12 2.915 0.335 393.3 1 26 92 2 1 1
Q5V457_HALMA 1 Transcription antitermination protein NusG  nusG rrnAC0698 145 51.7 2 3 0.9989 R IDEGKDQVTVELYEATVPIPVTVR G 3 2670.4116 2670.4129 0.0013 0 0.49 2.889 0.243 359.5 3 23 92 2 1 1
Q5V469_HALMA 1 Hypothetical protein  rrnAC0682 rrnAC0682 146 25.3 2 3 1 R VGLLSQVDASASATAQPQTPK Q 2 2068.08 2069.0835 1.0035 -1.0034 0.07 4.028 0.421 1324 1 23 40 2 0 1
Q5V469_HALMA 1 Hypothetical protein  rrnAC0682 rrnAC0682 146 25.3 2 3 1 R ANTGVPQPPVDEGEIR N 2 1677.8322 1677.8366 0.0044 0 2.62 2.455 0.354 277.9 1 15 30 2 0 1
Q5V469_HALMA 1 Hypothetical protein  rrnAC0682 rrnAC0682 146 25.3 2 3 1 R VGLLSQVDASASATAQPQTPK Q 2 2068.08 2068.0835 0.0035 0 1.69 3.974 0.466 1466 1 25 40 2 0 1
Q5V4A8_HALMA 1 Methylmalonyl-CoA mutase subunit alpha  mcmA1 rrnAC0637 560 5.5 3 3 0.9956 R SIEEQWVQR Q 2 1173.5778 1173.576 -0.0018 0 -1.53 2.479 0.048 1012 4 13 16 2 0 1
Q5V4A8_HALMA 1 Methylmalonyl-CoA mutase subunit alpha  mcmA1 rrnAC0637 560 5.5 3 3 1 R QYAGMGTATETNER F 2 1527.6623 1527.6647 0.0024 0 1.57 2.428 0.449 581.2 1 17 26 2 0 1
Q5V4E9_HALMA 1 Hypothetical protein  rrnAC0592 rrnAC0592 169 22.5 3 3 1 M STTLTFDESAAEFIIESFGK T 2 2192.0525 2192.052 -0.0005 0 -0.23 5.531 0.601 2932 1 26 38 1 0 1
Q5V4E9_HALMA 1 Hypothetical protein  rrnAC0592 rrnAC0592 169 22.5 3 3 0.9986 G SQLFLDDDFTTLVEHVKR R 4 2162.1008 2162.1033 0.0025 0 1.16 3.447 0.3 932.6 1 37 102 1 0 1
Q5V4E9_HALMA 1 Hypothetical protein  rrnAC0592 rrnAC0592 169 22.5 3 3 0.9958 G SQLFLDDDFTTLVEHVKR R 4 2162.1008 2163.1082 1.0074 -1.0034 1.87 3.296 0.344 928.8 2 33 102 1 0 1
Q5V4P0_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC0487 461 5 2 3 0.9988 R HYHNQYIPVDSHR K 4 1664.7808 1664.7823 0.0015 0 0.90 2.85 0.204 803.9 17 27 72 2 0 1
Q5V4P0_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC0487 461 5 2 3 1 R AQDLLANLFR N 2 1159.6349 1159.6254 -0.0095 0 -8.19 2.986 0.291 1329 1 15 18 2 0 1
Q5V4P0_HALMA 1 Sensor protein (EC 2.7.13.3)  htlD rrnAC0487 461 5 2 3 0.9999 R AQDLLANLFR N 2 1159.6349 1160.6254 0.9905 -1.0034 -11.08 3.75 0.213 1616 1 16 18 2 0 1
Q5V4S8_HALMA 1 Transcription regulator  rrnAC0440 rrnAC0440 180 18.3 3 3 0.9975 R ADVSQPLIAR I 2 1068.5927 1068.5854 -0.0073 0 -6.83 1.696 0.24 584.3 2 13 18 2 0 1
Q5V4S8_HALMA 1 Transcription regulator  rrnAC0440 rrnAC0440 180 18.3 3 3 1 R RNELGLTQSELAER A 3 1614.8325 1614.8346 0.0021 0 1.30 3.532 0.356 836.8 1 23 52 2 0 1
Q5V4W5_HALMA 1 Hypothetical protein  rrnAC0400 rrnAC0400 277 20.9 3 3 0.9889 M TVESDWDDWLPR A 2 1517.6786 1517.6795 0.0009 0 0.59 2.835 0.244 1493 1 18 22 2 0 1
Q5V4W5_HALMA 1 Hypothetical protein  rrnAC0400 rrnAC0400 277 20.9 3 3 1 K SSGGTTVFIDPYLGTGDPPR T 2 2035.9851 2035.9888 0.0037 0 1.82 3.048 0.352 476 2 17 38 2 0 1
Q5V523_HALMA 1 2-isopropylmalate synthase 2 (EC 2.3.3.13)  leuA2 rrnAC0329 344 13.4 2 3 1 R LVDAGYDPSEAEVR E 2 1519.7154 1519.7146 -0.0008 0 -0.53 3.252 0.324 552.2 2 13 26 2 0 1
Q5V523_HALMA 1 2-isopropylmalate synthase 2 (EC 2.3.3.13)  leuA2 rrnAC0329 344 13.4 2 3 1 K DIEAALDSGVDMVHTFVSTSDVQLQDSMHATR Q 3 3474.6031 3475.6516 1.0485 -1.0034 12.99 5.577 0.43 1244 1 37 124 2 0 1
Q5V523_HALMA 1 2-isopropylmalate synthase 2 (EC 2.3.3.13)  leuA2 rrnAC0329 344 13.4 2 3 1 R LVDAGYDPSEAEVR E 2 1519.7154 1519.7128 -0.0026 0 -1.71 3.463 0.467 1535 1 20 26 2 0 1
Q5V5A3_HALMA 1 2-haloalkanoic acid dehalogenase (EC 3.8.1.2)  hadL rrnAC0241 235 24.7 2 3 1 R SLAYTFLANQIDAYKPFYEMNR D 3 2654.2839 2654.2893 0.0054 0 2.03 3.28 0.483 1047 1 28 84 2 0 1
Q5V5A3_HALMA 1 2-haloalkanoic acid dehalogenase (EC 3.8.1.2)  hadL rrnAC0241 235 24.7 2 3 1 R DALQYAVDAHGVDITTEERDEILAVYHELDVFDDVR D 4 4130.9709 4130.9668 -0.0041 0 -0.99 6.096 0.471 1797 1 53 210 2 1 1
Q5V5A3_HALMA 1 2-haloalkanoic acid dehalogenase (EC 3.8.1.2)  hadL rrnAC0241 235 24.7 2 3 1 R SLAYTFLANQIDAYKPFYEMNR D 3 2654.2839 2654.2844 0.0005 0 0.19 3.758 0.511 1733 1 35 84 2 0 1
Q5V5C7_HALMA 1 Hypothetical protein  rrnAC0216 rrnAC0216 73 38.4 2 3 1 R NAEITYDFDDMEVDVPSK A 2 2102.9035 2103.9053 1.0018 -1.0034 -0.74 4.476 0.514 772.6 1 20 34 2 0 1 NAEITYDFDDM[147]EVDVPSK
Q5V5C7_HALMA 1 Hypothetical protein  rrnAC0216 rrnAC0216 73 38.4 2 3 1 R NAEITYDFDDMEVDVPSK A 2 2086.9041 2086.9092 0.0051 0 2.44 4.514 0.461 1472 1 26 34 2 0 1
Q5V5C7_HALMA 1 Hypothetical protein  rrnAC0216 rrnAC0216 73 38.4 2 3 0.9999 R VDGTLTITTR D 2 1075.5873 1075.5869 -0.0004 0 -0.37 2.352 0.313 736.8 1 15 18 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein  rrnAC0159 rrnAC0159 195 30.3 3 3 1 K QAMNGTDVANDSAVGQR V 2 1732.7798 1732.784 0.0042 0 2.42 4.405 0.566 1623 1 25 32 2 0 1
Q5V5H5_HALMA 1 Hypothetical protein  rrnAC0159 rrnAC0159 195 30.3 3 3 0.9961 K SGFKENQASEDRVTVDSGPFAGGATQHLSK I 4 3119.4908 3120.4976 1.0068 -1.0034 1.11 3.758 0.195 1125 4 42 174 2 2 1
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 0.9571 K EFAANSDLVR R 2 1120.5513 1120.5528 0.0015 0 1.34 1.714 0.158 259.7 86 10 18 2 0 1
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 1 R DLMGLLTLDHLDTAADDGR T 3 2040.9786 2041.985 1.0064 -1.0034 1.49 4.297 0.308 2554 1 37 72 2 0 1
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 1 R SQELMLVLEEAMR N 2 1547.7687 1547.7731 0.0044 0 2.84 3.809 0.469 2600 1 21 24 2 0 2 Q5V2K7_HALMA ; 
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 1 R SQELMLVLEEAMR N 2 1547.7687 1547.7783 0.0096 0 6.20 3.876 0.47 2376 1 20 24 2 0 2 Q5V2K7_HALMA ; 
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 1 R SQELMLVLEEAMR N 2 1547.7687 1547.7693 0.0006 0 0.39 3.913 0.317 1722 1 19 24 2 0 2 Q5V2K7_HALMA ; 
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 1 R SQELMLVLEEAMR N 2 1547.7687 1547.7716 0.0029 0 1.87 4.293 0.305 2400 1 20 24 2 0 2 Q5V2K7_HALMA ; 
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 0.9994 R SQELMLVLEEAMR N 2 1563.7681 1564.7854 1.0173 -1.0034 8.92 2.597 0.276 883.6 1 18 24 2 0 2 Q5V2K7_HALMA ; SQELMLVLEEAM[147]R
Q5V5H8_HALMA 1 MRNA 3'-end processing factor-like  epf2b rrnAC0155 638 8.6 4 3 1 R TPPIESSTVENVR N 2 1427.7256 1427.7261 0.0005 0 0.35 3.007 0.419 1053 1 17 24 2 0 1
Q5V5K3_HALMA 1 3-phosphoshikimate 1-carboxyvinyltransferase (EC 2.5.1.19)  aroA rrnAC0127 429 10 2 3 1 R AVLAAGYADGAVVHDPLVSADTK A 3 2239.1484 2239.1563 0.0079 0 3.53 3.062 0.307 923.7 1 32 88 2 0 1
Q5V5K3_HALMA 1 3-phosphoshikimate 1-carboxyvinyltransferase (EC 2.5.1.19)  aroA rrnAC0127 429 10 2 3 0.9999 R AVLAAGYADGAVVHDPLVSADTK A 3 2239.1484 2239.1514 0.003 0 1.34 2.732 0.292 1082 1 33 88 2 0 1
Q5V5K3_HALMA 1 3-phosphoshikimate 1-carboxyvinyltransferase (EC 2.5.1.19)  aroA rrnAC0127 429 10 2 3 0.9999 - MDITIAESTVEGTAQAPPSK S 2 2060.9981 2061.0047 0.0066 0 3.20 2.824 0.273 475.8 1 17 38 2 0 1 M[147]DITIAESTVEGTAQAPPSK
Q5V5L2_HALMA 1 Hypothetical protein  rrnAC0115 rrnAC0115 302 24.2 3 3 1 K YTDQLNEFDTFIQIEQGYAALMK Y 3 2737.2945 2738.303 1.0085 -1.0034 1.88 4.494 0.305 1179 1 29 88 2 0 1
Q5V5L2_HALMA 1 Hypothetical protein  rrnAC0115 rrnAC0115 302 24.2 3 3 0.9999 R GQTIDEEFRKPTDVQLAHFDVDDATEK Y 4 3103.4734 3103.4766 0.0032 0 1.03 3.43 0.241 861.5 1 39 156 2 1 1
Q5V5L2_HALMA 1 Hypothetical protein  rrnAC0115 rrnAC0115 302 24.2 3 3 0.9986 V TNTQITHIQIDNYGPWTVTPEPR R 3 2680.3245 2680.3311 0.0066 0 2.46 4.244 0.325 1385 1 32 88 1 0 1
Q5V5M0_HALMA 1 Glutaredoxin-like  rrnAC0107 rrnAC0107 85 69.4 2 3 0.9999 R GVPVLVDDDRGVTMAESDRILELIETTYAPEAQSA - 3 3759.8513 3761.8579 2.0066 -2.0067 -0.03 3.578 0.391 504.5 1 30 136 2 2 1
Q5V5M0_HALMA 1 Glutaredoxin-like  rrnAC0107 rrnAC0107 85 69.4 2 3 1 R GVPVLVDDDRGVTMAESDRILELIETTYAPEAQSA - 3 3759.8513 3761.8579 2.0066 -2.0067 -0.03 4.65 0.459 504.9 1 30 136 2 2 1
Q5V5M0_HALMA 1 Glutaredoxin-like  rrnAC0107 rrnAC0107 85 69.4 2 3 1 K VADRLDELGIEYDSVWVEALHSKR D 5 2799.4191 2800.4138 0.9947 -1.0034 -3.09 4.039 0.336 1864 1 48 184 2 1 1
Q5V5S9_HALMA 1 Signal recognition particle 19 kDa protein  srp19 rrnAC0041 112 25.9 2 3 1 K AVQQVGYDAVIER D 2 1446.7467 1446.7506 0.0039 0 2.70 2.681 0.392 1247 1 18 24 2 0 1
Q5V5S9_HALMA 1 Signal recognition particle 19 kDa protein  srp19 rrnAC0041 112 25.9 2 3 0.9991 K SDLLGAVAAYMQALRE - 2 1706.8661 1706.8682 0.0021 0 1.23 2.526 0.331 435.4 1 16 30 2 1 1
Q5V5S9_HALMA 1 Signal recognition particle 19 kDa protein  srp19 rrnAC0041 112 25.9 2 3 0.9848 K SDLLGAVAAYMQALRE - 3 1706.8661 1707.8673 1.0012 -1.0034 -1.26 2.475 0.241 420.7 30 22 60 2 1 1
Q5V640_HALMA 1 Hypothetical protein  pNG7317 pNG7317 243 22.2 3 3 0.9999 R HDDPVVVAPAVPVGVAEEHR A 3 2092.0701 2093.0781 1.008 -1.0034 2.22 3.627 0.275 598.8 1 29 76 2 0 1
Q5V640_HALMA 1 Hypothetical protein  pNG7317 pNG7317 243 22.2 3 3 1 R EGSAERGEMLLDLATESLVALLDEIADRPVGPRE - 4 3650.8461 3652.8606 2.0145 -2.0067 2.14 4.253 0.363 1807 1 46 198 2 2 1
Q5V640_HALMA 1 Hypothetical protein  pNG7317 pNG7317 243 22.2 3 3 0.9995 R GEMLLDLATESLVALLDEIADRPVGPRE - 3 3021.5692 3021.5645 -0.0047 0 -1.56 3.628 0.228 749.3 2 27 108 2 1 1
Q5V6H1_HALMA 1 Putative plasmid partitioning protein Soj  sojA pNG7175 281 17.8 2 3 0.9994 R DYEIETLEQFEELAAHLR Q 3 2205.0589 2205.0679 0.009 0 4.08 2.933 0.201 512 4 23 68 2 0 1
Q5V6H1_HALMA 1 Putative plasmid partitioning protein Soj  sojA pNG7175 281 17.8 2 3 1 K GQQSVAGLADLVTGLEDTLDINVGVLAAVPNR F 3 3204.699 3204.7007 0.0017 0 0.53 4.201 0.417 584.5 1 31 124 2 0 1
Q5V6U8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh10 pNG7032 343 17.5 3 3 0.9978 R IGDYVVEDPLVLGHESAGK V 3 1997.0105 1997.0176 0.0071 0 3.56 2.623 0.162 529 3 23 72 2 0 1
Q5V6U8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh10 pNG7032 343 17.5 3 3 1 R AAGATDIILTDVVK E 2 1385.7766 1385.7774 0.0008 0 0.58 3.403 0.534 1711 1 20 26 2 0 1
Q5V6U8_HALMA 1 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh10 pNG7032 343 17.5 3 3 0.9999 R RGSVGTGDTVLITGAGPIGLMVLEAAR A 3 2610.4163 2611.388 0.9717 -1.0034 -12.12 3.642 0.301 891 1 30 104 2 0 1
Q5V7W3_HALMA 1 Hypothetical protein  pNG4044 pNG4044 79 38 2 3 1 K RLDQLVDDGYLHER Q 3 1727.8591 1727.8606 0.0015 0 0.87 5.215 0.451 2900 1 31 52 2 0 1
Q5V7W3_HALMA 1 Hypothetical protein  pNG4044 pNG4044 79 38 2 3 1 R QVGANAIVYWLTDEGR V 2 1790.8951 1791.9054 1.0103 -1.0034 3.88 3.869 0.416 1837 1 24 30 2 0 1
Q5V7W3_HALMA 1 Hypothetical protein  pNG4044 pNG4044 79 38 2 3 1 K RLDQLVDDGYLHER Q 3 1727.8591 1727.8629 0.0038 0 2.20 4.462 0.351 2475 1 28 52 2 0 1
RS10_HALMAReview 1 30S ribosomal protein S10P (HmaS10)  rps10p rrnAC2405 103 22.3 2 3 0.9989 R LIDIDADER A 2 1058.5244 1059.5254 1.001 -1.0034 -2.22 2.803 0.178 657.1 2 14 16 2 0 1
RS10_HALMAReview 1 30S ribosomal protein S10P (HmaS10)  rps10p rrnAC2405 103 22.3 2 3 1 K TGVELSGPVPLPTK T 2 1393.7817 1393.7854 0.0037 0 2.65 2.955 0.365 1126 1 18 26 2 0 1
RS10_HALMAReview 1 30S ribosomal protein S10P (HmaS10)  rps10p rrnAC2405 103 22.3 2 3 1 K TGVELSGPVPLPTK T 2 1393.7817 1393.7805 -0.0012 0 -0.86 2.755 0.361 857.8 1 16 26 2 0 1
RS24_HALMAReview 1 30S ribosomal protein S24e (HS15) (E1.2)  rps24e rrnAC2488 102 45.1 3 3 1 R DSLAATLNKDAEEVVIHK L 3 1952.0214 1952.0207 -0.0007 0 -0.36 5.82 0.509 2102 1 37 68 2 1 1
RS24_HALMAReview 1 30S ribosomal protein S24e (HS15) (E1.2)  rps24e rrnAC2488 102 45.1 3 3 0.9947 R FEVVHDEATPSR L 2 1385.6575 1387.6654 2.0079 -2.0067 0.87 2.595 0.196 786.5 1 14 22 2 0 1
RS24_HALMAReview 1 30S ribosomal protein S24e (HS15) (E1.2)  rps24e rrnAC2488 102 45.1 3 3 0.9918 - MDIDIIEEDENPMLHR T 3 1968.8921 1968.8739 -0.0182 0 -9.24 3.253 0.038 666.2 4 25 60 2 0 1
Q5UX46_HALMA 0.9999 3-oxoacyl-[acyl-carrier protein] reductase  fabG2 rrnAC3483 232 15.5 2 3 1 R IVAMSSGLGAITESQSGGTPAYR I 2 2252.1107 2253.1055 0.9948 -1.0034 -3.80 3.158 0.417 554.9 1 15 44 2 0 1
Q5UX46_HALMA 0.9999 3-oxoacyl-[acyl-carrier protein] reductase  fabG2 rrnAC3483 232 15.5 2 3 1 R IVAMSSGLGAITESQSGGTPAYR I 2 2252.1107 2253.1128 1.0021 -1.0034 -0.56 4.915 0.592 2058 1 27 44 2 0 1
Q5UX46_HALMA 0.9999 3-oxoacyl-[acyl-carrier protein] reductase  fabG2 rrnAC3483 232 15.5 2 3 0.995 K YALPLLLAEAGGR I 2 1342.7609 1342.2053 -0.5556 1 330.96 2.484 0.318 887.1 1 17 24 2 0 1
Q5UYZ7_HALMA 0.9999 Mannose-1-phosphate guanylyltransferase  manC rrnAC2742 331 3.6 1 3 1 K DTGPALAYAAHR I 2 1241.6153 1241.6144 -0.0009 0 -0.72 3.451 0.409 739.5 1 16 22 2 0 1
Q5UYZ7_HALMA 0.9999 Mannose-1-phosphate guanylyltransferase  manC rrnAC2742 331 3.6 1 3 1 K DTGPALAYAAHR I 2 1241.6153 1241.6166 0.0013 0 1.05 2.927 0.437 769 1 15 22 2 0 1
Q5UYZ7_HALMA 0.9999 Mannose-1-phosphate guanylyltransferase  manC rrnAC2742 331 3.6 1 3 0.9951 K DTGPALAYAAHR I 3 1241.6153 1241.6157 0.0004 0 0.32 2.042 0.152 548.1 2 21 44 2 0 1
Q5UZF1_HALMA 0.9999 Hypothetical protein  rrnAC2554 rrnAC2554 167 28.7 2 3 0.9863 R NISSVPSLLDLAPVLDLHAVTVTVR A 3 2628.485 2628.4951 0.0101 0 3.84 3.12 0.024 433.8 1 28 96 2 0 1
Q5UZF1_HALMA 0.9999 Hypothetical protein  rrnAC2554 rrnAC2554 167 28.7 2 3 1 R AADESGIVSTVTSAIADHGISIR Q 3 2269.155 2269.1592 0.0042 0 1.85 4.017 0.573 1026 1 33 88 2 0 1
Q5UZF1_HALMA 0.9999 Hypothetical protein  rrnAC2554 rrnAC2554 167 28.7 2 3 1 R AADESGIVSTVTSAIADHGISIR Q 3 2269.155 2269.1565 0.0015 0 0.66 4.618 0.532 1124 1 35 88 2 0 1
Q5V160_HALMA 0.9999 Hypothetical protein  rrnAC1859 rrnAC1859 56 41.1 2 3 0.999 R LSCTSCDEPLATENDPDEVGKVR V 3 2477.105 2475.0857 -2.0193 2 -7.79 3.535 0.347 678.2 1 28 88 2 1 1
Q5V160_HALMA 0.9999 Hypothetical protein  rrnAC1859 rrnAC1859 56 41.1 2 3 0.9973 R LSCTSCDEPLATENDPDEVGK V 2 2221.9355 2219.9243 -2.0112 2 -5.04 2.98 0.289 863.2 1 21 40 2 0 1
Q5V160_HALMA 0.9999 Hypothetical protein  rrnAC1859 rrnAC1859 56 41.1 2 3 0.9917 R LSCTSCDEPLATENDPDEVGK V 2 2221.9355 2219.9175 -2.018 2 -8.10 2.879 0.229 614 1 18 40 2 0 1
Q5V489_HALMA 0.9999 N-acyl-L-amino acid amidohydrolase  ama rrnAC0659 423 4.3 2 3 1 R DAVQALATAVQNLHAIR R 3 1789.9799 1790.9749 0.995 -1.0034 -4.66 4.167 0.438 1288 1 32 64 2 0 1
Q5V489_HALMA 0.9999 N-acyl-L-amino acid amidohydrolase  ama rrnAC0659 423 4.3 2 3 0.9951 R DAVQALATAVQNLHAIR R 3 1789.9799 1790.9782 0.9983 -1.0034 -2.82 3.035 0.143 779.5 2 25 64 2 0 1
Q5V489_HALMA 0.9999 N-acyl-L-amino acid amidohydrolase  ama rrnAC0659 423 4.3 2 3 0.9887 R DAVQALATAVQNLHAIRR H 4 1946.081 1946.079 -0.002 0 -1.03 2.128 0.074 584.5 6 29 102 2 0 1
Q5V4A6_HALMA 0.9999 Acetyltransferase family  rrnAC0639 rrnAC0639 194 22.7 3 3 0.9995 K NREEVWLLDRIEEMGLDETAFR S 3 2720.3228 2721.3379 1.0151 -1.0034 4.32 3.478 0.284 1567 1 32 84 2 2 1
Q5V4A6_HALMA 0.9999 Acetyltransferase family  rrnAC0639 rrnAC0639 194 22.7 3 3 0.9719 K NREEVWLLDRIEEMGLDETAFR S 3 2720.3228 2721.3379 1.0151 -1.0034 4.32 3.107 0.113 1324 1 30 84 2 2 1
Q5V4A6_HALMA 0.9999 Acetyltransferase family  rrnAC0639 rrnAC0639 194 22.7 3 3 0.9957 K QENIQPDAVPLR V 2 1378.7205 1378.7226 0.0021 0 1.52 2.287 0.11 447 3 15 22 2 0 1
Q5V5V6_HALMA 0.9999 Glucose 1-dehydrogenase (EC 1.1.1.47)  ywfD1 rrnAC0011 236 19.9 2 3 1 R SSLEGGAGDGLYR A 2 1280.5997 1280.6007 0.001 0 0.78 2.689 0.409 1129 1 17 24 2 0 1
Q5V5V6_HALMA 0.9999 Glucose 1-dehydrogenase (EC 1.1.1.47)  ywfD1 rrnAC0011 236 19.9 2 3 0.9901 R ADFSDENDVADTIDAVVDEHGRLDYLLNIAGTWR G 4 3804.7867 3806.8111 2.0244 -2.0067 4.65 3.261 0.14 598.4 3 36 198 2 1 1
Q5V5V6_HALMA 0.9999 Glucose 1-dehydrogenase (EC 1.1.1.47)  ywfD1 rrnAC0011 236 19.9 2 3 1 R SSLEGGAGDGLYR A 2 1280.5997 1280.6015 0.0018 0 1.41 3.198 0.444 1337 1 19 24 2 0 1
Q5V6C4_HALMA 0.9999 Hypothetical protein  pNG7225 pNG7225 596 7.6 2 3 0.9948 R DGQEASLDALSEGELELIGFVAALAGR Q 3 2730.3712 2732.378 2.0068 -2.0067 0.04 2.995 0.163 1428 1 33 104 2 0 1
Q5V6C4_HALMA 0.9999 Hypothetical protein  pNG7225 pNG7225 596 7.6 2 3 0.9993 R ADLADRLDALGSELTALR A 3 1899.0061 1899.0082 0.0021 0 1.11 3.236 0.2 1209 1 27 68 2 1 1
Q5V6C4_HALMA 0.9999 Hypothetical protein  pNG7225 pNG7225 596 7.6 2 3 0.9912 R DGQEASLDALSEGELELIGFVAALAGR Q 3 2730.3712 2732.3994 2.0282 -2.0067 7.87 3.822 0.083 899.3 1 31 104 2 0 1
Q5UXK5_HALMA 0.9998 Heme biosynthesis protein  nirD rrnAC3307 345 7.8 2 3 0.9595 R DVADAVDADVSEVLSAIKR L 3 1972.0113 1971.9982 -0.0131 0 -6.64 2.644 0.016 566.5 6 25 72 2 0 1



Q5UXK5_HALMA 0.9998 Heme biosynthesis protein  nirD rrnAC3307 345 7.8 2 3 0.9999 R DVADAVDADVSEVLSAIKR L 3 1972.0113 1972.0175 0.0062 0 3.14 2.929 0.29 558.4 2 27 72 2 0 1

TRPE1_HALMAReview 0.9998 Anthranilate synthase component 1 1 (EC 4.1.3.27) (Anthranilatesynthase
component I 1)  trpE1 rrnAC0709 489 5.9 2 3 1 R VGAGVVHDSDPDREYQETLDK G 3 2329.0822 2329.0879 0.0057 0 2.45 4.349 0.414 507.4 1 26 80 2 1 1

TRPE1_HALMAReview 0.9998 Anthranilate synthase component 1 1 (EC 4.1.3.27) (Anthranilatesynthase
component I 1)  trpE1 rrnAC0709 489 5.9 2 3 0.9727 R ATLNIVIR T 2 898.56 898.5655 0.0055 0 6.12 1.77 0.077 519.4 5 11 14 2 0 1

Q5V132_HALMA 0.9997 LD-carboxypeptidase  ldc rrnAC1893 353 7.9 2 3 1 R VAVVAPASNAPESAR F 2 1437.7576 1437.7587 0.0011 0 0.77 2.368 0.385 551.3 1 17 28 2 0 1
Q5V132_HALMA 0.9997 LD-carboxypeptidase  ldc rrnAC1893 353 7.9 2 3 0.9619 R GLLERFDGVLVGR A 3 1429.8041 1429.8081 0.004 0 2.80 2.47 0.06 712 2 24 48 2 1 1
Q5V132_HALMA 0.9997 LD-carboxypeptidase  ldc rrnAC1893 353 7.9 2 3 1 R VAVVAPASNAPESAR F 2 1437.7576 1437.7454 -0.0122 0 -8.49 3.435 0.435 628.5 1 19 28 2 0 1
Q5V3L4_HALMA 0.9997 Hypothetical protein  rrnAC0913 rrnAC0913 258 10.1 1 3 1 K ATNELLSAVTASESAIYDALSNLEGR G 2 2694.3348 2695.335 1.0002 -1.0034 -1.17 4.038 0.529 1017 1 20 50 2 0 1
Q5V3L4_HALMA 0.9997 Hypothetical protein  rrnAC0913 rrnAC0913 258 10.1 1 3 1 K ATNELLSAVTASESAIYDALSNLEGR G 2 2694.3348 2694.3216 -0.0132 0 -4.90 3.906 0.535 873.3 1 19 50 2 0 1
Q5V3L4_HALMA 0.9997 Hypothetical protein  rrnAC0913 rrnAC0913 258 10.1 1 3 0.9653 K ATNELLSAVTASESAIYDALSNLEGR G 3 2694.3348 2695.3582 1.0234 -1.0034 7.44 2.555 0.105 670.6 2 24 100 2 0 1
Q5V267_HALMA 0.9995 Hypothetical protein  rrnAC1460 rrnAC1460 89 28.1 2 3 0.9999 K GVKEELEPVEER F 2 1412.7147 1412.7254 0.0107 0 7.57 3.57 0.342 873 1 16 22 2 1 1
Q5V267_HALMA 0.9995 Hypothetical protein  rrnAC1460 rrnAC1460 89 28.1 2 3 0.9447 K AEGEAEEAIADAR E 2 1330.6001 1329.6547 -0.9454 1 41.03 2.924 0.1 1713 1 20 24 2 0 1
Q5V267_HALMA 0.9995 Hypothetical protein  rrnAC1460 rrnAC1460 89 28.1 2 3 0.9998 K GVKEELEPVEER F 2 1412.7147 1412.7174 0.0027 0 1.91 3.375 0.286 1094 1 18 22 2 1 1
Q5V499_HALMA 0.9994 D-beta-hydroxybutyrate dehydrogenase  bdhA rrnAC0648 289 12.8 2 3 0.9999 R GISVDEVIDDVMLGQAR I 2 1815.9036 1817.9054 2.0018 -2.0067 -2.70 4.318 0.332 1816 1 21 32 2 0 1
Q5V499_HALMA 0.9994 D-beta-hydroxybutyrate dehydrogenase  bdhA rrnAC0648 289 12.8 2 3 0.9036 R GISVDEVIDDVMLGQAR I 3 1815.9036 1817.9181 2.0145 -2.0067 4.30 3.118 0.047 648.5 52 22 64 2 0 1
Q5V3R0_HALMA 0.9993 Transcription initiation factor IIE alpha subunit  tfeA rrnAC0861 176 21 2 3 1 M AFEELLEDPVIQKYLHELVGPK G 3 2566.3683 2566.3716 0.0033 0 1.29 4.75 0.471 912.6 1 34 84 2 1 1
Q5V3R0_HALMA 0.9993 Transcription initiation factor IIE alpha subunit  tfeA rrnAC0861 176 21 2 3 0.9997 M AFEELLEDPVIQKYLHELVGPK G 3 2566.3683 2566.3767 0.0084 0 3.27 4.513 0.445 942.5 1 34 84 2 1 1
Q5V3R0_HALMA 0.9993 Transcription initiation factor IIE alpha subunit  tfeA rrnAC0861 176 21 2 3 0.9007 R ALFILYENDLATYRR L 3 1856.9785 1857.9872 1.0087 -1.0034 2.88 1.8 0.091 547.2 1 22 56 2 0 1
Q5V371_HALMA 0.9992 Hypothetical protein  rrnAC1069 rrnAC1069 437 8 2 3 1 R YVFAAGDSENSSNDTEEK V 2 1961.8126 1962.8053 0.9927 -1.0034 -5.43 3.743 0.512 1449 1 23 34 2 0 1
Q5V371_HALMA 0.9992 Hypothetical protein  rrnAC1069 rrnAC1069 437 8 2 3 1 R YVFAAGDSENSSNDTEEK V 2 1961.8126 1962.8053 0.9927 -1.0034 -5.43 4.422 0.585 1074 1 21 34 2 0 1
Q5UX40_HALMA 0.9991 Bacterio-opsin activator-like protein  boa2 rrnAC3490 215 18.6 2 3 0.917 R LTFHAPDVDRVR A 3 1424.7524 1424.7682 0.0158 0 11.09 2.424 0.073 378.1 49 17 44 2 1 1
Q5UX40_HALMA 0.9991 Bacterio-opsin activator-like protein  boa2 rrnAC3490 215 18.6 2 3 0.9996 K GANAGDVATELDISVSTFAEHLAAAQTK L 3 2786.3722 2787.3682 0.996 -1.0034 -2.64 3.398 0.245 605.7 1 27 108 2 0 1
Q5UX40_HALMA 0.9991 Bacterio-opsin activator-like protein  boa2 rrnAC3490 215 18.6 2 3 0.997 K GANAGDVATELDISVSTFAEHLAAAQTK L 3 2786.3722 2786.3811 0.0089 0 3.19 3.082 0.106 508.8 1 26 108 2 0 1
Q5V4F0_HALMA 0.9991 Hypothetical protein  rrnAC0591 rrnAC0591 279 10.4 2 3 0.9681 K ILDINFRPNIDIR N 3 1597.894 1597.8953 0.0013 0 0.81 2.453 0.023 702.4 5 22 48 2 0 1
Q5V4F0_HALMA 0.9991 Hypothetical protein  rrnAC0591 rrnAC0591 279 10.4 2 3 0.9899 R ALINQKDIDRDEIHER K 4 1964.0075 1964.0104 0.0029 0 1.48 2.353 0.138 478.5 12 30 90 2 2 1
Q5V4F0_HALMA 0.9991 Hypothetical protein  rrnAC0591 rrnAC0591 279 10.4 2 3 0.9918 K ILDINFRPNIDIR N 3 1597.894 1597.8988 0.0048 0 3.00 2.041 0.117 666 1 22 48 2 0 1
Q5V3D1_HALMA 0.999 Hypothetical protein  rrnAC1006 rrnAC1006 71 47.9 2 3 1 R DIAEAILDAVDEAVEEE - 2 1829.8418 1829.8439 0.0021 0 1.15 3.856 0.519 737.8 1 16 32 2 0 1
Q5V3D1_HALMA 0.999 Hypothetical protein  rrnAC1006 rrnAC1006 71 47.9 2 3 1 R DIAEAILDAVDEAVEEE - 2 1829.8418 1829.8434 0.0016 0 0.87 3.426 0.321 848.8 1 17 32 2 0 1
Q5UXK2_HALMA 0.9982 Transcription regulator  rrnAC3310 rrnAC3310 270 9.6 2 3 1 R IYDVLNSLETYNLVR S 2 1810.9465 1810.9503 0.0038 0 2.10 3.646 0.561 2534 1 22 28 2 0 1
Q5UXK2_HALMA 0.9982 Transcription regulator  rrnAC3310 rrnAC3310 270 9.6 2 3 1 R IYDVLNSLETYNLVR S 2 1810.9465 1810.9453 -0.0012 0 -0.66 4.658 0.546 2898 1 24 28 2 0 1
Q5V443_HALMA 0.9982 Universal stress protein  usp6 rrnAC0716 288 14.9 2 3 0.9994 K AVETAITHGIPYQAILDAIEDTDADLVVIGTHGR T 4 3573.8315 3573.8557 0.0242 0 6.77 2.719 0.163 470.1 2 39 198 2 0 1
Q5V443_HALMA 0.9982 Universal stress protein  usp6 rrnAC0716 288 14.9 2 3 1 K AVETAITHGIPYQAILDAIEDTDADLVVIGTHGR T 4 3573.8315 3573.8391 0.0076 0 2.13 2.949 0.273 773.7 1 45 198 2 0 1
Q5V5I9_HALMA 0.997 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1)  sdhA2 rrnAC0141 607 11.4 2 3 1 R ELEASDGDETPEQLLADLGDLLWEHAGILR T 3 3304.6099 3305.6045 0.9946 -1.0034 -2.65 4.677 0.45 769.2 1 31 116 2 0 1
Q5V5I9_HALMA 0.997 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1)  sdhA2 rrnAC0141 607 11.4 2 3 1 R ELEASDGDETPEQLLADLGDLLWEHAGILR T 3 3304.6099 3305.6182 1.0083 -1.0034 1.50 4.981 0.421 985.4 1 33 116 2 0 1
Q5V5I9_HALMA 0.997 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1)  sdhA2 rrnAC0141 607 11.4 2 3 1 R ELEASDGDETPEQLLADLGDLLWEHAGILR T 3 3304.6099 3305.626 1.0161 -1.0034 3.86 5.037 0.405 832.6 1 32 116 2 0 1
Q5V5Y3_HALMA 0.997 Dihydropteroate synthase (EC 2.5.1.15)  folP2 pNG7379 799 8 2 3 1 R DKGQVAPSDAPLVTGTAGAALDAIQEITDTITVGSEAADVTATE S 3 4727.3083 4729.3037 1.9954 -2.0067 -2.39 4.994 0.442 707.3 1 41 188 2 1 1
Q5V5Y3_HALMA 0.997 Dihydropteroate synthase (EC 2.5.1.15)  folP2 pNG7379 799 8 2 3 1 R DKGQVAPSDAPLVTGTAGAALDAIQEITDTITVGSEAADVTATE S 3 4727.3083 4729.3062 1.9979 -2.0067 -1.86 4.833 0.544 782 1 36 188 2 1 1
Q5V5Y3_HALMA 0.997 Dihydropteroate synthase (EC 2.5.1.15)  folP2 pNG7379 799 8 2 3 1 R DKGQVAPSDAPLVTGTAGAALDAIQEITDTITVGSEAADVTATE S 3 4727.3083 4728.3111 1.0028 -1.0034 -0.12 6.162 0.451 638.3 1 39 188 2 1 1
Q5UW88_HALMA 0.9953 Sensor protein (EC 2.7.13.3)  oye rrnB0299 1971 5.1 4 3 0.9962 R ERLEQSNEELEQFAYAASHDLQEPLR T 3 3101.469 3103.4937 2.0247 -2.0067 5.80 3.31 0.213 727.4 1 27 100 2 1 1
Q5V3M5_HALMA 0.995 Hypothetical protein  rrnAC0900 rrnAC0900 61 11.5 1 3 0.9972 R SLSEFMR T 2 868.4113 868.413 0.0017 0 1.96 1.75 0.168 552.7 1 10 12 2 0 1
Q5V3M5_HALMA 0.995 Hypothetical protein  rrnAC0900 rrnAC0900 61 11.5 1 3 0.9984 R SLSEFMR T 2 868.4113 868.4111 -0.0002 0 -0.23 1.875 0.168 484.6 1 11 12 2 0 1
Q5UYJ9_HALMA 0.9922 Acetyltransferase-like  yvaI rrnAC2914 301 17.9 3 3 0.9821 R VSISDDTHVYSHDHDAVDQTHVDNYHTIIEDDVR L 5 3946.763 3947.7637 1.0007 -1.0034 -0.67 2.625 0.025 1027 1 52 264 2 0 1
Q5UXR5_HALMA 0.9868 UDP-glucose 6-dehydrogenase (EC 1.1.1.22)  ugd2 rrnAC3239 435 3.7 1 3 1 R IAVLGLAFKPGTDDIR N 3 1684.9512 1684.9518 0.0006 0 0.36 3.277 0.334 1755 1 30 60 2 0 1
Q5UXR5_HALMA 0.9868 UDP-glucose 6-dehydrogenase (EC 1.1.1.22)  ugd2 rrnAC3239 435 3.7 1 3 1 R IAVLGLAFKPGTDDIR N 3 1684.9512 1684.9501 -0.0011 0 -0.65 3.052 0.34 1064 1 25 60 2 0 1
Q5UXR5_HALMA 0.9868 UDP-glucose 6-dehydrogenase (EC 1.1.1.22)  ugd2 rrnAC3239 435 3.7 1 3 1 R IAVLGLAFKPGTDDIR N 3 1684.9512 1684.9538 0.0026 0 1.54 3.236 0.382 1200 1 28 60 2 0 1
Q5UYN9_HALMA 0.9868 Hypothetical protein  rrnAC2864 rrnAC2864 261 13.4 1 3 1 K HGLDLPAPFAALDTEAYLEYGADYAVQWAETTFEK M 3 3901.8363 3903.8482 2.0119 -2.0067 1.33 5.46 0.492 1781 1 40 136 2 0 1
Q5UYN9_HALMA 0.9868 Hypothetical protein  rrnAC2864 rrnAC2864 261 13.4 1 3 1 K HGLDLPAPFAALDTEAYLEYGADYAVQWAETTFEK M 3 3901.8363 3902.8367 1.0004 -1.0034 -0.76 4.329 0.39 1009 1 33 136 2 0 1
Q5UYN9_HALMA 0.9868 Hypothetical protein  rrnAC2864 rrnAC2864 261 13.4 1 3 1 K HGLDLPAPFAALDTEAYLEYGADYAVQWAETTFEK M 3 3901.8363 3902.8755 1.0392 -1.0034 9.19 5.225 0.479 996.4 1 32 136 2 0 1
Q5UYZ5_HALMA 0.9868 Hypothetical protein  rrnAC2744 rrnAC2744 314 3.2 1 3 1 R NVVTDEYQGR F 2 1179.552 1179.5531 0.0011 0 0.93 2.725 0.415 709.9 1 14 18 2 0 1
Q5UYZ5_HALMA 0.9868 Hypothetical protein  rrnAC2744 rrnAC2744 314 3.2 1 3 1 R NVVTDEYQGR F 2 1179.552 1179.5532 0.0012 0 1.02 3.063 0.309 1077 1 17 18 2 0 1
Q5UYZ5_HALMA 0.9868 Hypothetical protein  rrnAC2744 rrnAC2744 314 3.2 1 3 1 R NVVTDEYQGR F 2 1179.552 1179.5525 0.0005 0 0.42 2.578 0.402 829 1 15 18 2 0 1
Q5UZR1_HALMA 0.9868 DNA-directed RNA polymerase subunit H (EC 2.7.7.6)  rpoH rrnAC2432 75 41.3 1 3 1 M VDVSQHDLVPDHSVVDEDDLEAVLTEYEIKK T 4 3535.7206 3535.7276 0.007 0 1.98 6.324 0.56 2297 1 55 180 2 0 1
Q5UZR1_HALMA 0.9868 DNA-directed RNA polymerase subunit H (EC 2.7.7.6)  rpoH rrnAC2432 75 41.3 1 3 1 M VDVSQHDLVPDHSVVDEDDLEAVLTEYEIKK T 4 3535.7206 3535.7366 0.016 0 4.53 5.346 0.438 2156 1 51 180 2 0 1
Q5UZR1_HALMA 0.9868 DNA-directed RNA polymerase subunit H (EC 2.7.7.6)  rpoH rrnAC2432 75 41.3 1 3 1 M VDVSQHDLVPDHSVVDEDDLEAVLTEYEIKK T 4 3535.7206 3537.731 2.0104 -2.0067 1.05 6.513 0.444 3092 1 58 180 2 0 1
Q5V059_HALMA 0.9868 Hypothetical protein  rrnAC2265 rrnAC2265 224 7.1 1 3 0.9919 R IPADLVYEFIDEMSER V 2 1925.9081 1927.0465 1.1384 -1.0034 70.12 2.7 0.115 632.4 1 15 30 2 0 1
Q5V059_HALMA 0.9868 Hypothetical protein  rrnAC2265 rrnAC2265 224 7.1 1 3 1 R IPADLVYEFIDEMSER V 2 1925.9081 1927.0476 1.1395 -1.0034 70.69 4.772 0.603 1401 1 22 30 2 0 1
Q5V059_HALMA 0.9868 Hypothetical protein  rrnAC2265 rrnAC2265 224 7.1 1 3 1 R IPADLVYEFIDEMSER V 2 1925.9081 1927.042 1.1339 -1.0034 67.79 4.175 0.368 1524 1 22 30 2 0 1
Q5V409_HALMA 0.9868 Hypothetical protein  rrnAC0752 rrnAC0752 97 16.5 1 3 1 K GLPTTDEQQEQAVMDR A 2 1816.8261 1816.8253 -0.0008 0 -0.44 3.776 0.503 721.7 1 19 30 2 0 1
Q5V409_HALMA 0.9868 Hypothetical protein  rrnAC0752 rrnAC0752 97 16.5 1 3 1 K GLPTTDEQQEQAVMDR A 2 1816.8261 1816.8169 -0.0092 0 -5.06 3.865 0.485 990.3 1 22 30 2 0 1
Q5V409_HALMA 0.9868 Hypothetical protein  rrnAC0752 rrnAC0752 97 16.5 1 3 1 K GLPTTDEQQEQAVMDR A 2 1816.8261 1816.8135 -0.0126 0 -6.94 3.75 0.426 804.9 1 20 30 2 0 1
Q5V3F6_HALMA 0.9855 Hypothetical protein  rrnAC0977 rrnAC0977 162 22.2 1 3 0.9999 R LGPEADEHALEPGDYVALPAGEESAHEIEAGESELR L 4 3786.7496 3787.771 1.0214 -1.0034 4.77 4.554 0.282 1330 1 50 210 2 0 1
Q5V3F6_HALMA 0.9855 Hypothetical protein  rrnAC0977 rrnAC0977 162 22.2 1 3 0.9999 R LGPEADEHALEPGDYVALPAGEESAHEIEAGESELR L 4 3786.7496 3788.771 2.0214 -2.0067 3.88 4.389 0.283 934 2 44 210 2 0 1
Q5V3F6_HALMA 0.9855 Hypothetical protein  rrnAC0977 rrnAC0977 162 22.2 1 3 0.9999 R LGPEADEHALEPGDYVALPAGEESAHEIEAGESELR L 4 3786.7496 3788.771 2.0214 -2.0067 3.88 4.806 0.276 673.7 2 41 210 2 0 1
Q5V4S3_HALMA 0.9765 Cytidine deaminase (EC 3.5.4.5)  cdd rrnAC0446 128 7 1 3 0.9992 - MEDLLDAAR D 2 1032.491 1032.4911 0.0001 0 0.10 3.448 0.173 1108 3 15 16 2 0 1
Q5V4S3_HALMA 0.9765 Cytidine deaminase (EC 3.5.4.5)  cdd rrnAC0446 128 7 1 3 0.9989 - MEDLLDAAR D 2 1032.491 1032.4914 0.0004 0 0.39 3.1 0.294 1145 1 15 16 2 0 1
Q5V4S3_HALMA 0.9765 Cytidine deaminase (EC 3.5.4.5)  cdd rrnAC0446 128 7 1 3 0.9978 - MEDLLDAAR D 2 1032.491 1032.4934 0.0024 0 2.32 2.792 0.27 1186 1 15 16 2 0 1
CAAL_HALMAReview 1 Carboxylate-amine ligase rrnAC0866 (EC 6.3.-.-)  rrnAC0866 rrnAC0866 359 10 2 2 1 - MDATGSAEHFTR M 2 1321.5721 1321.5708 -0.0013 0 -0.98 2.839 0.438 283.1 1 15 22 2 0 1
CAAL_HALMAReview 1 Carboxylate-amine ligase rrnAC0866 (EC 6.3.-.-)  rrnAC0866 rrnAC0866 359 10 2 2 1 R DALVDHAEANGFGIAAAGLHPLAK W 3 2357.2128 2357.2219 0.0091 0 3.86 5.025 0.385 991.3 1 33 92 2 0 1
COBB_HALMAReview 1 Probable cobyrinic acid A,C-diamide synthase  cobB rrnAC1102 439 11.6 2 2 1 K AGMESVAATALGFAQYADR I 3 1927.9098 1927.9096 -0.0002 0 -0.10 4.42 0.411 2021 1 34 72 2 0 1
COBB_HALMAReview 1 Probable cobyrinic acid A,C-diamide synthase  cobB rrnAC1102 439 11.6 2 2 1 R GDGIDGEHDGLTEYSTIGTYCHCHGESGAFDR L 4 3398.384 3396.3716 -2.0124 2 -3.65 4.421 0.436 581.4 1 41 186 2 0 1

DCD_HALMAReview 1 Probable deoxycytidine triphosphate deaminase (EC 3.5.4.13)
(dCTPdeaminase)  dcd rrnAC1776 195 19 2 2 0.9999 - MILSDADILR R 2 1145.6114 1145.6054 -0.006 0 -5.24 2.591 0.266 1039 1 16 18 2 0 1

DCD_HALMAReview 1 Probable deoxycytidine triphosphate deaminase (EC 3.5.4.13)
(dCTPdeaminase)  dcd rrnAC1776 195 19 2 2 1 R RLEQGDLVVEPLDDPDIQIQPASVDLR L 3 3029.5669 3029.5725 0.0056 0 1.85 5.152 0.451 716.1 1 32 104 2 0 1

KCY_HALMAReview 1 Cytidylate kinase (EC 2.7.4.14) (CK) (Cytidine monophosphate kinase)(CMP
kinase)  cmk rrnAC3343 192 22.4 2 2 1 K SLADALNYEHVSGGDIFR S 3 1962.9435 1962.9494 0.0059 0 3.01 3.254 0.379 920.7 1 32 68 2 0 1

KCY_HALMAReview 1 Cytidylate kinase (EC 2.7.4.14) (CK) (Cytidine monophosphate kinase)(CMP
kinase)  cmk rrnAC3343 192 22.4 2 2 0.9994 R WDPQGVLSVTLHAVESYSPDGDEGK A 3 2685.2558 2686.2681 1.0123 -1.0034 3.33 2.66 0.282 823.2 1 34 96 2 0 1

PPNK_HALMAReview 1 Probable inorganic polyphosphate\ATP-NAD kinase (EC
2.7.1.23)(Poly(P)\ATP NAD kinase)  ppnK rrnAC3391 283 19.4 2 2 0.9999 R LAGPPLDFFTALDKLA - 2 1687.9185 1687.9253 0.0068 0 4.03 3.138 0.436 626.6 1 17 30 2 1 1

PPNK_HALMAReview 1 Probable inorganic polyphosphate\ATP-NAD kinase (EC
2.7.1.23)(Poly(P)\ATP NAD kinase)  ppnK rrnAC3391 283 19.4 2 2 1 R GAGSTPILGVNLGEVGFLNAIAPEEAVETVVAEVEHIQK T 3 3957.0735 3957.1006 0.0271 0 6.85 6.095 0.362 2747 1 49 152 2 0 1

Q5UW79_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB1 rrnB0309 389 10.8 2 2 1 R VAGSGASANNIAVAER D 2 1485.7535 1485.7613 0.0078 0 5.25 3.308 0.301 760.9 2 16 30 2 0 1
Q5UW79_HALMA 1 3-ketoacyl-CoA thiolase (EC 2.3.1.9)  acaB1 rrnB0309 389 10.8 2 2 0.9999 R GHPIGATGLLQALEAYEQLTGGAGDR A 3 2594.3088 2594.3167 0.0079 0 3.05 2.821 0.285 1016 1 30 100 2 0 1
Q5UWF3_HALMA 1 Hypothetical protein  rrnB0220 rrnB0220 239 24.7 2 2 1 R YQQVLPTEPAHAEFDGLAELYFETLEDLHEALGSPGSR D 4 4229.0229 4230.0205 0.9976 -1.0034 -1.36 4.77 0.4 575.8 1 48 222 2 0 1
Q5UWF3_HALMA 1 Hypothetical protein  rrnB0220 rrnB0220 239 24.7 2 2 1 R IIGEEIVQKDEVDGDTDGLYK H 2 2335.1431 2336.1453 1.0022 -1.0034 -0.49 3.997 0.502 1583 1 23 40 2 1 1
Q5UWH6_HALMA 1 Universal stress protein 1  usp1 rrnB0192 294 10.5 2 2 0.9992 R ILLGSVTER V 2 986.576 986.5785 0.0025 0 2.53 2.221 0.162 852.5 1 14 16 2 0 1
Q5UWH6_HALMA 1 Universal stress protein 1  usp1 rrnB0192 294 10.5 2 2 0.9999 R ATDATLHLLHVVETGGLGPDAR S 3 2242.1706 2242.1795 0.0089 0 3.97 3.694 0.232 983.9 2 28 84 2 0 1
Q5UXB6_HALMA 1 Hypothetical protein  rrnAC3406 rrnAC3406 163 17.2 2 2 0.9999 R AAETEATALYR F 2 1194.588 1194.5878 -0.0002 0 -0.17 2.574 0.267 833.3 1 16 20 2 0 1
Q5UXB6_HALMA 1 Hypothetical protein  rrnAC3406 rrnAC3406 163 17.2 2 2 0.9984 R AIEGQIDTSWKPDVFER A 3 1989.9796 1989.9828 0.0032 0 1.61 2.429 0.171 294.8 1 23 64 2 0 1
Q5UY62_HALMA 1 Hypothetical protein  rrnAC3074 rrnAC3074 320 8.8 2 2 1 R HYITLPGYMEQFIER L 3 1895.924 1895.9185 -0.0055 0 -2.90 3.12 0.383 1472 1 24 56 2 0 1
Q5UY62_HALMA 1 Hypothetical protein  rrnAC3074 rrnAC3074 320 8.8 2 2 0.9985 K LLALDGALDESTK V 2 1344.7136 1345.7254 1.0118 -1.0034 6.28 2.914 0.194 1367 2 18 24 2 0 1
Q5UYQ5_HALMA 1 Holliday junction resolvase  hjr rrnAC2847 172 12.8 1 2 1 K SSAGDPIYLTGEEVEALLFFAR N 2 2384.19 2384.1985 0.0085 0 3.57 4.66 0.54 1975 1 25 42 2 0 1
Q5UYQ5_HALMA 1 Holliday junction resolvase  hjr rrnAC2847 172 12.8 1 2 1 K SSAGDPIYLTGEEVEALLFFAR N 3 2384.19 2384.1968 0.0068 0 2.85 3.684 0.284 923.2 1 27 84 2 0 1
Q5UYU0_HALMA 1 Hypothetical protein  rrnAC2807 rrnAC2807 236 11.4 2 2 0.9978 K QLGLGSSLADLR T 2 1228.6775 1228.6254 -0.0521 0 -42.40 1.999 0.213 272.7 4 13 22 2 0 1
Q5UYU0_HALMA 1 Hypothetical protein  rrnAC2807 rrnAC2807 236 11.4 2 2 1 - MLDDAFGQMVLDFHR G 3 1793.8229 1794.8183 0.9954 -1.0034 -4.43 3.661 0.317 1008 1 30 56 2 0 1
Q5UYZ3_HALMA 1 Hypothetical protein  rrnAC2746 rrnAC2746 142 35.2 2 2 1 R FSVGDEAFGAAVDIEGASAELVHLDAGNVR L 3 3015.4574 3016.448 0.9906 -1.0034 -4.23 3.766 0.478 1009 1 35 116 2 0 1
Q5UYZ3_HALMA 1 Hypothetical protein  rrnAC2746 rrnAC2746 142 35.2 2 2 0.9996 M ATDIDATGHHFGIIVSNLDR A 3 2151.0709 2151.0742 0.0033 0 1.53 4.42 0.359 1918 1 35 76 2 0 1
Q5UZI8_HALMA 1 Potassium channel-related protein  pchB rrnAC2512 407 17.7 3 2 1 R AALPEAVETLVR A 2 1267.7136 1267.7167 0.0031 0 2.45 2.091 0.411 565 1 16 22 2 0 1
Q5UZI8_HALMA 1 Potassium channel-related protein  pchB rrnAC2512 407 17.7 3 2 1 R TTVYPDSDLAGTTIGDAEVK T 2 2051.9899 2051.0264 -0.9635 1 17.79 4.35 0.456 1287 1 24 38 2 0 1
Q5UZN3_HALMA 1 Sterol carrier protein  scp2 rrnAC2463 136 27.2 2 2 0.9999 R RQDTIAEMVAAAQNVDTEFEH - 3 2374.0859 2374.0779 -0.008 0 -3.37 3.461 0.245 1347 1 32 80 2 0 1
Q5UZN3_HALMA 1 Sterol carrier protein  scp2 rrnAC2463 136 27.2 2 2 0.9991 M TVTLPTEADDWAAAWR D 2 1801.8635 1801.8654 0.0019 0 1.05 2.707 0.454 840.5 1 21 30 2 0 1
Q5V081_HALMA 1 Quinolinate phosphoribosyl transferase (EC 2.4.2.19)  rrnAC2241 rrnAC2241 387 7 2 2 1 R DGPADAESLLEPLIR D 2 1594.8202 1594.8281 0.0079 0 4.95 2.859 0.392 892.9 1 16 28 2 0 1
Q5V081_HALMA 1 Quinolinate phosphoribosyl transferase (EC 2.4.2.19)  rrnAC2241 rrnAC2241 387 7 2 2 0.9987 R HVHPSISAMVER S 3 1361.6874 1361.6897 0.0023 0 1.69 3.322 0.075 2170 1 28 44 2 0 1
Q5V0E0_HALMA 1 Aminopeptidase  pepB4 rrnAC2170 442 16.3 3 2 1 R NHVDGVLPPTGSVGTADAPIGEIPAIGVASETGAR L 3 3324.695 3326.5803 1.8853 -1.0034 265.27 5.886 0.383 843.1 1 43 136 2 0 1
Q5V0E0_HALMA 1 Aminopeptidase  pepB4 rrnAC2170 442 16.3 3 2 0.9999 K ATSQNVHAELGPDTDER L 3 1838.8395 1838.839 -0.0005 0 -0.27 3.13 0.248 646.2 2 24 64 2 0 1



Q5V0X7_HALMA 1 LPS glycosyltransferase  lpg1 rrnAC1958 359 8.1 2 2 1 K GLSYLLYALSK L 2 1226.691 1226.6957 0.0047 0 3.83 3.558 0.366 1509 1 16 20 2 0 1
Q5V0X7_HALMA 1 LPS glycosyltransferase  lpg1 rrnAC1958 359 8.1 2 2 1 K SSHDVEWISTFHSLSADR N 3 2072.9552 2072.9627 0.0075 0 3.62 3.499 0.416 742.2 1 26 68 2 0 1
Q5V184_HALMA 1 DNA polymerase B elongation subunit (EC 2.7.7.7)  polB1 rrnAC1831 1388 2.4 2 2 1 R VFDFQPYFYAPTDSVTEDGLR Q 2 2466.1379 2466.1294 -0.0085 0 -3.45 3.111 0.369 408.8 1 14 40 2 0 1
Q5V184_HALMA 1 DNA polymerase B elongation subunit (EC 2.7.7.7)  polB1 rrnAC1831 1388 2.4 2 2 1 K KLDNYDTDTAQVR G 2 1537.7372 1537.7379 0.0007 0 0.46 3.085 0.407 1190 1 16 24 2 0 1
Q5V1B8_HALMA 1 Hypothetical protein  rrnAC1793 rrnAC1793 249 15.3 2 2 1 R GEAFDYLLGER T 2 1268.6037 1268.6074 0.0037 0 2.92 2.852 0.409 1879 1 18 20 2 0 1
Q5V1B8_HALMA 1 Hypothetical protein  rrnAC1793 rrnAC1793 249 15.3 2 2 0.9999 R DLRGDPDAQQDAIDTFDADSALTDAER T 3 2920.2958 2920.2886 -0.0072 0 -2.47 3.745 0.305 673.5 1 28 104 2 1 1
Q5V1P3_HALMA 1 DNA topoisomerase I (EC 5.99.1.2)  topA rrnAC1645 1364 2.1 2 2 1 R RFFATVAEAATWEHLR V 3 1903.9693 1903.9407 -0.0286 0 -15.02 3.4 0.322 905.6 3 23 60 2 0 1
Q5V1P3_HALMA 1 DNA topoisomerase I (EC 5.99.1.2)  topA rrnAC1645 1364 2.1 2 2 1 R LIQTMEDKGLGTK C 2 1432.7595 1432.7609 0.0014 0 0.98 3.6 0.457 929.8 1 18 24 2 1 1
Q5V2I4_HALMA 1 Hypothetical protein  rrnAC1336 rrnAC1336 141 14.2 2 2 1 K DLIGLDALYITK V 2 1333.7493 1333.7617 0.0124 0 9.30 3.821 0.465 1771 1 19 22 2 0 1
Q5V2I4_HALMA 1 Hypothetical protein  rrnAC1336 rrnAC1336 141 14.2 2 2 0.9992 K DILQVLTR N 2 956.5655 956.5655 0 0 0.00 2.085 0.178 874.7 1 12 14 2 0 1
Q5V2P2_HALMA 1 Transcription regulator AsnC family  asnC2 rrnAC1269 142 22.5 1 2 1 R AMDGDSLADVIEDKILALDGVTAAHPSFLQER L 4 3396.6871 3396.6934 0.0063 0 1.85 4.785 0.494 939.6 1 51 186 2 1 1
Q5V2P2_HALMA 1 Transcription regulator AsnC family  asnC2 rrnAC1269 142 22.5 1 2 1 R AMDGDSLADVIEDKILALDGVTAAHPSFLQER L 4 3412.6865 3412.6514 -0.0351 0 -10.29 5.386 0.395 975.3 1 52 186 2 1 1 AM[147]DGDSLADVIEDKILALDGVTAAHPSFLQER
Q5V3E1_HALMA 1 Hypothetical protein  rrnAC0994 rrnAC0994 239 21.3 2 2 1 R YYETGSIACPDCGSIHSVGIDEHTEHTDAPATLDLTPVR S 4 4169.8946 4169.8726 -0.022 0 -5.28 4.093 0.266 777.8 1 41 228 2 0 1
Q5V3E1_HALMA 1 Hypothetical protein  rrnAC0994 rrnAC0994 239 21.3 2 2 0.9998 R TYLDANSEPTAR Q 2 1336.6259 1336.6254 -0.0005 0 -0.37 2.342 0.278 542.9 3 14 22 2 0 1
Q5V3Q7_HALMA 1 Archaeal nucleolar protein-like  nop56\58 rrnAC0864 280 8.6 2 2 1 K HGVIFTHEYVR G 3 1356.6938 1356.6957 0.0019 0 1.40 3.819 0.248 782.5 2 20 40 2 0 1
Q5V3Q7_HALMA 1 Archaeal nucleolar protein-like  nop56\58 rrnAC0864 280 8.6 2 2 1 R LISLAGGLEALAK K 2 1254.7547 1254.7564 0.0017 0 1.35 3.34 0.409 1888 1 22 24 2 0 1
Q5V4B6_HALMA 1 TRNA and rRNA cytosine-C5-methylases  sun rrnAC0628 318 8.8 2 2 1 R LGATTVAVTHEDGRNHSLKPFDGEGYDR A 4 3041.4591 3042.4724 1.0133 -1.0034 3.27 3.977 0.39 1019 2 36 162 2 1 1
Q5V4B6_HALMA 1 TRNA and rRNA cytosine-C5-methylases  sun rrnAC0628 318 8.8 2 2 0.9972 R LGATTVAVTHEDGR N 3 1425.7212 1425.7226 0.0014 0 0.98 2.663 0.121 1037 2 26 52 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like  hcp9 rrnAC0510 297 13.8 2 2 1 R TDTDTATVTAGVEGNGGK F 2 1692.7802 1692.7798 -0.0004 0 -0.24 4.976 0.423 1573 1 24 34 2 0 1
Q5V4M1_HALMA 1 Halocyanin-like  hcp9 rrnAC0510 297 13.8 2 2 1 R WDWTGHGGQQNIVALDGTFDSGR T 3 2516.1469 2516.1363 -0.0106 0 -4.21 4.258 0.309 1456 1 33 88 2 0 1
Q5V5P9_HALMA 1 Cytochrome P450 (EC 1.14.14.1) (EC 1.6.2.4)  cyc rrnAC0073 445 6.1 2 2 1 R TLDEVLDDIIEVR E 2 1528.7984 1528.8034 0.005 0 3.27 3.162 0.372 2192 1 20 24 2 0 1
Q5V5P9_HALMA 1 Cytochrome P450 (EC 1.14.14.1) (EC 1.6.2.4)  cyc rrnAC0073 445 6.1 2 2 1 R ELDYLEWVIQEAMR L 2 1793.8658 1793.8745 0.0087 0 4.85 3.016 0.401 2005 1 19 26 2 0 1
Q5V639_HALMA 1 Formate dehydrogenase alpha subunit  fdhG pNG7318 1103 9.1 3 2 1 R VPDLHDPQPETPVTHEFETGTANDPDVGTDTDDPTTLTVDGER V 4 4630.0743 4631.0908 1.0165 -1.0034 2.84 5.217 0.44 2029 1 59 252 2 0 1
Q5V639_HALMA 1 Formate dehydrogenase alpha subunit  fdhG pNG7318 1103 9.1 3 2 0.9999 R INEDIGEADAYLISGSNTTESHPVLATR I 3 2972.4363 2974.4492 2.0129 -2.0067 2.09 4.632 0.268 835.2 1 32 108 2 0 1
Q5V6K4_HALMA 1 Hypothetical protein  pNG7138 pNG7138 144 18.8 2 2 0.9997 R EGIETETLAGLEHVEIPIIDIFERPLR E 4 3088.6444 3088.6489 0.0045 0 1.46 2.899 0.162 1146 1 42 156 2 0 1
Q5V6K4_HALMA 1 Hypothetical protein  pNG7138 pNG7138 144 18.8 2 2 1 R EGIETETLAGLEHVEIPIIDIFERPLR E 3 3088.6444 3088.6665 0.0221 0 7.16 5.299 0.519 1022 1 35 104 2 0 1
Q5V865_HALMA 1 Hypothetical protein  pNG1009 pNG1009 287 8.4 2 2 1 K VNPEVVDPSDYVTR A 2 1588.7733 1588.775 0.0017 0 1.07 3.046 0.322 656.4 1 16 26 2 0 1
Q5V865_HALMA 1 Hypothetical protein  pNG1009 pNG1009 287 8.4 2 2 0.9999 R AVSGVVFNKR H 2 1075.6138 1075.6129 -0.0009 0 -0.84 2.735 0.218 628.5 1 13 18 2 0 1
Y1612_HALMAReview 1 Uncharacterized protein rrnAC1612  rrnAC1612 rrnAC1612 281 7.8 1 2 1 K LVDAPTTGFDVVAADLDAALSR D 3 2216.1324 2216.1419 0.0095 0 4.29 3.958 0.354 1520 1 32 84 2 0 1
Y1612_HALMAReview 1 Uncharacterized protein rrnAC1612  rrnAC1612 rrnAC1612 281 7.8 1 2 1 K LVDAPTTGFDVVAADLDAALSR D 2 2216.1324 2216.1409 0.0085 0 3.84 5.584 0.561 1962 1 27 42 2 0 1
Q5UWF6_HALMA 0.9999 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs2 rrnB0217 666 7.1 3 2 0.9909 K HGIADFEELHRR T 3 1478.7378 1478.2881 -0.4497 0 -304.11 2.263 0.135 446.5 20 17 44 2 0 1
Q5UWF6_HALMA 0.9999 Acyl-coenzyme A synthetases (EC 6.2.1.1)  acs2 rrnB0217 666 7.1 3 2 1 K GIVHTHAGGLVQPAK E 3 1483.8259 1483.8266 0.0007 0 0.47 3.828 0.318 1244 2 30 56 2 0 1
Q5UWI0_HALMA 0.9999 Hypothetical protein  rrnB0188 rrnB0188 406 15.8 2 2 1 K LNAATGPAAVALPLGGVSVLDVEGKDFYDPEADAALFDAIHK H 4 4237.1583 4238.1714 1.0131 -1.0034 2.30 5.833 0.464 1096 1 52 246 2 1 1
Q5UWI0_HALMA 0.9999 Hypothetical protein  rrnB0188 rrnB0188 406 15.8 2 2 0.9932 K HIDPAVELFEMEAPINDEAFAR A 3 2513.1896 2513.1917 0.0021 0 0.84 3.03 0.073 891.8 2 26 84 2 0 1
Q5UZL8_HALMA 0.9999 Acyl-CoA thioester hydrolase  act rrnAC2480 146 24 2 2 0.9894 R VDFERPIPIGDTALIDSYAYATGR T 3 2639.3231 2641.3281 2.005 -2.0067 -0.64 2.643 0.153 936 1 26 92 2 0 1
Q5UZL8_HALMA 0.9999 Acyl-CoA thioester hydrolase  act rrnAC2480 146 24 2 2 0.9982 M PTIAETHIINR E 3 1263.6935 1263.6913 -0.0022 0 -1.74 2.952 0.343 680.3 1 18 40 2 0 1
Q5V0A2_HALMA 0.9999 RecJ-like exonuclease  recJ4 rrnAC2217 363 9.6 2 2 1 R SDDLADLSYWSEPEEYIEAVR D 2 2486.1125 2487.1253 1.0128 -1.0034 3.80 3.63 0.434 959.6 1 20 40 2 0 1
Q5V0A2_HALMA 0.9999 RecJ-like exonuclease  recJ4 rrnAC2217 363 9.6 2 2 0.9892 R RLPEEEEEGVDTDR - 3 1672.754 1672.7565 0.0025 0 1.49 2.984 0.035 819.2 4 22 52 2 0 1
Q5V0S3_HALMA 0.9999 Hypothetical protein  rrnAC2021 rrnAC2021 158 29.7 2 2 0.9974 R TLGTEHFAANYFELEPGDSFSGSLHR H 4 2881.3307 2881.3357 0.005 0 1.74 2.604 0.172 747.9 14 34 150 2 0 1
Q5V0S3_HALMA 0.9999 Hypothetical protein  rrnAC2021 rrnAC2021 158 29.7 2 2 0.9994 R VIGWAFGAPGATHDWDAIESR A 3 2255.0759 2255.084 0.0081 0 3.59 2.678 0.205 746.5 1 29 80 2 0 1
Q5V1M9_HALMA 0.9999 Oxidoreductase aldo\keto reductase family  yafB-3 rrnAC1660 253 15 2 2 0.9999 K IAAHQVEFHPLFWR E 4 1749.9103 1749.9053 -0.005 0 -2.86 3.105 0.225 687.2 2 29 78 2 0 1
Q5V1M9_HALMA 0.9999 Oxidoreductase aldo\keto reductase family  yafB-3 rrnAC1660 253 15 2 2 0.9939 R ESLLTDAQKHDYPLVAYAPLAGGR V 4 2584.3285 2584.3301 0.0016 0 0.62 2.492 0.11 843.9 3 36 138 2 1 1
Q5V286_HALMA 0.9999 Hypothetical protein  rrnAC1439 rrnAC1439 165 27.3 2 2 1 R TSGILGVAESALEFALAASEEAHPNEYMGFLR G 3 3379.6394 3380.6524 1.013 -1.0034 2.86 4.696 0.352 560.6 1 30 124 2 0 1
Q5V286_HALMA 0.9999 Hypothetical protein  rrnAC1439 rrnAC1439 165 27.3 2 2 0.9947 R GDVHIIVGYPYGR D 3 1444.7463 1444.7482 0.0019 0 1.32 2.421 0.095 697.6 1 22 48 2 0 1
Q5V2W4_HALMA 0.9999 Hypothetical protein  rrnAC1189 rrnAC1189 170 18.2 2 2 1 R ENVAFAEIVER L 2 1275.6459 1275.6515 0.0056 0 4.39 2.624 0.314 981.1 1 15 20 2 0 1
Q5V2W4_HALMA 0.9999 Hypothetical protein  rrnAC1189 rrnAC1189 170 18.2 2 2 0.9876 R IALFQSAAEAPASQSESHSK Q 3 2058.0018 2058.0039 0.0021 0 1.02 2.384 0.078 799.6 1 28 76 2 0 1
Q5UZN8_HALMA 0.9998 Thioredoxin  trxA1 rrnAC2458 115 30.4 2 2 0.9995 R RADGFVPAEDLIEFVER G 3 1961.9847 1961.9881 0.0034 0 1.73 2.774 0.196 902.2 1 25 64 2 0 1
Q5UZN8_HALMA 0.9998 Thioredoxin  trxA1 rrnAC2458 115 30.4 2 2 0.9839 R DELDDVLATADHVLVMVR T 3 2010.0092 2011.0153 1.0061 -1.0034 1.37 2.532 0.118 800 1 29 68 2 0 1

Q5V294_HALMA 0.9998 Phosphoribosylaminoimidazole carboxylase ATP binding subunit(EC 4.1.1.21)  purK rrnAC1431 381 21.3 3 2 0.9974 R VAEETGTPVHPAPETLR T 3 1802.9162 1802.9171 0.0009 0 0.50 2.887 0.105 617.8 1 22 64 2 0 1

Q5V294_HALMA 0.9998 Phosphoribosylaminoimidazole carboxylase ATP binding subunit(EC 4.1.1.21)  purK rrnAC1431 381 21.3 3 2 0.9947 K MGHVTLTDDDRDGLLADAR D 3 2069.98 2069.9824 0.0024 0 1.16 2.686 0.152 1360 1 32 72 2 1 1

Q5V6B6_HALMA 0.9998 Endoribonuclease L-PSP  ern1 pNG7235 126 18.3 2 2 1 R SAVEVANLPK G 2 1026.5709 1026.5708 -0.0001 0 -0.10 2.563 0.387 1274 1 15 18 2 0 1
Q5V6B6_HALMA 0.9998 Endoribonuclease L-PSP  ern1 pNG7235 126 18.3 2 2 0.9753 K GVGVEIEAIATND - 2 1286.6354 1286.6411 0.0057 0 4.43 1.756 0.157 311.5 16 12 24 2 0 1
Q5UZW3_HALMA 0.9997 GTP-binding protein  gbp4 rrnAC2374 331 10.3 2 2 0.9676 R FDVPVLTIANK S 2 1215.6863 1215.6853 -0.001 0 -0.82 1.648 0.146 333.8 12 12 20 2 0 1
Q5UZW3_HALMA 0.9997 GTP-binding protein  gbp4 rrnAC2374 331 10.3 2 2 1 R IADVVEEVEDDLAAISTAHNALK D 3 2422.2227 2423.2669 1.0442 -1.0034 16.86 3.64 0.365 636.9 2 30 88 2 0 1
Q5V0B2_HALMA 0.9997 Chemotaxis protein CheA (EC 2.7.3.-)  cheA3 rrnAC2205 662 8.2 3 2 0.9997 R TILTEISDPLMHILR N 3 1750.9651 1750.9667 0.0016 0 0.91 2.892 0.211 571.6 2 25 56 2 0 1
Q5V0B2_HALMA 0.9997 Chemotaxis protein CheA (EC 2.7.3.-)  cheA3 rrnAC2205 662 8.2 3 2 0.9764 K GNFGAMGFDNAADLAHAMEDLLDEMR Q 3 2810.2098 2811.2129 1.0031 -1.0034 -0.09 2.543 0.114 562.3 1 27 100 2 0 1
Q5V516_HALMA 0.9997 Hypothetical protein  rrnAC0338 rrnAC0338 246 10.6 1 2 0.9649 R ADLHDLYDVLAEVTTLTADHPEDIVR V 4 2920.4454 2920.4531 0.0077 0 2.64 2.803 0.007 930.6 6 34 150 2 0 1
Q5V516_HALMA 0.9997 Hypothetical protein  rrnAC0338 rrnAC0338 246 10.6 1 2 0.9999 R ADLHDLYDVLAEVTTLTADHPEDIVR V 3 2920.4454 2920.4527 0.0073 0 2.50 3.454 0.27 1189 1 29 100 2 0 1
Q5V5M9_HALMA 0.9997 N5N10-methylenetetrahydromethanopterin reductase  mer3 rrnAC0097 324 4.9 1 2 0.962 R TDDIEIGSAILNVFSR S 3 1748.8945 1748.4682 -0.4263 0 -243.75 2.101 0.115 432.9 86 20 60 2 0 1
Q5V5M9_HALMA 0.9997 N5N10-methylenetetrahydromethanopterin reductase  mer3 rrnAC0097 324 4.9 1 2 1 R TDDIEIGSAILNVFSR S 2 1748.8945 1749.8966 1.0021 -1.0034 -0.71 4.182 0.461 1835 1 20 30 2 0 1
Q5V3D2_HALMA 0.9996 Inositol-1-monophosphatase (EC 3.1.3.25)  suhB1 rrnAC1004 279 19 2 2 0.9803 R QAGGTVTDLDGEPWTHDSDSVVASNGEAHEAFVAAGNEALRG - 4 4365.9646 4367.9756 2.011 -2.0067 0.98 3.142 0.069 869.8 1 44 252 2 1 1
Q5V3D2_HALMA 0.9996 Inositol-1-monophosphatase (EC 3.1.3.25)  suhB1 rrnAC1004 279 19 2 2 0.9988 D PIDGTANYVR G 2 1104.5563 1104.5583 0.002 0 1.81 2.946 0.348 609 1 15 18 1 0 1
Q5UYH5_HALMA 0.9995 Hypothetical protein  rrnAC2943 rrnAC2943 55 98.2 2 2 0.9992 K RFYLVACDNCGAAIGSGVAGAM - 2 2144.9805 2142.9502 -2.0303 2 -14.13 4.393 0.225 806.2 1 22 42 2 0 1
Q5UWF8_HALMA 0.9993 Bacterial luciferase family monooxygenase  rrnB0214 rrnB0214 334 12.6 2 2 0.9118 R TTLGMAIGSNVSEFDAFGIPDDERAER L 3 2897.3501 2899.3582 2.0081 -2.0067 0.48 2.868 0.106 517.1 3 25 104 2 1 1
Q5UWF8_HALMA 0.9993 Bacterial luciferase family monooxygenase  rrnB0214 rrnB0214 334 12.6 2 2 1 R LAEDIATVDQISGGR T 2 1543.7842 1544.0854 0.3012 0 195.10 3.954 0.364 1803 1 21 28 2 0 1
CDC69_HALMAReview 0.9992 Cell division control protein 6 homolog 9 (CDC6 homolog 9)  cdc6-9 pNG5027 408 5.4 2 2 1 R LALLAVISK A 2 926.6164 926.6255 0.0091 0 9.82 2.533 0.337 781.7 1 14 16 2 0 1
Q5UZP6_HALMA 0.9992 Phosphomethylpyrimidine kinase (EC 2.7.4.7)  thiD rrnAC2449 461 11.7 2 2 1 R GMTIAGATPYAETPDAVAAVEGR I 2 2247.0841 2247.0835 -0.0006 0 -0.27 4.614 0.48 1849 1 30 44 2 0 1
Q5UXT3_HALMA 0.9988 Hypothetical protein  rrnAC3217 rrnAC3217 425 20.5 3 2 0.9837 R MLDSGRPFVIEVMEPR K 3 1874.9382 1874.9408 0.0026 0 1.39 2.993 0.038 884.1 10 26 60 2 0 1
Q5UXT3_HALMA 0.9988 Hypothetical protein  rrnAC3217 rrnAC3217 425 20.5 3 2 0.9926 R IGDLTGAEVEFGRPAVQLTLDLATDEVETHVNSAFVYGR Y 4 4189.0967 4190.1333 1.0366 -1.0034 7.94 3.253 0.083 972.5 1 43 228 2 0 1
Q5V0G5_HALMA 0.9986 Transcription regulator  rrnAC2144 rrnAC2144 353 15.6 2 2 1 R LDEIDALGLTRPELFTLWGTANELER V 3 2971.5291 2971.5342 0.0051 0 1.72 3.635 0.377 516.6 2 23 100 2 0 1
Q5UX35_HALMA 0.9984 Acetyl-coA acetyltransferase (EC 2.3.1.9)  yqeF rrnAC3497 387 7.5 2 2 1 R SAIALGSAAVEGLLNR T 2 1540.8573 1540.8623 0.005 0 3.24 3.401 0.488 2846 1 25 30 2 0 1
Q5V2B2_HALMA 0.9983 GTP-binding protein Drg  drg rrnAC1411 369 10 2 2 0.9875 M GLEEEIQELEDEIASTPYNK S 3 2306.0801 2306.0906 0.0105 0 4.55 3.037 0.285 874.1 1 28 76 2 0 1
Q5V2L3_HALMA 0.9983 Transcription regulator  rrnAC1303 rrnAC1303 124 27.4 2 2 1 K VLSDSLEDLQEK G 2 1374.6878 1374.6886 0.0008 0 0.58 2.868 0.315 677.3 1 16 22 2 0 1
Q5UX71_HALMA 0.9982 Chloromuconate cycloisomerase  ykfB3 rrnAC3455 345 14.2 3 2 1 R DLAEQAPDQPAAR M 2 1380.6633 1380.6654 0.0021 0 1.52 2.647 0.318 627.5 1 15 24 2 0 1

NADM_HALMAReview 0.9981
Nicotinamide-nucleotide adenylyltransferase (EC 2.7.7.1)
(NAD(+)pyrophosphorylase) (NAD(+) diphosphorylase) (NMN
adenylyltransferase)

 rrnAC1913 rrnAC1913 188 9.6 2 2 1 R VPASVVEVIEEIHGIK R 3 1717.9614 1717.9643 0.0029 0 1.69 3.243 0.292 486.9 1 26 60 2 0 1

Q5UZ53_HALMA 0.9981 Glutamate carboxypeptidase (EC 3.4.17.11)  gltCP rrnAC2674 353 4.2 2 2 0.9933 R DLLEAVVR I 2 913.5233 914.5277 1.0044 -1.0034 1.15 2.547 0.113 954.2 5 12 14 2 0 1
Q5UZ53_HALMA 0.9981 Glutamate carboxypeptidase (EC 3.4.17.11)  gltCP rrnAC2674 353 4.2 2 2 0.972 R EADTEARDLLEAVVR I 3 1685.8584 1685.8583 -0.0001 0 -0.06 2.413 0.117 647.7 8 23 56 2 1 1
Q5UXS1_HALMA 0.9977 Acyl-coenzyme A synthetase (EC 6.2.1.1)  acs3 rrnAC3230 652 4.9 2 2 1 R EAAELLDWEKPFETVLR G 3 2045.0469 2046.0683 1.0214 -1.0034 8.83 3.117 0.398 1306 1 28 64 2 0 1
Q5UYC2_HALMA 0.9977 3-oxoacyl-[acyl-carrier protein] reductase (EC 1.1.1.100)  fabG6 rrnAC3004 254 11.4 2 2 0.9999 R EGGKPTHELVEAETDR T 3 1766.8435 1766.8427 -0.0008 0 -0.45 3.351 0.254 1002 1 27 60 2 0 1
Q5UY01_HALMA 0.9971 Adenylate kinase  adk rrnAC3145 187 29.4 3 2 0.9987 K ALREENGPAAIAER S 3 1495.7743 1495.7736 -0.0007 0 -0.47 2.988 0.198 727.9 4 23 52 2 1 1
Q5V205_HALMA 0.997 Cell division control protein 48  cdc48d rrnAC1527 741 3.8 2 2 1 R RVVAQLLTMMDGLESR G 3 1817.9491 1818.9616 1.0125 -1.0034 5.03 3.116 0.36 853.6 1 21 60 2 0 1
Q5V205_HALMA 0.997 Cell division control protein 48  cdc48d rrnAC1527 741 3.8 2 2 1 R RVVAQLLTMMDGLESR G 3 1817.9491 1818.9534 1.0043 -1.0034 0.52 3.756 0.373 1183 1 25 60 2 0 1
Q5V029_HALMA 0.9969 Acetoin utilization protein  aup rrnAC2299 335 10.4 2 2 0.9995 R DYDPDLLLISAGFDAHEHDPISR M 4 2595.2241 2595.2268 0.0027 0 1.04 2.586 0.309 383.1 66 32 132 2 0 1
Q5UYI8_HALMA 0.9966 Glucose-fructose oxidoreductase  gfo1 rrnAC2929 327 10.4 2 2 0.9772 K QGVTLMEAFMYQFHPR T 3 1953.9229 1953.9081 -0.0148 0 -7.57 2.579 0.059 517.2 12 21 60 2 0 1
Q5UYI8_HALMA 0.9966 Glucose-fructose oxidoreductase  gfo1 rrnAC2929 327 10.4 2 2 0.9839 R DIVENELGEVHTVDASFK F 3 2000.9691 2002.973 2.0039 -2.0067 -1.40 2.679 0.113 528.4 1 27 68 2 0 1
Q5V3T8_HALMA 0.9949 Deoxyribodipyrimidine photolyase (EC 4.1.99.3)  phrB1 rrnAC0832 465 11 3 2 0.9917 R EAVQNAVLHEPGEITTNDGD P 2 2107.9658 2108.9654 0.9996 -1.0034 -1.78 3.195 0.387 444 2 14 38 1 0 1
Q5V3T8_HALMA 0.9949 Deoxyribodipyrimidine photolyase (EC 4.1.99.3)  phrB1 rrnAC0832 465 11 3 2 0.9297 R VAFMLDALDSLREWYR D 3 1983.9876 1985.4682 1.4806 -1.0034 240.55 2.34 0.113 422 1 23 60 2 1 1
Q5V3P8_HALMA 0.9948 Putative haloacid dehalogenase-like hydrolase  rrnAC0875 rrnAC0875 134 32.1 2 2 0.9755 R LALAEGLPHSVPVGVCSLNAEEACR A 3 2534.2621 2532.2464 -2.0157 2 -6.20 2.961 0.182 1070 1 34 96 2 0 1
Q5V3P8_HALMA 0.9948 Putative haloacid dehalogenase-like hydrolase  rrnAC0875 rrnAC0875 134 32.1 2 2 0.9759 R AALDVHDLDSYVGPVVGR D 3 1881.9584 1881.9622 0.0038 0 2.02 3.03 0.052 506.1 54 20 68 2 0 1
Q5V462_HALMA 0.9941 Aspartate aminotransferase (EC 2.6.1.1)  aspC4 rrnAC0691 372 7 3 2 0.9983 R ANFIGADISFVPVDEHNR L 3 1999.9752 1999.9835 0.0083 0 4.15 2.627 0.171 519.8 3 24 68 2 0 1
Q5UW87_HALMA 0.9895 HoxA-like transcriptional regulator  hlx2 rrnB0301 298 13.4 2 2 0.9954 K VLTDALSELQEHDIIDRTEVSQQPLR V 3 3004.5465 3005.502 0.9555 -1.0034 -15.93 3.806 0.165 921.8 1 31 100 2 1 1
Q5V1H1_HALMA 0.9892 Hypothetical protein  rrnAC1728 rrnAC1728 305 6.6 2 2 0.9931 R IGQLWVR A 2 870.5075 870.509 0.0015 0 1.72 2.141 0.015 996.5 1 11 12 2 0 1
Q5V6A3_HALMA 0.9886 N-carbamoyl-L-amino acid amidohydrolase (EC 3.5.1.-)  amaB pNG7248 410 15.4 3 2 0.9961 R SYDDAVVDAAVEQIREEVAHAAER E 4 2642.2572 2642.2649 0.0077 0 2.91 2.584 0.176 412.8 10 34 138 2 1 1
KHSE_HALMAReview 0.9868 Homoserine kinase (EC 2.7.1.39) (HSK) (HK)  thrB rrnAC3348 291 9.3 1 2 1 R APATSANLGSGFDVFGVALERPADVVR L 3 2715.398 2716.418 1.02 -1.0034 6.13 4.31 0.447 726.6 1 32 104 2 0 1
KHSE_HALMAReview 0.9868 Homoserine kinase (EC 2.7.1.39) (HSK) (HK)  thrB rrnAC3348 291 9.3 1 2 1 R APATSANLGSGFDVFGVALERPADVVR L 3 2715.398 2715.398 0 0 0.00 4.037 0.5 500 1 27 104 2 0 1
PTH_HALMAReview 0.9868 Peptidyl-tRNA hydrolase (EC 3.1.1.29) (PTH)  pth rrnAC1774 112 31.2 1 2 0.9916 R DAGHTQLDPGTVTALAVGPAEDELVDRVTGDLPLF - 3 3588.7947 3589.8081 1.0134 -1.0034 2.80 3.091 0.182 465.6 1 29 136 2 1 1
PTH_HALMAReview 0.9868 Peptidyl-tRNA hydrolase (EC 3.1.1.29) (PTH)  pth rrnAC1774 112 31.2 1 2 1 R DAGHTQLDPGTVTALAVGPAEDELVDRVTGDLPLF - 3 3588.7947 3589.7959 1.0012 -1.0034 -0.60 4.617 0.406 986.8 1 39 136 2 1 1
Q5UXP3_HALMA 0.9868 Putative molybdenum-binding protein  rrnAC3264 rrnAC3264 242 8.7 1 2 1 R ADTVTLNAPSEAPESTGTSAR N 2 2073.9814 2074.98 0.9986 -1.0034 -2.29 3.481 0.487 452.3 1 16 40 2 0 1
Q5UXP3_HALMA 0.9868 Putative molybdenum-binding protein  rrnAC3264 rrnAC3264 242 8.7 1 2 1 R ADTVTLNAPSEAPESTGTSAR N 2 2073.9814 2074.9854 1.004 -1.0034 0.31 4.555 0.485 743.5 1 21 40 2 0 1
Q5UXU4_HALMA 0.9868 PRC-barrel domain posible photosystem reaction centre subunit H  rrnAC3205 rrnAC3205 79 46.8 1 2 1 K DVMGTDGAEIGSLYNITMDFSSGALHNLVIDPAESLR N 3 3907.8608 3907.9092 0.0484 0 12.39 5.002 0.53 1361 1 40 144 2 0 1
Q5UXU4_HALMA 0.9868 PRC-barrel domain posible photosystem reaction centre subunit H  rrnAC3205 rrnAC3205 79 46.8 1 2 1 K DVMGTDGAEIGSLYNITMDFSSGALHNLVIDPAESLR N 3 3907.8608 3907.8758 0.015 0 3.84 5.849 0.533 1000 1 38 144 2 0 1
Q5UYA5_HALMA 0.9868 Putative cobalamin biosynthesis protein  cbiX rrnAC3023 257 10.5 1 2 0.9999 R GGLAYTDTLGDHPLVTEAVATAVETAR T 3 2727.3715 2727.3682 -0.0033 0 -1.21 3.392 0.232 740.3 1 29 104 2 0 1
Q5UYA5_HALMA 0.9868 Putative cobalamin biosynthesis protein  cbiX rrnAC3023 257 10.5 1 2 1 R GGLAYTDTLGDHPLVTEAVATAVETAR T 3 2727.3715 2727.3836 0.0121 0 4.44 5.101 0.505 1092 1 32 104 2 0 1



Q5UYB0_HALMA 0.9868 Protporphyrin IX magnesium chelatase  hmcA rrnAC3018 719 3.6 1 2 0.9996 R TAVGDSGAPDVDAPSVDTDGGSASGR A 2 2360.0364 2362.0296 1.9932 -2.0067 -5.72 3.27 0.294 677.7 1 20 50 2 0 1
Q5UYB0_HALMA 0.9868 Protporphyrin IX magnesium chelatase  hmcA rrnAC3018 719 3.6 1 2 1 R TAVGDSGAPDVDAPSVDTDGGSASGR A 2 2360.0364 2361.0594 1.023 -1.0034 8.33 4.927 0.516 792.1 1 22 50 2 0 1
Q5UYB4_HALMA 0.9868 Tup1 like transcriptional repressor  tup1 rrnAC3013 421 3.6 1 2 0.9963 R FLLPFVASLATDGDR C 2 1620.8511 1620.8551 0.004 0 2.47 2.129 0.137 528.2 1 14 28 2 0 1
Q5UYB4_HALMA 0.9868 Tup1 like transcriptional repressor  tup1 rrnAC3013 421 3.6 1 2 1 R FLLPFVASLATDGDR C 2 1620.8511 1620.856 0.0049 0 3.02 4.198 0.51 2043 1 26 28 2 0 1
Q5UYK6_HALMA 0.9868 UDP-glucose 4-epimerase  galE6 rrnAC2904 297 7.4 1 2 0.9999 R DLFSEVDPDAVVHWAALPAPER H 3 2433.1964 2434.1782 0.9818 -1.0034 -8.86 2.721 0.341 587.7 1 26 84 2 0 1
Q5UYK6_HALMA 0.9868 UDP-glucose 4-epimerase  galE6 rrnAC2904 297 7.4 1 2 1 R DLFSEVDPDAVVHWAALPAPER H 3 2433.1964 2434.208 1.0116 -1.0034 3.39 3.609 0.391 613.3 1 25 84 2 0 1
Q5UYR9_HALMA 0.9868 DNA-directed RNA polymerase subunit E''  rpoE'' rrnAC2830 65 50.8 1 2 0.9995 R VQSAEIESQCEACGGTALTEDWAGYVVIAHPER S 3 3518.6082 3517.586 -1.0222 1 -6.31 3.851 0.331 1224 1 39 128 2 0 1
Q5UYR9_HALMA 0.9868 DNA-directed RNA polymerase subunit E''  rpoE'' rrnAC2830 65 50.8 1 2 1 R VQSAEIESQCEACGGTALTEDWAGYVVIAHPER S 3 3518.6082 3516.607 -2.0012 2 -0.34 4.758 0.432 1581 1 43 128 2 0 1
Q5UYY5_HALMA 0.9868 Hypothetical protein  rrnAC2754 rrnAC2754 138 10.9 1 2 1 K HTNDIEHEQYVLAGR Y 3 1780.8492 1780.8521 0.0029 0 1.63 3.686 0.433 1245 1 28 56 2 0 1
Q5UYY5_HALMA 0.9868 Hypothetical protein  rrnAC2754 rrnAC2754 138 10.9 1 2 0.9676 K HTNDIEHEQYVLAGR Y 3 1780.8492 1782.8692 2.02 -2.0067 7.47 3.025 0.035 715.3 1 27 56 2 0 1
Q5UYZ4_HALMA 0.9868 Hypothetical protein  rrnAC2745 rrnAC2745 204 9.8 1 2 1 R TYETDEGEVNVSIRPESISK V 3 2252.0808 2252.0923 0.0115 0 5.11 3.883 0.427 956 1 28 76 2 0 1
Q5UZ30_HALMA 0.9868 Hypothetical protein  rrnAC2705 rrnAC2705 242 12 1 2 1 R QPTPSEGGTGDVAANLDAASALLAETVHR F 3 2847.3998 2849.408 2.0082 -2.0067 0.53 4.655 0.478 1445 1 35 112 2 0 1
Q5UZ30_HALMA 0.9868 Hypothetical protein  rrnAC2705 rrnAC2705 242 12 1 2 1 R QPTPSEGGTGDVAANLDAASALLAETVHR F 3 2847.3998 2849.408 2.0082 -2.0067 0.53 4.953 0.507 1857 1 38 112 2 0 1
Q5UZ95_HALMA 0.9868 CHEA histidine kinase  cheA2 rrnAC2623 214 9.8 1 2 1 K EGSGTVAENLGQLTGLDATVR T 2 2087.0494 2087.0584 0.009 0 4.31 4.767 0.508 2774 1 27 40 2 0 1
Q5UZ95_HALMA 0.9868 CHEA histidine kinase  cheA2 rrnAC2623 214 9.8 1 2 1 K EGSGTVAENLGQLTGLDATVR T 2 2087.0494 2087.0515 0.0021 0 1.01 3.572 0.491 1892 1 26 40 2 0 1
Q5UZV2_HALMA 0.9868 Hypothetical protein  rrnAC2386 rrnAC2386 244 8.2 1 2 1 R KDNDNIYDIVQEEYREPLSK E 3 2467.1867 2467.1919 0.0052 0 2.11 5.847 0.507 1312 1 34 76 2 1 1
Q5UZV2_HALMA 0.9868 Hypothetical protein  rrnAC2386 rrnAC2386 244 8.2 1 2 0.9998 R KDNDNIYDIVQEEYREPLSK E 3 2467.1867 2467.1895 0.0028 0 1.13 4.205 0.206 691.4 1 26 76 2 1 1
Q5UZY0_HALMA 0.9868 Transcription regulator  rrnAC2354 rrnAC2354 350 5.4 1 2 1 R AVQADDDTTTIEGTVVETK Q 2 1991.9535 1991.9654 0.0119 0 5.97 4.321 0.417 1347 1 24 36 2 0 1
Q5UZY0_HALMA 0.9868 Transcription regulator  rrnAC2354 rrnAC2354 350 5.4 1 2 1 R AVQADDDTTTIEGTVVETK Q 2 1991.9535 1991.9549 0.0014 0 0.70 3.806 0.434 1246 1 25 36 2 0 1
Q5V0L2_HALMA 0.9868 Hypothetical protein  rrnAC2088 rrnAC2088 303 7.3 1 2 1 R LVDTLEFLAALVHPDLFETPPR D 3 2492.3315 2492.3333 0.0018 0 0.72 4.983 0.494 2111 1 40 84 2 0 1
Q5V0L2_HALMA 0.9868 Hypothetical protein  rrnAC2088 rrnAC2088 303 7.3 1 2 1 R LVDTLEFLAALVHPDLFETPPR D 3 2492.3315 2493.3377 1.0062 -1.0034 1.14 4.661 0.387 1933 1 36 84 2 0 1
Q5V0M9_HALMA 0.9868 Putative light-and oxygen-sensing transcription regulator  boa rrnAC2070 526 1.9 1 2 1 R KLLEEVFENW - 2 1305.6605 1305.6654 0.0049 0 3.75 2.795 0.329 1335 1 16 18 2 0 1
Q5V0M9_HALMA 0.9868 Putative light-and oxygen-sensing transcription regulator  boa rrnAC2070 526 1.9 1 2 1 R KLLEEVFENW - 2 1305.6605 1305.6564 -0.0041 0 -3.14 3.028 0.281 1452 1 17 18 2 0 1
Q5V0W6_HALMA 0.9868 Hypothetical protein  rrnAC1970 rrnAC1970 376 5.3 1 2 1 R YGLGVWTGGLAADMFGAASK E 2 1970.956 1970.9574 0.0014 0 0.71 6.319 0.494 2234 1 29 38 2 0 1
Q5V0W6_HALMA 0.9868 Hypothetical protein  rrnAC1970 rrnAC1970 376 5.3 1 2 1 R YGLGVWTGGLAADMFGAASK E 2 1970.956 1970.9562 0.0002 0 0.10 5.907 0.499 2400 1 31 38 2 0 1
Q5V1E2_HALMA 0.9868 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA2 rrnAC1762 323 8.7 1 2 1 R AVDGADALIVDAGTQVTAEVIEAADSLK V 3 2741.3971 2742.4038 1.0067 -1.0034 1.22 4.078 0.383 1426 1 31 108 2 0 1
Q5V1E2_HALMA 0.9868 D-3-phosphoglycerate dehydrogenase (EC 1.1.1.95)  serA2 rrnAC1762 323 8.7 1 2 1 R AVDGADALIVDAGTQVTAEVIEAADSLK V 3 2741.3971 2741.397 -0.0001 0 -0.04 6.508 0.566 2951 1 44 108 2 0 1
Q5V218_HALMA 0.9868 Hypothetical protein  rrnAC1513 rrnAC1513 114 16.7 1 2 1 R VTADGTEVAVVEVTPETAR L 2 1942.9847 1943.9873 1.0026 -1.0034 -0.39 3.51 0.372 1633 1 21 36 2 0 1
Q5V218_HALMA 0.9868 Hypothetical protein  rrnAC1513 rrnAC1513 114 16.7 1 2 0.999 R VTADGTEVAVVEVTPETAR L 2 1942.9847 1943.9854 1.0007 -1.0034 -1.36 3.267 0.177 1265 1 19 36 2 0 1
Q5V235_HALMA 0.9868 HTR-like protein  htlD rrnAC1494 122 16.4 1 2 1 R EHDDVADAATEHGVTAVVQK G 3 2090.9868 2090.9868 0 0 0.00 2.962 0.373 593.7 1 25 76 2 0 1
Q5V235_HALMA 0.9868 HTR-like protein  htlD rrnAC1494 122 16.4 1 2 1 R EHDDVADAATEHGVTAVVQK G 3 2090.9868 2090.9861 -0.0007 0 -0.33 3.112 0.39 699.7 1 27 76 2 0 1
Q5V2L8_HALMA 0.9868 Molybdopterin biosynthesis protein moeA  moeA2 rrnAC1298 407 4.4 1 2 1 R VELHDEDADEQTTATPTR A 3 2026.9079 2026.9118 0.0039 0 1.92 3.528 0.383 787.4 1 28 68 2 0 1
Q5V2L8_HALMA 0.9868 Molybdopterin biosynthesis protein moeA  moeA2 rrnAC1298 407 4.4 1 2 1 R VELHDEDADEQTTATPTR A 3 2026.9079 2026.9113 0.0034 0 1.68 3.255 0.279 658 1 28 68 2 0 1

Q5V316_HALMA 0.9868 25-diamino-6-hydroxy-4-(5-phosphoribosylamino)pyrimidine 1-reductase(EC
1.1.1.-)  ribG rrnAC1131 219 5 1 2 1 R VDDGVVLHWQF - 2 1313.6404 1313.6454 0.005 0 3.81 2.545 0.373 920.9 1 14 20 2 0 1

Q5V316_HALMA 0.9868 25-diamino-6-hydroxy-4-(5-phosphoribosylamino)pyrimidine 1-reductase(EC
1.1.1.-)  ribG rrnAC1131 219 5 1 2 1 R VDDGVVLHWQF - 2 1313.6404 1313.6438 0.0034 0 2.59 3.478 0.365 1334 1 17 20 2 0 1

Q5V3G6_HALMA 0.9868 Cell division protein pelota  pelA rrnAC0965 355 4.2 1 2 0.9935 - MQIQSQETTAEGAER I 2 1677.7628 1677.7676 0.0048 0 2.86 1.643 0.2 640.4 1 15 28 2 0 1
Q5V3G6_HALMA 0.9868 Cell division protein pelota  pelA rrnAC0965 355 4.2 1 2 1 - MQIQSQETTAEGAER I 2 1677.7628 1677.7681 0.0053 0 3.16 3.521 0.457 1314 1 20 28 2 0 1
Q5V3K0_HALMA 0.9868 Hypothetical protein  rrnAC0928 rrnAC0928 65 40 1 2 1 K SYPNVTDHEVLQMVEPEPALSGEPQR I 3 2921.3865 2922.4312 1.0447 -1.0034 14.15 4.805 0.392 1251 1 34 100 2 0 1
Q5V3K0_HALMA 0.9868 Hypothetical protein  rrnAC0928 rrnAC0928 65 40 1 2 1 K SYPNVTDHEVLQMVEPEPALSGEPQR I 3 2921.3865 2922.4041 1.0176 -1.0034 4.88 5.062 0.415 999.8 1 32 100 2 0 1
Q5V3L3_HALMA 0.9868 Sugar-specific transcriptional regulator TrmB  trmB1 rrnAC0914 350 5.7 1 2 1 R EAFEGIQDSLDDLVDDLSSR Y 2 2223.0179 2223.0208 0.0029 0 1.30 3.705 0.492 1237 1 26 38 2 0 1
Q5V3L3_HALMA 0.9868 Sugar-specific transcriptional regulator TrmB  trmB1 rrnAC0914 350 5.7 1 2 1 R EAFEGIQDSLDDLVDDLSSR Y 2 2223.0179 2223.0244 0.0065 0 2.92 5.03 0.532 2513 1 26 38 2 0 1
Q5V3S2_HALMA 0.9868 Hypothetical protein  rrnAC0849 rrnAC0849 144 15.3 1 2 1 M ADDEPEDAGESADATEEGGEEK S 2 2249.8567 2249.8594 0.0027 0 1.20 4.873 0.527 1904 1 26 42 2 0 1
Q5V3V7_HALMA 0.9868 Nitrilase  nitA rrnAC0810 272 7 1 2 1 R LTLAQTDVSSDSVTENVSR A 2 2020.9913 2020.9939 0.0026 0 1.29 2.858 0.463 585.2 1 16 36 2 0 1
Q5V3V7_HALMA 0.9868 Nitrilase  nitA rrnAC0810 272 7 1 2 1 R LTLAQTDVSSDSVTENVSR A 2 2020.9913 2020.992 0.0007 0 0.35 3.593 0.437 1259 1 22 36 2 0 1
Q5V4M7_HALMA 0.9868 Transcription regulator  rrnAC0503 rrnAC0503 196 9.7 1 2 0.9987 R SLLQAGVPFLIEIDAKPGR A 3 2023.1466 2023.1394 -0.0072 0 -3.56 3.011 0.136 773.3 1 28 72 2 0 1
Q5V4M7_HALMA 0.9868 Transcription regulator  rrnAC0503 rrnAC0503 196 9.7 1 2 1 R SLLQAGVPFLIEIDAKPGR A 3 2023.1466 2023.1513 0.0047 0 2.32 3.298 0.379 622.1 1 27 72 2 0 1
Q5V4Y1_HALMA 0.9868 Glutamine ABC transporter  glnQ2 rrnAC0379 250 9.6 1 2 1 R THLEQVGLLEQADSYPAELSGGQK Q 3 2569.266 2569.2725 0.0065 0 2.53 4.981 0.381 1458 1 36 92 2 0 1
Q5V4Y1_HALMA 0.9868 Glutamine ABC transporter  glnQ2 rrnAC0379 250 9.6 1 2 1 R THLEQVGLLEQADSYPAELSGGQK Q 3 2569.266 2569.2588 -0.0072 0 -2.80 5.763 0.431 2276 1 43 92 2 0 1
Q5V507_HALMA 0.9868 Hypothetical protein  rrnAC0348 rrnAC0348 427 5.4 1 2 0.9992 M TTEFGTGQATGDSGDAAAMDAIR E 2 2241.9808 2242.9453 0.9645 -1.0034 -17.33 3.794 0.474 681.1 1 17 44 2 0 1
Q5V507_HALMA 0.9868 Hypothetical protein  rrnAC0348 rrnAC0348 427 5.4 1 2 1 M TTEFGTGQATGDSGDAAAMDAIR E 2 2241.9808 2242.9925 1.0117 -1.0034 3.72 5.262 0.623 3383 1 29 44 2 0 1
Q5V509_HALMA 0.9868 Hypothetical protein  rrnAC0346 rrnAC0346 47 25.5 1 2 0.9998 M PSVELDAETVAR L 2 1285.6514 1285.6529 0.0015 0 1.17 3.371 0.438 1264 1 18 22 2 0 1
Q5V509_HALMA 0.9868 Hypothetical protein  rrnAC0346 rrnAC0346 47 25.5 1 2 0.9994 M PSVELDAETVAR L 2 1285.6514 1285.6525 0.0011 0 0.86 3.232 0.388 1464 1 19 22 2 0 1
Q5V522_HALMA 0.9868 Acetolactate synthase (EC 2.2.1.6)  ilvB2 rrnAC0330 585 4.8 1 2 0.9975 R ASVPKEEEETEPETEQEPVTTGAQSVIR A 3 3069.4626 3070.4605 0.9979 -1.0034 -1.78 3.487 0.226 746.3 2 27 108 2 1 1
Q5V522_HALMA 0.9868 Acetolactate synthase (EC 2.2.1.6)  ilvB2 rrnAC0330 585 4.8 1 2 1 R ASVPKEEEETEPETEQEPVTTGAQSVIR A 3 3069.4626 3069.4566 -0.006 0 -1.95 5.477 0.451 1888 1 40 108 2 1 1
Q5V547_HALMA 0.9868 Hypothetical protein  rrnAC0300 rrnAC0300 239 7.9 1 2 1 K GTGSDADVHVLDGDETFEL - 2 1975.8647 1975.8639 -0.0008 0 -0.40 3.274 0.5 989.1 1 19 36 2 0 1
Q5V547_HALMA 0.9868 Hypothetical protein  rrnAC0300 rrnAC0300 239 7.9 1 2 1 K GTGSDADVHVLDGDETFEL - 2 1975.8647 1976.8654 1.0007 -1.0034 -1.34 4.027 0.561 1342 1 23 36 2 0 1
Q5V5L4_HALMA 0.9868 Sporulation regulator-like  pai1 rrnAC0113 148 11.5 1 2 1 R NQGIGSELLDTAEELLR Q 2 1856.9479 1856.9596 0.0117 0 6.30 5.371 0.533 2478 1 25 32 2 0 1
Q5V5L4_HALMA 0.9868 Sporulation regulator-like  pai1 rrnAC0113 148 11.5 1 2 0.9833 R NQGIGSELLDTAEELLR Q 2 1856.9479 1856.9567 0.0088 0 4.74 2.213 0.097 275 12 12 32 2 0 1
Q5V6Q7_HALMA 0.9868 Thioredoxin reductase (EC 1.8.1.9)  trxB1 pNG7078 413 2.9 1 2 1 R EQVQDYGGTYER G 2 1443.6266 1443.6254 -0.0012 0 -0.83 2.32 0.359 891.8 1 15 22 2 0 1
Q5V6Q7_HALMA 0.9868 Thioredoxin reductase (EC 1.8.1.9)  trxB1 pNG7078 413 2.9 1 2 1 R EQVQDYGGTYER G 2 1443.6266 1444.6414 1.0148 -1.0034 7.93 2.915 0.391 1001 1 17 22 2 0 1
Q5V704_HALMA 0.9868 Hypothetical protein  pNG6001 pNG6001 187 18.7 1 2 1 R RDPLENTPFNESITLYEDGEQVIEELLGMSSPEEK Q 3 4007.8834 4008.9014 1.018 -1.0034 3.66 5.158 0.513 2032 1 41 136 2 0 1
Q5V704_HALMA 0.9868 Hypothetical protein  pNG6001 pNG6001 187 18.7 1 2 0.9997 R RDPLENTPFNESITLYEDGEQVIEELLGMSSPEEK Q 3 4007.8834 4008.8855 1.0021 -1.0034 -0.31 3.905 0.235 593.4 1 25 136 2 0 1
Q5V7A8_HALMA 0.9868 Hypothetical protein  pNG6177 pNG6177 141 22 1 2 1 R IHLTGDGPVEAGGVTFQNPWETSVGSVHEER K 4 3304.5749 3304.583 0.0081 0 2.45 4.816 0.356 1303 1 48 180 2 0 1
Q5V7A8_HALMA 0.9868 Hypothetical protein  pNG6177 pNG6177 141 22 1 2 1 R IHLTGDGPVEAGGVTFQNPWETSVGSVHEER K 4 3304.5749 3304.5779 0.003 0 0.91 4.865 0.392 1298 1 49 180 2 0 1
Q5V7B2_HALMA 0.9868 Hypothetical protein  pNG6172 pNG6172 166 10.8 1 2 1 R FALLQDILGHPSELPTLK E 3 1991.1091 1991.1181 0.009 0 4.52 3.853 0.392 1467 1 34 68 2 0 1
Q5V7B2_HALMA 0.9868 Hypothetical protein  pNG6172 pNG6172 166 10.8 1 2 1 R FALLQDILGHPSELPTLK E 3 1991.1091 1991.1115 0.0024 0 1.21 4.545 0.473 1195 1 32 68 2 0 1
Q5V860_HALMA 0.9868 Hypothetical protein  pNG1006 pNG1006 181 12.7 1 2 0.9996 M TESQTNPEDDSDDGDATVQLGAR V 2 2420.0211 2420.0454 0.0243 0 10.04 3.499 0.423 604.9 1 18 44 2 0 1
Q5V860_HALMA 0.9868 Hypothetical protein  pNG1006 pNG1006 181 12.7 1 2 0.9622 M TESQTNPEDDSDDGDATVQLGAR V 2 2420.0211 2422.0054 1.9843 -2.0067 -9.26 2.649 0.404 726.6 1 22 44 2 0 1
RS9_HALMAReview 0.9868 30S ribosomal protein S9P (HmaS9) (HS3) (F1)  rps9p rrnAC0066 132 14.4 1 2 1 R VRIDSQPVELVDPELAQLK M 3 2148.179 2149.1782 0.9992 -1.0034 -1.93 3.631 0.375 1777 1 31 72 2 1 1
RS9_HALMAReview 0.9868 30S ribosomal protein S9P (HmaS9) (HS3) (F1)  rps9p rrnAC0066 132 14.4 1 2 0.9999 R VRIDSQPVELVDPELAQLK M 3 2148.179 2148.1775 -0.0015 0 -0.70 4.255 0.248 1792 1 32 72 2 1 1
TRPD_HALMAReview 0.9868 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD rrnAC1520 331 6.9 1 2 0.9999 R AVATTVFEDATEAQIGALLTALR A 3 2360.2587 2361.2656 1.0069 -1.0034 1.50 3.674 0.318 1230 1 29 88 2 0 1
TRPD_HALMAReview 0.9868 Anthranilate phosphoribosyltransferase (EC 2.4.2.18)  trpD rrnAC1520 331 6.9 1 2 1 R AVATTVFEDATEAQIGALLTALR A 3 2360.2587 2360.262 0.0033 0 1.40 4.406 0.457 1467 1 31 88 2 0 1

END4_HALMAReview 0.9855 Probable endonuclease 4 (EC 3.1.21.2) (Endonuclease
IV)(Endodeoxyribonuclease IV)  nfo rrnAC2015 277 4.3 1 2 0.9999 K LGGQFEHLATVR E 3 1326.7044 1326.6981 -0.0063 0 -4.75 2.615 0.315 378.2 3 20 44 2 0 1

END4_HALMAReview 0.9855 Probable endonuclease 4 (EC 3.1.21.2) (Endonuclease
IV)(Endodeoxyribonuclease IV)  nfo rrnAC2015 277 4.3 1 2 0.9975 K LGGQFEHLATVR E 3 1326.7044 1327.7182 1.0138 -1.0034 7.88 2.785 0.213 373.7 17 19 44 2 0 1

Q5UZH7_HALMA 0.9855 Hypothetical protein  rrnAC2523 rrnAC2523 383 3.7 1 2 0.9999 R RRDELSDRIDELER L 4 1800.9078 1800.9076 -0.0002 0 -0.11 2.577 0.282 975.6 2 28 78 2 2 1
Q5UZH7_HALMA 0.9855 Hypothetical protein  rrnAC2523 rrnAC2523 383 3.7 1 2 0.9992 R RRDELSDRIDELER L 4 1800.9078 1800.8909 -0.0169 0 -9.38 2.3 0.16 1175 1 31 78 2 2 1
Q5V5T8_HALMA 0.9855 Sugar ABC transporter ATP-binding protein (UGPC)  ugpC3 rrnAC0031 379 2.6 1 2 0.9999 K DMGIFELIDR K 2 1207.5907 1207.5911 0.0004 0 0.33 2.908 0.228 951.2 1 16 18 2 0 1
Q5V5T8_HALMA 0.9855 Sugar ABC transporter ATP-binding protein (UGPC)  ugpC3 rrnAC0031 379 2.6 1 2 0.9995 K DMGIFELIDR K 2 1207.5907 1207.5926 0.0019 0 1.57 2.417 0.169 788 1 15 18 2 0 1
Q5V350_HALMA 0.9846 Hypothetical protein  rrnAC1090 rrnAC1090 340 6.8 2 2 0.9938 R FQRPLIDSALESVR S 3 1629.8838 1630.7862 0.9024 -1.0034 -61.94 3.158 0.108 991.7 2 24 52 2 0 1
Q5UZQ6_HALMA 0.9842 F420-dependent N5N10-methylene-tetrahydromethanopterin reductase  mer1 rrnAC2437 325 10.8 1 2 0.9996 R TAALEEHADSVVFASPLGPDVETAIDLLGAVLDRR S 4 3646.8842 3648.8909 2.0067 -2.0067 0.00 3.522 0.234 781.4 2 44 204 2 0 1
Q5UZQ6_HALMA 0.9842 F420-dependent N5N10-methylene-tetrahydromethanopterin reductase  mer1 rrnAC2437 325 10.8 1 2 0.9998 R TAALEEHADSVVFASPLGPDVETAIDLLGAVLDRR S 4 3646.8842 3646.898 0.0138 0 3.78 3.487 0.18 742 1 44 204 2 0 1
Q5V1X7_HALMA 0.9816 Hypothetical protein  rrnAC1557 rrnAC1557 189 4.8 1 2 0.9996 R LLDIVTGLR T 2 998.6124 998.6054 -0.007 0 -7.01 1.955 0.264 1270 1 15 16 2 0 1
Q5V1X7_HALMA 0.9816 Hypothetical protein  rrnAC1557 rrnAC1557 189 4.8 1 2 0.9176 R LLDIVTGLR T 2 998.6124 998.6054 -0.007 0 -7.01 1.615 0.08 323.5 13 11 16 2 0 1
Q5V4R8_HALMA 0.9816 Arginase (EC 3.5.3.1)  arg1 rrnAC0453 304 12.5 2 2 0.9615 R FPLVLGGDHSIGIGTVAGAAR E 3 2007.0901 2006.8993 -0.1908 0 -95.06 2.373 0.042 445.4 4 26 80 2 0 1
Q5V4R8_HALMA 0.9816 Arginase (EC 3.5.3.1)  arg1 rrnAC0453 304 12.5 2 2 0.9379 R EAHIAMEYVAEQHDQLR S 3 2054.9524 2056.9573 2.0049 -2.0067 -0.88 2.125 0.093 606.7 1 23 64 2 0 1 EAHIAM[147]EYVAEQHDQLR
Q5UWD0_HALMA 0.9803 Hypothetical protein  rrnB0248 rrnB0248 144 16 1 2 0.9995 R EIILDEVEEAAESVDGIETASVR L 3 2473.2071 2473.2075 0.0004 0 0.16 3.423 0.25 455.8 106 23 88 2 0 1
Q5UWD0_HALMA 0.9803 Hypothetical protein  rrnB0248 rrnB0248 144 16 1 2 0.9986 R EIILDEVEEAAESVDGIETASVR L 3 2473.2071 2473.209 0.0019 0 0.77 2.856 0.156 1029 1 28 88 2 0 1
Q5V484_HALMA 0.9803 Hypothetical protein  rrnAC0664 rrnAC0664 159 6.9 1 2 0.9705 R LADIVELQPTK N 2 1225.6918 1225.6853 -0.0065 0 -5.30 1.59 0.129 366.3 3 13 20 2 0 1
Q5V484_HALMA 0.9803 Hypothetical protein  rrnAC0664 rrnAC0664 159 6.9 1 2 0.9995 R LADIVELQPTK N 2 1225.6918 1225.6853 -0.0065 0 -5.30 2.178 0.228 834 1 15 20 2 0 1
Q5V367_HALMA 0.979 Hypothetical protein  rrnAC1073 rrnAC1073 130 24.6 1 2 0.9994 R LLGDLSDALGDLIPDSGWDHDELDGNADSHVR A 3 3416.5756 3418.6282 2.0526 -2.0067 13.43 3.934 0.204 494.8 1 31 124 2 0 1
Q5V367_HALMA 0.979 Hypothetical protein  rrnAC1073 rrnAC1073 130 24.6 1 2 0.9938 R LLGDLSDALGDLIPDSGWDHDELDGNADSHVR A 3 3416.5756 3417.6392 1.0636 -1.0034 17.63 3.096 0.159 429.2 3 27 124 2 0 1
Q5V352_HALMA 0.9752 DNA-3-methyladenine glycosylase  alkA rrnAC1088 203 5.9 1 2 0.9991 R QQVSMASAAATR E 2 1219.5979 1219.5993 0.0014 0 1.15 1.915 0.246 532.1 1 15 22 2 0 1
Q5V352_HALMA 0.9752 DNA-3-methyladenine glycosylase  alkA rrnAC1088 203 5.9 1 2 0.9986 R QQVSMASAAATR E 2 1219.5979 1219.5983 0.0004 0 0.33 1.854 0.232 349.9 1 12 22 2 0 1
NPD_HALMAReview 0.9703 NAD-dependent deacetylase (EC 3.5.1.-) (Regulatory protein SIR2homolog)  npdA rrnAC0470 260 19.2 2 2 0.9667 R HGIDDIDGETLDAVAEALR T 3 2008.9701 2008.9582 -0.0119 0 -5.92 2.381 0.103 467.6 93 20 72 2 0 1
Q5V6H2_HALMA 0.9701 Hypothetical protein  pNG7174 pNG7174 126 10.3 1 2 0.9987 K QRPIFIRPEVAER E 4 1609.9052 1611.854 1.9488 -1.0034 587.27 3.008 0.263 638.3 20 29 72 2 0 1
Q5V0S0_HALMA 0.9613 Peptide methionine sulfoxide reductase MsrA (EC 1.8.4.6)  msrA1 rrnAC2024 177 5.6 1 2 0.9765 K LEETHEELLR A 3 1267.6408 1267.6281 -0.0127 0 -10.02 2.054 0.149 285.1 319 13 36 2 0 1
Q5V0S0_HALMA 0.9613 Peptide methionine sulfoxide reductase MsrA (EC 1.8.4.6)  msrA1 rrnAC2024 177 5.6 1 2 0.998 K LEETHEELLR A 3 1267.6408 1268.6482 1.0074 -1.0034 3.19 2.366 0.264 316.7 30 15 36 2 0 1
Q5V607_HALMA 0.9613 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh13 pNG7351 362 3.3 1 2 0.998 R HVQIGLTTKEQR G 3 1408.7786 1409.7112 0.9326 -1.0034 -50.22 2.301 0.321 473.3 10 18 44 2 1 1
Q5V607_HALMA 0.9613 Zinc-binding dehydrogenase (EC 1.1.1.1) (EC 1.6.5.5)  adh13 pNG7351 362 3.3 1 2 0.9821 R HVQIGLTTKEQR G 3 1408.7786 1409.7077 0.9291 -1.0034 -52.71 2.141 0.191 718.6 1 22 44 2 1 1
Q5V1K5_HALMA 0.9527 Hypothetical protein  rrnAC1689 rrnAC1689 322 9 1 2 0.9973 R DREFDTDSVDLDALVQGMETVFQYHEASR G 3 3372.5204 3372.5977 0.0773 0 22.92 3.625 0.18 398.9 12 22 112 2 1 1
Q5V1K5_HALMA 0.9527 Hypothetical protein  rrnAC1689 rrnAC1689 322 9 1 2 0.9796 R DREFDTDSVDLDALVQGMETVFQYHEASR G 3 3372.5204 3371.5772 -0.9432 1 16.84 3.486 0.229 702.7 1 25 112 2 1 1
Q5V1B9_HALMA 0.9467 Holliday junction DNA helicase  ruvB rrnAC1792 850 3.6 2 2 0.9129 R SFADVGGMSELLETLNHK V 3 1946.9407 1946.943 0.0023 0 1.18 1.732 0.069 337.1 9 23 68 2 0 1
Q5V1B9_HALMA 0.9467 Holliday junction DNA helicase  ruvB rrnAC1792 850 3.6 2 2 0.9068 R HGWLAEFLSAEPR R 3 1511.7521 1511.7506 -0.0015 0 -0.99 1.985 0.002 513.1 4 19 48 2 0 1



Q5UZ80_HALMA 0.9348 Hypothetical protein  rrnAC2641 rrnAC2641 305 13.8 2 2 0.9176 R DLLTNVDRPVIVLPLP - 2 1773.04 1773.0458 0.0058 0 3.27 2.051 0.039 276.9 24 12 30 2 0 1
Q5UWF4_HALMA 0.931 Succinate-semialdehyde dehydrogenase  gabD rrnB0219 453 7.1 2 2 0.9595 K YLSEEHHPSPPGTEVK T 3 1805.8584 1805.8617 0.0033 0 1.83 2.373 0.029 386.7 5 22 60 2 0 1
Q5UWG9_HALMA 0.9049 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)  pdhA2 rrnB0200 382 3.9 1 2 0.9932 K YAHGMDLVSLFEPLR G 3 1746.8763 1746.8781 0.0018 0 1.03 3.021 0.056 896.9 3 24 56 2 0 1
Q5UWG9_HALMA 0.9049 Pyruvate dehydrogenase E1 component alpha subunit (EC 1.2.4.1)  pdhA2 rrnB0200 382 3.9 1 2 0.9905 K YAHGMDLVSLFEPLR G 3 1746.8763 1746.8759 -0.0004 0 -0.23 3.379 0.003 950.1 2 24 56 2 0 1
Q5V1D0_HALMA 0.997 DNA binding protein  rrnAC1777 rrnAC1777 298 15.8 3 1 1 R GLTQSEVADLLGISQSAVSK Y 3 2002.0582 2002.0622 0.004 0 2.00 3.951 0.342 1125 1 29 76 2 0 1
Q5V1W1_HALMA 0.997 UDP-glucose 4-epimerase  galE8 rrnAC1573 322 12.7 2 1 1 R YDESDPINLGSGIETSIQDLVEK I 2 2521.2071 2521.209 0.0019 0 0.75 3.831 0.445 1210 1 22 44 2 0 1
Q5V1W1_HALMA 0.997 UDP-glucose 4-epimerase  galE8 rrnAC1573 322 12.7 2 1 1 K QYDFNSIYLMPVNLYGPR D 2 2189.0615 2189.0657 0.0042 0 1.92 4.273 0.458 1044 1 23 34 2 0 2 Q5V3C6_HALMA ; 
RL2_HALMAReview 0.997 50S ribosomal protein L2P (Hmal2) (Hl4)  rpl2p rrnAC1608 240 11.7 2 1 1 R KVEDGDVIAGTVVDIEHDPAR S 3 2234.1179 2234.1157 -0.0022 0 -0.98 4.885 0.349 1448 1 32 80 2 0 1
Q5UZU7_HALMA 0.9964 Hypothetical protein  rrnAC2392 rrnAC2392 544 7 2 1 0.9998 R GNLAQIFGETITLLEEDKR G 3 2146.127 2146.1331 0.0061 0 2.84 3.013 0.229 696.8 2 27 72 2 0 1
Q5V3W8_HALMA 0.9943 Amidophosphoribosyl transferase (EC 2.4.2.14)  purF rrnAC0797 480 6 2 1 0.9991 K LLKDAGAEEVNVR I 3 1412.7623 1412.7682 0.0059 0 4.18 2.849 0.224 1009 4 22 48 2 1 1
COBQ_HALMAReview 0.9868 Probable cobyric acid synthase  cobQ rrnAC1938 492 4.3 1 1 1 R SVVGDDDAVPDAESVTVAVPR L 2 2097.0226 2098.0276 1.005 -1.0034 0.79 4.522 0.482 606.7 1 21 40 2 0 1

DP2L_HALMAReview 0.9868 DNA polymerase II large subunit (EC 2.7.7.7) (Pol II) [Contains: HmapolC
intein (Hma pol II intein)]  polC rrnAC2691 1395 1.1 1 1 1 K HPAPDHLVEVAVGDR T 3 1610.8165 1610.8167 0.0002 0 0.12 4.393 0.438 2031 1 29 56 2 0 1

PRIS_HALMAReview 0.9868 Probable DNA primase small subunit (EC 2.7.7.-)  priA rrnAC0292 392 6.9 2 1 1 R SLLDLGEIEDFLGR R 2 1575.8144 1575.825 0.0106 0 6.73 4.077 0.455 1943 1 21 26 2 0 1
Q5UWI1_HALMA 0.9868 Putative cupin  rrnB0187 rrnB0187 142 9.9 1 1 1 R HTHPESDEILYVVR G 3 1693.8424 1693.8417 -0.0007 0 -0.41 4.15 0.28 1860 1 29 52 2 0 1
Q5UX69_HALMA 0.9868 Hypothetical protein  rrnAC3457 rrnAC3457 647 1.9 1 1 1 R VVDDDLFAPFLR E 2 1405.7241 1405.7224 -0.0017 0 -1.21 2.618 0.36 1142 1 16 22 2 0 1
Q5UXC5_HALMA 0.9868 Hypothetical protein  rrnAC3397 rrnAC3397 277 5.8 1 1 1 R VEGIELVLDHLDSATR D 3 1765.921 1765.924 0.003 0 1.70 3.892 0.336 732.9 1 28 60 2 0 1
Q5UXC8_HALMA 0.9868 Universal stress protein  usp4 rrnAC3394 174 10.9 1 1 1 R YEVPEDVSSMASTTTNITR T 2 2099.9681 2099.9676 -0.0005 0 -0.24 5.182 0.556 1848 1 28 36 2 0 1
Q5UXL1_HALMA 0.9868 Dipeptide ABC transporter dipeptide-binding  dppA rrnAC3299 621 2.9 1 1 1 R AENEYPYGYDDSQLGEAR S 2 2075.8708 2075.8455 -0.0253 0 -12.19 2.97 0.501 481.8 1 18 34 2 0 1
Q5UXQ1_HALMA 0.9868 Hypothetical protein  rrnAC3256 rrnAC3256 220 10.5 1 1 1 R INYGLPAGTMEDEDDDPTVAAAR E 2 2420.0802 2420.0835 0.0033 0 1.36 4.434 0.545 1038 1 25 44 2 0 1
Q5UXT8_HALMA 0.9868 Hypothetical protein  rrnAC3212 rrnAC3212 155 20.6 1 1 1 R AGEGEVHVLTVPEDETAEAATDVVEDEATLSR A 3 3338.5637 3338.5791 0.0154 0 4.61 4.679 0.275 1369 1 32 124 2 0 1
Q5UY34_HALMA 0.9868 Tetratricopeptide repeat protein  tpr rrnAC3108 242 9.9 1 1 1 R NISSDAVDPGQLLDVGLEYMHINR H 3 2655.2962 2656.3076 1.0114 -1.0034 3.03 4.264 0.405 567.3 1 32 92 2 0 1
Q5UY44_HALMA 0.9868 Hypothetical protein  rrnAC3097 rrnAC3097 105 26.7 1 1 1 R LSAVIVDDEKLDAVLSEYVDEIERELRR V 4 3273.7092 3273.7171 0.0079 0 2.41 3.737 0.289 1227 1 40 162 2 2 1
Q5UYN1_HALMA 0.9868 (R)-specific enoyl-CoA hydratase (EC 4.2.1.-)  phaJ1 rrnAC2874 148 16.2 1 1 1 R MVQGLLTASLLTSIGGDLEVLASR M 3 2443.3356 2443.3448 0.0092 0 3.77 4.062 0.372 1831 1 36 92 2 0 1
Q5UYR8_HALMA 0.9868 Hypothetical protein  rrnAC2831 rrnAC2831 136 14.7 1 1 1 R TLSVDNPAATLTADLLAALR D 2 2025.1106 2025.1095 -0.0011 0 -0.54 5.281 0.571 2196 1 26 38 2 0 1
Q5UZ19_HALMA 0.9868 Phosphoserine phosphatase (EC 3.1.3.3)  serB1 rrnAC2717 210 6.2 1 1 1 R AMNNEIEYAESLR Q 2 1538.7035 1538.7077 0.0042 0 2.73 2.811 0.396 1911 1 19 24 2 0 1
Q5UZD6_HALMA 0.9868 Phosphoglucomutase\phosphomannomutase (EC 5.4.2.2) (EC 5.4.2.8)  manB1 rrnAC2574 450 2.4 1 1 1 R VDLGDAWFLLR A 2 1303.6924 1303.6928 0.0004 0 0.31 3.219 0.224 2070 1 18 20 2 0 1
Q5UZF4_HALMA 0.9868 2-keto-3-deoxygluconate kinase (EC 2.7.1.45)  kdgK rrnAC2551 314 3.5 1 1 0.9995 M SLVTFGETALR F 2 1192.6452 1192.6466 0.0014 0 1.17 2.845 0.442 1265 1 17 20 2 0 1
Q5UZN2_HALMA 0.9868 Branched-chain amino acid ABC transporter ATP-binding protein  livF-6 rrnAC2464 240 9.2 1 1 1 R DGGLDEVVAELYDRFPILDDKR T 3 2534.2653 2536.2439 1.9786 -2.0067 -11.09 5.12 0.436 1379 1 34 84 2 1 1
Q5UZV6_HALMA 0.9868 Phage integrase  tnp rrnAC2382 340 3.5 1 1 1 R AHQILDFLHDYR Y 3 1526.763 1527.7582 0.9952 -1.0034 -5.34 2.932 0.39 889.6 2 22 44 2 0 1
Q5UZX3_HALMA 0.9868 Putative heat shock protein  hsp20b rrnAC2361 128 16.4 1 1 1 R DTGGGGADLHVDVHETDEEIR V 3 2220.9883 2220.9895 0.0012 0 0.54 4.359 0.431 1915 1 35 80 2 0 1
Q5UZX4_HALMA 0.9868 Ribosomal protein S6 modification protein  rimK rrnAC2360 287 4.9 1 1 1 K YEDGFWDDLAALIR Q 2 1682.794 1682.7968 0.0028 0 1.66 4.237 0.463 1945 1 22 26 2 0 1
Q5UZX8_HALMA 0.9868 Glutathione S-transferase  gst1 rrnAC2356 416 7.7 1 1 1 R SGFADSQSAYDEAVEELFDALDHWDTVLEDQR F 3 3657.6019 3658.6153 1.0134 -1.0034 2.75 4.886 0.422 457.9 1 24 124 2 0 1
Q5V033_HALMA 0.9868 Hypothetical protein  rrnAC2295 rrnAC2295 597 2.3 1 1 1 R LIEEPFANIGEIFK I 2 1618.8606 1618.8655 0.0049 0 3.03 3.43 0.462 1104 1 21 26 2 0 1
Q5V0A5_HALMA 0.9868 Deoxycytidine triphosphate deaminase  dcd1 rrnAC2215 140 10 1 1 1 R GATHPTLHVDALPR V 3 1483.7895 1483.7898 0.0003 0 0.20 3.573 0.359 891.8 4 21 52 2 0 1
Q5V0F0_HALMA 0.9868 Probable deoxyuridine 5'-triphosphate nucleotidohydrolase(EC 3.6.1.23)  dcd3 rrnAC2159 202 11.9 1 1 1 R IAQLVLADAAHEGTYEGSYQGENL - 2 2548.2081 2549.2141 1.006 -1.0034 1.04 3.873 0.512 1178 1 24 46 2 0 1
Q5V0I9_HALMA 0.9868 Hypothetical protein  rrnAC2113 rrnAC2113 466 6.2 1 1 1 R AAVTVTTTDDQQGVGVIGDHDAAAAVTDR L 3 2853.374 2853.3784 0.0044 0 1.54 3.274 0.394 589.3 1 31 112 2 0 1
Q5V0J6_HALMA 0.9868 Hypothetical protein  rrnAC2106 rrnAC2106 290 7.9 1 1 1 - MQVDAVVLDIDGVLVDVADSYRR A 3 2547.3003 2547.3052 0.0049 0 1.92 3.587 0.387 548.7 1 30 88 2 0 1
Q5V0N4_HALMA 0.9868 Aldehyde ferredoxin oxidoreductase  aor1 rrnAC2064 648 2 1 1 1 R IIDSENVSGENVR E 2 1430.7001 1430.7013 0.0012 0 0.84 3.353 0.366 1163 1 18 24 2 0 1
Q5V0U6_HALMA 0.9868 Hypothetical protein  rrnAC1994 rrnAC1994 111 24.3 1 1 1 K LATEDEGSTSLVSLLDDLEQLLDTVVR M 2 2930.4972 2930.5044 0.0072 0 2.46 4.104 0.516 675 1 19 52 2 0 1
Q5V0W5_HALMA 0.9868 Transcription regulator  arcR5 rrnAC1971 269 5.9 1 1 1 K TLHDMDYLVEEDGEYR L 2 1983.852 1984.3454 0.4934 0 248.71 2.925 0.433 598.1 1 17 30 2 0 1
Q5V177_HALMA 0.9868 Structural maintenance of chromosomes  smc1 rrnAC1840 908 1.3 1 1 1 R IAELEELLADAR E 2 1341.714 1341.7188 0.0048 0 3.58 3.233 0.318 2165 1 19 22 2 0 1
Q5V1Q7_HALMA 0.9868 Hypothetical protein  rrnAC1631 rrnAC1631 145 9.7 1 1 1 R TPADKPWMLSLWYR F 3 1762.8865 1762.8869 0.0004 0 0.23 3.907 0.397 1355 1 26 52 2 0 1
Q5V1Z7_HALMA 0.9868 Potassium uptake protein TrkA  trkA2 rrnAC1536 464 4.1 1 1 1 K TTQNVVIVGGSDVGYHTAR L 3 1972.9966 1974.0082 1.0116 -1.0034 4.18 4.075 0.371 961.3 1 31 72 2 0 1
Q5V248_HALMA 0.9868 Sucrose-6-phosphate hydrolase  scrB rrnAC1479 703 2 1 1 1 R LDAGDTEQLPVESR S 2 1528.7369 1528.7401 0.0032 0 2.09 3.644 0.359 1118 1 19 26 2 0 1
Q5V283_HALMA 0.9868 Hypothetical protein  rrnAC1443 rrnAC1443 465 5.6 1 1 1 R ALGAIGSAESVQPVANRLDADSEEVR S 3 2653.3307 2653.3325 0.0018 0 0.68 3.241 0.457 921.9 1 35 100 2 1 1
Q5V2P7_HALMA 0.9868 Hypothetical protein  rrnAC1263 rrnAC1263 297 7.7 1 1 1 R ATGAEVLLGHDLGVFEDVAGATD - 2 2256.091 2256.1006 0.0096 0 4.26 3.44 0.298 694.1 1 18 44 2 0 1
Q5V2Q2_HALMA 0.9868 Chemotaxis protein CheC  cheC2 rrnAC1258 200 5 1 1 1 K INFIDIPDIK T 2 1186.6597 1186.6588 -0.0009 0 -0.76 2.889 0.293 1151 1 15 18 2 0 1
Q5V2Z3_HALMA 0.9868 Protein phosphatase 2C like phosphatase  rrnAC1158 rrnAC1158 402 12.9 2 1 1 R ALGGSGYEDPDEATVGVDTR T 2 2007.9021 2008.9253 1.0232 -1.0034 9.89 4.242 0.484 1459 1 24 38 2 0 1
Q5V2Z4_HALMA 0.9868 Putative DNA-binding protein with a phosphopeptide binding motif  rrnAC1157 rrnAC1157 377 13.8 1 1 1 R DTSTADSTAGSATTAETESESAATGNAVDTLASQSTDDATVPD D 3 5100.3502 5101.3189 0.9687 -1.0034 -6.79 4.768 0.476 1013 1 41 204 2 1 1
Q5V345_HALMA 0.9868 Succinate dehydrogenase flavoprotein subunit (EC 1.3.99.1)  sdhA1 rrnAC1097 608 5.6 2 1 1 R NILDVAEAITLGALAR E 2 1638.9304 1638.9253 -0.0051 0 -3.11 2.805 0.327 1407 1 19 30 2 0 1
Q5V3A2_HALMA 0.9868 Hypothetical protein  rrnAC1035 rrnAC1035 565 2.8 1 1 1 R LSEGPESAGFSEGSVR T 2 1607.7427 1607.7407 -0.002 0 -1.24 4.123 0.551 1419 1 22 30 2 0 1
Q5V3R7_HALMA 0.9868 Phosphatidylethanolamine-binding protein  pebP rrnAC0854 229 5.2 1 1 1 R FLLYALDTTLDR S 2 1439.766 1439.7709 0.0049 0 3.40 2.778 0.314 1580 2 17 22 2 0 1
Q5V3Y2_HALMA 0.9868 Universal stress protein  usp30 rrnAC0781 138 17.4 1 1 1 R IGNELLELAADVDVQHIVMGHEPK G 4 2626.3425 2626.3311 -0.0114 0 -4.34 5.026 0.434 1837 1 46 138 2 0 1
Q5V3Z6_HALMA 0.9868 Hypothetical protein  rrnAC0767 rrnAC0767 95 20 1 1 1 M TDSELPVEASADGITATYR E 2 1994.9433 1994.9473 0.004 0 2.01 4.522 0.644 1807 1 27 36 2 0 1
Q5V408_HALMA 0.9868 Shikimate kinase (EC 2.7.1.71)  aroK rrnAC0753 311 9.6 1 1 1 R AALEAVQDAWDKRPGATWLTTTQTEGTHTV - 3 3253.6003 3253.6172 0.0169 0 5.19 3.907 0.339 698.3 1 31 116 2 1 1
Q5V415_HALMA 0.9868 Hypothetical protein  rrnAC0744 rrnAC0744 488 2.9 1 1 1 R SPDPDSIASAAALR A 2 1369.6837 1369.6853 0.0016 0 1.17 2.401 0.365 839 1 20 26 2 0 1
Q5V444_HALMA 0.9868 Hypothetical protein  rrnAC0715 rrnAC0715 101 26.7 1 1 1 K AMAAGTIANEFEIQTSDALTHVEHISK S 4 2883.4072 2883.4126 0.0054 0 1.87 4.185 0.316 1122 1 44 156 2 0 1
Q5V487_HALMA 0.9868 Diadenosine tetraphosphate pyrophosphohydrolase  apa rrnAC0661 143 9.1 1 1 1 K SFEASAELSTEHR D 2 1462.6688 1462.6654 -0.0034 0 -2.32 3.31 0.403 555.8 1 17 24 2 0 1
Q5V492_HALMA 0.9868 Ferredoxin  ferA3 rrnAC0656 110 17.3 1 1 0.9963 M TEHTVTFVGTGEEITVSEK E 3 2063.0059 2063.0061 0.0002 0 0.10 2.894 0.351 1516 1 29 72 2 0 1
Q5V4A9_HALMA 0.9868 Lactoylglutathione lyase and related lyases  gloA2 rrnAC0635 129 9.3 1 1 1 K TTGGVLVELVEH - 2 1252.6663 1252.6675 0.0012 0 0.96 2.886 0.327 811.3 1 16 22 2 0 1
Q5V4I7_HALMA 0.9868 Glucokinase (EC 2.7.1.2)  glcK rrnAC0547 323 5 1 1 1 R GPAGIAVTEAVLDAIR Q 2 1551.862 1551.8335 -0.0285 0 -18.37 4.075 0.258 2313 1 23 30 2 0 1
Q5V4T5_HALMA 0.9868 Hypothetical protein  rrnAC0433 rrnAC0433 151 21.2 1 1 1 M TLDVETPERPELSTGVAADEYDDAEVQGDEYR R 3 3568.5965 3569.5767 0.9802 -1.0034 -6.49 7.553 0.598 3563 1 46 124 2 0 1
Q5V4U2_HALMA 0.9868 Putative sulfatase  rrnAC0426 rrnAC0426 487 2.1 1 1 1 K TLASYLWNIR S 2 1235.6662 1235.6664 0.0002 0 0.16 2.866 0.403 1635 1 16 18 2 0 1
Q5V538_HALMA 0.9868 Hypothetical protein  rrnAC0312 rrnAC0312 274 8.4 1 1 1 K TETPASDSESSESTDTPDDADGR V 2 2368.9262 2368.9312 0.005 0 2.11 3.685 0.538 900.7 1 21 44 2 0 1
Q5V5B9_HALMA 0.9868 Alpha-glucosidase (EC 3.2.1.20)  aglA1 rrnAC0224 565 2.3 1 1 1 R TDIFDTIEWWLEK G 2 1694.8192 1694.8285 0.0093 0 5.49 4.335 0.353 2308 1 20 24 2 0 1
Q5V5C3_HALMA 0.9868 Hypothetical protein  rrnAC0220 rrnAC0220 95 32.6 1 1 1 R TPDGPQELATVLEDVDVPYFSDRQEFESAVR D 3 3508.6634 3508.6675 0.0041 0 1.17 5.01 0.44 1149 1 35 120 2 1 1
Q5V5C5_HALMA 0.9868 DNA-directed RNA-polymerase subunit M  rpoM rrnAC0218 108 35.2 1 1 1 R NAEAEQEMAVTTQGQEESEVVDTSEVDAEDMGPTTGAR C 3 4010.7117 4011.7156 1.0039 -1.0034 0.14 4.397 0.402 803.1 1 31 148 2 0 1
Q5V6G3_HALMA 0.9868 Transcription regulator  pNG7183 pNG7183 199 6 1 1 1 R ITSDEDTIDDVR A 2 1377.6259 1377.6254 -0.0005 0 -0.36 3.201 0.426 1680 1 19 22 2 0 1
Q5V6U4_HALMA 0.9868 Transcription regulator  trh2 pNG7038 157 13.4 1 1 0.9904 M ADEEIDDVDRAILYALQEDAR N 3 2419.1503 2419.1531 0.0028 0 1.16 4.5 0.28 1605 2 33 80 2 1 1
Q5V7C2_HALMA 0.9868 Hypothetical protein  pNG6190 pNG6190 46 56.5 1 1 1 R VQDWTKEQLEEIKDEEDHTSLDSVIK T 4 3113.504 3113.5105 0.0065 0 2.09 4.397 0.326 1120 1 41 150 2 2 1
Q5V7E4_HALMA 0.9868 Hypothetical protein  pNG5120 pNG5120 122 29.5 1 1 1 R FSDHQDQSSDKDAEDTEIAEEETGQAEAEAANSRPK A 4 3934.6849 3935.6717 0.9868 -1.0034 -4.21 6.301 0.399 2303 1 55 210 2 1 1
Q5V7Q8_HALMA 0.9868 Hypothetical protein  pNG5108 pNG5108 614 2 1 1 1 R AGDIWSTLEILR T 2 1372.735 1372.7254 -0.0096 0 -6.99 2.822 0.343 1231 1 17 22 2 0 1
Q5V7X5_HALMA 0.9868 CRISPR-associated protein Cas1  cas1 pNG4053 330 3.9 1 1 1 K HLLTGEEYVPFKR W 3 1587.8409 1587.84 -0.0009 0 -0.57 3.425 0.349 1235 1 26 48 2 0 1
Q5V848_HALMA 0.9868 Hypothetical protein  pNG2010 pNG2010 148 10.8 1 1 1 R HPLDVYSTVLDAIEGR I 2 1783.9104 1783.9202 0.0098 0 5.49 3.494 0.471 492.8 1 19 30 2 0 1
Q5V866_HALMA 0.9868 Hypothetical protein  pNG1008 pNG1008 117 20.5 1 1 1 K AFNYETTVEAPMLTVAEIADALAK H 3 2567.2829 2568.2881 1.0052 -1.0034 0.72 4.5 0.424 616.2 1 28 92 2 0 1
RL11_HALMAReview 0.9868 50S ribosomal protein L11P (Hmal11)  rpl11p rrnAC1414 162 12.3 1 1 1 K QIAEQKHPDLLSYDLTNAAK E 3 2254.1593 2254.1634 0.0041 0 1.82 3.801 0.43 632.3 1 24 76 2 1 1
RL13_HALMAReview 0.9868 50S ribosomal protein L13P (Hmal13)  rpl13p rrnAC0065 145 15.2 1 1 1 R VASQVAEQALDGETVAVVNAER A 2 2255.1393 2255.1489 0.0096 0 4.26 4.482 0.481 1849 1 26 42 2 0 1
RL32_HALMAReview 0.9868 50S ribosomal protein L32e (Hl5)  rpl32e rrnAC1595 241 7.5 1 1 1 R VHNVDDLEGVDGDTEAVR I 2 1938.8919 1939.9054 1.0135 -1.0034 5.23 4.387 0.488 1233 1 23 34 2 0 1
RLX_HALMAReview 0.9868 50S ribosomal protein LX (HL32)  rplX rrnAC3115.1 56 23.2 1 1 1 K EVEAPNENVAEER V 2 1484.6743 1484.6706 -0.0037 0 -2.49 2.862 0.308 941.8 1 18 24 2 0 1
TRPA_HALMAReview 0.9868 Tryptophan synthase alpha chain (EC 4.2.1.20)  trpA rrnAC1884 293 6.8 1 1 1 R LGVTGAREDVDDATEDSLAR L 3 2088.9923 2088.9956 0.0033 0 1.58 3.825 0.402 1300 1 29 76 2 1 1
Y1720_HALMAReview 0.9868 UPF0095 protein rrnAC1720  rrnAC1720 rrnAC1720 445 10.3 1 1 1 K SLDSIREEMSQAGESTTADGGAVAAATSDDAADNQPSPSSQTG V 3 4467.9692 4469.0015 1.0323 -1.0034 6.48 5.571 0.387 1830 1 46 180 2 1 1
Q5UYS3_HALMA 0.9855 Hypothetical protein  rrnAC2826 rrnAC2826 295 3.1 1 1 0.9999 R LDILEALWR A 2 1127.6339 1127.8654 0.2315 0 205.30 2.851 0.227 1152 1 14 16 2 0 1
Q5UZ39_HALMA 0.9855 Sensor protein (EC 2.7.13.3)  rrnAC2692 rrnAC2692 688 3.8 1 1 0.9999 R DLLGADSPSTVAAEVGAAIESILEFR I 3 2630.3439 2631.3477 1.0038 -1.0034 0.17 3.059 0.324 701.3 1 27 100 2 0 1
Q5V005_HALMA 0.9855 Hypothetical protein  rrnAC2324 rrnAC2324 124 12.1 1 1 0.9999 R FADLHDIDLEDALEK K 3 1742.8363 1742.8395 0.0032 0 1.84 3.337 0.217 1173 1 26 56 2 0 1
Q5V0N8_HALMA 0.9855 Hypothetical protein  rrnAC2059 rrnAC2059 122 20.5 1 1 0.9999 - MDNIELGIPAGIVDSLPPDSEDTKR D 3 2681.3218 2681.3257 0.0039 0 1.45 3.103 0.264 830.5 1 28 96 2 0 1
Q5V0Z8_HALMA 0.9855 Hypothetical protein  rrnAC1935 rrnAC1935 241 7.5 1 1 0.9999 R ALDEGALATLLATAVEAK A 3 1755.9618 1755.9381 -0.0237 0 -13.50 3.38 0.271 839.1 3 26 68 2 0 1
Q5V252_HALMA 0.9855 Hypothetical protein  rrnAC1475 rrnAC1475 413 5.3 1 1 0.9999 R WLDDTPIEAAVQATLAPFNHVR V 3 2463.2546 2465.2581 2.0035 -2.0067 -1.30 3.848 0.302 605.8 1 30 84 2 0 1
Q5V2L7_HALMA 0.9855 Molybdopterin biosynthesis protein moeA  moeA3 rrnAC1299 567 2.8 1 1 0.9999 R EIGLLSALGVDEVPVR G 2 1665.9301 1665.9453 0.0152 0 9.12 2.261 0.354 733.8 2 17 30 2 0 1
Q5V347_HALMA 0.9855 Succinate dehydrogenase iron-sulfur protein subunit(EC 1.3.99.1)  sdhB rrnAC1093 295 4.1 1 1 0.9999 K GMTILDALIYAR D 2 1335.722 1335.7254 0.0034 0 2.55 2.396 0.291 476.4 1 13 22 2 0 1
Q5V3W9_HALMA 0.9855 Putative acetyltransferase  hat4 rrnAC0796 186 4.8 1 1 0.9999 R DMLWFGLLR T 2 1149.6005 1149.6054 0.0049 0 4.26 2.508 0.293 992.6 2 14 16 2 0 1
Q5V472_HALMA 0.9855 Arsenical pump-driving ATPase  arsA2 rrnAC0678 362 10.5 1 1 0.9999 R FSGMMDNLTGMFGDDQDVDAEAGIEDLQELSDRIEHLR G 4 4268.8936 4268.9073 0.0137 0 3.21 4.35 0.25 975.4 1 42 222 2 1 1
Q5V5C0_HALMA 0.9855 Creatinine amidohydrolase (EC 3.5.2.10)  camH3 rrnAC0223 256 19.1 1 1 0.9999 - MYLADETWPDLDDYFETESLALVPLGSTEQHGPHLPLATDHLI E 5 5480.6187 5481.6245 1.0058 -1.0034 0.45 4.653 0.274 759.8 1 57 384 2 0 1
Q5V643_HALMA 0.9855 Formaldehyde dehydrogenase (EC 1.1.1.1)  adhC pNG7314 387 3.1 1 1 0.9999 R ENPAVVINNLIR T 2 1350.7619 1350.7654 0.0035 0 2.59 2.822 0.247 1049 1 16 22 2 0 1
Q5V6M7_HALMA 0.9855 Hypothetical protein  pNG7114 pNG7114 229 8.3 1 1 0.9999 R IASEVSEVPGSGIDADEMR G 2 1960.9048 1960.9054 0.0006 0 0.31 2.85 0.263 412.5 1 18 36 2 0 1
Q5V6V8_HALMA 0.9855 Transcriptional regulator  kdgR1 pNG7021 255 6.7 1 1 0.9999 K RAEKYEASLRPLALGER T 4 1958.0697 1958.9256 0.8559 -1.0034 -75.30 3.04 0.34 1209 1 35 96 2 1 1
Q5V7A6_HALMA 0.9855 Hypothetical protein  pNG6167 pNG6167 255 5.1 1 1 0.9999 - MEFFTAADVLSHR T 3 1522.7238 1522.7277 0.0039 0 2.56 2.706 0.268 437.4 1 23 48 2 0 1
RL4_HALMAReview 0.9855 50S ribosomal protein L4P (Hmal4) (Hl6)  rpl4p rrnAC1610 246 10.6 1 1 0.9999 R NLAGADVATASEVNTEDLAPGGAPGR L 2 2452.183 2453.1853 1.0023 -1.0034 -0.43 3.318 0.332 876.9 1 22 50 2 0 1
Q5V340_HALMA 0.9842 Hypothetical protein  rrnAC1103 rrnAC1103 269 4.1 1 1 0.9998 R DVFEVAIELGK K 2 1218.6496 1218.6454 -0.0042 0 -3.45 2.338 0.265 732 1 15 20 2 0 1
Q5V3W7_HALMA 0.9842 SnRNP-like protein  snp rrnAC0798 60 35 1 1 0.9519 M SGRPLDVLEASLGETVTVQLK G 3 2211.211 2211.2141 0.0031 0 1.40 2.604 0.257 952.9 1 27 80 2 0 1
Q5V4B0_HALMA 0.9842 NTP pyrophosphohydrolase  nudB rrnAC0634 215 9.8 1 1 0.9998 R DGTDFPELSDQIPDQAAGDTR D 2 2246.9927 2248.0171 1.0244 -1.0034 9.37 3.631 0.261 622.1 2 19 40 2 0 1
Q5V4B2_HALMA 0.9842 Hypothetical protein  rrnAC0632 rrnAC0632 239 9.2 1 1 0.9998 R IESMADRLEANVFAPLWQENPR D 3 2585.2696 2586.2779 1.0083 -1.0034 1.91 3.662 0.327 940.2 1 27 84 2 1 1
Q5V2L0_HALMA 0.9829 Putative transcriptional regulator  rrnAC1307 rrnAC1307 80 31.2 1 1 0.9997 - MDEDAVAELIEEALPEAQATVTTPR D 3 2698.3007 2698.3072 0.0065 0 2.41 3.277 0.218 689.5 2 29 96 2 0 1
Q5V2P1_HALMA 0.9829 Hypothetical protein  rrnAC1272 rrnAC1272 571 1.9 1 1 0.9997 R AFVNLLEFDLR N 2 1335.7187 1337.4854 1.7667 -1.0034 571.49 2.943 0.316 910 1 14 20 2 0 1
HIS2_HALMAReview 0.9816 Phosphoribosyl-ATP pyrophosphatase (EC 3.6.1.31) (PRA-PH)  hisE rrnAC2371 98 18.4 1 1 0.9238 M SDDTGDVIDELFAVIEDR K 3 2007.9273 2008.9582 1.0309 -1.0034 13.72 3.084 0.265 848 2 27 68 2 0 1
Q5UX85_HALMA 0.9816 Hypothetical protein  rrnAC3439 rrnAC3439 92 52.2 1 1 0.9996 R DAADGQSVSVDIEGDATVETALDALLATRPALAEEVLDENEEL V 4 5046.4429 5047.4263 0.9834 -1.0034 -3.95 4.508 0.214 603.4 1 46 282 2 0 1
Q5V163_HALMA 0.9816 Hypothetical protein  rrnAC1855 rrnAC1855 109 12.8 1 1 0.9996 R LHELGYEFEYPTFR E 3 1799.8519 1800.848 0.9961 -1.0034 -4.03 3.113 0.24 937.3 2 23 52 2 0 1



Q5V4R0_HALMA 0.9816 DNA ligase (EC 6.5.1.1)  ligA rrnAC0463 554 1.8 1 1 0.9996 K VDILFGLFSR C 2 1165.6495 1165.6454 -0.0041 0 -3.52 2.184 0.227 602.5 1 13 18 2 0 1
Q5V5P5_HALMA 0.9816 Acetylglutamate kinase (EC 2.7.2.8)  argB1 rrnAC0078 250 10.8 1 1 0.9996 R LNAAVVDALSGAGVPAVPVHPFSAATR D 3 2586.3918 2586.4009 0.0091 0 3.52 3.017 0.205 1541 1 37 104 2 0 1
Q5UZV1_HALMA 0.9803 Hypothetical protein  rrnAC2387 rrnAC2387 119 19.3 1 1 0.9995 K STSDLQDFIRDQIADDVVGGPFR W 3 2550.235 2551.2378 1.0028 -1.0034 -0.22 3.639 0.278 956.2 1 29 88 2 1 1
Q5V0G4_HALMA 0.9803 Phosphate transport system regulatory protein PhoU  phoU1 rrnAC2145 225 11.6 1 1 0.9564 M SRESYQQLLDELREHVVEMGDLVVER L 4 3128.556 3129.5642 1.0082 -1.0034 1.55 3.57 0.238 1140 1 41 150 2 2 1
Q5V575_HALMA 0.9803 Hypothetical protein  rrnAC0271 rrnAC0271 308 6.2 1 1 0.9995 R LGQDVLGQVPQSPGSEDIR A 2 1994.0069 1994.0054 -0.0015 0 -0.75 2.248 0.239 434.9 1 14 36 2 0 1
Q5UW94_HALMA 0.979 Universal stress protein  usp27 rrnB0291 279 3.2 1 1 0.9994 R AFDAFQYLR H 2 1129.5556 1130.5667 1.0111 -1.0034 6.86 2.34 0.274 990.8 1 14 16 2 0 1
Q5V3J7_HALMA 0.979 Hypothetical protein  rrnAC0931 rrnAC0931 313 10.5 1 1 0.9994 R DMAEQADAMLVVFGDSLLLPHVEHPGEFVDVVR D 4 3634.78 3635.8159 1.0359 -1.0034 8.96 4.387 0.229 691.2 3 36 192 2 0 1
Q5V3V6_HALMA 0.979 Hypothetical protein  rrnAC0811 rrnAC0811 143 14.7 1 1 0.9994 R SKVMTVQGEHELEETADGGTK L 3 2245.0532 2245.0664 0.0132 0 5.88 2.92 0.244 823.1 1 26 80 2 1 1
Q5V5E3_HALMA 0.979 Diaminopimelate decarboxylase (EC 4.1.1.20)  odc rrnAC0198 434 6.2 1 1 0.9994 R LADWDHERLEAVAAEHGTPLYVVDLDR V 4 3089.5206 3091.531 2.0104 -2.0067 1.20 3.64 0.228 1386 1 41 156 2 1 1
Q5V0L9_HALMA 0.9777 Hypothetical protein  rrnAC2081 rrnAC2081 282 5.7 1 1 0.9993 R EREEQGSEVVITIQER E 3 1900.949 1901.9481 0.9991 -1.0034 -2.24 3.73 0.227 1770 1 29 60 2 1 1
CDC6B_HALMAReview 0.9765 Cell division control protein 6 homolog 11 (CDC6 homolog 11)  cdc6-11 pNG6174 422 1.9 1 1 0.9992 K LLLFALTR L 2 945.6011 945.6054 0.0043 0 4.55 1.94 0.21 432.4 1 11 14 2 0 1
Q5UW98_HALMA 0.9765 Hypothetical protein  rrnB0286 rrnB0286 413 4.4 1 1 0.9992 R GVTYAAEQSSASPVSQAR Q 2 1807.87 1807.8711 0.0011 0 0.61 1.907 0.313 316.9 4 15 34 2 0 1
Q5UZ54_HALMA 0.9752 Ornithine carbamoyltransferase (EC 2.1.3.3)  arcB rrnAC2672 298 2.7 1 1 0.9991 R YVDFIMAR V 2 1013.5004 1014.5113 1.0109 -1.0034 7.45 2.481 0.206 898.8 1 13 14 2 0 1
Q5V2G3_HALMA 0.9739 Mut\nudix family protein  mutT5 rrnAC1358 158 14.6 1 1 0.999 K LDMWLPAGGHIDRDELPHEAALR E 4 2611.2965 2611.3003 0.0038 0 1.46 3.128 0.143 841.2 1 35 132 2 1 1
Q5UWF2_HALMA 0.9701 Putative metal dependent phosphohydrolase  rrnB0221 rrnB0221 194 5.7 1 1 0.9987 K VVEAWTLALDR G 2 1271.6874 1271.6922 0.0048 0 3.77 1.969 0.223 443.9 2 13 20 2 0 1
Q5UYH4_HALMA 0.9701 Hypothetical protein  rrnAC2944 rrnAC2944 94 22.3 1 1 0.9987 R FYTANCAACGVTIGSGVAGAK S 2 1959.9182 1957.9113 -2.0069 2 -3.52 3.279 0.298 691.5 1 19 40 2 0 1
Q5V229_HALMA 0.9688 Sensor protein (EC 2.7.13.3)  rrnAC1501 rrnAC1501 598 2.5 1 1 0.9986 R DVLDSETEGPVAHSR G 2 1610.7536 1611.756 1.0024 -1.0034 -0.59 3.158 0.165 951.1 1 16 28 2 0 1
RL31_HALMAReview 0.9676 50S ribosomal protein L31e (L34) (Hl30)  rpl31e rrnAC3113 92 10.9 1 1 0.9985 K HFSVDEDAVR L 2 1173.5414 1173.5402 -0.0012 0 -1.02 1.95 0.231 513.3 4 12 18 2 0 1

TRPE3_HALMAReview 0.9676 Anthranilate synthase component 1 3 (EC 4.1.3.27) (Anthranilatesynthase
component I 3)  trpE3 pNG7327 503 3.2 1 1 0.9985 R YSEVMHLVSLIEGELR D 3 1873.9608 1874.9635 1.0027 -1.0034 -0.35 3.345 0.16 1241 1 27 60 2 0 1

RL5_HALMAReview 0.9601 50S ribosomal protein L5P (Hmal5) (Hl13)  rpl5p rrnAC1598 177 10.7 1 1 0.9979 R DLANAEDILGEITGQMPVR T 2 2041.015 2041.025 0.01 0 4.90 2.818 0.097 473.2 3 15 36 2 0 1
Q5UWK2_HALMA 0.9576 Hypothetical protein  rrnB0163 rrnB0163 216 4.2 1 1 0.9977 R FLGLSTSAR Y 2 950.5185 950.5199 0.0014 0 1.47 2.056 0.132 912 1 15 16 2 0 1
Q5UY42_HALMA 0.9576 Proteinase IV-like  edp rrnAC3099 308 4.2 1 1 0.9977 R ETVAEASAYQGGR A 2 1337.6211 1338.6254 1.0043 -1.0034 0.71 2.256 0.248 504.9 1 16 24 2 0 1
Q5V0L3_HALMA 0.9576 Putative PUA domain RNA-binding protein  rrnAC2087 rrnAC2087 159 8.8 1 1 0.9977 K SLHHVGDDLFEFSV - 3 1600.7521 1600.7528 0.0007 0 0.44 2.063 0.183 664.2 1 22 52 2 0 1
Q5V306_HALMA 0.9576 DNA mismatch repair protein  mutS3 rrnAC1144 585 2.9 1 1 0.9977 R SGFETLATAVGEEAVQR T 3 1763.869 1762.8905 -0.9785 1 12.19 3.935 0.222 1119 1 26 64 2 0 1
Q5V394_HALMA 0.949 Putative acetamidase\formamidase (EC 3.5.1.-)  rrnAC1044 rrnAC1044 434 6 1 1 0.997 R LPGVVQLSMLAPMALLEEQGLAGTVR E 3 2692.4655 2693.468 1.0025 -1.0034 -0.32 2.802 0.237 487.4 9 22 100 2 0 1
Q5V0X6_HALMA 0.9478 Hypothetical protein  rrnAC1959 rrnAC1959 109 27.5 1 1 0.9969 R TQTDTTSVTGLEPTADGYLIVHPEPVTDVR F 3 3211.5884 3211.5952 0.0068 0 2.12 2.414 0.187 474.5 5 22 116 2 0 1
Q5V773_HALMA 0.9466 Transcription regulator  pNG6134 pNG6134 249 7.6 1 1 0.9968 R VDHATGTPDALDAIEDAFR N 3 2012.9439 2013.9417 0.9978 -1.0034 -2.76 3.048 0.171 1037 2 27 72 2 0 1
Q5V2K3_HALMA 0.943 Hypothetical protein  rrnAC1316 rrnAC1316 239 3.8 1 1 0.9965 K TTMATLAAR L 2 934.4906 935.4854 0.9948 -1.0034 -9.15 2.149 0.202 511.9 1 13 16 2 0 1
Q5V7T9_HALMA 0.9382 Hypothetical protein  pNG4013 pNG4013 138 6.5 1 1 0.9961 R GSVLGLLVR A 2 912.5756 912.576 0.0004 0 0.44 2.052 0.161 602.6 9 12 16 2 0 1

CCA_HALMAReview 0.9371
CCA-adding enzyme (EC 2.7.7.25) (EC 2.7.7.21)
(tRNAnucleotidyltransferase) (tRNA adenylyl-\cytidylyl- transferase)
(tRNACCA-pyrophosphorylase) (tRNA-NT)

 cca rrnAC2298 466 4.3 1 1 0.996 R SAAFVEDDSGKPETLDTESR G 3 2152.976 2153.9781 1.0021 -1.0034 -0.58 2.787 0.184 764.7 2 26 76 2 0 1

Q5UZ97_HALMA 0.9288 Nitrogen regulatory protein P-II  glnB rrnAC2621 121 10.7 1 1 0.9953 K IFVLPVDNAYQVR T 2 1532.8351 1532.8371 0.002 0 1.30 2.423 0.155 329.3 33 12 24 2 0 1
Q5UWZ3_HALMA 0.9277 Protease heat shock protein HtpX (EC 3.4.24.-)  htpX4 rrnAC3544 353 9.6 1 1 0.9952 R GLCFLPYGFDTAASSDSLATETRSHPPTTERVER L 3 3710.7635 3711.6538 0.8903 -1.0034 -30.47 3.501 0.182 168 1 25 132 2 2 1
Q5V130_HALMA 0.923 Hypothetical protein  rrnAC1896 rrnAC1896 529 4.7 1 1 0.9948 R RWLEDRGVSFEYGHEVTDMDIVPSR T 3 2992.4137 2992.2991 -0.1146 0 -38.30 3.166 0.205 304.7 56 20 96 2 1 1
Q5V131_HALMA 0.9219 Putative DNA binding  rrnAC1895 rrnAC1895 214 3.7 2 1 0.9735 R LGYFTVPR G 2 951.5178 951.521 0.0032 0 3.36 1.612 0.078 290.9 1 11 14 2 0 1
Q5UWF5_HALMA 0.9196 F420-dependent NADP reductase  npdG-2 rrnB0218 223 16.6 1 1 0.9945 R VVALTADLAGVRPIPAGPLSNATEVESLTPLLINIAR Y 3 3751.1247 3752.1262 1.0015 -1.0034 -0.49 3.018 0.192 495 10 25 144 2 0 1
Q5V7I5_HALMA 0.9196 Hypothetical protein  pNG5024 pNG5024 197 8.6 1 1 0.9945 R ELDLQQAFAIAVLHALR D 3 1907.0629 1907.0482 -0.0147 0 -7.71 2.406 0.136 498.9 4 22 64 2 0 1
Q5V3R3_HALMA 0.9162 Arylsulfatase (EC 3.1.6.8)  rrnAC0858 rrnAC0858 450 3.3 1 1 0.9942 R IGTHDSMYHVPLVVR A 4 1722.8875 1722.8869 -0.0006 0 -0.35 2.183 0.133 620.6 13 28 84 2 0 1
Q5V0I4_HALMA 0.9154 Hypothetical protein  rrnAC2119 rrnAC2119 635 1.3 1 1 0.9946 R LLDDFLGR R 2 947.5076 949.2254 1.7178 -1.0034 754.03 2.407 0.173 569 1 12 14 2 0 2 DECOY_840 ; 
Q5V343_HALMA 0.9139 Hypothetical protein  rrnAC1100 rrnAC1100 83 9.6 1 1 0.994 N MDDFDELR S 2 1039.428 1039.4286 0.0006 0 0.58 2.527 0.276 1175 1 13 14 1 0 1
Q5V2Y4_HALMA 0.9128 Acylphosphatase (EC 3.6.1.7)  acyP rrnAC1167 91 12.1 1 1 0.9939 R AQDQGVNGWVR N 2 1228.5949 1228.6853 0.0904 0 73.58 2.245 0.057 892.9 1 15 20 2 0 1
Q5UXD0_HALMA 0.9071 Circadian regulator  kaiC2 rrnAC3392 389 2.6 1 1 0.9934 R RRTEVFDFTR S 3 1325.684 1326.6981 1.0141 -1.0034 8.11 2.417 0.263 260.3 39 14 36 2 1 1
Q5V6R4_HALMA 0.9016 Oxidoreductase  fabG pNG7071 309 8.4 1 1 0.9929 K LFDAVPGITSVEDGAAEILHLAVSSR I 3 2666.3915 2666.3989 0.0074 0 2.78 1.977 0.159 260.8 1 25 100 2 0 1

Q5V0S5_HALMA 0.8244 Peroxidase\catalase (EC 1.11.1.6)  katG1 rrnAC2018 730 6.7 7 1 0.9984 R FAPLNSWPDNANLDK A 2 1700.8158 1700.8163 0.0005 0 0.29 3.534 0.554 1011 1 23 28 2 0 1
Q5V0S5_HALMA 0.8244 Peroxidase\catalase (EC 1.11.1.6)  katG1 rrnAC2018 730 6.7 7 1 0.9995 R FAPLNSWPDNANLDK A 2 1700.8158 1700.8208 0.005 0 2.94 4.335 0.404 1125 1 24 28 2 0 1
COFE_HALMAReview 0.8589 F420-0:gamma-glutamyl ligase (EC 6.3.2.-)  cofE rrnAC2436 257 19.1 2 3 0.9164 K FGHITVNAGIDR S 3 1298.6731 1299.6682 0.9951 -1.0034 -6.35 1.951 0.107 489.8 7 17 44 2 0 1
Q5V546_HALMA 0.5254 Sensor protein (EC 2.7.13.3)  rrnAC0301 rrnAC0301 450 4.9 2 2 0.9377 K VALLAAHELR N 2 1091.6451 1093.6244 1.9793 -2.0067 -25.10 2.799 0.099 517.3 68 11 18 2 0 1
Q5V2B8_HALMA 0.8624 Predicted methyltransferase  rrnAC1405 rrnAC1405 326 12.9 2 1 0.9504 R VRDWDILAGEGTEVTHR E 3 1952.9704 1954.2082 1.2378 -1.0034 120.05 1.951 0.179 271.5 1 22 64 2 1 1
Q5UXL4_HALMA 0.7894 Oligopeptide ABC transporter ATPase component  oppD2 rrnAC3296 406 8.1 2 1 0.9192 R RVDEFPHEFSGGMR Q 3 1662.7572 1663.9149 1.1577 -1.0034 92.83 2.335 0.035 1158 1 24 52 2 0 1
Q5UX05_HALMA 0.6551 NADH dehydrogenase\oxidoreductase  ndhG2 rrnAC3531 497 10.5 2 1 0.9631 R DASAAVAALK Y 2 915.5025 915.4422 -0.0603 0 -65.87 1.89 0.102 774.4 35 13 18 2 0 1
RS14_HALMAReview 0.8983 30S ribosomal protein S14P (HmaS14)  rps14p rrnAC1597.1 61 31.1 1 2 0.9926 R TGQLESCQRCGREQGLVGK Y 3 2047.9891 2045.9762 -2.0129 2 -6.30 3.138 0.28 679.4 2 27 72 2 2 1
Q5UY50_HALMA 0.8613 Uroporphyrin-III C-methyltransferase  cysG1 rrnAC3088 260 16.5 1 2 0.9849 R LVRPEGSGESAELAASGDLDAALFTSSLTVEHFLDAAADLGLR E 4 4371.187 4372.1973 1.0103 -1.0034 1.59 3.706 0.046 754.2 1 43 252 2 0 1
Q5UY50_HALMA 0.8613 Uroporphyrin-III C-methyltransferase  cysG1 rrnAC3088 260 16.5 1 2 0.9891 R LVRPEGSGESAELAASGDLDAALFTSSLTVEHFLDAAADLGLR E 4 4371.187 4373.2168 2.0298 -2.0067 5.28 3.302 0.101 573.1 3 41 252 2 0 1
Q5V845_HALMA 0.8357 Chromosome partitioning protein  sojC pNG2014 255 7.1 1 2 0.9865 R GLDVLAIDMDPQGYLTHR L 3 2012.9989 2013.0034 0.0045 0 2.24 2.474 0.072 623.3 2 23 68 2 0 1
Q5V845_HALMA 0.8357 Chromosome partitioning protein  sojC pNG2014 255 7.1 1 2 0.9377 R GLDVLAIDMDPQGYLTHR L 3 2012.9989 2013.0036 0.0047 0 2.33 2.133 0.003 856.4 1 26 68 2 0 1
Q5UZB9_HALMA 0.7865 Hypothetical protein  rrnAC2594 rrnAC2594 68 27.9 1 2 0.9811 K SRPDDGSKGAYWCDDCGVR I 3 2085.8632 2083.8494 -2.0138 2 -6.62 2.97 0.235 812 1 25 72 2 1 1
Q5V689_HALMA 0.7005 Hypothetical protein  pNG7263 pNG7263 256 5.5 1 2 0.97 R AAAVAAIADRDYRR A 3 1517.8062 1517.8058 -0.0004 0 -0.26 2.623 0.127 562.6 67 18 52 2 1 1
Q5UXS6_HALMA 0.6065 Universal stress protein  usp22 rrnAC3225 157 5.7 1 2 0.9369 R VILGSVTEK V 2 944.5542 944.5555 0.0013 0 1.38 1.616 0.12 292.1 29 11 16 2 0 1
Q5UXS6_HALMA 0.6065 Universal stress protein  usp22 rrnAC3225 157 5.7 1 2 0.9547 R VILGSVTEK V 2 944.5542 944.5542 0 0 0.00 1.607 0.091 420.7 4 13 16 2 0 1
Q5UXM6_HALMA 0.6027 Hypothetical protein  rrnAC3283 rrnAC3283 258 6.6 1 2 0.954 L AGSTELQNVSWTVTVLR A 2 1859.9741 1859.9722 -0.0019 0 -1.02 3.177 0.199 523.4 10 15 32 1 0 1
RL29_HALMAReview 0.8972 50S ribosomal protein L29P (Hmal29) (Hl33)  rpl29p rrnAC1604 71 21.1 1 1 0.9925 R EAELDDLKTELLNAR A 2 1728.8894 1728.8927 0.0033 0 1.91 3.466 0.117 426.3 4 15 28 2 1 1
Q5V7R3_HALMA 0.8939 Hypothetical protein  pNG5109 pNG5109 326 2.5 1 1 0.9922 K WVIIETAR K 2 986.5549 987.0454 0.4905 0 497.18 2.04 0.047 706.2 1 13 14 2 0 1
Q5V045_HALMA 0.8896 Transcriptional regulator CopG family  copG1 rrnAC2283 136 18.4 1 1 0.9918 R ISLTLPSSMVDRLDGIVDEWEYASR S 3 2851.4062 2852.4114 1.0052 -1.0034 0.65 2.796 0.218 541.9 2 25 96 2 1 1
GCP_HALMAReview 0.8885 Putative O-sialoglycoprotein endopeptidase (EC 3.4.24.57)(Glycoprotease)  gcp rrnAC2490 548 2.6 1 1 0.9917 R IHDAGFVHGDPTTR N 3 1521.7324 1521.7305 -0.0019 0 -1.25 2.184 0.217 265.5 499 16 52 2 0 1
Q5UZR0_HALMA 0.8832 Hypothetical protein  rrnAC2433 rrnAC2433 217 6.5 1 1 0.9912 R ALLEELEKLTIEGR H 3 1612.9036 1612.8982 -0.0054 0 -3.35 2.227 0.215 293.7 26 19 52 2 1 1
Q5V703_HALMA 0.881 Hypothetical protein  pNG6006 pNG6006 196 4.6 1 1 0.991 R LYLHYLELR A 3 1218.6761 1218.6725 -0.0036 0 -2.95 1.927 0.108 539.9 1 18 32 2 0 1
Q5V5S4_HALMA 0.88 Hypothetical protein  rrnAC0046 rrnAC0046 79 17.7 1 1 0.9909 R AVHVQQAILSGLER E 3 1519.847 1519.8434 -0.0036 0 -2.37 3.187 0.055 1057 18 22 52 2 0 1
Q5UWZ8_HALMA 0.8779 Pantothenate metabolism flavoprotein  dfp rrnAC3539 388 3.4 1 1 0.9907 K VETEGDDETLIER A 2 1504.6893 1504.6929 0.0036 0 2.39 1.953 0.102 838.8 1 15 24 2 0 1
Q5V0R0_HALMA 0.8624 Serine\threonine protein kinase  pkn rrnAC2036 302 2.3 1 1 0.9892 R FSEYVAR E 2 870.4235 870.4248 0.0013 0 1.49 1.905 0.043 809.7 1 11 12 2 0 1
Q5UXG7_HALMA 0.8613 Bacterioferritin comigratory protein  bcp2 rrnAC3345 176 5.7 1 1 0.9891 R DFQEQLPQFR E 2 1306.6306 1306.6319 0.0013 0 0.99 1.944 0.156 338 23 10 18 2 0 1
Q5V5R7_HALMA 0.8553 CitG family protein  citG rrnAC0053 238 8.4 1 1 0.9885 R AQAVLDGAETATGLAEEFVR R 3 2047.0222 2048.0181 0.9959 -1.0034 -3.64 2.589 0.226 389.9 138 21 76 2 0 1
Q5UYF8_HALMA 0.8533 Putative haloacid dehalogenase-like hydrolase  rrnAC2962 rrnAC2962 218 9.2 1 1 0.9883 R IYGDEATFLDGAHDLLNDLR D 3 2247.0807 2247.0884 0.0077 0 3.43 2.927 0.081 239.2 13 22 76 2 0 1
Q5V6D1_HALMA 0.8395 Glucose-1-phosphate thymidylyltransferase  rffH4 pNG7218 250 5.2 1 1 0.9869 - MKAVVLAAGKGTR L 2 1300.7649 1300.7053 -0.0596 0 -45.82 3.683 0.488 2240 1 21 24 2 2 1
Q5UY55_HALMA 0.815 Hypothetical protein  rrnAC3083 rrnAC3083 140 11.4 1 1 0.9843 M SGGSGGMSPSFPGESR G 2 1495.6361 1495.664 0.0279 0 18.65 2.504 0.295 650.2 1 16 30 1 0 1
Q5V435_HALMA 0.8095 Hypothetical protein  rrnAC0724 rrnAC0724 182 5.5 1 1 0.9837 R YSGTLAIVVR N 2 1077.6182 1077.2454 -0.3728 0 -345.95 1.821 0.111 290.1 4 10 18 2 0 1
MUTS1_HALMAReview 0.8005 DNA mismatch repair protein mutS 1  mutS1 rrnAC2532 921 2.4 1 1 0.9827 R TLAELDAFASLAVHAVENDWAR P 3 2398.1917 2399.2073 1.0156 -1.0034 5.11 3.236 0.328 507.7 1 29 84 1 0 1
Q5V4P2_HALMA 0.7857 Hypothetical protein yqjF  yqjF rrnAC0485 234 3.4 1 1 0.981 R SFGELNLR T 2 934.4872 934.487 -0.0002 0 -0.21 1.554 0.116 599.6 1 12 14 2 0 1
KTHY_HALMAReview 0.784 Probable thymidylate kinase (EC 2.7.4.9) (dTMP kinase)  tmk rrnAC3286 195 18.5 1 1 0.9808 R SIDNDDADSLAELFLYTADHAAHLSETVRPALNEGR L 5 3925.8718 3926.8635 0.9917 -1.0034 -2.97 2.718 0.055 1228 2 54 280 2 0 1
Q5V0S4_HALMA 0.7713 Lipoate protein ligase (EC 6.3.4.-)  lpl rrnAC2019 264 5.3 1 1 0.9793 R QLHPAHDIVGPDGR K 3 1510.764 1510.7672 0.0032 0 2.12 2.437 0.072 740.4 13 22 52 2 0 1

KSGA_HALMAReview 0.7647 Probable dimethyladenosine transferase (EC 2.1.1.-) (S-adenosylmethionine-6-
N',N'-adenosyl(rRNA) dimethyltransferase) (16SrRNA dimethylase)  ksgA rrnAC0257 285 7.4 1 1 0.9785 K LTPADFATLATLAYEVGQPEA - 3 2177.0892 2177.0984 0.0092 0 4.23 2.443 0.08 494.9 7 21 80 2 0 1

Q5V176_HALMA 0.7582 Phosphoesterase  yhcR2 rrnAC1841 424 1.9 1 1 0.9777 R DDFLDAFR Q 2 997.4505 997.4455 -0.005 0 -5.01 1.503 0.14 258.7 2 10 14 2 0 1
Q5V6Q5_HALMA 0.7448 Sulfatase (EC 3.1.6.-)  pNG7082 pNG7082 451 3.5 1 1 0.976 R QTDAILEQVIGALEAR G 3 1725.9261 1726.9282 1.0021 -1.0034 -0.72 2.617 0.128 368.8 12 22 60 2 0 1
Q5UX34_HALMA 0.7401 Hypothetical protein  rrnAC3499 rrnAC3499 51 19.6 1 1 0.9754 R RLETAIEELR T 2 1228.6775 1229.6254 0.9479 -1.0034 -45.13 2.911 0.039 614.8 16 13 18 2 0 1
Q5V746_HALMA 0.7355 Hypothetical protein  pNG6088 pNG6088 435 3.9 1 1 0.9748 R EAMNGTDVTEQSAVGQR N 2 1807.8051 1807.8053 0.0002 0 0.11 1.478 0.154 308.9 1 11 32 2 0 1 EAM[147]NGTDVTEQSAVGQR
Q5V0V3_HALMA 0.7332 Monoamine oxidase regulatory protein  maoC1 rrnAC1985 147 8.2 1 1 0.9745 R HMVAFYGIDRLR F 3 1476.766 1476.7722 0.0062 0 4.20 1.932 0.129 487.7 1 18 44 2 1 1
Q5V420_HALMA 0.7183 Endonuclease III (EC 4.2.99.18)  nthA rrnAC0739 227 16.7 1 1 0.9725 R RLELTEEERPEAIEQDLLDVVPESEWQQFTHLLIDHGR A 5 4569.2775 4570.2852 1.0077 -1.0034 0.95 3.001 0.12 872.3 12 51 296 2 0 1
Q5V4B8_HALMA 0.7176 ABC transporter ATP-binding protein  msbA-1 rrnAC0626 602 4.2 1 1 0.9724 R EAVAMVRQDPHIFNDTLRYNLTAGR D 4 2886.4559 2886.451 -0.0049 0 -1.70 3.428 0.128 718.4 44 33 144 2 2 1
Q5UYM5_HALMA 0.7104 Hypothetical protein  rrnAC2881 rrnAC2881 280 3.6 1 1 0.9714 R HALPALAPER T 2 1073.5982 1073.4998 -0.0984 0 -91.65 1.647 0.099 456.6 2 13 18 2 0 1
Q5UXY9_HALMA 0.7047 V-type ATP synthase subunit F (EC 3.6.3.14)  atpF rrnAC3158 107 18.7 1 1 0.9706 K FADVPSDEKDEQLDDAVEEM L 2 2296.9574 2296.9854 0.028 0 12.19 2.497 0.431 721.8 1 18 38 1 1 1 FADVPSDEKDEQLDDAVEEM[147]
Q5UZF7_HALMA 0.6683 Hypothetical protein  rrnAC2547 rrnAC2547 418 7.7 1 1 0.9652 R DPEILDVLEAGGLPTHADIEDAPEAFRDILER V 4 3515.742 3517.781 2.039 -2.0067 9.19 2.657 0.045 1015 1 40 186 2 1 1
Q5UZW2_HALMA 0.6441 Hypothetical protein  rrnAC2375 rrnAC2375 236 12.7 1 1 0.9613 R SVGDAVTVQTSNHGRPVVYAEAMVADAGGR T 4 3013.4676 3013.4741 0.0065 0 2.16 2.93 0.075 702.6 42 34 174 2 0 1
Q5V5V0_HALMA 0.6225 Hypothetical protein  rrnAC0017 rrnAC0017 174 4 1 1 0.9576 R LLVLAER V 2 812.512 812.5055 -0.0065 0 -8.00 1.616 0.035 505.6 1 10 12 2 0 1
Q5UYW7_HALMA 0.622 DNA binding protein putative transcriptional regulator  rrnAC2777 rrnAC2777 198 11.6 1 1 0.9575 K SDLDADETAQFIVTVLTGAATER V 3 2422.1863 2423.1868 1.0005 -1.0034 -1.18 2.674 0.121 520.8 19 24 88 2 0 1
Q5V376_HALMA 0.6147 Hypothetical protein  rrnAC1063 rrnAC1063 431 3.2 1 1 0.9562 R LGTSTTDDSGTSER S 3 1425.6219 1425.7218 0.0999 0 70.07 2.064 0.08 559.6 23 20 52 2 0 1
Q5UW56_HALMA 0.607 ParA\minD-like bacterial cell division regulator  parA5 rrnB0335 334 3 1 1 0.9548 R GSAFKVVEER W 2 1120.5876 1120.5854 -0.0022 0 -1.96 2.147 0.226 389.3 82 11 18 2 1 1
Q5UWP9_HALMA 0.5901 Inositol-1-monophosphatase (EC 3.1.3.25)  suhB2 rrnB0102 265 5.7 1 1 0.9516 R TLESVKPAADQFQVK H 3 1659.8832 1659.8869 0.0037 0 2.23 2.209 0.06 436.1 23 20 56 2 0 1
Q5UZD0_HALMA 0.5876 Immunogenic protein  imp rrnAC2580 345 13.3 1 1 0.9511 R FLKTAGVAGVAALAGCGGGGDGGDGGDGETTEGGDMTEGGD M 4 4132.7055 4132.7305 0.025 0 6.05 3.443 0.171 809.8 1 48 270 1 1 1
Q5V6K9_HALMA 0.5845 Hypothetical protein  pNG7132 pNG7132 195 6.7 1 1 0.9505 R TGIAVSFAEGIRR R 3 1375.7572 1376.2282 0.471 0 342.36 1.42 0.15 251.8 10 17 48 2 0 1
Q5V450_HALMA 0.5785 Shikimate 5-dehydrogenase (EC 1.1.1.25)  aroE rrnAC0707 265 10.9 1 1 0.9493 R LLQDAAAAGATTVDGAWMLLYQGVEAFER W 3 3066.512 3066.513 0.001 0 0.33 2.984 0.029 270.3 51 20 112 2 0 1
Q5V2W5_HALMA 0.578 Molybdenum cofactor biosynthesis protein B  moaB1 rrnAC1188 211 6.6 1 1 0.9492 K LVAPAVGHLLGLVR R 3 1413.882 1413.8847 0.0027 0 1.91 1.931 0.094 210 33 18 52 2 0 1
Q5V7P0_HALMA 0.5711 Ribbon-helix-helix protein  pNG5089 pNG5089 157 14 1 1 0.9478 R EVTELLEEFESGTMEEVKTVQK V 3 2554.236 2554.4781 0.2421 0 94.78 2.506 0.081 809.2 4 23 84 2 1 1
Q5V878_HALMA 0.5677 Hypothetical protein  pNG1021 pNG1021 309 2.6 1 1 0.9471 R SEEFAIAR I 2 921.4556 922.2854 0.8298 -1.0034 -188.34 1.71 0.223 485.1 41 9 14 2 0 1
Q5V858_HALMA 0.5445 Hypothetical protein  pNG1002 pNG1002 210 4.3 1 1 0.9421 - MSLVGENFR D 2 1051.512 1051.5738 0.0618 0 58.77 1.688 0.034 675 2 13 16 2 0 1



Q5V877_HALMA 0.5414 Hypothetical protein  pNG1022 pNG1022 101 6.9 1 1 0.9414 K YFYDELR A 2 1004.4603 1005.4455 0.9852 -1.0034 -18.07 1.653 0.191 253.5 14 8 12 2 0 1
Q5V3E2_HALMA 0.5091 DNA binding domain similar to hmvng1864  rrnAC0992 rrnAC0992 91 12.1 1 1 0.9337 R LYPNLDTLVDK G 2 1289.6867 1289.6853 -0.0014 0 -1.09 1.322 0.195 267.1 15 12 20 2 0 1
Q5V2H7_HALMA 0.5071 Hypothetical protein  rrnAC1344 rrnAC1344 91 13.2 1 1 0.9332 R VDGMEQELAEQR A 2 1403.6351 1404.7053 1.0702 -1.0034 47.63 1.946 0.16 269.9 15 13 22 2 0 1
Q5UZM1_HALMA 0.4939 Protein kinase  prk2 rrnAC2476 193 8.8 1 1 0.9298 R LSEVHIENPETAYEVVK E 3 1955.984 1957.8998 1.9158 -1.0034 466.49 2.57 0.073 511.5 6 20 64 2 0 1
Q5V1S1_HALMA 0.4307 Hypothetical protein  rrnAC1615 rrnAC1615 110 10.9 1 1 0.911 R DKVDAVEEHLDR A 3 1424.6895 1424.6781 -0.0114 0 -8.00 2.215 0.021 837.6 1 22 44 2 1 1
Q5V653_HALMA 0.4067 Hypothetical protein  pNG7303 pNG7303 223 3.6 1 1 0.9026 - MDLQEFVR S 2 1036.5011 1036.2654 -0.2357 0 -227.40 1.624 0.117 159.1 120 9 14 2 0 1

DECOY_1272 0.8744 863 863 863 863 6 3 1 0.9552 R RKPETEGTTER V 3 1302.6528 1302.7282 0.0754 0 57.88 1.897 0.119 264.5 119 15 40 2 0 1
DECOY_1895 0.9772 337 337 337 337 22 2 2 0.9902 K SDAEVPQSSGDGGSSMQAGDGGGQAEGADGSGGMGTCGALL I 3 4564.0797 4565.1919 1.1122 -1.0034 23.85 2.764 0.204 144.5 31 24 196 2 0 1 SDAEVPQSSGDGGSSM[147]QAGDGGGQAEGADGSGGMGTCGALLL
DECOY_1646 0.5079 321 321 321 321 10 2 1 0.9334 R TAIAPLVRR T 2 995.624 996.5055 0.8815 -1.0034 -122.39 1.574 0.221 226.2 12 11 16 2 0 1
DECOY_3970 0.5486 132 132 132 132 12.1 1 6 0.9325 T GLEAVEVLENVTDLNR V 2 1769.9159 1769.8577 -0.0582 0 -32.88 2.425 0.242 476 3 15 30 1 0 1
DECOY_3970 0.5486 132 132 132 132 12.1 1 6 0.943 T GLEAVEVLENVTDLNR V 2 1769.9159 1769.8561 -0.0598 0 -33.79 2.276 0.247 585.8 1 16 30 1 0 1
DECOY_3970 0.5486 132 132 132 132 12.1 1 6 0.9252 T GLEAVEVLENVTDLNR V 2 1769.9159 1769.8582 -0.0577 0 -32.60 2.324 0.24 539 2 16 30 1 0 1
DECOY_2525 0.8885 495 495 495 495 1.4 1 3 0.9917 R QLDYYDR P 2 971.4348 971.7854 0.3506 0 360.91 2.321 0.274 594.4 1 11 12 1 0 1
DECOY_2525 0.8885 495 495 495 495 1.4 1 3 0.9912 R QLDYYDR P 2 971.4348 971.3818 -0.053 0 -54.56 2.441 0.246 598.7 1 11 12 1 0 1
DECOY_2525 0.8885 495 495 495 495 1.4 1 3 0.9828 R QLDYYDR P 2 971.4348 971.3855 -0.0493 0 -50.75 2.253 0.241 626.9 1 11 12 1 0 1
DECOY_3884 0.9688 196 196 196 196 4.1 1 1 0.9986 R RADELLLR L 2 984.5716 984.5652 -0.0064 0 -6.50 2.964 0.078 1159 2 14 14 2 0 1
DECOY_327 0.9564 927 927 927 927 0.9 1 1 0.9976 R EYELEVNK E 2 1022.492 1023.6454 1.1534 -1.0034 146.75 2.753 0.127 780.6 3 11 14 2 0 1
DECOY_660 0.9116 307 307 307 307 10.7 1 1 0.9938 R FWEVGARYGLHLPEPEATPDDAFEVQLAITFPK Q 3 3742.8671 3742.7256 -0.1415 0 -37.81 3.243 0.168 427.1 16 24 128 2 1 1
DECOY_1530 0.8664 970 970 970 970 1.9 1 1 0.9896 R LLVLTLGGTADPLEYGHR L 3 1924.0418 1923.1881 -0.8537 1 76.04 2.503 0.261 443.9 1 26 68 2 0 1
DECOY_3813 0.8357 385 385 385 385 3.6 1 1 0.9865 - TMGKGLLERAIINK Q 2 1542.8916 1542.8654 -0.0262 0 -16.98 2.925 0.154 513.4 8 16 26 2 2 1
DECOY_2712 0.8187 192 192 192 192 6.8 1 1 0.9847 R FQATDGAPKARHK E 3 1425.7477 1425.5783 -0.1694 0 -118.81 1.897 0.177 213.2 2 17 48 2 2 1
DECOY_955 0.697 132 132 132 132 9.8 1 1 0.9695 K ELGQTVDAGLAEM - 3 1332.6231 1332.3382 -0.2849 0 -213.79 2.426 0.043 400.9 11 20 48 2 0 1
DECOY_2541 0.6576 775 775 775 775 1.5 1 1 0.9635 R LEEHADFVVATR T 3 1385.6939 1386.3982 0.7043 -1.0034 -215.81 2 0.178 198.4 36 17 44 2 0 1
DECOY_148 0.525 168 168 168 168 9.5 1 1 0.9376 R VIKLECDDPLYEAKEK Q 3 1891.9601 1892.4381 0.478 0 252.65 2.224 0.144 200.4 112 17 60 2 2 1
DECOY_2751 0.5246 551 551 551 551 2.7 1 1 0.9375 R KSVYPGDQKYGLKER Y 3 1766.9315 1767.098 0.1665 0 94.23 2.291 0.118 486.9 49 18 56 2 2 1
DECOY_185 0.5127 197 197 197 197 8.6 1 1 0.9346 R LAHLVAIAFAQQLDLER A 2 1907.0629 1906.8854 -0.1775 0 -93.08 1.786 0.117 242.8 35 11 32 2 0 1
DECOY_3335 0.5091 719 719 719 719 1.1 1 1 0.9337 R TELFPVRR L 2 1016.5767 1016.5765 -0.0002 0 -0.20 1.614 0.102 373.8 23 9 14 2 0 1
DECOY_3600 0.4846 297 297 297 297 3.7 1 1 0.9273 K TIGDLHVAQEM - 3 1212.5808 1212.8781 0.2973 0 245.18 1.65 0.077 522.2 9 15 40 2 0 1
DECOY_2 0.4513 128 128 128 128 29.7 1 1 0.9176 - ALLREDRVTPSTLEYHIEGDGHYEASYTFEESIGFEHR M 3 4453.0887 4453.209 0.1203 0 27.01 2.541 0.128 184.8 191 20 148 2 2 1
DECOY_1072 0.4268 249 249 249 249 3.2 1 1 0.9097 - ETMPHVVR R 2 983.4903 983.3054 -0.1849 0 -188.00 1.37 0.114 179 5 8 14 2 0 1 ETM[147]PHVVR
DECOY_3724 0.4106 1388 1388 1388 1388 0.7 1 1 0.904 K WVINGAYRKK K 3 1233.6982 1233.6305 -0.0677 0 -54.88 1.902 0.105 347.2 23 16 36 2 1 1

a  NA:  Protein without unique peptide identification.
b  Mass difference:  Indicates the deviations between the calculated neutral peptide mass and precursor neutral mass (derived from the measured m
c  Mass difference adjustment:  An adjustment of "-1.00335" and "-2.0067" was applied when the precursor mass was presumably assigned to the
+1 and +2  respectively, isotopic peak and "+1" and "+2" for precursor mass with a putative "-1" and "-2" dalton shift.


